
Table S1-Sequence data 

Sample W1 

Insert length (bp) 490 

Raw data pair reads 3198364*2 

Raw data total bases (bp) 1.606E+09 

Raw data Q20 (%) 89.47 

Clean data pair reads 2863635*2 

Clean data single reads 319947 

Clean data total bases (bp) 1.317E+09 

Clean data Q20 (%) 96.78 

Average coverage (X) 346X 
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Table S2-Assembly data 

Sample W1 

No. of all scaffolds (#) 

Bases in all scaffolds (bp) 

No. of large scaffords (#,>1000 bp) 

Bases in large scaffolds (bp,>1000 bp) 

Largest scaffold length (bp) 

Scaffold N50 (bp) 

Scaffold N90 (bp) 

G+C content (%) 

N rate (%) 

No. of all contigs (#) 

Bases in all contigs (bp) 

No. of large contigs (#,>1000 bp) 

Bases in large contigs (bp,>1000 bp) 

Largest contig length (bp) 

Contig N50 (bp) 

Contig N90 (bp) 

168 

3798604 

122 

3772045 

507766 

134141 

14460 

61.47 

0.00803 

285 

3798299 

149 

3735623 

365732 

79645 

9963 

 



Table S3-Gene information 

Sample W1 

Gene num (#) 

Gene total length (bp) 

Gene average length (bp) 

Gene density (number/kb) 

GC content in gene region (%) 

Gene/Geonme (%) 

Intergenetic region length (bp) 

GC content in intergenetic region (%) 

Intergenetic length/Genome (%) 

3705 

3177675 

857.67 

0.98 

62.96 

83.65 

620929 

53.84 

16.35 

 



Table S4-Gene annotation

#Qeury_name Qeury_length NR_tophit_name NR_tophit_description
NR_topHSP_

%-Simil
Swissprot_tophit_name Swissprot_tophit_description

Swissprot_tophsp_%-

Simil
GOs String_tophit_name String_tophit_description

String_topHSP_%-

Simil
COG KOG NOG

KO/Gene_I

D

KEGG_GENE_NA

ME
orf0001 201 gi|517917400|ref|WP_019087608.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0002 132 gi|494642297|ref|WP_007400241.1| peptidoglycan-binding LysM [Gluconacetobacter sp. SXCC-1] 92% _ _ _ _ _ _ _ _ _ _ None _

orf0003 1015 gi|499899156|ref|WP_011579890.1| type III restriction enzyme, res subunit [Chelativorans sp. BNC1] 92% gi|135255|sp|P08764.1|T3RE_BPP1 RecName: Full=Type III restriction-modification system EcoPI enzyme res 59% GO:0003677;GO:0016787;GO:0005524;GO:0008152 266779.Meso_0544 type III restriction enzyme, res subunit 92.73% COG3587 _ _ K01156 res

orf0004 647 gi|653027612|ref|WP_027279431.1| DNA methylase [Rhodopseudomonas palustris] 74% gi|20141750|sp|P40814.2|T3MO_SALTY
RecName: Full=Type III restriction-modification system StyLTI enzyme mod; Short=M.StyLTI;

AltName: Full=StyLTI methyltransferase [Salmonella enterica subsp. enteric
55% _ _ _ _ _ _ _ K07316 mod

orf0005 231 gi|647583756|ref|WP_025861300.1| hypothetical protein [Acetobacter papayae] 92% _ _ _ _ 266779.Meso_0542 hypothetical protein 88.50% _ _ NOG259158 None _

orf0006 1090 gi|499899153|ref|WP_011579887.1| helicase [Chelativorans sp. helicase-like protein [Chelativorans sp. BNC1] 96% gi|1731040|sp|P54509.1|YQHH_BACSU RecName: Full=Uncharacterized ATP-dependent helicase YqhH [Bacillus subtilis subsp. subtilis str. 76% GO:0003677;GO:0005524;GO:0008152;GO:0004386 266779.Meso_0541 helicase-like 96.32% COG0553 _ _ None _

orf0007 108 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0008 419 gi|494642276|ref|WP_007400220.1|
tannase [Gluconacetobacter sp. putative feruloyl esterase B-2 [Gluconacetobacter

sp. SXCC-1]
97% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf0009 262 gi|651218922|gb|KDU97511.1| FAD-binding protein [Gluconacetobacter rhaeticus AF1] 100% _ _ _ GO:0055114;GO:0016491 634452.APA01_15240 siderophore-interacting iron utilization protein 86.13% COG2375 _ _ None _

orf0010 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0011 59 gi|494642272|ref|WP_007400216.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 96% _ _ _ _ _ _ _ _ _ _ None _

orf0012 418 gi|582022534|gb|AHI25876.1| CP4-like integrase [Gluconacetobacter xylinus E25] 100% _ _ _ GO:0015074;GO:0003677;GO:0006310 266835.mlr6952 CP4-like integrase 91.75% COG0582 _ _ None _

orf0013 570 gi|498195171|ref|WP_010509327.1| GMP synthase [Komagataeibacter europaeus] 100% gi|81351534|sp|Q5FPL0.1|GUAA_GLUOX RecName: Full=GMP synthase [glutamine-hydrolyzing] 93% GO:0006536;GO:0003922;GO:0006541;GO:0005524;GO:0006177;GO:0016462;GO:0006144 272568.GDI_3147 GMP synthase 94.39% COG0518;COG051 _ _ K01951 guaA, GMPS

orf0014 129 gi|517915185|ref|WP_019085393.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0015 168 gi|498195167|ref|WP_010509323.1| nucleoside diphosphate hydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 272568.GDI_3150 NUDIX hydrolase 75.26% COG1051 _ _ None _

orf0016 115 gi|498195164|ref|WP_010509320.1| histidine kinase [Komagataeibacter europaeus] 100% _ _ _ GO:0000160;GO:0035556;GO:0045449;GO:0000156 _ _ _ _ _ _ None _

orf0017 484 gi|517922045|ref|WP_019092253.1| 4-amino-4-deoxy-L-arabinose transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf0018 170 gi|663060901|dbj|BAP16204.1| AsnC/Lrp family transcriptional regulator [Komagataeibacter europaeus] 100% gi|7387847|sp|P56901.1|LRP_RHIME RecName: Full=Leucine-responsive regulatory protein [Sinorhizobium meliloti 1021] 70% GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 272568.GDI_3154 AsnC family transcriptional regulator 93.57% COG1522 _ _ None _

orf0019 318 gi|498195158|ref|WP_010509314.1| thioredoxin reductase [Komagataeibacter europaeus] 100% gi|122425832|sp|Q1RJD8.1|TRXB_RICBR RecName: Full=Thioredoxin reductase; Short=TRXR [Rickettsia bellii RML369-C] 79% GO:0019430;GO:0050660;GO:0006206;GO:0006118;GO:0055114;GO:0005737;GO:0004791 272568.GDI_3155 thioredoxin reductase 83.57% COG0492 _ _ K00384 E1.8.1.9, trxB

orf0020 271 gi|645067757|ref|WP_025438836.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|251757475|sp|P94501.3|GLTR_BACSU RecName: Full=HTH-type transcriptional regulator GltR [Bacillus subtilis subsp. subtilis str. 168] 46% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_3156 transcriptional regulator LysR 94.74% COG0583 _ _ None _

orf0021 93 gi|517915191|ref|WP_019085399.1| DNA-binding protein [Komagataeibacter europaeus] 100%
gi|189045037|sp|A9H0B5.1|IHFB_GLUD

A

RecName: Full=Integration host factor subunit beta; Short=IHF-beta [Gluconacetobacter

diazotrophicus PA1 5]
86% GO:0003677;GO:0006355;GO:0005694;GO:0006417;GO:0006310 272568.GDI_3159

integration host factor subunit beta; This protein is one of the two subunits of

integration [...]
88.64% COG0776 _ _ K05788 ihfB, himD

orf0022 303 gi|517915192|ref|WP_019085400.1| peptidase [Komagataeibacter europaeus] 100% gi|14548271|sp|Q9K809.1|SPPA_BACHD RecName: Full=Putative signal peptide peptidase SppA [Bacillus halodurans C-125] 65% GO:0006508;GO:0008233 391165.GbCGDNIH1_2021 signal peptide peptidase sppA 77.46% COG0616 _ _ K04773 sppA

orf0023 50 gi|498195152|ref|WP_010509308.1| MucR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355;GO:0008270 _ _ _ _ _ _ None _

orf0024 105 gi|498195152|ref|WP_010509308.1| MucR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|7388546|sp|O33682.1|Y4338_RHIME
RecName: Full=Putative MucR family transcriptional regulatory protein RA0938 [Sinorhizobium

meliloti 1021]
68% GO:0003677;GO:0006355;GO:0008270 272568.GDI_3161 transcriptional regulator, MucR family 85.11% COG4957 _ _ None _

orf0025 134 gi|498195150|ref|WP_010509306.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|81547980|sp|Q9PFB1.1|BIGR_XYLFA RecName: Full=Biofilm growth-associated repressor [Xylella fastidiosa 9a5c] 68% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 634452.APA01_23570 transcriptional regulator ArsR 81.69% COG0640 _ _ None _

orf0026 263 gi|517915195|ref|WP_019085403.1| membrane protein [Komagataeibacter europaeus] 100% gi|81438286|sp|Q87AD2.1|Y1894_XYLFT RecName: Full=UPF0721 transmembrane protein PD_1894 [Xylella fastidiosa Temecula1] 64% GO:0016021 _ _ _ _ _ _ K07090 K07090

orf0027 411 gi|498195146|ref|WP_010509302.1| uracil-DNA glycosylase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K02334 dpo

orf0028 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0029 703 gi|498195144|ref|WP_010509300.1| fusaric acid resistance protein FusB [Komagataeibacter europaeus] 100% gi|61252750|sp|O05543.2|Y755_GLUOX RecName: Full=Uncharacterized transporter GOX0755 [Gluconobacter oxydans 621H] 56% GO:0006810;GO:0005886 272568.GDI_3166 putative fusaric acid resistence protein 86.83% COG1289 _ _ None _

orf0030 446 gi|648237400|ref|WP_026018549.1| guanine deaminase [Komagataeibacter europaeus] 100% gi|2829648|sp|P76641.1|GUAD_ECOLI
RecName: Full=Guanine deaminase; Short=Guanase; Short=Guanine aminase; AltName:

Full=Guanine aminohydrolase; Short=GAH [Escherichia coli K-12]
68% GO:0006147;GO:0008892;GO:0008270 272568.GDI_3167 guanine deaminase 81.95% COG0402 _ _ K01487 E3.5.4.3, guaD

orf0031 274 gi|517915199|ref|WP_019085407.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 460265.Mnod_1581 hypothetical protein 81.08% COG4328 _ _ None _

orf0032 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0033 104 gi|498195140|ref|WP_010509296.1| 50S ribosomal protein L21 [Komagataeibacter europaeus] 100% gi|189041912|sp|A9H0E5.1|RL21_GLUDA RecName: Full=50S ribosomal protein L21 [Gluconacetobacter diazotrophicus PA1 5] 90% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3171
50S ribosomal protein L21; This protein binds to 23S rRNA in the presence of

protein L20 (By [...]
90.38% COG0261 _ _ K02888

RP-L21, MRPL21,

rplU

orf0034 89 gi|494642252|ref|WP_007400196.1| MULTISPECIES: 50S ribosomal protein L27 [Acetobacteraceae] 100% gi|189042394|sp|A9H0E8.1|RL27_GLUDA RecName: Full=50S ribosomal protein L27 [Gluconacetobacter diazotrophicus PA1 5] 99% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3172 50S ribosomal protein L27 98.88% COG0211 _ _ K02899
RP-L27, MRPL27,

rpmA

orf0035 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0036 345 gi|498195134|ref|WP_010509290.1| GTPase CgtA [Komagataeibacter europaeus] 100% gi|261266902|sp|A9H0F1.2|OBG_GLUDA
RecName: Full=GTPase Obg; AltName: Full=GTP-binding protein Obg [Gluconacetobacter

diazotrophicus PA1 5]
90% GO:0000287;GO:0006184;GO:0005525;GO:0005737;GO:0003924 272568.GDI_3173

GTPase ObgE; An essential GTPase which binds GTP, GDP and possibly

(p)ppGpp with moderate af [...]
91.67% COG0536 _ _ K03979 obg

orf0037 383 gi|517915200|ref|WP_019085408.1| glutamate 5-kinase [Komagataeibacter europaeus] 100% gi|81352646|sp|Q5FUL1.1|PROB_GLUOX
RecName: Full=Glutamate 5-kinase; AltName: Full=Gamma-glutamyl kinase; Short=GK

[Gluconobacter oxydans 621H]
79%

GO:0016310;GO:0055129;GO:0003723;GO:0000051;GO:0005524;GO:0006537;GO:0004349;GO:00

05737
272568.GDI_3174

gamma-glutamyl kinase; Catalyzes the transfer of a phosphate group to glutamate

to form glut [...]
85.79% COG0263 _ _ K00931 proB

orf0038 245 gi|498195130|ref|WP_010509286.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0039 91 gi|498195128|ref|WP_010509284.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|166228826|sp|A5ERF9.1|Y6866_BRAS RecName: Full=UPF0335 protein BBta_6866 [Bradyrhizobium sp. BTAi1] 76% _ 272568.GDI_3176 hypothetical protein 98.15% COG3750 _ _ None _

orf0040 493 gi|498195126|ref|WP_010509282.1| glucose-6-phosphate 1-dehydrogenase [Komagataeibacter europaeus] 100% gi|17380500|sp|Q9Z3S2.2|G6PD_RHIME RecName: Full=Glucose-6-phosphate 1-dehydrogenase; Short=G6PD [Sinorhizobium meliloti 1021] 69% GO:0050661;GO:0006749;GO:0006098;GO:0004345 272568.GDI_3177 glucose-6-phosphate 1-dehydrogenase 87.14% COG0364 _ _ K00036 G6PD, zwf

orf0041 345 gi|498195123|ref|WP_010509279.1| lipase [Komagataeibacter europaeus] 99% gi|614103460|sp|P9WK86.1|NLHH_MYC RecName: Full=Carboxylesterase NlhH [Mycobacterium tuberculosis CDC1551] 57% GO:0016787;GO:0008152 272568.GDI_3180 putative lipase protein 83.80% COG0657 _ _ None _

orf0042 157 gi|498195121|ref|WP_010509277.1| cell division protein MraZ [Komagataeibacter europaeus] 99% gi|68565672|sp|Q5FUK4.1|MRAZ_GLUO RecName: Full=Transcriptional regulator MraZ [Gluconobacter oxydans 621H] 83% GO:0005667;GO:0051301;GO:0006355;GO:0045449;GO:0003700;GO:0005737 290633.GOX0149 cell division protein MraZ 88.00% COG2001 _ _ K03925 mraZ

orf0043 321 gi|498195119|ref|WP_010509275.1| 16S rRNA methyltransferase [Komagataeibacter europaeus] 100%
gi|263455983|sp|A9H0G9.1|RSMH_GLUD

A

RecName: Full=Ribosomal RNA small subunit methyltransferase H; AltName: Full=16S rRNA

m(4)C1402 methyltransferase; AltName: Full=rRNA (cytosine-N(4)-)-methyltransf
81% GO:0071424;GO:0070475;GO:0005737 272568.GDI_3183

S-adenosyl-methyltransferase MraW; Exhibits S-adenosyl-L-methionine-

dependent methyltransfer [...]
81.60% COG0275 _ _ K03438 mraW, rsmH

orf0044 262 gi|517921017|ref|WP_019091225.1| ABC transporter permease [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0045 675 gi|498195115|ref|WP_010509271.1| cell division protein FtsI [Komagataeibacter europaeus] 100% gi|239938848|sp|Q03524.3|SP5D_BACSU
RecName: Full=Stage V sporulation protein D; AltName: Full=Sporulation-specific penicillin-binding

protein [Bacillus subtilis subsp. subtilis str. 168]
56% _ 272568.GDI_3185 putative peptidoglycan synthetase FtsI 84.68% COG0768 _ _ K03587 ftsI

orf0046 490 gi|498195113|ref|WP_010509269.1|
UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2,6-diaminopimelate ligase

[Komagataeibacter europaeus]
100% gi|21362718|sp|Q9A595.1|MURE_CAUCR

RecName: Full=UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2,6-diaminopimelate ligase;

AltName: Full=Meso-A2pm-adding enzyme; AltName: Full=Meso-diaminopimelate-addin
64%

GO:0009252;GO:0005524;GO:0051301;GO:0008765;GO:0009085;GO:0005737;GO:0008360;GO:00

07049
_ _ _ _ _ _ K01928 murE

orf0047 465 gi|517915207|ref|WP_019085415.1|
UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D-alanine ligase [Komagataeibacter

europaeus]
99% gi|75487918|sp|Q9AKP1.1|MURF_RICMO

RecName: Full=Probable UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D-alanine ligase; AltName:

Full=D-alanyl-D-alanine-adding enzyme; AltName: Full=UDP-MurNAc-pentapep
50%

GO:0005524;GO:0009085;GO:0005737;GO:0008766;GO:0008360;GO:0009252;GO:0047480;GO:00

51301;GO:0007049
_ _ _ _ _ _ K01929 murF

orf0048 363 gi|498195111|ref|WP_010509267.1|
phospho-N-acetylmuramoyl-pentapeptide-transferase [Komagataeibacter

europaeus]
100%

gi|189082231|sp|A9H0I1.1|MRAY_GLUD

A

RecName: Full=Phospho-N-acetylmuramoyl-pentapeptide-transferase; AltName: Full=UDP-

MurNAc-pentapeptide phosphotransferase [Gluconacetobacter diazotrophicus PA1 5]
94%

GO:0051992;GO:0008360;GO:0008963;GO:0009252;GO:0051301;GO:0016021;GO:0005886;GO:00

07049;GO:0006629
272568.GDI_3188

phospho-N-acetylmuramoyl-pentapeptide-transferase; First step of the lipid cycle

reactions i [...]
94.59% COG0472 _ _ K01000 mraY

orf0049 466 gi|498195110|ref|WP_010509266.1|
UDP-N-acetylmuramoyl-L-alanyl-D-glutamate synthetase [Komagataeibacter

europaeus]
99% gi|30316113|sp|Q9A597.1|MURD_CAUCR

RecName: Full=UDP-N-acetylmuramoylalanine--D-glutamate ligase; AltName: Full=D-glutamic

acid-adding enzyme; AltName: Full=UDP-N-acetylmuramoyl-L-alanyl-D-glutamate
56%

GO:0005524;GO:0005737;GO:0008360;GO:0009252;GO:0006541;GO:0051301;GO:0007049;GO:00

08764
_ _ _ _ _ _ K01925 murD

orf0050 387 gi|498195109|ref|WP_010509265.1| cell division protein FtsW [Komagataeibacter europaeus] 100%
gi|426019958|sp|B8H092.1|FTSW_CAUC

N

RecName: Full=Lipid II flippase FtsW; AltName: Full=Cell division protein FtsW [Caulobacter

crescentus NA1000]
58% GO:0051301;GO:0016021;GO:0007049 272568.GDI_3190 cell cycle protein 90.36% COG0772 _ _ K03588 ftsW, spoVE

orf0051 371 gi|498195108|ref|WP_010509264.1|
UDP-diphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase

[Komagataeibacter europaeus]
100% gi|81352636|sp|Q5FUJ5.1|MURG_GLUOX

RecName: Full=UDP-N-acetylglucosamine--N-acetylmuramyl-(pentapeptide) pyrophosphoryl-

undecaprenol N-acetylglucosamine transferase; AltName: Full=Undecaprenyl-PP-Mur
72%

GO:0030259;GO:0050511;GO:0008360;GO:0051991;GO:0009252;GO:0030246;GO:0019277;GO:00

51301;GO:0005886;GO:0007049
_ _ _ _ _ _ K02563 murG

orf0052 484 gi|498195107|ref|WP_010509263.1| UDP-N-acetylmuramate--alanine ligase [Komagataeibacter europaeus] 100%
gi|189028992|sp|A9H0J3.1|MURC_GLUD

A

RecName: Full=UDP-N-acetylmuramate--L-alanine ligase; AltName: Full=UDP-N-acetylmuramoyl-

L-alanine synthetase [Gluconacetobacter diazotrophicus PA1 5]
96%

GO:0005524;GO:0005737;GO:0008360;GO:0009252;GO:0006541;GO:0008763;GO:0051301;GO:00

07049
272568.GDI_3192 UDP-N-acetylmuramate--L-alanine ligase; Cell wall formation (By similarity) 97.35% COG0773 _ _ K01924 murC

orf0053 321 gi|517921025|ref|WP_019091233.1| UDP-N-acetylenolpyruvoylglucosamine reductase [Komagataeibacter europaeus] 100% gi|81352634|sp|Q5FUJ3.1|MURB_GLUOX
RecName: Full=UDP-N-acetylenolpyruvoylglucosamine reductase; AltName: Full=UDP-N-

acetylmuramate dehydrogenase [Gluconobacter oxydans 621H]
75%

GO:0008762;GO:0050660;GO:0005737;GO:0008360;GO:0055114;GO:0009252;GO:0006040;GO:00

51301;GO:0007049
634452.APA01_19010 UDP-N-acetylenolpyruvoylglucosamine reductase 82.07% COG0812 _ _ K00075 murB

orf0054 313 gi|517921026|ref|WP_019091234.1| D-alanine--D-alanine ligase [Komagataeibacter europaeus] 99% gi|122327928|sp|Q0BV28.1|DDL_GRABC
RecName: Full=D-alanine--D-alanine ligase; AltName: Full=D-Ala-D-Ala ligase; AltName: Full=D-

alanylalanine synthetase [Granulibacter bethesdensis CGDNIH1]
77%

GO:0008716;GO:0000287;GO:0009252;GO:0005524;GO:0046436;GO:0005737;GO:0008360;GO:00

30145
272568.GDI_3193 D-alanine--D-alanine ligase (EC:6.3.2.4) 81.23% COG1181 _ _ K01921 ddl

orf0055 310 gi|498195104|ref|WP_010509260.1| cell division protein FtsQ [Komagataeibacter europaeus] 100% gi|81735376|sp|Q89FV1.1|FTSQ_BRADU RecName: Full=Cell division protein FtsQ [Bradyrhizobium diazoefficiens USDA 110] 52% GO:0005887;GO:0000917;GO:0032153;GO:0043093 272568.GDI_3194 putative cell division protein FtsQ 84.88% COG1589 _ _ K03589 ftsQ

orf0056 463 gi|498195103|ref|WP_010509259.1| cell division protein FtsA [Komagataeibacter europaeus] 100% gi|81785007|sp|Q9K0X8.1|FTSA_NEIMB RecName: Full=Cell division protein FtsA [Neisseria meningitidis MC58] 52% GO:0051301;GO:0008360;GO:0007049 272568.GDI_3195 cell division protein FtsA 86.10% COG0849 _ _ K03590 ftsA

orf0057 506 gi|517921028|ref|WP_019091236.1| cell division protein FtsZ [Komagataeibacter europaeus] 99% gi|239977241|sp|B8H080.1|FTSZ_CAUCN RecName: Full=Cell division protein FtsZ [Caulobacter crescentus NA1000] 74%
GO:0006184;GO:0005737;GO:0032153;GO:0003924;GO:0043093;GO:0051258;GO:0043234;GO:00

05525;GO:0000917
272568.GDI_3196

cell division protein FtsZ; This protein is essential to the cell-division process. It

seems [...]
97.83% COG0206 _ _ K03531 ftsZ

orf0058 300 gi|498195100|ref|WP_010509256.1|
UDP-3-O-(3-hydroxymyristoyl) glucosamine N-acyltransferase [Komagataeibacter

europaeus]
100% gi|122298417|sp|Q07WJ0.1|LPXC_SHEFN RecName: Full=UDP-3-O-[3-hydroxymyristoyl] 65% GO:0006807;GO:0008759;GO:0009245 272568.GDI_3197 UDP-3-O-[3-hydroxymyristoyl] N-acetylglucosamine deacetylase 78.33% COG0774 _ _ K02535 lpxC

orf0059 294 gi|498195098|ref|WP_010509254.1| hypothetical protein [Komagataeibacter europaeus] 100%
gi|18202701|sp|Q9A6U9.1|BAMD_CAUC

R

RecName: Full=Outer membrane protein assembly factor BamD; Flags: Precursor [Caulobacter

crescentus CB15]
66% GO:0009279;GO:0043165;GO:0051205 272568.GDI_3198 hypothetical protein 85.29% COG4105 _ _ K05807 bamD

orf0060 564 gi|517915218|ref|WP_019085426.1| DNA repair protein RecN [Komagataeibacter europaeus] 100% gi|32129943|sp|Q87BS5.1|RECN_XYLFT
RecName: Full=DNA repair protein RecN; AltName: Full=Recombination protein N [Xylella

fastidiosa Temecula1]
57% GO:0006281;GO:0005524;GO:0017111;GO:0006310 272568.GDI_3199 DNA repair protein RecN 86.64% COG0497 _ _ K03631 recN

orf0061 715 gi|498195094|ref|WP_010509250.1| NAD-dependent DNA ligase LigA [Komagataeibacter europaeus] 100%
gi|190359260|sp|A9H0L6.1|DNLJ_GLUD

A

RecName: Full=DNA ligase; AltName: Full=Polydeoxyribonucleotide synthase [Gluconacetobacter

diazotrophicus PA1 5]
82% GO:0046872;GO:0006281;GO:0006266;GO:0006260;GO:0003911 272568.GDI_3200

putative DNA ligase; DNA ligase that catalyzes the formation of phosphodiester

linkages betw [...]
82.48% COG0272 _ _ K01972 E6.5.1.2, ligA, ligB

orf0062 373 gi|498195092|ref|WP_010509248.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0005886 272568.GDI_3209 putative lipoprotein 85.98% COG1744 _ _ K02058 ABC.SS.S

orf0063 519 gi|517921032|ref|WP_019091240.1| ABC transporter [Komagataeibacter europaeus] 100%
gi|118573286|sp|Q1ARR5.1|RBSA3_RUB

XD
RecName: Full=Ribose import ATP-binding protein RbsA 3 [Rubrobacter xylanophilus DSM 9941] 54% GO:0005524;GO:0006200;GO:0016887 272568.GDI_3210 ABC transporter related 86.55% COG3845 _ _ K02056 ABC.SS.A

orf0064 354 gi|498195088|ref|WP_010509244.1| sugar ABC transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005886;GO:0005215 272568.GDI_3211 inner-membrane translocator 88.04% COG4603 _ _ K02057 ABC.SS.P

orf0065 305 gi|498195086|ref|WP_010509242.1| sugar ABC transporter [Komagataeibacter europaeus] 100%
gi|449061901|sp|D4GPW1.1|TSGCD_HAL

VD

RecName: Full=Putative glucose ABC transporter permease protein TsgC13 [Haloferax volcanii

DS2]
58% GO:0006810;GO:0016021;GO:0005886;GO:0005215 272568.GDI_3212 inner-membrane translocator 87.14% COG1079 _ _ K02057 ABC.SS.P

orf0066 256 gi|498195084|ref|WP_010509240.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0067 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0068 733 gi|498195082|ref|WP_010509238.1| ferric iron siderophore receptor [Komagataeibacter europaeus] 100%
gi|325530047|sp|E1W8M5.1|FOXA_SALT

S

RecName: Full=Ferrioxamine B receptor; Flags: Precursor [Salmonella enterica subsp. enterica

serovar Typhimurium str. SL1344]
51% GO:0044718;GO:0009279;GO:0006826;GO:0007165;GO:0005506;GO:0004872;GO:0015343 634452.APA01_04950 ferric iron siderophore receptor 91.35% COG1629 _ _ K02014 TC.FEV.OM

orf0069 385 gi|517922342|ref|WP_019092550.1| nitrate ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K02051 ABC.SN.S

orf0070 182 gi|647504920|ref|WP_025812087.1| integrase [Komagataeibacter kakiaceti] 92% gi|2497426|sp|P55559.1|Y4LS_RHISN RecName: Full=Integrase-like protein y4lS [Sinorhizobium fredii NGR234] 74% _ 258594.RPA4541 DNA invertase gene RlgA 82.76% COG1961 _ _ None _

orf0071 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0072 160 gi|495218068|ref|WP_007942844.1| hypothetical protein [Pseudomonas sp. GM21] 50% _ _ _ _ _ _ _ _ _ _ None _

orf0073 120 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0074 206 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0075 230 gi|501185209|ref|WP_012228285.1| hypothetical protein [Gluconacetobacter diazotrophicus] 61% _ _ _ _ _ _ _ _ _ _ None _

orf0076 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0077 864 gi|517915096|ref|WP_019085304.1| DNA helicase [Komagataeibacter europaeus] 85% _ _ _ _ 272568.GDI_3600 hypothetical protein 80.75% COG0358;COG551 _ _ None _

orf0078 102 gi|517915097|ref|WP_019085305.1| hypothetical protein [Komagataeibacter europaeus] 92% _ _ _ _ 272568.GDI_3599 hypothetical protein 92.86% _ _ NOG237627 None _

orf0079 90 gi|503871608|ref|WP_014105602.1| hypothetical protein [Komagataeibacter medellinensis] 89% _ _ _ _ _ _ _ _ _ _ None _

orf0080 65 gi|503871543|ref|WP_014105537.1| hypothetical protein [Komagataeibacter medellinensis] 76% _ _ _ _ _ _ _ _ _ _ None _

orf0081 224 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0082 51 gi|498201670|ref|WP_010515826.1| hypothetical protein [Komagataeibacter oboediens] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0083 99 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0084 40 gi|582020773|gb|AHI24115.1| hypothetical protein H845_150 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0085 45 gi|582020772|gb|AHI24114.1| hypothetical protein H845_149 [Gluconacetobacter xylinus E25] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0086 77 gi|582020771|gb|AHI24113.1| hypothetical protein H845_148 [Gluconacetobacter xylinus E25] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0087 86 gi|517921447|ref|WP_019091655.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf0088 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0089 61 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0090 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0091 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0092 496 gi|499677815|ref|WP_011358549.1| hypothetical protein [Pelodictyon luteolum] 49% _ _ _ _ _ _ _ _ _ _ None _

orf0093 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0094 399 gi|648237389|ref|WP_026018538.1| integrase [Komagataeibacter europaeus] 96% _ _ _ _ 272568.GDI_3581 putative phage integrase 77.78% COG0582 _ _ None _

orf0095 73 gi|517917267|ref|WP_019087475.1| resolvase [Komagataeibacter europaeus] 91% _ _ _ GO:0003677;GO:0000150;GO:0006310 _ _ _ _ _ _ None _

orf0096 462 gi|517922271|ref|WP_019092479.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0097 520 gi|504661841|ref|WP_014848943.1| sulfatase [Zymomonas mobilis] 71% _ _ _ _ _ _ _ _ _ _ None _

orf0098 318 gi|517921963|ref|WP_019092171.1| arylesterase [Komagataeibacter europaeus] 100% gi|614103460|sp|P9WK86.1|NLHH_MYC RecName: Full=Carboxylesterase NlhH [Mycobacterium tuberculosis CDC1551] 61% GO:0016787;GO:0008152 634452.APA01_40990 arylesterase 88.93% COG0657 _ _ None _

orf0099 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0100 405 gi|498196818|ref|WP_010510974.1| sodium:proton antiporter [Komagataeibacter europaeus] 100% _ _ _ GO:1902600;GO:0006885;GO:0016021;GO:0015299 634452.APA01_14640 Na+/H+ antiporter 88.30% COG0475 _ _ None _

orf0101 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0102 422 gi|517916415|ref|WP_019086623.1| MFS transporter [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_26440 transporter 76.83% COG0477 _ _ None _

orf0103 94 gi|498196814|ref|WP_010510970.1| molecular chaperone [Komagataeibacter europaeus] 100% _ _ _ GO:0000049 _ _ _ _ _ _ K06878 K06878

orf0104 160 gi|517916416|ref|WP_019086624.1| xanthine phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|81819176|sp|Q5FUI1.1|XGPT_GLUOX
RecName: Full=Xanthine phosphoribosyltransferase; AltName: Full=Xanthine-guanine

phosphoribosyltransferase; Short=XGPRT [Gluconobacter oxydans 621H]
84% GO:0000287;GO:0000310;GO:0006144;GO:0006166;GO:0005886;GO:0032265 272568.GDI_3218 xanthine-guanine phosphoribosyltransferase 93.92% COG0503 _ _ K00769 gpt

orf0105 101 gi|517916417|ref|WP_019086625.1| NADH-ubiquinone oxidoreductase [Komagataeibacter europaeus] 100% _ _ _ GO:0022900;GO:0016651 272568.GDI_3220 putative oxidoreductase 83.17% _ _ NOG79671 None _

orf0106 200 gi|517921958|ref|WP_019092166.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf0107 262 gi|498196805|ref|WP_010510961.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|81669157|sp|O34782.1|YVRD_BACSU RecName: Full=Uncharacterized oxidoreductase YvrD [Bacillus subtilis subsp. subtilis str. 168] 62% GO:0055114;GO:0016491 266264.Rmet_4076 short-chain dehydrogenase/reductase SDR 81.75% COG1028 _ _ None _

orf0108 469 gi|648237607|ref|WP_026018756.1| succinate-semialdehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 69% GO:0016620;GO:0055114 634452.APA01_13150 aldehyde dehydrogenase 80.00% COG1012 _ _ K00135 gabD

orf0109 379 gi|517921795|ref|WP_019092003.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf0110 256 gi|498196797|ref|WP_010510953.1| biopolymer transporter TonB [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ K03832 tonB

orf0111 145 gi|517916424|ref|WP_019086632.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0112 718 gi|517921791|ref|WP_019091999.1| IMP dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_2521 TonB-dependent receptor 90.91% COG1629 _ _ K02014 TC.FEV.OM

orf0113 462 gi|517921790|ref|WP_019091998.1| polysaccharide biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0114 58 gi|582023285|gb|AHI26627.1| hypothetical protein H845_2710 [Gluconacetobacter xylinus E25] 81% _ _ _ _ _ _ _ _ _ _ None _

orf0115 482 gi|517916427|ref|WP_019086635.1| polymerase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0116 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0117 110 gi|647503815|ref|WP_025811570.1| DNA repair protein [Komagataeibacter kakiaceti] 90% _ _ _ GO:0006355 634452.APA01_08290 toxin-antitoxin systems (TAS) HicB 84.11% COG4226 _ _ None _

orf0118 47 gi|582022151|gb|AHI25493.1| hypothetical protein H845_1549 [Gluconacetobacter xylinus E25] 72% _ _ _ _ _ _ _ _ _ _ None _

orf0119 66 gi|517916834|ref|WP_019087042.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf0120 93 gi|517916833|ref|WP_019087041.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0121 116 gi|517916831|ref|WP_019087039.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0122 149 gi|517916830|ref|WP_019087038.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0123 130 gi|648237677|ref|WP_026018826.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf0124 97 gi|517921784|ref|WP_019091992.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0125 96 gi|517916827|ref|WP_019087035.1| plasmid maintenance system killer protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0371 plasmid maintenance system killer 92.55% _ _ NOG260823 K07334 higA

orf0126 91 gi|648237676|ref|WP_026018825.1| XRE family transcriptional regulator [Komagataeibacter europaeus] 96% _ _ _ GO:0043565 272568.GDI_0372 putative plasmid maintenance system antidote protein 82.93% COG3093 _ _ None _

orf0127 166 gi|517916825|ref|WP_019087033.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf0128 278 gi|517921782|ref|WP_019091990.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf0129 142 gi|666635499|emb|CDH24420.1|
conserved hypothetical protein [Xenorhabdus bovienii str. kraussei Becker

Underwood]
77% _ _ _ _ _ _ _ _ _ _ None _

orf0130 87 gi|565860285|ref|WP_023942222.1| uncharacterized protein conserved in bacteria [Gluconobacter frateurii] 91% _ _ _ _ _ _ _ _ _ _ K09803 K09803

orf0131 92 gi|489727094|ref|WP_003631210.1| hypothetical protein [Acetobacter pasteurianus] 83% _ _ _ _ 439375.Oant_1532 hypothetical protein 77.78% COG3514 _ _ None _

orf0132 51 gi|648238668|ref|WP_026019817.1| hypothetical protein [Komagataeibacter europaeus] 93% _ _ _ GO:0043565 _ _ _ _ _ _ None _

orf0133 39 gi|582022609|gb|AHI25951.1| hypothetical protein H845_2016 [Gluconacetobacter xylinus E25] 89% _ _ _ _ _ _ _ _ _ _ None _

orf0134 79 gi|517916817|ref|WP_019087025.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0135 522 gi|517809175|ref|WP_018979383.1| hypothetical protein [Saccharibacter floricola] 73% _ _ _ _ _ _ _ _ _ _ None _

orf0136 98 gi|517809175|ref|WP_018979383.1| hypothetical protein [Saccharibacter floricola] 70% _ _ _ _ _ _ _ _ _ _ None _

orf0137 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0138 352 gi|498198410|ref|WP_010512566.1| putative integrase [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf0139 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0140 1530 gi|517920727|ref|WP_019090935.1| divalent ion tolerance protein CutA [Komagataeibacter europaeus] 100%
gi|22001551|sp|Q9WX75.1|BCSA5_KOM

XY

RecName: Full=Putative cellulose synthase 3; Includes: RecName: Full=Cellulose synthase catalytic

subunit [UDP-forming]
79% GO:0016020;GO:0016760;GO:0005982;GO:0006011;GO:0030244;GO:0005985;GO:0035438 _ _ _ _ _ _ K00694 bcsA

orf0141 61 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0142 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0143 63 gi|498192172|ref|WP_010506328.1| DEAD/DEAH box helicase [Komagataeibacter europaeus] 98% gi|238689005|sp|B1VYN5.1|IF2_STRGG RecName: Full=Translation initiation factor IF-2 [Streptomyces griseus subsp. griseus NBRC 13350] 72% GO:0005524;GO:0006200;GO:0008026;GO:0003676 _ _ _ _ _ _ K11927 rhlE

orf0144 475 gi|498192172|ref|WP_010506328.1| DEAD/DEAH box helicase [Komagataeibacter europaeus] 100% gi|548730|sp|P25888.3|RHLE_ECOLI RecName: Full=ATP-dependent RNA helicase RhlE [Escherichia coli K-12] 66% GO:0005524;GO:0006200;GO:0008026;GO:0003676 272568.GDI_3225 DEAD/DEAH box helicase domain protein 94.31% COG0513 _ _ K11927 rhlE

orf0145 205 gi|648238462|ref|WP_026019611.1| nitroreductase [Komagataeibacter europaeus] 99% gi|2499211|sp|Q55233.1|DRGA_SYNY3 RecName: Full=Protein DrgA [Synechocystis sp. PCC 6803 substr. Kazusa] 65% GO:0055114;GO:0016491 265072.Mfla_1136 nitroreductase 75.50% COG0778 _ _ None _

orf0146 203 gi|498192176|ref|WP_010506332.1| methionine biosynthesis protein MetW [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3227 methionine biosynthesis MetW 94.97% COG0500 _ _ None _

orf0147 389 gi|498192178|ref|WP_010506334.1| homoserine O-acetyltransferase [Komagataeibacter europaeus] 100% gi|81557213|sp|Q5FUF4.1|METX_GLUOX
RecName: Full=Homoserine O-acetyltransferase; AltName: Full=Homoserine O-trans-acetylase;

Short=HTA; Short=Homoserine transacetylase [Gluconobacter oxydans 621H]
83% GO:0004414;GO:0042967;GO:0005737;GO:0009086 272568.GDI_3228 homoserine O-acetyltransferase 90.06% COG2021 _ _ K00641 metX

orf0148 1144 gi|498192180|ref|WP_010506336.1| DNA polymerase III subunit alpha [Komagataeibacter europaeus] 100% gi|68565608|sp|Q9A700.1|DPO3A_CAUC RecName: Full=DNA polymerase III subunit alpha [Caulobacter crescentus CB15] 72% GO:0008408;GO:0003677;GO:0003887;GO:0090305;GO:0006261;GO:0005737;GO:0042575 272568.GDI_3021 DNA polymerase III subunit alpha 90.31% COG0587 _ _ K02337 DPO3A1, dnaE

orf0149 235 gi|517920724|ref|WP_019090932.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 99% gi|81819191|sp|Q5FUV5.1|LOLD_GLUOX
RecName: Full=Lipoprotein-releasing system ATP-binding protein LolD [Gluconobacter oxydans

621H]
78% GO:0005524;GO:0042954;GO:0006200;GO:0043190;GO:0042953;GO:0016887 272568.GDI_3022

ABC transporter related; Part of the ABC transporter complex lolCDE involved in

the transloc [...]
82.67% COG1136 _ _ K09810 ABC.LPT.A, lolD

orf0150 407 gi|648238460|ref|WP_026019609.1|
multidrug ABC transporter substrate-binding protein [Komagataeibacter

europaeus]
100% gi|9977668|sp|P57061.1|LOLC_NEIMA

RecName: Full=Lipoprotein-releasing system transmembrane protein LolC [Neisseria meningitidis

Z2491]
61% GO:0042954;GO:0016021;GO:0042953;GO:0005886 272568.GDI_3023 putative lipoprotein-releasing system transmembrane protein 91.65% COG4591 _ _ K09808

ABC.LPT.P, lolC,

lolE

orf0151 440 gi|517920722|ref|WP_019090930.1| prolyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|81819190|sp|Q5FUU9.1|SYP_GLUOX
RecName: Full=Proline--tRNA ligase; AltName: Full=Prolyl-tRNA synthetase; Short=ProRS

[Gluconobacter oxydans 621H]
86% GO:0006525;GO:0006433;GO:0005524;GO:0005737;GO:0006560;GO:0004827 272568.GDI_3024 prolyl-tRNA synthetase 91.44% COG0442 _ _ K01881 PARS, proS

orf0152 547 gi|498192189|ref|WP_010506345.1| beta-lactamase [Komagataeibacter europaeus] 100% gi|667467156|sp|M4MR97.1|RNJ_SINM2 RecName: Full=Ribonuclease J; Short=RNase J [Sinorhizobium meliloti 2011] 61% GO:0003723;GO:0046872;GO:0008152;GO:0016788 272568.GDI_3025 beta-lactamase domain protein 90.81% COG0595 _ _ K12574 rnj

orf0153 264 gi|498192192|ref|WP_010506348.1| biotin [Komagataeibacter europaeus] 100% gi|231637|sp|P29906.1|BIRA_PARDE RecName: Full=Biotin--[acetyl-CoA-carboxylase] 49% GO:0006768;GO:0006464;GO:0004077 _ _ _ _ _ _ K03524 birA

orf0154 474 gi|498192194|ref|WP_010506350.1| NADH:ubiquinone oxidoreductase subunit N [Komagataeibacter europaeus] 100%
gi|288559061|sp|A9HRS3.1|NUON_GLUD

A

RecName: Full=NADH-quinone oxidoreductase subunit N; AltName: Full=NADH dehydrogenase I

subunit N; AltName: Full=NDH-1 subunit N [Gluconacetobacter diazotrophicus
88%

GO:0006744;GO:0006120;GO:0016021;GO:0048038;GO:0008137;GO:0005886;GO:0006814;GO:00

15992
272568.GDI_3028 putative NADH-quinone oxidoreductase chain N 87.61% COG1007 _ _ K00343 nuoN

orf0155 645 gi|517916103|ref|WP_019086311.1| NADH:ubiquinone oxidoreductase subunit L [Komagataeibacter europaeus] 100% gi|1709395|sp|P50366.1|NU5M_PHYIN
RecName: Full=NADH-ubiquinone oxidoreductase chain 5; AltName: Full=NADH dehydrogenase

subunit 5
63% GO:0006120;GO:0006744;GO:0016021;GO:0015992;GO:0006814;GO:0008137 272568.GDI_3029 putative NADH-quinone oxidoreductase chain L 84.62% COG1009 _ _ K00341 nuoL

orf0156 107 gi|498192197|ref|WP_010506353.1| MULTISPECIES: NADH-quinone oxidoreductase [Komagataeibacter] 100% gi|75543508|sp|Q98KR6.1|NUOK_RHILO
RecName: Full=NADH-quinone oxidoreductase subunit K; AltName: Full=NADH dehydrogenase I

subunit K; AltName: Full=NDH-1 subunit K [Mesorhizobium loti MAFF303099]
88% GO:0050136;GO:0006810;GO:0016021;GO:0006118;GO:0042773;GO:0048038;GO:0005886 272568.GDI_3030 NADH-ubiquinone oxidoreductase chain 4L 96.00% COG0713 _ _ K00340 nuoK

orf0157 257 gi|498192199|ref|WP_010506355.1| NADH:ubiquinone oxidoreductase subunit J [Komagataeibacter europaeus] 100% gi|1709410|sp|P50975.1|NUOJ_RHOCA
RecName: Full=NADH-quinone oxidoreductase subunit J; AltName: Full=NADH dehydrogenase I

subunit J; AltName: Full=NDH-1 subunit J
69% GO:0006120;GO:0006744;GO:0015992;GO:0006814;GO:0008137 272568.GDI_3031 putative NADH-quinone oxidoreductase chain J 87.69% COG0839 _ _ K00339 nuoJ

orf0158 152 gi|498192201|ref|WP_010506357.1| NADH dehydrogenase subunit I [Komagataeibacter europaeus] 100%
gi|122327080|sp|Q0BSL0.1|NUOI_GRAB

C

RecName: Full=NADH-quinone oxidoreductase subunit I; AltName: Full=NADH dehydrogenase I

subunit I; AltName: Full=NDH-1 subunit I [Granulibacter bethesdensis CGDNIH
93% GO:0050136;GO:0005506;GO:0051539;GO:0006118;GO:0048038;GO:0005886;GO:0055114 272568.GDI_3032 NADH dehydrogenase subunit I 96.03% COG1143 _ _ K00338 nuoI

orf0159 340 gi|517920720|ref|WP_019090928.1| NADH:ubiquinone oxidoreductase subunit H [Komagataeibacter europaeus] 100%
gi|226737367|sp|B6ISX4.1|NUOH_RHOC

S

RecName: Full=NADH-quinone oxidoreductase subunit H; AltName: Full=NADH dehydrogenase I

subunit H; AltName: Full=NDH-1 subunit H [Rhodospirillum centenum SW]
87% GO:0050136;GO:0016021;GO:0006118;GO:0048038;GO:0005886;GO:0055114 272568.GDI_3033 NADH dehydrogenase (quinone) (EC:1.6.99.5) 98.59% COG1005 _ _ K00337 nuoH

orf0160 677 gi|648238459|ref|WP_026019608.1| NADH dehydrogenase [Komagataeibacter europaeus] 100%
gi|92090799|sp|P28331.3|NDUS1_HUMA

N

RecName: Full=NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial; AltName:

Full=Complex I-75kD; Short=CI-75kD; Flags: Precursor [Homo sapiens]
67%

GO:0016020;GO:0009055;GO:0006744;GO:0006118;GO:0051536;GO:0046872;GO:0006120;GO:00

15992;GO:0008137;GO:0006814
272568.GDI_3034 NADH dehydrogenase subunit G 83.41% COG1034 _ _ K00336 nuoG

orf0161 441 gi|517920718|ref|WP_019090926.1| NADH dehydrogenase [Komagataeibacter europaeus] 100% gi|266651|sp|P29913.1|NQO1_PARDE
RecName: Full=NADH-quinone oxidoreductase chain 1; AltName: Full=NADH dehydrogenase I,

chain 1; AltName: Full=NDH-1, chain 1 [Paracoccus denitrificans]
83%

GO:0006744;GO:0051287;GO:0046872;GO:0006120;GO:0010181;GO:0051539;GO:0015992;GO:00

08137;GO:0006814
272568.GDI_3035 NADH dehydrogenase I subunit F 95.71% COG1894 _ _ K00335 nuoF

orf0162 219 gi|498192209|ref|WP_010506365.1| NADH dehydrogenase [Komagataeibacter europaeus] 100% gi|20455499|sp|P19404.2|NDUV2_HUMA RecName: Full=NADH dehydrogenase [ubiquinone] 68% GO:0046872;GO:0051537;GO:0055114;GO:0016491 272568.GDI_3036 NADH-quinone oxidoreductase chain E 89.51% COG1905 _ _ K00334 nuoE

orf0163 418 gi|517915369|ref|WP_019085577.1| NADH dehydrogenase subunit D [Komagataeibacter europaeus] 100%
gi|218534462|sp|A9HRT9.2|NUOD_GLU

DA

RecName: Full=NADH-quinone oxidoreductase subunit D; AltName: Full=NADH dehydrogenase I

subunit D; AltName: Full=NDH-1 subunit D [Gluconacetobacter diazotrophicus
94% GO:0006810;GO:0050136;GO:0006118;GO:0048038;GO:0051287;GO:0005886;GO:0055114 272568.GDI_3037

NADH dehydrogenase subunit D; NDH-1 shuttles electrons from NADH, via

FMN and iron- sulfur ( [...]
95.92% COG0649 _ _ K00333 nuoD

orf0164 211 gi|648237427|ref|WP_026018576.1| NADH-quinone oxidoreductase [Komagataeibacter europaeus] 100%
gi|123488913|sp|Q2G5Y5.1|NUOC_NOV

AD

RecName: Full=NADH-quinone oxidoreductase subunit C; AltName: Full=NADH dehydrogenase I

subunit C; AltName: Full=NDH-1 subunit C [Novosphingobium aromaticivorans D
74% GO:0006120;GO:0006744;GO:0048038;GO:0015992;GO:0006814;GO:0008137;GO:0005886 272568.GDI_3038 NADH-quinone oxidoreductase chain C 90.45% COG0852 _ _ K00332 nuoC

orf0165 193 gi|498192215|ref|WP_010506371.1| NADH dehydrogenase [Komagataeibacter europaeus] 100%
gi|221272394|sp|A9HRU3.1|NUOB2_GLU

DA

RecName: Full=NADH-quinone oxidoreductase subunit B 2; AltName: Full=NADH dehydrogenase I

subunit B 2; AltName: Full=NDH-1 subunit B 2 [Gluconacetobacter diazotro
99%

GO:0005506;GO:0006744;GO:0006120;GO:0051539;GO:0048038;GO:0015992;GO:0005886;GO:00

08137;GO:0006814
272568.GDI_3039

NADH dehydrogenase subunit B; NDH-1 shuttles electrons from NADH, via

FMN and iron- sulfur ( [...]
98.81% COG0377 _ _ K00331 nuoB

orf0166 97 gi|498192217|ref|WP_010506373.1|
MULTISPECIES: NADH:ubiquinone oxidoreductase subunit A

[Komagataeibacter]
100% gi|223635509|sp|B1Y827.1|NUOA_LEPCP

RecName: Full=NADH-quinone oxidoreductase subunit A; AltName: Full=NADH dehydrogenase I

subunit A; AltName: Full=NDH-1 subunit A; AltName: Full=NUO1 [Leptothrix ch
86% _ 272568.GDI_3040

putative NADH-ubiquinone oxidoreductase chain 3; NDH-1 shuttles electrons

from NADH, via FMN [...]
93.81% COG0838 _ _ K00330 nuoA

orf0167 95 gi|494641879|ref|WP_007399823.1| MULTISPECIES: transcriptional regulator [Acetobacteraceae] 100% gi|14194649|sp|Q9KDA5.1|DBH1_BACH RecName: Full=DNA-binding protein HU-1 [Bacillus halodurans C-125] 73% GO:0003677 272568.GDI_3041 DNA-binding protein HU 95.38% COG0776 _ _ K03530 hupB

orf0168 829 gi|498192218|ref|WP_010506374.1| peptidase [Komagataeibacter europaeus] 100% gi|3913995|sp|P77810.1|LON_AZOBR RecName: Full=Lon protease; AltName: Full=ATP-dependent protease La 86%
GO:0004252;GO:0033554;GO:0005524;GO:0005737;GO:0006200;GO:0043565;GO:0004176;GO:00

06515;GO:0006510
272568.GDI_3042 putative ATP-dependent protease La 93.90% COG0466 _ _ K01338 lon

orf0169 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0170 419 gi|498192219|ref|WP_010506375.1| ATP-dependent protease [Komagataeibacter europaeus] 100%
gi|189044136|sp|A9HRV3.1|CLPX_GLUD

A

RecName: Full=ATP-dependent Clp protease ATP-binding subunit ClpX [Gluconacetobacter

diazotrophicus PA1 5]
98%

GO:0006457;GO:0005524;GO:0008233;GO:0046983;GO:0006508;GO:0051082;GO:0017111;GO:00

08270
272568.GDI_3043

ATP-dependent protease ATP-binding subunit ClpX; ATP-dependent specificity

component of the  [...]
97.82% COG1219 _ _ K03544 clpX, CLPX

orf0171 197 gi|498192220|ref|WP_010506376.1| ATP-dependent Clp protease proteolytic subunit [Komagataeibacter europaeus] 100%
gi|67460438|sp|Q5FUR3.1|CLPP1_GLUO

X

RecName: Full=ATP-dependent Clp protease proteolytic subunit 1; AltName: Full=Endopeptidase

Clp 1 [Gluconobacter oxydans 621H]
97% GO:0004252;GO:0006508;GO:0005737 272568.GDI_3044

ATP-dependent Clp protease proteolytic subunit; Cleaves peptides in various

proteins in a pr [...]
98.93% COG0740 _ _ K01358 clpP, CLPP

orf0172 445 gi|498192222|ref|WP_010506378.1| trigger factor [Komagataeibacter europaeus] 100% gi|189035940|sp|A9HRV7.1|TIG_GLUDA
RecName: Full=Trigger factor; Short=TF; AltName: Full=PPIase [Gluconacetobacter diazotrophicus

PA1 5]
90% GO:0006457;GO:0003755;GO:0051301;GO:0000413;GO:0015031;GO:0007049;GO:0005737 272568.GDI_3045

trigger factor; Involved in protein export. Acts as a chaperone by maintaining the

newly syn [...]
90.16% COG0544 _ _ K03545 tig

orf0173 484 gi|648238456|ref|WP_026019605.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|81783953|sp|Q9JRZ9.1|NNRD_NEIMB
RecName: Full=ADP-dependent (S)-NAD(P)H-hydrate dehydratase; AltName: Full=ADP-dependent

NAD(P)HX dehydratase [Neisseria meningitidis MC58]
51% GO:0016310;GO:0016301 272568.GDI_3046 putative sugar kinase 83.33%

COG0063;COG006

2
_ _ None _

orf0174 133 gi|498192226|ref|WP_010506382.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016021 272568.GDI_3047 putative integral membrane protein 83.85% _ _ NOG269489 None _

orf0175 524 gi|517920713|ref|WP_019090921.1| DNA helicase [Komagataeibacter europaeus] 100% gi|548730|sp|P25888.3|RHLE_ECOLI RecName: Full=ATP-dependent RNA helicase RhlE [Escherichia coli K-12] 64% GO:0005524;GO:0006200;GO:0008026;GO:0003676 272568.GDI_3049 DEAD/DEAH box helicase domain protein 93.98% COG0513 _ _ None _

orf0176 424 gi|498192230|ref|WP_010506386.1| 23S rRNA methyltransferase [Komagataeibacter europaeus] 100% gi|50401590|sp|Q8G290.1|Y438_BRUSU RecName: Full=Uncharacterized RNA methyltransferase BR0438/BS1330_I0439 [Brucella suis 50% GO:0006396;GO:0001510;GO:0008173 _ _ _ _ _ _ K03215 rumA

orf0177 105 gi|498198772|ref|WP_010512928.1|
iron-sulfur (Fe-S) cluster assembly protein YadR/YfhF [Komagataeibacter

oboediens]
100% gi|259493872|sp|C6DBI9.1|ISCA_PECCP

RecName: Full=Iron-binding protein IscA; AltName: Full=Iron-sulfur cluster assembly protein

[Pectobacterium carotovorum subsp. carotovorum PC1]
63% GO:0016226;GO:0005198;GO:0051536 272568.GDI_3053 putative iron-binding protein IscA 89.90% COG0316 _ _ K13628 iscA, ISCA1

orf0178 161 gi|498192234|ref|WP_010506390.1| metal-sulfur cluster biosynthesis protein [Komagataeibacter europaeus] 100% gi|81345677|sp|P70949.2|YITW_BACSU RecName: Full=MIP18 family protein YitW [Bacillus subtilis subsp. subtilis str. 168] 61% _ 272568.GDI_3054 FeS assembly SUF system protein 87.50% COG2151 _ _ None _

orf0179 142 gi|648237429|ref|WP_026018578.1| nitrogen fixation protein NifU [Komagataeibacter europaeus] 100% _ _ _ GO:0016226;GO:0005506;GO:0051536 _ _ _ _ _ _ K04488 iscU, nifU

orf0180 424 gi|648237430|ref|WP_026018579.1| cysteine desulfurase [Komagataeibacter europaeus] 100% gi|13431406|sp|Q9XAD5.1|CSD_STRCO RecName: Full=Probable cysteine desulfurase [Streptomyces coelicolor A3(2)] 70% GO:0006534;GO:0030170;GO:0031071 272568.GDI_3056 putative cysteine desulfurase 89.16% COG0520 _ _ K11717 sufS

orf0181 424 gi|498192241|ref|WP_010506397.1| iron-sulfur (Fe-S) cluster assembly protein [Komagataeibacter europaeus] 100% gi|3025254|sp|P77689.1|SUFD_ECOLI RecName: Full=FeS cluster assembly protein SufD [Escherichia coli K-12] 52% GO:0016226 272568.GDI_3057 FeS assembly protein SufD 75.66% COG0719 _ _ K09015 sufD

orf0182 257 gi|517915382|ref|WP_019085590.1| transporter [Komagataeibacter europaeus] 100% gi|3025252|sp|P77499.1|SUFC_ECOLI RecName: Full=Probable ATP-dependent transporter SufC [Escherichia coli K-12] 76% GO:0006810;GO:0005524;GO:0006200;GO:0016887 272568.GDI_3058 FeS assembly ATPase SufC 98.73% COG0396 _ _ K09013 sufC

orf0183 496 gi|498192245|ref|WP_010506401.1| cysteine desulfarase [Komagataeibacter europaeus] 100% gi|3024872|sp|Q55790.1|Y074_SYNY3 RecName: Full=UPF0051 protein slr0074 [Synechocystis sp. PCC 6803 substr. Kazusa] 81% GO:0016226 272568.GDI_3059 cysteine desulfurase activator complex subunit SufB 96.98% COG0719 _ _ K09014 sufB

orf0184 153 gi|498192247|ref|WP_010506403.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|464693|sp|P33395.1|RRF2_DESVH RecName: Full=Protein rrf2 [Desulfovibrio vulgaris str. Hildenborough] 51% _ 272568.GDI_3060 Rrf2 family transcriptional regulator 83.08% COG1959 _ _ None _

orf0185 431 gi|498192249|ref|WP_010506405.1| membrane protein [Komagataeibacter europaeus] 100% gi|732093|sp|P39385.1|YJIN_ECOLI RecName: Full=Uncharacterized protein YjiN [Escherichia coli K-12] 51% _ 272568.GDI_3061 hypothetical protein 84.81% COG2733 _ _ None _

orf0186 934 gi|517920708|ref|WP_019090916.1| phosphoenolpyruvate carboxylase [Komagataeibacter europaeus] 100% _ _ _ GO:0019643;GO:0006094;GO:0008964 272568.GDI_3062 putative phosphoenolpyruvate carboxylase 90.43% COG2352 _ _ K01595 ppc

orf0187 283 gi|517915385|ref|WP_019085593.1| metallo-beta-lactamase [Komagataeibacter europaeus] 97%
gi|166223244|sp|Q53H82.2|LACB2_HUM

AN
RecName: Full=Beta-lactamase-like protein 2 [Homo sapiens] 55% GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf0188 695 gi|498192256|ref|WP_010506412.1| elongation factor G [Komagataeibacter europaeus] 100% gi|62286646|sp|Q5FUP6.1|EFG_GLUOX RecName: Full=Elongation factor G; Short=EF-G [Gluconobacter oxydans 621H] 96% GO:0005840;GO:0006184;GO:0006448;GO:0003746;GO:0005525;GO:0003924 272568.GDI_3065 elongation factor G 97.26% COG0480 _ _ K02355 fusA, GFM, EFG

orf0189 115 gi|498192258|ref|WP_010506414.1| 50S ribosomal protein L28 [Komagataeibacter europaeus] 100% gi|189029443|sp|A9HS05.1|RL28_GLUDA RecName: Full=50S ribosomal protein L28 [Gluconacetobacter diazotrophicus PA1 5] 94% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3066 50S ribosomal protein L28 93.75% COG0227 _ _ K02902
RP-L28, MRPL28,

rpmB

orf0190 88 gi|498192260|ref|WP_010506416.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3067 hypothetical protein 92.96% _ _ NOG287760 None _

orf0191 607 gi|498192262|ref|WP_010506418.1| metal ABC transporter permease [Komagataeibacter europaeus] 100%
gi|123749722|sp|Q2G506.1|ATM1_NOVA

D

RecName: Full=ATM1-type heavy metal exporter; AltName: Full=ATP-binding cassette transporter

Atm1; Short=NaAtm1 [Novosphingobium aromaticivorans DSM 12444]
66% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 272568.GDI_3068 ABC transporter related 87.71% COG5265 _ _ K06147 ABCB-BAC

orf0192 283 gi|517915389|ref|WP_019085597.1| thiamin pyrophosphokinase [Komagataeibacter europaeus] 100%
gi|68565915|sp|Q8VXZ0.1|NUD20_ARAT

H

RecName: Full=Nudix hydrolase 20, chloroplastic; Short=AtNUDT20; Flags: Precursor [Arabidopsis

thaliana]
57% GO:0016787;GO:0008152 272568.GDI_3069 NUDIX hydrolase 86.63% COG0494 _ _ None _

orf0193 693 gi|517920705|ref|WP_019090913.1| peptidase S9 [Komagataeibacter europaeus] 100% gi|2507244|sp|P24555.2|PTRB_ECOLI
RecName: Full=Protease 2; AltName: Full=Oligopeptidase B; AltName: Full=Protease II

[Escherichia coli K-12]
59% GO:0004252;GO:0006508;GO:0070008 272568.GDI_3071 putative protease II 81.90% COG1770 _ _ K01354 ptrB

orf0194 384 gi|517915391|ref|WP_019085599.1| transporter [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3072 putative permease 81.11% COG0628 _ _ None _

orf0195 263 gi|582022665|gb|AHI26007.1| MerR family transcriptional regulator [Gluconacetobacter xylinus E25] 69% _ _ _ _ _ _ _ _ _ _ None _

orf0196 107 gi|498192272|ref|WP_010506428.1| integration host factor subunit alpha [Komagataeibacter europaeus] 100% gi|123739530|sp|Q2RTS7.1|IHFA_RHORT
RecName: Full=Integration host factor subunit alpha; Short=IHF-alpha [Rhodospirillum rubrum

ATCC 11170]
81% GO:0003677;GO:0006355;GO:0006310;GO:0006417 272568.GDI_3074

integration host factor, alpha subunit; This protein is one of the two subunits of

integrati [...]
94.44% COG0776 _ _ K04764 ihfA, himA

orf0197 328 gi|498192274|ref|WP_010506430.1| 3-oxoacyl-ACP synthase [Komagataeibacter europaeus] 100% gi|166971533|sp|A5FV65.1|FABH_ACICJ RecName: Full=3-oxoacyl-[acyl-carrier-protein] 86% GO:0005835;GO:0004315;GO:0033818;GO:0042967;GO:0006633 272568.GDI_3075 3-oxoacyl-(acyl-carrier-protein) synthase III (EC:2.3.1.41) 85.49% COG0332 _ _ K00648 fabH

orf0198 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0199 308 gi|498192276|ref|WP_010506432.1| phosphate acyltransferase [Komagataeibacter europaeus] 100%
gi|182676471|sp|A9HS30.1|PLSX_GLUD

A

RecName: Full=Phosphate acyltransferase; AltName: Full=Acyl-ACP phosphotransacylase; AltName:

Full=Acyl-[acyl-carrier-protein]
95% GO:0008654;GO:0016616;GO:0006633;GO:0016747;GO:0055114;GO:0005737 272568.GDI_3076

putative glycerol-3-phosphate acyltransferase PlsX; Probably involved in fatty

acid or phosp [...]
95.22% COG0416 _ _ K03621 plsX

orf0200 53 gi|494641843|ref|WP_007399787.1| 50S ribosomal protein L32 [Gluconacetobacter sp. SXCC-1] 100% gi|81557228|sp|Q5FUN5.1|RL32_GLUOX RecName: Full=50S ribosomal protein L32 [Gluconobacter oxydans 621H] 84% GO:0042254;GO:0015934;GO:0006412;GO:0003735 634452.APA01_17020 50S ribosomal protein L32 90.24% COG0333 _ _ K02911
RP-L32, MRPL32,

rpmF

orf0201 176 gi|498192280|ref|WP_010506436.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0202 189 gi|517915393|ref|WP_019085601.1| lipoprotein SmpA/OmlA [Komagataeibacter europaeus] 100% _ _ _ GO:0019867 272568.GDI_3078 SmpA/OmlA domain protein 83.65% COG2913 _ _ None _

orf0203 465 gi|517920700|ref|WP_019090908.1| sensor histidine kinase [Komagataeibacter europaeus] 100% gi|83287780|sp|P0AE84.1|CPXA_ECO57 RecName: Full=Sensor protein CpxA [Escherichia coli O157:H7] 49% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 _ _ _ _ _ _ K07638 envZ

orf0204 67 gi|498192290|ref|WP_010506446.1| MULTISPECIES: 30S ribosomal protein S21 [Acetobacteraceae] 100% gi|189044903|sp|A9HS49.1|RS21_GLUDA RecName: Full=30S ribosomal protein S21 [Gluconacetobacter diazotrophicus PA1 5] 100% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3084 30S ribosomal protein S21 100.00% COG0828 _ _ K02970
RP-S21, MRPS21,

rpsU

orf0205 180 gi|498192291|ref|WP_010506447.1| peptide deformylase [Komagataeibacter europaeus] 100% gi|39931084|sp|Q82TW4.1|DEF1_NITEU
RecName: Full=Peptide deformylase 1; Short=PDF 1; AltName: Full=Polypeptide deformylase 1

[Nitrosomonas europaea ATCC 19718]
61% GO:0006807;GO:0042586;GO:0005506;GO:0006412 272568.GDI_3083 putative peptide deformylase 2 78.40% COG0242 _ _ K01462 PDF, def

orf0206 207 gi|498192292|ref|WP_010506448.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006744 _ _ _ _ _ _ None _

orf0207 181 gi|498192293|ref|WP_010506449.1| MarR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0208 245 gi|498192294|ref|WP_010506450.1| chemotaxis protein CheY [Komagataeibacter europaeus] 100% gi|118572687|sp|P31079.3|PETR_RHOCB RecName: Full=Protein PetR [Rhodobacter capsulatus SB 1003] 68% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_3080 putative transcriptional regulatory protein OmpR 89.78% COG0745 _ _ K07659 ompR

orf0209 372 gi|648237217|ref|WP_026018366.1| 3-isopropylmalate dehydrogenase [Komagataeibacter europaeus] 100% gi|81557217|sp|Q5FUG5.1|LEU3_GLUOX
RecName: Full=3-isopropylmalate dehydrogenase; AltName: Full=3-IPM-DH; AltName: Full=Beta-

IPM dehydrogenase; Short=IMDH [Gluconobacter oxydans 621H]
87%

GO:0000287;GO:0009097;GO:0051287;GO:0055114;GO:0005737;GO:0009098;GO:0009099;GO:00

03862
272568.GDI_3085

3-isopropylmalate dehydrogenase; Catalyzes the oxidation of 3-carboxy-2-

hydroxy-4- methylpen [...]
90.51% COG0473 _ _ K00052 leuB

orf0210 207 gi|498192297|ref|WP_010506453.1| isopropylmalate isomerase [Komagataeibacter europaeus] 100%
gi|189046508|sp|A9HS54.1|LEUD_GLUD

A

RecName: Full=3-isopropylmalate dehydratase small subunit; AltName: Full=Alpha-IPM isomerase;

Short=IPMI; AltName: Full=Isopropylmalate isomerase [Gluconacetobacte
89% GO:0009099;GO:0009098;GO:0016853;GO:0003861;GO:0009097;GO:0009316 272568.GDI_3086

isopropylmalate isomerase small subunit; Catalyzes the isomerization between 2-

isopropylmala [...]
89.50% COG0066 _ _ K01704 leuD

orf0211 462 gi|498192299|ref|WP_010506455.1| isopropylmalate isomerase [Komagataeibacter europaeus] 100% gi|81557215|sp|Q5FUG3.1|LEUC_GLUOX
RecName: Full=3-isopropylmalate dehydratase large subunit; AltName: Full=Alpha-IPM isomerase;

Short=IPMI; AltName: Full=Isopropylmalate isomerase [Gluconobacter oxy
90%

GO:0009099;GO:0009098;GO:0046872;GO:0016853;GO:0003861;GO:0051539;GO:0009097;GO:00

09316
634452.APA01_17130 isopropylmalate isomerase large subunit 94.77% COG0065 _ _ K01703 leuC

orf0212 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0213 130 gi|498192300|ref|WP_010506456.1| 50S ribosomal protein L19 [Komagataeibacter europaeus] 99% gi|189041775|sp|A9HS58.1|RL19_GLUDA RecName: Full=50S ribosomal protein L19 [Gluconacetobacter diazotrophicus PA1 5] 89% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3088
50S ribosomal protein L19; This protein is located at the 30S-50S ribosomal

subunit interfac [...]
88.80% COG0335 _ _ K02884

RP-L19, MRPL19,

rplS

orf0214 260 gi|498192302|ref|WP_010506458.1| tRNA (guanine-N1)-methyltransferase [Komagataeibacter europaeus] 100%
gi|189036085|sp|A9HS61.1|TRMD_GLUD

A

RecName: Full=tRNA (guanine-N(1)-)-methyltransferase; AltName: Full=M1G-methyltransferase;

AltName: Full=tRNA [GM37]
88% GO:0030488;GO:0052906;GO:0005737 272568.GDI_3089

tRNA (guanine-N(1)-)-methyltransferase; Specifically methylates guanosine-37 in

various tRNA [...]
88.94% COG0336 _ _ K00554 trmD

orf0215 177 gi|517914245|ref|WP_019084453.1| ribosome maturation protein RimM [Komagataeibacter europaeus] 100% gi|189040842|sp|A9HS64.1|RIMM_GLUD RecName: Full=Ribosome maturation factor RimM [Gluconacetobacter diazotrophicus PA1 5] 72% _ _ _ _ _ _ _ K02860 rimM

orf0216 114 gi|498192311|ref|WP_010506467.1| MULTISPECIES: 30S ribosomal protein S16 [Komagataeibacter] 100% gi|189044384|sp|A9HS66.1|RS16_GLUDA RecName: Full=30S ribosomal protein S16 [Gluconacetobacter diazotrophicus PA1 5] 96% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3091 30S ribosomal protein S16 96.15% COG0228 _ _ K02959
RP-S16, MRPS16,

rpsP

orf0217 464 gi|498192313|ref|WP_010506469.1| signal recognition particle [Komagataeibacter europaeus] 100% gi|28380155|sp|Q92J55.1|SRP54_RICCN
RecName: Full=Signal recognition particle protein; AltName: Full=Fifty-four homolog [Rickettsia

conorii str. Malish 7]
72% GO:0006614;GO:0006184;GO:0005525;GO:0048500;GO:0003924;GO:0008312 272568.GDI_3092 signal recognition particle protein 96.60% COG0541 _ _ K03106 SRP54, ffh

orf0218 165 gi|498192315|ref|WP_010506471.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06006 cpxP

orf0219 257 gi|517914247|ref|WP_019084455.1| phosphate ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|81819130|sp|Q5FT15.1|PSTB_GLUOX
RecName: Full=Phosphate import ATP-binding protein PstB; AltName: Full=ABC phosphate

transporter; AltName: Full=Phosphate-transporting ATPase [Gluconobacter oxydans
92% GO:0005524;GO:0005315;GO:0006200;GO:0043190;GO:0035435;GO:0015415 272568.GDI_3815

phosphate import ATP-binding protein pstB; Part of the ABC transporter complex

pstSACB invol [...]
93.88% COG1117 _ _ K02036 pstB

orf0220 302 gi|498192319|ref|WP_010506475.1| phosphate transporter [Komagataeibacter europaeus] 100% gi|20139635|sp|Q98FL4.1|PSTA_RHILO RecName: Full=Phosphate transport system permease protein PstA [Mesorhizobium loti 71% GO:0005315;GO:0005887;GO:0035435 272568.GDI_3096 putative phosphate transport system permease protein 89.01% COG0581 _ _ K02038 pstA

orf0221 307 gi|498192320|ref|WP_010506476.1| phosphate ABC transporter permease [Komagataeibacter europaeus] 100% gi|20139714|sp|Q9CNJ5.1|PSTC_PASMU
RecName: Full=Phosphate transport system permease protein PstC [Pasteurella multocida subsp.

multocida str. Pm70]
71% GO:0055085;GO:0006817;GO:0005315;GO:0016021 272568.GDI_3813

phosphate ABC transporter, inner membrane subunit PstC; Part of a binding-

protein-dependent  [...]
84.11% COG0573 _ _ K02037 pstC

orf0222 301 gi|517914249|ref|WP_019084457.1| inosine/uridine-preferring nucleoside hydrolase [Komagataeibacter europaeus] 99% gi|123755799|sp|Q32K67.1|RIHC_SHIDS
RecName: Full=Non-specific ribonucleoside hydrolase RihC; AltName: Full=Purine/pyrimidine

ribonucleoside hydrolase [Shigella dysenteriae Sd197]
49% GO:0016787;GO:0008152 _ _ _ _ _ _ K01239 iunH

orf0223 259 gi|517920162|ref|WP_019090370.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|2501390|sp|Q57306.2|Y355_HAEIN
RecName: Full=Probable ABC transporter permease protein HI_0355 [Haemophilus influenzae Rd

KW20]
71% GO:0006810;GO:0016021 _ _ _ _ _ _ K15599 thiX

orf0224 241 gi|498192325|ref|WP_010506481.1| ABC transporter ATPase [Komagataeibacter europaeus] 99% gi|123341146|sp|Q0SK28.1|SSUB1_RHOS RecName: Full=Aliphatic sulfonates import ATP-binding protein SsuB 1 [Rhodococcus jostii RHA1] 58% GO:0005524;GO:0006200;GO:0016887 272568.GDI_3099 ABC transporter related 77.55% COG1116 _ _ K15600 thiZ

orf0225 166 gi|582022693|gb|AHI26035.1| ribonuclease H [Gluconacetobacter xylinus E25] 98% gi|81819175|sp|Q5FUH9.1|RNH_GLUOX RecName: Full=Ribonuclease H; Short=RNase H [Gluconobacter oxydans 621H] 90% GO:0000287;GO:0006401;GO:0004523;GO:0090502;GO:0051252;GO:0005737;GO:0003676 272568.GDI_3100 ribonuclease H 93.98% COG0328 _ _ K03469
E3.1.26.4A,

RNASEH1, rnhA

orf0226 322 gi|517914253|ref|WP_019084461.1| homoserine kinase [Komagataeibacter europaeus] 100% gi|189028739|sp|A9HS91.1|KHSE_GLUD RecName: Full=Homoserine kinase; Short=HK; Short=HSK [Gluconacetobacter diazotrophicus PA1 74% GO:0016310;GO:0005524;GO:0004413;GO:0006544;GO:0009088;GO:0006563 290633.GOX0178 homoserine kinase 76.13% COG2334 _ _ K02204 thrB2

orf0227 329 gi|498192332|ref|WP_010506488.1| 4-hydroxy-3-methylbut-2-enyl diphosphate reductase [Komagataeibacter 100% gi|71152185|sp|Q5FUH7.1|ISPH_GLUOX RecName: Full=4-hydroxy-3-methylbut-2-enyl diphosphate reductase [Gluconobacter oxydans 621H] 90% GO:0046872;GO:0016114;GO:0051745;GO:0055114;GO:0019288;GO:0051538;GO:0050992 272568.GDI_3102 hydroxymethylbutenyl pyrophosphate reductase (EC:1.17.1.2) 95.24% COG0761 _ _ K03527 E1.17.1.2, lytB, ispH

orf0228 91 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0229 192 gi|498192334|ref|WP_010506490.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0230 645 gi|498192335|ref|WP_010506491.1| peptide transporter [Komagataeibacter europaeus] 100% gi|2506742|sp|P44016.2|Y561_HAEIN RecName: Full=Putative oligopeptide transporter HI_0561 [Haemophilus influenzae Rd KW20] 60% GO:0055085 _ _ _ _ _ _ None _

orf0231 557 gi|517920166|ref|WP_019090374.1| peptidase M3 [Komagataeibacter europaeus] 100% _ _ _ GO:0006508;GO:0004222 272568.GDI_3106 oligoendopeptidase F 81.43% COG1164 _ _ K01417 E3.4.24.-

orf0232 98 gi|517914257|ref|WP_019084465.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf0233 290 gi|498192341|ref|WP_010506497.1| methyltransferase [Komagataeibacter europaeus] 100%
gi|166199440|sp|A1WXL3.1|RLMM_HAL

HL

RecName: Full=Ribosomal RNA large subunit methyltransferase M; AltName: Full=23S rRNA

(cytidine2498-2'-O)-methyltransferase; AltName: Full=23S rRNA 2'-O-ribose met
50% GO:0008168;GO:0032259 272568.GDI_3110 putative RNA 2'-O-ribose methyltransferase MtfA 81.18% COG2933 _ _ K06968 rlmM

orf0234 117 gi|498192343|ref|WP_010506499.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0235 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0236 168 gi|498192345|ref|WP_010506501.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K08995 K08995

orf0237 190 gi|517920168|ref|WP_019090376.1| cob(I)yrinic acid a,c-diamide adenosyltransferase [Komagataeibacter europaeus] 99% gi|54040078|sp|P64804.1|PDUO_MYCBO
RecName: Full=Cob(I)yrinic acid a,c-diamide adenosyltransferase; AltName: Full=Cob(I)alamin

adenosyltransferase [Mycobacterium bovis AF2122/97]
52% GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf0238 191 gi|517914261|ref|WP_019084469.1| carbohydrate kinase [Komagataeibacter europaeus] 100% gi|729610|sp|P39208.1|IDNK_ECOLI
RecName: Full=Thermosensitive gluconokinase; AltName: Full=Gluconate kinase 1 [Escherichia coli

K-12]
64% GO:0006098;GO:0046939;GO:0004127;GO:0046316 272568.GDI_3115 shikimate kinase 79.25% COG3265 _ _ K00851

E2.7.1.12, gntK,

idnK

orf0239 219 gi|498192350|ref|WP_010506506.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0240 127 gi|498192351|ref|WP_010506507.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0241 408 gi|498192352|ref|WP_010506508.1| aspartate aminotransferase [Komagataeibacter europaeus] 100% gi|398986|sp|Q02635.1|AATA_RHIME
RecName: Full=Aspartate aminotransferase A; Short=AspAT; AltName: Full=Transaminase A

[Sinorhizobium meliloti 1021]
69%

GO:0009094;GO:0006571;GO:0006531;GO:0000162;GO:0004069;GO:0006560;GO:0006536;GO:00

06522;GO:0006525;GO:0015976;GO:0006534;GO:0006107;GO:0080130;GO:0009821;GO:0030170
272568.GDI_3125 aspartate aminotransferase 85.93% COG0436 _ _ K00812 aspB

orf0242 405 gi|498192353|ref|WP_010506509.1| aspartate aminotransferase [Komagataeibacter europaeus] 100% gi|398986|sp|Q02635.1|AATA_RHIME
RecName: Full=Aspartate aminotransferase A; Short=AspAT; AltName: Full=Transaminase A

[Sinorhizobium meliloti 1021]
76%

GO:0009094;GO:0006571;GO:0006531;GO:0000162;GO:0004069;GO:0006560;GO:0006536;GO:00

06522;GO:0006525;GO:0015976;GO:0006534;GO:0006107;GO:0080130;GO:0009821;GO:0030170
272568.GDI_3126 aspartate aminotransferase 89.75% COG0436 _ _ K00812 aspB

orf0243 292 gi|517914266|ref|WP_019084474.1| glutamyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|238064687|sp|B5Y7R0.1|SYE_COPPD
RecName: Full=Glutamate--tRNA ligase; AltName: Full=Glutamyl-tRNA synthetase; Short=GluRS

[Coprothermobacter proteolyticus DSM 5265]
46% GO:0009332;GO:0005524;GO:0015994;GO:0006424;GO:0004818 _ _ _ _ _ _ K01894 gluQ

orf0244 186 gi|498192357|ref|WP_010506513.1| MFS transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0090305;GO:0004519;GO:0003676 272568.GDI_3128 HNH endonuclease 92.27% COG1403 _ _ None _

orf0245 104 gi|582022711|gb|AHI26053.1| hypothetical protein H845_2123 [Gluconacetobacter xylinus E25] 100% _ _ _ _ 272568.GDI_3129 hypothetical protein 84.09% _ _ NOG275221 None _

orf0246 503 gi|498192362|ref|WP_010506518.1| cobalamin-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0031419;GO:0008168;GO:0051536;GO:0032259 272568.GDI_3131 radical SAM domain protein 91.53% COG1032 _ _ None _

orf0247 69 gi|498192363|ref|WP_010506519.1| metal-binding protein [Komagataeibacter europaeus] 100% gi|2500120|sp|P94188.1|MERA_ALCSP RecName: Full=Mercuric reductase; AltName: Full=Hg(II) reductase 61% GO:0046872;GO:0015694;GO:0015097 _ _ _ _ _ _ K07213 ATOX1, ATX1,

orf0248 148 gi|498192365|ref|WP_010506521.1| iron-sulfur (Fe-S) metabolism associated protein [Komagataeibacter europaeus] 100% gi|166979707|sp|A7MF58.1|SUFE_CROS8 RecName: Full=Cysteine desulfuration protein SufE [Cronobacter sakazakii ATCC BAA-894] 64% _ 272568.GDI_3283 Fe-S metabolism associated SufE 92.65% COG2166 _ _ K02426 sufE

orf0249 437 gi|517914269|ref|WP_019084477.1| ATP-dependent protease [Komagataeibacter europaeus] 100%
gi|189043906|sp|B0T7A8.1|HSLU_CAUS

K

RecName: Full=ATP-dependent protease ATPase subunit HslU; AltName: Full=Unfoldase HslU

[Caulobacter sp. K31]
80% GO:0070011;GO:0005524;GO:0006508;GO:0009376;GO:0006200;GO:0016887 272568.GDI_3284

ATP-dependent protease ATP-binding subunit HslU; Chaperone subunit of a

proteasome-like degr [...]
91.97% COG1220 _ _ K03667 hslU

orf0250 168 gi|648237222|ref|WP_026018371.1| ATP-dependent protease subunit HslV [Komagataeibacter europaeus] 100% gi|189043927|sp|A5FYD8.1|HSLV_ACICJ RecName: Full=ATP-dependent protease subunit HslV [Acidiphilium cryptum JF-5] 91% GO:0046872;GO:0051603;GO:0004298;GO:0009376;GO:0005839 272568.GDI_3285 ATP-dependent protease peptidase subunit 94.34% COG5405 _ _ K01419 hslV, clpQ

orf0251 655 gi|517920174|ref|WP_019090382.1| histidine kinase [Komagataeibacter europaeus] 100%
gi|221272073|sp|Q48IV1.2|LOVHK_PSE1

4

RecName: Full=Blue-light-activated protein; Includes: RecName: Full=Blue-light-activated histidine

kinase; Includes: RecName: Full=Response regulator [Pseudomonas
59%

GO:0016020;GO:0023014;GO:0018106;GO:0005524;GO:0035556;GO:0000155;GO:0000160;GO:00

45449;GO:0000156;GO:0009365
272568.GDI_3286 PAS/PAC sensor hybrid histidine kinase 76.03%

COG0642;COG343

7
_ _ None _

orf0252 621 gi|498192374|ref|WP_010506530.1| ATPase [Komagataeibacter europaeus] 100% gi|732226|sp|Q06067.1|ATOS_ECOLI RecName: Full=Signal transduction histidine-protein kinase AtoS [Escherichia coli K-12] 58%
GO:0016020;GO:0023014;GO:0018106;GO:0005524;GO:0035556;GO:0000155;GO:0000160;GO:00

45449;GO:0000156;GO:0009365
272568.GDI_3287 putative histidine kinase 92.08%

COG0745;COG064

2
_ _ K02482 K02482

orf0253 363 gi|517920175|ref|WP_019090383.1| chemotaxis protein-glutamate methylesterase [Komagataeibacter europaeus] 100%
gi|119368306|sp|Q39S45.1|CHEB4_GEO

MG

RecName: Full=Chemotaxis response regulator protein-glutamate methylesterase 4 [Geobacter

metallireducens GS-15]
58%

GO:0008152;GO:0035556;GO:0005737;GO:0000160;GO:0006935;GO:0000156;GO:0045449;GO:00

08984
_ _ _ _ _ _ K03412 cheB

orf0254 707 gi|517920176|ref|WP_019090384.1| chemotaxis protein CheA [Komagataeibacter europaeus] 100% gi|239938608|sp|P29072.2|CHEA_BACSU RecName: Full=Chemotaxis protein CheA [Bacillus subtilis subsp. subtilis str. 168] 54%
GO:0018106;GO:0005524;GO:0005622;GO:0035556;GO:0004673;GO:0000160;GO:0006935;GO:00

45449;GO:0000156;GO:0009365
272568.GDI_3289 putative chemotaxis protein CheA 76.13% COG0643 _ _ K03407 cheA

orf0255 560 gi|498192380|ref|WP_010506536.1| chemotaxis sensory transducer [Komagataeibacter europaeus] 100% gi|81622107|sp|Q9HW91.1|PCTB_PSEAE RecName: Full=Methyl-accepting chemotaxis protein PctB [Pseudomonas aeruginosa PAO1] 48% GO:0007165;GO:0016021;GO:0004871 272568.GDI_3290 ethyl-accepting chemotaxis protein TlpA 93.57% COG0840 _ _ None _

orf0256 179 gi|498192382|ref|WP_010506538.1| chemotaxis protein CheW [Komagataeibacter europaeus] 100% _ _ _ GO:0007165;GO:0005622;GO:0006935;GO:0004871 _ _ _ _ _ _ K03408 cheW

orf0257 456 gi|498192384|ref|WP_010506540.1| methyltransferase [Komagataeibacter europaeus] 100% gi|108885297|sp|Q2KCH9.1|CHER_RHIE RecName: Full=Probable chemotaxis protein methyltransferase [Rhizobium etli CFN 42] 51% GO:0008983;GO:0006479 _ _ _ _ _ _ K00575 cheR

orf0258 215 gi|517920178|ref|WP_019090386.1| chemotaxis protein CheW [Komagataeibacter europaeus] 100% _ _ _ GO:0007165;GO:0005622;GO:0006935;GO:0004871 _ _ _ _ _ _ K03408 cheW

orf0259 135 gi|498192388|ref|WP_010506544.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3294 hypothetical protein 77.68% _ _ NOG297373 None _

orf0260 222 gi|498192390|ref|WP_010506546.1| cell division protein FtsE [Komagataeibacter europaeus] 100% gi|71159344|sp|P0A9R9.1|FTSE_ECO57 RecName: Full=Cell division ATP-binding protein FtsE [Escherichia coli O157:H7] 60% GO:0005524;GO:0006200;GO:0016887 272568.GDI_3295 ABC transporter protein 81.07% COG2884 _ _ K09812 ftsE

orf0261 308 gi|498192391|ref|WP_010506547.1| cell division protein FtsX [Komagataeibacter europaeus] 100% _ _ _ GO:0051301 _ _ _ _ _ _ K09811 ftsX

orf0262 210 gi|657221233|ref|WP_029334951.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0263 251 gi|498192395|ref|WP_010506551.1| 1-acyl-sn-glycerol-3-phosphate acyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008654;GO:0046486;GO:0042967;GO:0003841 _ _ _ _ _ _ K00655 plsC

orf0264 432 gi|517914283|ref|WP_019084491.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K10974 codB

orf0265 362 gi|498192399|ref|WP_010506555.1| hydantoinase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K09703 K09703

orf0266 515 gi|517920185|ref|WP_019090393.1| hydantoinase [Komagataeibacter europaeus] 99% _ _ _ _ 266835.mll9131 hydantoinase 79.38% COG0145 _ _ None _

orf0267 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0268 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0269 495 gi|517920187|ref|WP_019090395.1| arginase [Komagataeibacter europaeus] 100% gi|48474319|sp|P73270.1|SPEB2_SYNY3
RecName: Full=Probable agmatinase 2; AltName: Full=Agmatine ureohydrolase 2; Short=AUH 2

[Synechocystis sp. PCC 6803 substr. Kazusa]
53% GO:0016787 582402.Hbal_2725 Arginase/agmatinase/formiminoglutamase 77.96% COG0010 _ _ None _

orf0270 445 gi|498192407|ref|WP_010506563.1| arginase/agmatinase/formiminoglutamase [Komagataeibacter europaeus] 100% gi|48428912|sp|Q8KZT5.1|GBH_ARTS8 RecName: Full=Guanidinobutyrase; Short=GBase; AltName: Full=D-arginase 59% _ _ _ _ _ _ _ None _

orf0271 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0272 251 gi|498192409|ref|WP_010506565.1| chemotaxis protein [Komagataeibacter europaeus] 100% gi|1176695|sp|P45373.1|Y064_ALLVD
RecName: Full=Uncharacterized protein Alvin_0064; AltName: Full=ORF4 [Allochromatium

vinosum DSM 180]
65% _ 272568.GDI_3301 polyhydroxyalkonate synthesis repressor, PhaR 80.20% COG5394 _ _ None _

orf0273 37 gi|517914292|ref|WP_019084500.1| hypothetical protein [Komagataeibacter europaeus] 89% _ _ _ _ _ _ _ _ _ _ None _

orf0274 239 gi|517920189|ref|WP_019090397.1| hydroxyacylglutathione hydrolase [Komagataeibacter europaeus] 98% gi|226723980|sp|A5FZE9.1|GLO2_ACICJ
RecName: Full=Hydroxyacylglutathione hydrolase; AltName: Full=Glyoxalase II; Short=Glx II

[Acidiphilium cryptum JF-5]
68% GO:0006090;GO:0004416;GO:0008270;GO:0006750 272568.GDI_3306 hydroxyacylglutathione hydrolase 77.82% COG0491 _ _ K01069 E3.1.2.6, gloB

orf0275 250 gi|498192414|ref|WP_010506570.1| methyltransferase [Komagataeibacter europaeus] 100% gi|140222|sp|P05447.1|YAT4_RHOBL RecName: Full=ATP synthase subunits region ORF 4 [Rhodobacter blasticus] 53% GO:0008168;GO:0032259 _ _ _ _ _ _ K00599 E2.1.1.-

orf0276 225 gi|498192416|ref|WP_010506572.1| phosphatidylserine decarboxylase [Komagataeibacter europaeus] 100% gi|189038260|sp|A9H1G5.1|PSD_GLUDA
RecName: Full=Phosphatidylserine decarboxylase proenzyme; Contains: RecName:

Full=Phosphatidylserine decarboxylase alpha chain; Contains: RecName: Full=Phosphatidyl
90% GO:0006646;GO:0006544;GO:0048037;GO:0006566;GO:0004609;GO:0006563 272568.GDI_3308 phosphatidylserine decarboxylase 90.75% COG0688 _ _ K01613 psd, PISD

orf0277 288 gi|498192417|ref|WP_010506573.1|
CDP-diacylglycerol--serine O-phosphatidyltransferase [Komagataeibacter

europaeus]
100% gi|15214187|sp|Q9ZBM2.1|PSS_MYCLE

RecName: Full=CDP-diacylglycerol--serine O-phosphatidyltransferase; AltName:

Full=Phosphatidylserine synthase [Mycobacterium leprae TN]
64% GO:0008654;GO:0016020;GO:0016780 272568.GDI_3309 putative CDP-diacylglycerol--serine O-phosphatidyltransferase 91.53% COG1183 _ _ K17103 CHO1, pssA

orf0278 150 gi|517920190|ref|WP_019090398.1| formate hydrogenlyase [Komagataeibacter europaeus] 99% gi|18202728|sp|Q9BBT7.1|NDHK_LOTJA
RecName: Full=NAD(P)H-quinone oxidoreductase subunit K, chloroplastic; AltName:

Full=NAD(P)H dehydrogenase subunit K; AltName: Full=NADH-plastoquinone oxidoreductas
63% GO:0051536;GO:0055114 _ _ _ _ _ _ None _

orf0279 491 gi|498192421|ref|WP_010506577.1| NADH-quinone oxidoreductase [Komagataeibacter europaeus] 99% _ _ _ GO:0006120;GO:0006744;GO:0015992;GO:0006814;GO:0008137 _ _ _ _ _ _ None _

orf0280 357 gi|657221238|ref|WP_029334956.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0281 181 gi|498192424|ref|WP_010506580.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0282 322 gi|498192425|ref|WP_010506581.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0283 562 gi|498192426|ref|WP_010506582.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0284 272 gi|517914300|ref|WP_019084508.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|20140527|sp|P76234.1|YEAE_ECOLI RecName: Full=Uncharacterized protein YeaE [Escherichia coli K-12] 61% GO:0055114;GO:0016491 272568.GDI_3317 aldo/keto reductase 79.41% COG0656 _ _ K00100 E1.1.1.-

orf0285 148 gi|517914301|ref|WP_019084509.1| DNA polymerase III subunit chi [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0003887;GO:0006261;GO:0042575 272568.GDI_3318 DNA polymerase III subunit chi 76.19% COG2927 _ _ K02339 DPO3C, holC

orf0286 488 gi|648237224|ref|WP_026018373.1| aminopeptidase A [Komagataeibacter europaeus] 99% gi|81557199|sp|Q5FU70.1|AMPA_GLUOX
RecName: Full=Probable cytosol aminopeptidase; AltName: Full=Leucine aminopeptidase;

Short=LAP; AltName: Full=Leucyl aminopeptidase [Gluconobacter oxydans 621H]
69% GO:0004177;GO:0006508;GO:0005737;GO:0008235;GO:0030145 272568.GDI_3320

cytosol aminopeptidase protein; Presumably involved in the processing and

regular turnover o [...]
77.68% COG0260 _ _ K01255 CARP, pepA

orf0287 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0288 261 gi|498192433|ref|WP_010506589.1| 3'-5'-bisphosphate nucleotidase [Komagataeibacter europaeus] 100% gi|20141355|sp|P26264.2|CYSQ_SALTY
RecName: Full=3'(2'),5'-bisphosphate nucleotidase CysQ; AltName: Full=3'(2'),5-

bisphosphonucleoside 3'(2')-phosphohydrolase; AltName: Full=3'-phosphoadenosine 5'-ph
55% GO:0006790;GO:0016020;GO:0000287;GO:0008441;GO:0016311;GO:0046854 272568.GDI_3321 inositol monophosphatase 83.49% COG1218 _ _ K01082

E3.1.3.7, cysQ,

MET22, BPNT1

orf0289 324 gi|498192435|ref|WP_010506591.1| translation factor Sua5 [Komagataeibacter europaeus] 100% gi|732384|sp|P39153.1|SUA5_BACSU
RecName: Full=Threonylcarbamoyl-AMP synthase; Short=TC-AMP synthase; AltName: Full=L-

threonylcarbamoyladenylate synthase; AltName: Full=t(6)A37 threonylcarbamoyladeno
61% GO:0003725 272568.GDI_3322 hypothetical protein 77.13% COG0009 _ _ K07566 tsaC, rimN, SUA5

orf0290 206 gi|498192437|ref|WP_010506593.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0291 485 gi|498192440|ref|WP_010506596.1| D-2-hydroxyacid dehydrogenase [Komagataeibacter europaeus] 99% gi|1168396|sp|P46681.1|DLD2_YEAST RecName: Full=D-lactate dehydrogenase [cytochrome] 57% GO:0008762;GO:0006040;GO:0050660;GO:0055114 272568.GDI_3324 putative D-lactate dehydrogenase 84.43% COG0277 _ _ None _

orf0292 406 gi|582022748|gb|AHI26090.1| permease YjgP/YjgQ family protein [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0016021 272568.GDI_3325 putative permease 81.82% COG0795 _ _ K07091 lptF

orf0293 371 gi|498192443|ref|WP_010506599.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016021 272568.GDI_3326 hypothetical protein 83.79% COG0795 _ _ K11720 lptG

orf0294 792 gi|498192445|ref|WP_010506601.1| organic solvent tolerance protein [Komagataeibacter europaeus] 100% _ _ _ GO:0009279;GO:0010033;GO:0043165 272568.GDI_3327 organic solvent tolerance protein 82.12% COG1452 _ _ K04744 lptD, imp, ostA

orf0295 438 gi|648238367|ref|WP_026019516.1| peptidylprolyl isomerase [Komagataeibacter europaeus] 100% _ _ _ GO:0006457;GO:0003755;GO:0000413;GO:0042597 272568.GDI_3328 peptidyl-prolyl cis-trans isomerase SurA 81.93% COG0760 _ _ K03771 surA

orf0296 283 gi|498192449|ref|WP_010506605.1| 16S rRNA methyltransferase [Komagataeibacter europaeus] 100% gi|62900455|sp|Q5FU61.1|RSMA_GLUOX
RecName: Full=Ribosomal RNA small subunit methyltransferase A; AltName: Full=16S rRNA

(adenine(1518)-N(6)/adenine(1519)-N(6))-dimethyltransferase; AltName: Full=16S
80% GO:0052908;GO:0031167;GO:0003723;GO:0005737;GO:0000179 272568.GDI_3329 dimethyladenosine transferase 88.68% COG0030 _ _ K02528 ksgA

orf0297 415 gi|517914310|ref|WP_019084518.1| cyclopropane-fatty-acyl-phospholipid synthase [Komagataeibacter europaeus] 100% gi|401649|sp|P31049.1|FAMT_PSEPU
RecName: Full=Probable fatty acid methyltransferase; AltName: Full=ORF3; AltName: Full=S-

adenosylmethionine-dependent methyltransferase; Short=AdoMet-MT; Short=SAM-MT
59% GO:0008610 272568.GDI_3330 cyclopropane-fatty-acyl-phospholipid synthase 77.81% COG2230 _ _ K00574 E2.1.1.79, cfa

orf0298 196 gi|498192453|ref|WP_010506609.1| 50S ribosomal protein L9 [Komagataeibacter europaeus] 100% gi|189043254|sp|A9H1M3.1|RL9_GLUDA RecName: Full=50S ribosomal protein L9 [Gluconacetobacter diazotrophicus PA1 5] 90% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3331 50S ribosomal protein L9; Binds to the 23S rRNA (By similarity) 90.97% COG0359 _ _ K02939 RP-L9, MRPL9, rplI

orf0299 91 gi|494641749|ref|WP_007399693.1| MULTISPECIES: 30S ribosomal protein S18 [Acetobacteraceae] 100%
gi|254812942|sp|A9H1M6.1|RS18_GLUD

A
RecName: Full=30S ribosomal protein S18 [Gluconacetobacter diazotrophicus PA1 5] 99% _ 272568.GDI_3332

30S ribosomal protein S18; Binds as a heterodimer with protein S6 to the central

domain of t [...]
100.00% COG0238 _ _ K02963

RP-S18, MRPS18,

rpsR

orf0300 161 gi|498192456|ref|WP_010506612.1| 30S ribosomal protein S6 [Komagataeibacter europaeus] 100% gi|189045471|sp|A9H1N0.1|RS6_GLUDA RecName: Full=30S ribosomal protein S6 [Gluconacetobacter diazotrophicus PA1 5] 87% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3333
30S ribosomal protein S6; Binds together with S18 to 16S ribosomal RNA (By

similarity)
91.67% COG0360 _ _ K02990 RP-S6, MRPS6, rpsF

orf0301 184 gi|517920201|ref|WP_019090409.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0302 178 gi|517914312|ref|WP_019084520.1| acetyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0042967;GO:0008080 _ _ _ _ _ _ K00680 E2.3.1.-

orf0303 659 gi|498192462|ref|WP_010506618.1| RNA polymerase sigma factor RpoD [Komagataeibacter europaeus] 100% gi|1710678|sp|P52324.1|RPOD_CAUCR
RecName: Full=RNA polymerase sigma factor RpoD; AltName: Full=Sigma-70 [Caulobacter

crescentus CB15]
78%

GO:0001123;GO:0003677;GO:0006355;GO:0005737;GO:0005667;GO:0003700;GO:0016987;GO:00

45449
272568.GDI_3335

RNA polymerase sigma factor RpoD; Sigma factors are initiation factors that

promote the atta [...]
88.23% COG0568 _ _ K03086 SIG1, rpoD

orf0304 599 gi|517914314|ref|WP_019084522.1| DNA primase [Komagataeibacter europaeus] 100% gi|78099121|sp|Q8FDG5.1|DNAG_ECOL6 RecName: Full=DNA primase [Escherichia coli CFT073] 58% GO:0003677;GO:0005730;GO:0006269;GO:0003896;GO:0008270;GO:0006351;GO:1990077 272568.GDI_3336
DNA primase; DNA primase is the polymerase that synthesizes small RNA

primers for the Okazak [...]
85.83% COG0358 _ _ K02316 dnaG

orf0305 150 gi|498192464|ref|WP_010506620.1| aspartyl-tRNA amidotransferase subunit B [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016884 272568.GDI_3337 hypothetical protein 82.99% COG1610 _ _ K09117 K09117

orf0306 463 gi|517914315|ref|WP_019084523.1| carbamoyl phosphate synthase small subunit [Komagataeibacter europaeus] 100% gi|31562955|sp|Q89DR8.1|CARA_BRADU
RecName: Full=Carbamoyl-phosphate synthase small chain; AltName: Full=Carbamoyl-phosphate

synthetase glutamine chain [Bradyrhizobium diazoefficiens USDA 110]
73%

GO:0003677;GO:0005524;GO:0006543;GO:0006526;GO:0070409;GO:0004088;GO:0006536;GO:00

05951;GO:0044205;GO:0006206
272568.GDI_3338 carbamoyl phosphate synthase small subunit 88.53% COG0505 _ _ K01956 carA, CPA1

orf0307 1084 gi|498192466|ref|WP_010506622.1| carbamoyl phosphate synthase large subunit [Komagataeibacter europaeus] 100% gi|22095525|sp|Q9A4D6.1|CARB_CAUCR
RecName: Full=Carbamoyl-phosphate synthase large chain; AltName: Full=Carbamoyl-phosphate

synthetase ammonia chain [Caulobacter crescentus CB15]
77%

GO:0005524;GO:0006526;GO:0004088;GO:0005951;GO:0006536;GO:0046872;GO:0044205;GO:00

06206
272568.GDI_3339 carbamoyl phosphate synthase large subunit 95.28% COG0458 _ _ K01955 carB, CPA2

orf0308 152 gi|582022763|gb|AHI26105.1| transcription elongation factor GreA [Gluconacetobacter xylinus E25] 100% gi|166200647|sp|A5FWZ7.1|GREA_ACICJ
RecName: Full=Transcription elongation factor GreA; AltName: Full=Transcript cleavage factor

GreA [Acidiphilium cryptum JF-5]
91% GO:0005840;GO:0032784;GO:0003677;GO:0070063;GO:0006448;GO:0003746 272568.GDI_3340

transcription elongation factor GreA; Necessary for efficient RNA polymerase

transcription e [...]
96.05% COG0782 _ _ K03624 greA

orf0309 398 gi|498192469|ref|WP_010506625.1| threonine dehydratase [Komagataeibacter europaeus] 100% gi|84027805|sp|P0AGF8.1|TDCB_ECO57
RecName: Full=L-threonine dehydratase catabolic TdcB; AltName: Full=L-serine dehydratase;

AltName: Full=Threonine deaminase [Escherichia coli O157:H7]
61% GO:0016597;GO:0006544;GO:0006566;GO:0004794;GO:0006563 272568.GDI_3341 threonine dehydratase 91.05% COG1171 _ _ K01754

E4.3.1.19, ilvA,

tdcB

orf0310 217 gi|517914318|ref|WP_019084526.1| uracil phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|166225618|sp|A1B467.1|UPP_PARDP
RecName: Full=Uracil phosphoribosyltransferase; AltName: Full=UMP pyrophosphorylase;

AltName: Full=UPRTase [Paracoccus denitrificans PD1222]
82% GO:0000287;GO:0006223;GO:0004845;GO:0005525;GO:0044206 272568.GDI_3345 Uracil phosphoribosyltransferase 88.35% COG0035 _ _ K00761 upp, UPRT

orf0311 143 gi|498192473|ref|WP_010506629.1| transcriptional regulator [Komagataeibacter europaeus] 99%
gi|32129755|sp|Q8UGX7.1|MSRB_AGRT

5

RecName: Full=Peptide methionine sulfoxide reductase MsrB; AltName: Full=Peptide-methionine

(R)-S-oxide reductase [Agrobacterium fabrum str. C58]
75% GO:0006979;GO:0046872;GO:0033743;GO:0030091;GO:0055114 272568.GDI_3346 methionine-R-sulfoxide reductase (EC:1.8.4.11) 87.72% COG0229 _ _ K07305 msrB

orf0312 517 gi|498192475|ref|WP_010506631.1| phosphoglyceromutase [Komagataeibacter europaeus] 100% gi|81557192|sp|Q5FU33.1|GPMI_GLUOX
RecName: Full=2,3-bisphosphoglycerate-independent phosphoglycerate mutase; Short=BPG-

independent PGAM; Short=Phosphoglyceromutase; Short=iPGM [Gluconobacter oxydans
80% GO:0046537;GO:0006007;GO:0006096;GO:0005737;GO:0030145 272568.GDI_3347 phosphoglyceromutase 86.80% COG0696 _ _ K15633 gpmI

orf0313 437 gi|517914320|ref|WP_019084528.1| peptidase M23 [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_3348 peptidase M23 84.00% COG4942 _ _ None _

orf0314 530 gi|517914321|ref|WP_019084529.1| peptidase S41 [Komagataeibacter europaeus] 100% gi|6226805|sp|Q44879.1|CTPA_BARBK
RecName: Full=Carboxy-terminal-processing protease; Short=C-terminal-processing protease; Flags:

Precursor [Bartonella bacilliformis KC583]
69% GO:0006508;GO:0008236 272568.GDI_3349 carboxy-terminal protease protein 91.46% COG0793 _ _ K03797

E3.4.21.102, prc,

ctpA

orf0315 164 gi|517914322|ref|WP_019084530.1| RNA pyrophosphohydrolase [Komagataeibacter europaeus] 100%
gi|189044020|sp|A9H3A6.1|RPPH_GLUD

A

RecName: Full=RNA pyrophosphohydrolase; AltName: Full=(Di)nucleoside polyphosphate hydrolase

[Gluconacetobacter diazotrophicus PA1 5]
79% GO:0046872;GO:0008233;GO:0006508;GO:0016818 272568.GDI_3350

dinucleoside polyphosphate hydrolase; Accelerates the degradation of transcripts

by removing [...]
79.87% COG0494 _ _ K08311 nudH

orf0316 128 gi|517914323|ref|WP_019084531.1| NUDIX hydrolase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ K03574
mutT, NUDT15,

MTH2

orf0317 524 gi|517920206|ref|WP_019090414.1| DSBA oxidoreductase [Komagataeibacter europaeus] 100% gi|84027814|sp|P0AEJ1.1|EMRB_ECO57 RecName: Full=Multidrug export protein EmrB [Escherichia coli O157:H7] 58% GO:0055085;GO:0016021;GO:0005886 272568.GDI_3352 putative multidrug resistance protein B 92.51% COG0477 _ _ K03446 emrB

orf0318 370 gi|498192488|ref|WP_010506644.1| multidrug resistance protein A [Komagataeibacter europaeus] 100% gi|2506509|sp|P52599.2|EMRK_ECOLI RecName: Full=Probable multidrug resistance protein EmrK [Escherichia coli K-12] 66% GO:0016020;GO:0055085 272568.GDI_3353 multidrug resistance protein A 84.57% COG1566 _ _ K03543 emrA

orf0319 587 gi|517914325|ref|WP_019084533.1| ABC transporter permease [Komagataeibacter europaeus] 100%
gi|67468769|sp|Q7NZU6.1|MSBA_CHRV

O

RecName: Full=Lipid A export ATP-binding/permease protein MsbA [Chromobacterium violaceum

ATCC 12472]
57% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 272568.GDI_3354 ABC transporter related 84.10% COG1132 _ _ K11085 msbA

orf0320 408 gi|498192492|ref|WP_010506648.1| poly(A) polymerase [Komagataeibacter europaeus] 99%
gi|37537798|sp|Q8K1J6.1|TRNT1_MOUS

E

RecName: Full=CCA tRNA nucleotidyltransferase 1, mitochondrial; AltName: Full=mitochondrial

tRNA nucleotidyl transferase, CCA-adding; Short=mt CCA-adding enzyme; S
61% GO:0003723;GO:0005524;GO:0052927;GO:0052928;GO:0052929;GO:0001680 272568.GDI_3355 putative tRNA nucleotidyltransferase 76.78% COG0617 _ _ K00970 pcnB

orf0321 189 gi|498192494|ref|WP_010506650.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3356 hypothetical protein 86.33% COG3816 _ _ K09986 K09986

orf0322 350 gi|498192495|ref|WP_010506651.1| ATPase AAA [Komagataeibacter europaeus] 100% gi|239938765|sp|P94474.2|YEAC_BACSU RecName: Full=Uncharacterized protein YeaC [Bacillus subtilis subsp. subtilis str. 168] 59% GO:0005524;GO:0006200;GO:0016887 272568.GDI_3357 hypothetical protein 88.60% COG0714 _ _ K03924 moxR

orf0323 334 gi|517914327|ref|WP_019084535.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0324 909 gi|498192500|ref|WP_010506656.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3359 hypothetical protein 76.76% _ _ NOG05041 None _

orf0325 711 gi|648238368|ref|WP_026019517.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0326 198 gi|498192504|ref|WP_010506660.1| aankyrin [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3361 hypothetical protein 79.33% _ _ NOG121356 None _

orf0327 426 gi|498192507|ref|WP_010506663.1| DNA methyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0032775;GO:0009007 _ _ _ _ _ _ K07318 K07318

orf0328 362 gi|648237229|ref|WP_026018378.1| modification methylase [Komagataeibacter europaeus] 100% gi|7387561|sp|O30569.2|MTS1_RHIME
RecName: Full=Modification methylase SmeI; Short=M.SmeI; AltName: Full=Adenine-specific

methyltransferase SmeIP; AltName: Full=M.CcrMI ortholog; AltName: Full=Modifi
72% GO:0003677;GO:0032775;GO:0008170;GO:0009007 272568.GDI_3362 putative DNA methylase 93.39% COG0863 _ _ K13581 ccrM

orf0329 217 gi|498192511|ref|WP_010506667.1| ribonuclease HII [Komagataeibacter europaeus] 100%
gi|189043600|sp|A9H3E2.1|RNH2_GLUD

A
RecName: Full=Ribonuclease HII; Short=RNase HII [Gluconacetobacter diazotrophicus PA1 5] 77% GO:0006401;GO:0003723;GO:0004523;GO:0090502;GO:0051252;GO:0005737;GO:0030145 272568.GDI_3363

ribonuclease HII; Endonuclease that specifically degrades the RNA of RNA-

DNA hybrids (By si [...]
80.65% COG0164 _ _ K03470 rnhB

orf0330 100 gi|498192514|ref|WP_010506670.1| general stress protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3364 putative general stress response protein 86.87% _ _ NOG71353 None _

orf0331 487 gi|517914332|ref|WP_019084540.1| multidrug transporter [Komagataeibacter europaeus] 100% gi|401630|sp|P31474.1|HSRA_ECOLI
RecName: Full=Probable transport protein HsrA; AltName: Full=High-copy suppressor of rspA

[Escherichia coli K-12]
53% GO:0055085;GO:0016021 _ _ _ _ _ _ None _

orf0332 366 gi|498192519|ref|WP_010506675.1| multidrug transporter [Komagataeibacter europaeus] 100%
gi|363805489|sp|C9XVZ5.2|MDTA_CROT

Z

RecName: Full=Multidrug resistance protein MdtA; AltName: Full=Multidrug transporter MdtA;

Flags: Precursor
65% GO:0016020;GO:0003899;GO:0055085;GO:0005730;GO:0006144;GO:0006351;GO:0006206 272568.GDI_3365 putative multidrug resistance protein MdtA 82.93% COG0845 _ _ K07799 mdtA

orf0333 66 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0334 1058 gi|498192520|ref|WP_010506676.1| multidrug transporter [Komagataeibacter europaeus] 100%
gi|167008977|sp|A8GHQ9.1|MDTB_SERP

5

RecName: Full=Multidrug resistance protein MdtB; AltName: Full=Multidrug transporter MdtB

[Serratia proteamaculans 568]
76% GO:0016020;GO:0006810;GO:0005215 272568.GDI_3366 acriflavin resistance protein 91.80% COG0841 _ _ K07788 mdtB

orf0335 1098 gi|498192521|ref|WP_010506677.1| acriflavine resistance protein B [Komagataeibacter europaeus] 100%
gi|166233228|sp|A6TBH5.1|MDTC_KLEP

7

RecName: Full=Multidrug resistance protein MdtC; AltName: Full=Multidrug transporter MdtC

[Klebsiella pneumoniae subsp. pneumoniae MGH 78578]
68% GO:0016020;GO:0006810;GO:0005215 272568.GDI_3367 acriflavin resistance protein 86.42% COG0841 _ _ K07789 mdtC

orf0336 523 gi|582022790|gb|AHI26132.1|
RND efflux system, outer membrane lipoprotein, NodT family [Gluconacetobacter

xylinus E25]
98% gi|71153371|sp|Q88N32.1|TTGC_PSEPK

RecName: Full=Probable efflux pump outer membrane protein TtgC; Flags: Precursor [Pseudomonas

putida KT2440]
45% GO:0016020;GO:0008289;GO:0006810;GO:0005215 272568.GDI_3368 Outer membrane protein 84.70% COG1538 _ _ None _

orf0337 59 gi|498192523|ref|WP_010506679.1| membrane protein [Komagataeibacter europaeus] 100%
gi|121957849|sp|Q0BQ81.1|Y2123_GRAB

C

RecName: Full=UPF0391 membrane protein GbCGDNIH1_2123 [Granulibacter bethesdensis

CGDNIH1]
88% GO:0016021;GO:0005886 634452.APA01_09610 hypothetical protein 85.71% COG5487 _

NOG261958

;NOG12124
None _

orf0338 93 gi|498192524|ref|WP_010506680.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0339 268 gi|657221248|ref|WP_029334966.1| ABC transporter [Komagataeibacter europaeus] 100% gi|81846991|sp|Q8FUN3.1|Y4187_BRUSU RecName: Full=Putative ATP-binding protein BRA1187/BS1330_II1178 [Brucella suis 1330] 65% GO:0005524;GO:0006200;GO:0016887 _ _ _ _ _ _ K02049 ABC.SN.A

orf0340 254 gi|498192533|ref|WP_010506689.1| nitrate ABC transporter permease [Komagataeibacter europaeus] 100% gi|75505039|sp|Q576D9.1|Y3424_BRUAB
RecName: Full=Probable ABC transporter permease protein BruAb2_1124 [Brucella abortus bv. 1

str. 9-941]
47% GO:0006810;GO:0016021;GO:0005886 634452.APA01_09580

nitrate/sulfonate/bicarbonate transporter permease protein; Part of a binding-

protein-depend [...]
89.52% COG0600 _ _ K02050 ABC.SN.P



orf0341 339 gi|517914338|ref|WP_019084546.1| nitrate ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0005524 634452.APA01_09570 nitrate/sulfonate/bicarbonate transporter substrate-binding periplasmic protein 75.62% COG0715 _ _ K02051 ABC.SN.S

orf0342 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0343 122 gi|498192538|ref|WP_010506694.1| 50S ribosomal protein L17 [Komagataeibacter europaeus] 99% gi|189041509|sp|A9H3I6.1|RL17_GLUDA RecName: Full=50S ribosomal protein L17 [Gluconacetobacter diazotrophicus PA1 5] 94% _ 272568.GDI_3379 50S ribosomal protein L17 94.92% COG0203 _ _ K02879
RP-L17, MRPL17,

rplQ

orf0344 339 gi|494641702|ref|WP_007399646.1|
MULTISPECIES: DNA-directed RNA polymerase subunit alpha

[Acetobacteraceae]
100%

gi|189043839|sp|A9H3I9.1|RPOA_GLUD

A

RecName: Full=DNA-directed RNA polymerase subunit alpha; Short=RNAP subunit alpha;

AltName: Full=RNA polymerase subunit alpha; AltName: Full=Transcriptase subunit
98% _ 272568.GDI_3380

DNA-directed RNA polymerase subunit alpha; DNA-dependent RNA polymerase

catalyzes the transc [...]
98.21% COG0202 _ _ K03040 rpoA

orf0345 130 gi|489716951|ref|WP_003621069.1| MULTISPECIES: 30S ribosomal protein S11 [Komagataeibacter] 100% gi|189040417|sp|A9H3J3.1|RS11_GLUDA RecName: Full=30S ribosomal protein S11 [Gluconacetobacter diazotrophicus PA1 5] 100% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3381
30S ribosomal protein S11; Located on the platform of the 30S subunit, it bridges

several di [...]
100.00% COG0100 _ _ K02948

RP-S11, MRPS11,

rpsK

orf0346 125 gi|498192550|ref|WP_010506706.1| 30S ribosomal protein S13 [Komagataeibacter europaeus] 100% gi|189044278|sp|A9H3J7.1|RS13_GLUDA RecName: Full=30S ribosomal protein S13 [Gluconacetobacter diazotrophicus PA1 5] 96% GO:0005840;GO:0042254;GO:0006412;GO:0000049;GO:0003735;GO:0019843 272568.GDI_3382
30S ribosomal protein S13; Located at the top of the head of the 30S subunit, it

contacts se [...]
95.45% COG0099 _ _ K02952 RP-S13, rpsM

orf0347 219 gi|498192553|ref|WP_010506709.1| adenylate kinase [Komagataeibacter europaeus] 100% gi|189046019|sp|A9H3J9.1|KAD_GLUDA
RecName: Full=Adenylate kinase; Short=AK; AltName: Full=ATP-AMP transphosphorylase;

AltName: Full=ATP:AMP phosphotransferase; AltName: Full=Adenylate monophosphate
86%

GO:0046034;GO:0005524;GO:0046939;GO:0006144;GO:0044209;GO:0008270;GO:0005737;GO:00

04017
272568.GDI_3383

adenylate kinase; Catalyzes the reversible transfer of the terminal phosphate group

between  [...]
86.11% COG0563 _ _ K00939 E2.7.4.3, adk

orf0348 449 gi|517920217|ref|WP_019090425.1| preprotein translocase subunit SecY [Komagataeibacter europaeus] 100% gi|81692284|sp|Q68W98.1|SECY_RICTY RecName: Full=Protein translocase subunit SecY [Rickettsia typhi str. Wilmington] 76% GO:0006605;GO:0065002;GO:0043952;GO:0016021;GO:0005622;GO:0005886 272568.GDI_3384 preprotein translocase subunit SecY; Involved in protein export (By similarity) 97.77% COG0201 _ _ K03076 secY

orf0349 162 gi|498192556|ref|WP_010506712.1| 50S ribosomal protein L15 [Komagataeibacter europaeus] 100%
gi|189041421|sp|A9H3K5.1|RL15_GLUD

A
RecName: Full=50S ribosomal protein L15 [Gluconacetobacter diazotrophicus PA1 5] 88% GO:0042254;GO:0015934;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3385 50S ribosomal protein L15; Binds to the 23S rRNA (By similarity) 90.24% COG0200 _ _ K02876

RP-L15, MRPL15,

rplO

orf0350 55 gi|498192558|ref|WP_010506714.1| MULTISPECIES: 50S ribosomal protein L30 [Komagataeibacter] 100%
gi|122327785|sp|Q0BUN2.1|RL30_GRAB

C
RecName: Full=50S ribosomal protein L30 [Granulibacter bethesdensis CGDNIH1] 89% GO:0042254;GO:0015934;GO:0006412;GO:0003735 272568.GDI_3386 ribosomal protein L30 96.30% COG1841 _ _ K02907

RP-L30, MRPL30,

rpmD

orf0351 192 gi|498192559|ref|WP_010506715.1| 30S ribosomal protein S5 [Komagataeibacter europaeus] 100% gi|226703350|sp|A9H3L2.1|RS5_GLUDA RecName: Full=30S ribosomal protein S5 [Gluconacetobacter diazotrophicus PA1 5] 97% GO:0042254;GO:0006412;GO:0003735;GO:0015935;GO:0019843 272568.GDI_3387
30S ribosomal protein S5; With S4 and S12 plays an important role in

translational accuracy  [...]
99.37% COG0098 _ _ K02988

RP-S5, MRPS5,

rpsE

orf0352 120 gi|498192560|ref|WP_010506716.1| 50S ribosomal protein L18 [Komagataeibacter europaeus] 100% gi|189041555|sp|A9H3L5.1|RL18_GLUDA RecName: Full=50S ribosomal protein L18 [Gluconacetobacter diazotrophicus PA1 5] 91% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3388
50S ribosomal protein L18; This is one of the proteins that binds and probably

mediates the  [...]
87.65% COG0256 _ _ K02881

RP-L18, MRPL18,

rplR

orf0353 174 gi|498192561|ref|WP_010506717.1| 50S ribosomal protein L6 [Komagataeibacter europaeus] 100% gi|189042949|sp|A9H3L8.1|RL6_GLUDA RecName: Full=50S ribosomal protein L6 [Gluconacetobacter diazotrophicus PA1 5] 93% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3389
50S ribosomal protein L6; This protein binds to the 23S rRNA, and is important

in its second [...]
92.53% COG0097 _ _ K02933

RP-L6, MRPL6,

rplF

orf0354 107 gi|498192563|ref|WP_010506719.1| MULTISPECIES: 30S ribosomal protein S8 [Komagataeibacter] 100% gi|189045658|sp|A9H3M1.1|RS8_GLUDA RecName: Full=30S ribosomal protein S8 [Gluconacetobacter diazotrophicus PA1 5] 100% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3390
30S ribosomal protein S8; One of the primary rRNA binding proteins, it binds

directly to 16S [...]
100.00% COG0096 _ _ K02994 RP-S8, rpsH

orf0355 86 gi|498192565|ref|WP_010506721.1| 30S ribosomal protein S14 [Komagataeibacter europaeus] 100%
gi|215275291|sp|A9H3M4.2|RS14_GLUD

A
RecName: Full=30S ribosomal protein S14 [Gluconacetobacter diazotrophicus PA1 5] 97% _ 272568.GDI_3391

30S ribosomal protein S14; Binds 16S rRNA, required for the assembly of 30S

particles and ma [...]
96.51% COG0199 _ _ K02954

RP-S14, MRPS14,

rpsN

orf0356 180 gi|498192567|ref|WP_010506723.1| 50S ribosomal protein L5 [Komagataeibacter europaeus] 99% gi|81672735|sp|Q5FTZ5.1|RL5_GLUOX RecName: Full=50S ribosomal protein L5 [Gluconobacter oxydans 621H] 95% GO:0005840;GO:0042254;GO:0006412;GO:0000049;GO:0003735;GO:0019843 272568.GDI_3392
50S ribosomal protein L5; This is 1 of the proteins that binds and probably

mediates the att [...]
96.09% COG0094 _ _ K02931

RP-L5, MRPL5,

rplE

orf0357 106 gi|498192569|ref|WP_010506725.1| MULTISPECIES: 50S ribosomal protein L24 [Komagataeibacter] 100%
gi|189042325|sp|A9H3N1.1|RL24_GLUD

A
RecName: Full=50S ribosomal protein L24 [Gluconacetobacter diazotrophicus PA1 5] 94% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3393

50S ribosomal protein L24; One of two assembly inititator proteins, it binds

directly to the [...]
94.23% COG0198 _ _ K02895

RP-L24, MRPL24,

rplX

orf0358 122 gi|494641685|ref|WP_007399629.1| MULTISPECIES: 50S ribosomal protein L14 [Acetobacteraceae] 99%
gi|189041049|sp|A9H3N4.1|RL14_GLUD

A
RecName: Full=50S ribosomal protein L14 [Gluconacetobacter diazotrophicus PA1 5] 99% _ 272568.GDI_3394

50S ribosomal protein L14; Binds to 23S rRNA. Forms part of two intersubunit

bridges in the  [...]
99.18% COG0093 _ _ K02874

RP-L14, MRPL14,

rplN

orf0359 78 gi|498192572|ref|WP_010506728.1| 50S ribosomal protein L29 [Komagataeibacter europaeus] 100% gi|189042535|sp|A9H3N9.1|RL29_GLUD RecName: Full=50S ribosomal protein L29 [Gluconacetobacter diazotrophicus PA1 5] 87% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3396 50S ribosomal protein L29 91.38% COG0255 _ _ K02904 RP-L29, rpmC

orf0360 138 gi|494641682|ref|WP_007399626.1| MULTISPECIES: 50S ribosomal protein L16 [Acetobacteraceae] 100% gi|189041464|sp|A9H3P2.1|RL16_GLUDA RecName: Full=50S ribosomal protein L16 [Gluconacetobacter diazotrophicus PA1 5] 100% GO:0005840;GO:0042254;GO:0006412;GO:0000049;GO:0003735;GO:0019843 272568.GDI_3397
50S ribosomal protein L16; Binds 23S rRNA and is also seen to make contacts

with the A and p [...]
100.00% COG0197 _ _ K02878

RP-L16, MRPL16,

rplP

orf0361 225 gi|498192573|ref|WP_010506729.1| MULTISPECIES: 30S ribosomal protein S3 [Komagataeibacter] 100% gi|189045011|sp|A9H3P5.1|RS3_GLUDA RecName: Full=30S ribosomal protein S3 [Gluconacetobacter diazotrophicus PA1 5] 99% _ 272568.GDI_3398
30S ribosomal protein S3; Binds the lower part of the 30S subunit head. Binds

mRNA in the 70 [...]
98.66% COG0092 _ _ K02982 RP-S3, rpsC

orf0362 133 gi|494641680|ref|WP_007399624.1| MULTISPECIES: 50S ribosomal protein L22 [Acetobacteraceae] 100% gi|189041953|sp|A9H3P8.1|RL22_GLUDA RecName: Full=50S ribosomal protein L22 [Gluconacetobacter diazotrophicus PA1 5] 94% _ 272568.GDI_3399
50S ribosomal protein L22; This protein binds specifically to 23S rRNA; its

binding is stimu [...]
96.64% COG0091 _ _ K02890

RP-L22, MRPL22,

rplV

orf0363 92 gi|494641679|ref|WP_007399623.1| MULTISPECIES: 30S ribosomal protein S19 [Acetobacteraceae] 100%
gi|189029713|sp|A9H3Q2.1|RS19_GLUD

A
RecName: Full=30S ribosomal protein S19 [Gluconacetobacter diazotrophicus PA1 5] 100% GO:0042254;GO:0006412;GO:0003735;GO:0015935;GO:0019843 272568.GDI_3400

30S ribosomal protein S19; Protein S19 forms a complex with S13 that binds

strongly to the 1 [...]
100.00% COG0185 _ _ K02965 RP-S19, rpsS

orf0364 276 gi|498192575|ref|WP_010506731.1| 50S ribosomal protein L2 [Komagataeibacter europaeus] 100% gi|189042578|sp|A9H3Q5.1|RL2_GLUDA RecName: Full=50S ribosomal protein L2 [Gluconacetobacter diazotrophicus PA1 5] 97% GO:0042254;GO:0015934;GO:0006412;GO:0016740;GO:0003735;GO:0019843 272568.GDI_3401
50S ribosomal protein L2; One of the primary rRNA binding proteins. Required

for association [...]
97.43% COG0090 _ _ K02886

RP-L2, MRPL2,

rplB

orf0365 111 gi|517914346|ref|WP_019084554.1| 50S ribosomal protein L23 [Komagataeibacter europaeus] 100%
gi|189042294|sp|A9H3Q8.1|RL23_GLUD

A
RecName: Full=50S ribosomal protein L23 [Gluconacetobacter diazotrophicus PA1 5] 98% _ 634452.APA01_09340 50S ribosomal protein L23 94.51% COG0089 _ _ K02892

RP-L23, MRPL23,

rplW

orf0366 204 gi|498192579|ref|WP_010506735.1| 50S ribosomal protein L4 [Komagataeibacter europaeus] 100% gi|189029506|sp|A9H3R2.1|RL4_GLUDA RecName: Full=50S ribosomal protein L4 [Gluconacetobacter diazotrophicus PA1 5] 95% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3403
50S ribosomal protein L4; One of the primary rRNA binding proteins, this protein

initially b [...]
94.58% COG0088 _ _ K02926

RP-L4, MRPL4,

rplD

orf0367 227 gi|498192580|ref|WP_010506736.1| 50S ribosomal protein L3 [Komagataeibacter europaeus] 100% gi|189042847|sp|A9H3R5.1|RL3_GLUDA RecName: Full=50S ribosomal protein L3 [Gluconacetobacter diazotrophicus PA1 5] 95% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_3404
50S ribosomal protein L3; One of the primary rRNA binding proteins, it binds

directly near t [...]
95.24% COG0087 _ _ K02906

RP-L3, MRPL3,

rplC

orf0368 102 gi|494493251|ref|WP_007282720.1| MULTISPECIES: 30S ribosomal protein S10 [Acetobacteraceae] 100% gi|81557182|sp|Q5FTY2.1|RS10_GLUOX RecName: Full=30S ribosomal protein S10 [Gluconobacter oxydans 621H] 100% GO:0005840;GO:0042254;GO:0006412;GO:0000049;GO:0003735 290633.GOX0381
30S ribosomal protein S10; Involved in the binding of tRNA to the ribosomes (By

similarity)
100.00% COG0051 _ _ K02946

RP-S10, MRPS10,

rpsJ

orf0369 396 gi|498192583|ref|WP_010506739.1| elongation factor Tu [Komagataeibacter europaeus] 100%
gi|189036665|sp|A9H3R7.1|EFTU_GLUD

A
RecName: Full=Elongation factor Tu; Short=EF-Tu [Gluconacetobacter diazotrophicus PA1 5] 98% GO:0005840;GO:0006184;GO:0006448;GO:0003746;GO:0005525;GO:0003924 272568.GDI_3406

elongation factor Tu; This protein promotes the GTP-dependent binding of

aminoacyl-tRNA to t [...]
97.97% COG0050 _ _ K02358 tuf, TUFM

orf0370 158 gi|494641673|ref|WP_007399617.1| MULTISPECIES: 30S ribosomal protein S7 [Acetobacteraceae] 100% gi|189045612|sp|A9H3R8.1|RS7_GLUDA RecName: Full=30S ribosomal protein S7 [Gluconacetobacter diazotrophicus PA1 5] 99% _ 272568.GDI_3407
30S ribosomal protein S7; One of the primary rRNA binding proteins, it binds

directly to 16S [...]
99.37% COG0049 _ _ K02992

RP-S7, MRPS7,

rpsG

orf0371 1398 gi|498192589|ref|WP_010506745.1| DNA-directed RNA polymerase subunit beta' [Komagataeibacter europaeus] 100%
gi|212288493|sp|A9H3S0.1|RPOC_GLUD

A

RecName: Full=DNA-directed RNA polymerase subunit beta'; Short=RNAP subunit beta'; AltName:

Full=RNA polymerase subunit beta'; AltName: Full=Transcriptase subunit
97% GO:0003899;GO:0003677;GO:0005730;GO:0006144;GO:0006206;GO:0006351 272568.GDI_3409

DNA-directed RNA polymerase subunit beta'; DNA-dependent RNA polymerase

catalyzes the transc [...]
97.46% COG0086 _ _ K03046 rpoC

orf0372 1390 gi|517920218|ref|WP_019090426.1| DNA-directed RNA polymerase subunit beta [Komagataeibacter europaeus] 100% gi|88909139|sp|Q5FTX7.2|RPOB_GLUOX
RecName: Full=DNA-directed RNA polymerase subunit beta; Short=RNAP subunit beta; AltName:

Full=RNA polymerase subunit beta; AltName: Full=Transcriptase subunit beta
92% GO:0003899;GO:0032549;GO:0003677;GO:0005730;GO:0006144;GO:0006206;GO:0006351 272568.GDI_3410

DNA-directed RNA polymerase subunit beta; DNA-dependent RNA polymerase

catalyzes the transcr [...]
95.88% COG0085 _ _ K03043 rpoB

orf0373 125 gi|498192591|ref|WP_010506747.1| 50S ribosomal protein L7/L12 [Komagataeibacter europaeus] 100% gi|189042997|sp|A9H3S4.1|RL7_GLUDA RecName: Full=50S ribosomal protein L7/L12 [Gluconacetobacter diazotrophicus PA1 5] 92% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3411
50S ribosomal protein L7/L12; Seems to be the binding site for several of the

factors involv [...]
92.00% COG0222 _ _ K02935

RP-L7, MRPL12,

rplL

orf0374 151 gi|498192592|ref|WP_010506748.1| 50S ribosomal protein L10 [Komagataeibacter europaeus] 100% gi|189040918|sp|A9H3S7.1|RL10_GLUDA RecName: Full=50S ribosomal protein L10 [Gluconacetobacter diazotrophicus PA1 5] 94% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0070180 272568.GDI_3412 50S ribosomal protein L10 94.04% COG0244 _ _ K02864
RP-L10, MRPL10,

rplJ

orf0375 231 gi|517920219|ref|WP_019090427.1| 50S ribosomal protein L1 [Komagataeibacter europaeus] 100% gi|81352515|sp|Q5FTX4.1|RL1_GLUOX RecName: Full=50S ribosomal protein L1 [Gluconobacter oxydans 621H] 94% GO:0042254;GO:0015934;GO:0000049;GO:0003735;GO:0006417;GO:0019843 290633.GOX0389
50S ribosomal protein L1; Binds directly to 23S rRNA. The L1 stalk is quite

mobile in the ri [...]
93.91% COG0081 _ _ K02863

RP-L1, MRPL1,

rplA

orf0376 144 gi|498192596|ref|WP_010506752.1| 50S ribosomal protein L11 [Komagataeibacter europaeus] 100% gi|81672728|sp|Q5FTX3.1|RL11_GLUOX RecName: Full=50S ribosomal protein L11 [Gluconobacter oxydans 621H] 97% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0070180 290633.GOX0390
50S ribosomal protein L11; This protein binds directly to 23S ribosomal RNA

(By similarity)
96.48% COG0080 _ _ K02867

RP-L11, MRPL11,

rplK

orf0377 540 gi|517914350|ref|WP_019084558.1| secretion protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0008289;GO:0006810;GO:0005215 634452.APA01_09220 secretion system type I outer membrane efflux pump lipoprotein NodT 78.93% COG1538 _ _ None _

orf0378 428 gi|517914351|ref|WP_019084559.1| multidrug transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0055085 634452.APA01_09210 multidrug efflux pump acriflavin resistance protein AcrB/AcrD/AcrF 86.56% COG0845 _ _ None _

orf0379 1062 gi|498192601|ref|WP_010506757.1| RND transporter [Komagataeibacter europaeus] 100% gi|17380412|sp|P25197.2|NOLG_RHIME RecName: Full=Nodulation protein NolG; Flags: Precursor [Sinorhizobium meliloti 1021] 51% GO:0016020;GO:0006810;GO:0005215 634452.APA01_09200 multidrug efflux pump acriflavin resistance protein AcrB/AcrD/AcrF 89.46% COG0841 _ _ None _

orf0380 465 gi|498192602|ref|WP_010506758.1| sensor histidine kinase [Komagataeibacter europaeus] 100% gi|1176111|sp|P45336.1|QSEC_HAEIN RecName: Full=Sensor protein QseC [Haemophilus influenzae Rd KW20] 46% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 272568.GDI_3419 putative two-component sensor histidine kinase 77.57% COG0642 _ _ K00936 E2.7.3.-

orf0381 246 gi|498192603|ref|WP_010506759.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|61229968|sp|P0A5Z7.1|PRRA_MYCBO RecName: Full=Transcriptional regulatory protein PrrA [Mycobacterium bovis AF2122/97] 60% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_3420 two component transcriptional regulator 86.82% COG0745 _ _ K02483 K02483

orf0382 470 gi|517914353|ref|WP_019084561.1| DNA polymerase [Komagataeibacter europaeus] 100% gi|20139820|sp|Q9PG89.1|RMUC_XYLFA RecName: Full=DNA recombination protein RmuC homolog [Xylella fastidiosa 9a5c] 62% _ 272568.GDI_3421 protein of unknown function DUF195 87.58% COG1322 _ _ K09760 rmuC

orf0383 464 gi|517920224|ref|WP_019090432.1| C4-dicarboxylate ABC transporter [Komagataeibacter europaeus] 100% gi|172047998|sp|A8IDZ2.1|DCTA_AZOC5 RecName: Full=C4-dicarboxylate transport protein [Azorhizobium caulinodans ORS 571] 81% GO:0055085;GO:0006835;GO:0017153;GO:0016021;GO:0006812 438753.AZC_3014
C4-dicarboxylate transport protein; Responsible for the transport of dicarboxylates

such as  [...]
81.12% COG1301 _ _ K11103 dctA

orf0384 433 gi|582022839|gb|AHI26181.1| putative MFS dicarboxylate transporter [Gluconacetobacter xylinus E25] 99% gi|84029499|sp|P0AEX3.1|KGTP_ECOLI RecName: Full=Alpha-ketoglutarate permease [Escherichia coli K-12] 71% GO:0055085;GO:0016021;GO:0022857 634452.APA01_09150 alpha-ketoglutarate/sugar transporter 81.73% COG0477 _ _ K03761 kgtP

orf0385 1113 gi|648238372|ref|WP_026019521.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0386 1033 gi|517914357|ref|WP_019084565.1| glutamate-ammonia ligase adenylyltransferase [Komagataeibacter europaeus] 100% gi|57012793|sp|Q6N8H0.1|GLNE_RHOPA
RecName: Full=Glutamate-ammonia-ligase adenylyltransferase; AltName: Full=Glutamine-

synthetase adenylyltransferase; Short=ATase; AltName: Full=[Glutamate--ammonia-l
63% GO:0005524;GO:0008152;GO:0008882;GO:0016874 272568.GDI_3425

putative glutamate-ammonia-ligase adenylyltransferase; Adenylation and

deadenylation of glut [...]
78.72% COG1391 _ _ K00982 glnE

orf0387 167 gi|648237233|ref|WP_026018382.1| peroxiredoxin [Komagataeibacter europaeus] 100% gi|81839069|sp|Q83CY8.1|BCP_COXBU
RecName: Full=Putative peroxiredoxin bcp; AltName: Full=Bacterioferritin comigratory protein;

AltName: Full=Thioredoxin reductase [Coxiella burnetii RSA 493]
61% GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 272568.GDI_3426 putative peroxiredoxin bcp 75.33% COG1225 _ _ K03564 BCP, PRXQ, DOT5

orf0388 86 gi|498192612|ref|WP_010506768.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf0389 200 gi|498192613|ref|WP_010506769.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0390 237 gi|498192615|ref|WP_010506771.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_3430 hypothetical protein 81.08% _ _ NOG140171 None _

orf0391 219 gi|517920231|ref|WP_019090439.1| leucyl/phenylalanyl-tRNA--protein transferase [Komagataeibacter europaeus] 100%
gi|118572935|sp|Q5FQE8.2|LFTR_GLUO

X

RecName: Full=Leucyl/phenylalanyl-tRNA--protein transferase; AltName: Full=L/F-transferase;

AltName: Full=Leucyltransferase; AltName: Full=Phenyalanyltransferase [
74% GO:0008914;GO:0030163;GO:0005737 634452.APA01_09070 tRNA(Leu/Phe)-protein transferase 76.72% COG2360 _ _ K00684 aat

orf0392 345 gi|498192618|ref|WP_010506774.1| dihydrofolate reductase [Komagataeibacter europaeus] 100% gi|205785945|sp|Q6DB24.2|GHRB_PECA RecName: Full=Glyoxylate/hydroxypyruvate reductase B [Pectobacterium atrosepticum SCRI1043] 58% GO:0016616;GO:0051287;GO:0055114 272568.GDI_3432 2-ketogluconate reductase 81.27% COG1052 _ _ None _

orf0393 63 gi|498192620|ref|WP_010506776.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0394 315 gi|657221255|ref|WP_029334973.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3434 hypothetical protein 82.56% _ _ NOG16593 None _

orf0395 148 gi|498192624|ref|WP_010506780.1| ubiquinol-cytochrome C reductase [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_3436 hypothetical protein 91.04% COG2947 _ _ None _

orf0396 97 gi|498192626|ref|WP_010506782.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3437 YCII-related 79.35% COG2350 _ _ K09780 K09780

orf0397 284 gi|503871063|ref|WP_014105057.1| heme exporter protein C [Komagataeibacter medellinensis] 95% gi|399869|sp|P30962.1|CCMC_BRADU
RecName: Full=Heme exporter protein C; AltName: Full=Cytochrome c-type biogenesis protein CycZ

[Bradyrhizobium diazoefficiens USDA 110]
68% GO:0015232;GO:0016020;GO:0008535;GO:0015886 634452.APA01_08990 heme exporter protein C 94.23% COG0755 _ _ K02195 ccmC

orf0398 48 gi|582022853|gb|AHI26195.1| hypothetical protein H845_2265 [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0017004;GO:0016021;GO:0015886 _ _ _ _ _ _ K02196 ccmD

orf0399 177 gi|498192633|ref|WP_010506789.1| cytochrome C [Komagataeibacter europaeus] 100%
gi|75365058|sp|Q69AY8.1|CCME_GLUD

A

RecName: Full=Cytochrome c-type biogenesis protein CcmE; AltName: Full=Cytochrome c

maturation protein E; AltName: Full=Heme chaperone CcmE [Gluconacetobacter diazo
91% GO:0017003;GO:0046872;GO:0016021;GO:0017004;GO:0005886 272568.GDI_3440

cytochrome c-type biogenesis protein CcmE; Heme chaperone required for the

biogenesis of c-t [...]
92.42% COG2332 _ _ K02197 ccmE

orf0400 659 gi|517920235|ref|WP_019090443.1| heme lyase subunit CcmF [Komagataeibacter europaeus] 100% gi|30173513|sp|P45403.2|CCMF_BRADU RecName: Full=Cytochrome c-type biogenesis protein CycK [Bradyrhizobium diazoefficiens USDA 69% GO:0015232;GO:0016020;GO:0008535;GO:0015886 272568.GDI_3441 cytochrome c-type biogenesis protein CcmF 91.93% COG1138 _ _ K02198 ccmF

orf0401 190 gi|582022856|gb|AHI26198.1|
cytochrome c biogenesis thiol:disulfide interchange protein DsbE

[Gluconacetobacter xylinus E25]
100% gi|134044263|sp|P52236.2|CCMG_PARDP

RecName: Full=Thiol:disulfide interchange protein DsbE homolog; AltName: Full=Cytochrome c

biogenesis protein CcmG; Flags: Precursor [Paracoccus denitrificans PD12
60% GO:0015036;GO:0016209;GO:0017004;GO:0006118;GO:0030288;GO:0055114 272568.GDI_3442 putative thioredoxin disulfide isomerase 87.10% COG0526 _ _ K02199 ccmG, dsbE

orf0402 159 gi|517914367|ref|WP_019084575.1| cytochrome C biogenesis protein [Komagataeibacter europaeus] 100% gi|7404338|sp|P45406.2|CCMH_RHIME
RecName: Full=Cytochrome c-type biogenesis protein CcmH; AltName: Full=Cytochrome c-type

biogenesis protein CycL; Flags: Precursor [Sinorhizobium meliloti 1021]
63% _ 272568.GDI_3443 cytochrome c biogenesis protein 84.25% COG3088 _ _ K02200 ccmH

orf0403 240 gi|517914368|ref|WP_019084576.1| cytochrome C [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K02200 ccmH

orf0404 59 gi|582022859|gb|AHI26201.1| putative cytoplasmic protein [Gluconacetobacter xylinus E25] 100% gi|109820099|sp|Q8BTE0.2|CF057_MOUS RecName: Full=UPF0369 protein C6orf57 homolog; Flags: Precursor [Mus musculus] 59% _ _ _ _ _ _ _ None _

orf0405 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0406 173 gi|498192646|ref|WP_010506802.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3448 hypothetical protein 80.72% _ _ NOG252292 None _

orf0407 390 gi|498192648|ref|WP_010506804.1| penicillin-binding protein [Komagataeibacter europaeus] 99% gi|75468008|sp|Q9KX40.1|ESTB_BURGA RecName: Full=Esterase EstB 59% _ 272568.GDI_3450 beta-lactamase 75.00% COG1680 _ _ None _

orf0408 857 gi|517914372|ref|WP_019084580.1| peptidase M16 [Komagataeibacter europaeus] 100% gi|2499927|sp|P55679.1|Y4WA_RHISN RecName: Full=Uncharacterized zinc protease y4wA [Sinorhizobium fredii NGR234] 55% GO:0046872;GO:0008152;GO:0003824 272568.GDI_3451 insulinase protein 80.35% COG0612 _ _ K07263 pqqL

orf0409 571 gi|498192653|ref|WP_010506809.1| 30S ribosomal protein S1 [Komagataeibacter europaeus] 100% gi|81564498|sp|Q6NDP1.1|RS1_RHOPA
RecName: Full=30S ribosomal protein S1; AltName: Full=RRP-S1 [Rhodopseudomonas palustris

CGA009]
82% GO:0005840;GO:0042254;GO:0003723;GO:0006412;GO:0003735 272568.GDI_3460 30S ribosomal protein S1 98.55% COG0539 _ _ K02945 RP-S1, rpsA

orf0410 213 gi|498192654|ref|WP_010506810.1| cytidylate kinase [Komagataeibacter europaeus] 100% gi|122326358|sp|Q0BQI0.1|KCY_GRABC
RecName: Full=Cytidylate kinase; Short=CK; AltName: Full=Cytidine monophosphate kinase;

Short=CMP kinase [Granulibacter bethesdensis CGDNIH1]
68% GO:0005524;GO:0046939;GO:0006220;GO:0006206;GO:0004127;GO:0005737 272568.GDI_3461 cytidylate kinase 81.25% COG0283 _ _ K00945 cmk

orf0411 450 gi|498192655|ref|WP_010506811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Komagataeibacter europaeus] 100% gi|81672705|sp|Q5FTC0.1|AROA_GLUOX
RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; AltName: Full=5-

enolpyruvylshikimate-3-phosphate synthase; Short=EPSP synthase; Short=EPSPS [Gluconobact
80% GO:0003866;GO:0009094;GO:0009423;GO:0006571;GO:0000162;GO:0005737 272568.GDI_3462 3-phosphoshikimate 1-carboxyvinyltransferase 89.70% COG0128 _ _ K00800 aroA

orf0412 155 gi|648237236|ref|WP_026018385.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0413 133 gi|517914373|ref|WP_019084581.1| diguanylate cyclase [Komagataeibacter europaeus] 100% gi|141435|sp|P28823.1|FOLB_BACSU RecName: Full=Dihydroneopterin aldolase; Short=DHNA [Bacillus subtilis subsp. subtilis str. 168] 55% GO:0004150;GO:0046656 634452.APA01_00560 dihydroneopterin aldolase 85.00% COG1539 _ _ K01633 folB

orf0414 261 gi|498192658|ref|WP_010506814.1| short-chain dehydrogenase [Komagataeibacter europaeus] 99%
gi|50400451|sp|Q7Z4W1.2|DCXR_HUMA

N

RecName: Full=L-xylulose reductase; Short=XR; AltName: Full=Carbonyl reductase II; AltName:

Full=Dicarbonyl/L-xylulose reductase; AltName: Full=Kidney dicarbonyl re
48% GO:0055114;GO:0016491 272568.GDI_3465 short chain dehydrogenase 82.43% COG1028 _ _ None _

orf0415 198 gi|498192659|ref|WP_010506815.1| recombinase RecR [Komagataeibacter europaeus] 100% gi|73621489|sp|Q5FTB6.1|RECR_GLUOX RecName: Full=Recombination protein RecR [Gluconobacter oxydans 621H] 85% GO:0003677;GO:0046872;GO:0006281;GO:0006310 272568.GDI_3466 recombination protein RecR 89.12% COG0353 _ _ K06187 recR

orf0416 107 gi|498192661|ref|WP_010506817.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100%
gi|189040150|sp|A9H481.1|Y3467_GLUD

A

RecName: Full=Nucleoid-associated protein GDI3467/Gdia_2910 [Gluconacetobacter diazotrophicus

PA1 5]
93% GO:0003677;GO:0043590;GO:0005737 272568.GDI_3467 hypothetical protein 93.46% COG0718 _ _ K09747 K09747

orf0417 667 gi|498192663|ref|WP_010506819.1| DNA polymerase III subunit gamma/tau [Komagataeibacter europaeus] 100% gi|20141409|sp|P74876.2|DPO3X_SALTY
RecName: Full=DNA polymerase III subunit tau; AltName: Full=DNA polymerase III subunit

gamma [Salmonella enterica subsp. enterica serovar Typhimurium str. LT2]
61% GO:0003677;GO:0003887;GO:0005524;GO:0009360;GO:0017111;GO:0006261 272568.GDI_3468 DNA polymerase III subunits gamma and tau 93.40% COG2812 _ _ K02343 DPO3G, dnaX

orf0418 591 gi|517920241|ref|WP_019090449.1| gamma-glutamyltransferase [Komagataeibacter europaeus] 100% gi|544385|sp|P36267.1|GGT_PSEUA
RecName: Full=Gamma-glutamyltranspeptidase; AltName: Full=Glutathione hydrolase; Contains:

RecName: Full=Gamma-glutamyltranspeptidase large chain; Contains: RecName: F
67% GO:0006691;GO:0019530;GO:0006749;GO:0006693;GO:0003840 272568.GDI_3471 gamma-glutamyltransferase (EC:2.3.2.2) 81.25% COG0405 _ _ K00681 ggt

orf0419 270 gi|498192667|ref|WP_010506823.1| methionine aminopeptidase [Komagataeibacter europaeus] 100% gi|6225055|sp|Q9ZCD3.1|MAP1_RICPR
RecName: Full=Methionine aminopeptidase; Short=MAP; Short=MetAP; AltName: Full=Peptidase

M [Rickettsia prowazekii str. Madrid E]
78% GO:0046872;GO:0006508;GO:0070084;GO:0070006 272568.GDI_3472

putative methionine aminopeptidase; Removes the amino-terminal methionine

from nascent prote [...]
88.59% COG0024 _ _ K01265 E3.4.11.18, map

orf0420 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0421 381 gi|648237237|ref|WP_026018386.1| D-alanyl-D-alanine carboxypeptidase [Komagataeibacter europaeus] 100% gi|585694|sp|P37604.1|DACD_SALTY
RecName: Full=D-alanyl-D-alanine carboxypeptidase DacD; Short=DD-carboxypeptidase;

Short=DD-peptidase; AltName: Full=Penicillin-binding protein 6B; Short=PBP-6B; Flag
54% GO:0006508;GO:0009002 272568.GDI_3473 putative D-alanyl-D-alanin carboxypeptidase 83.66% COG1686 _ _ K01286 E3.4.16.4

orf0422 96 gi|582022875|gb|AHI26217.1|
ATP-dependent Clp protease adaptor protein ClpS [Gluconacetobacter xylinus

E25]
100% gi|259491250|sp|B6INJ3.1|CLPS_RHOCS RecName: Full=ATP-dependent Clp protease adapter protein ClpS [Rhodospirillum centenum SW] 96% GO:0006508;GO:0008233;GO:0030163 272568.GDI_3474

ATP-dependent Clp protease adaptor protein ClpS; Involved in the modulation of

the specifici [...]
98.94% COG2127 _ _ K06891 clpS

orf0423 776 gi|517920245|ref|WP_019090453.1| ATP-dependent Clp protease ATP-binding protein [Komagataeibacter europaeus] 100% gi|116519|sp|P05444.1|CLPA_RHOBL RecName: Full=ClpA homolog protein [Rhodobacter blasticus] 83% GO:0005524;GO:0006508;GO:0006200;GO:0004176;GO:0006510 272568.GDI_3476 ATP-dependent Clp protease ATP-binding subunit ClpA 94.92% COG0542 _ _ K03694 clpA

orf0424 107 gi|498192676|ref|WP_010506832.1| membrane protein [Komagataeibacter europaeus] 100%
gi|59803117|sp|Q9RH13.2|Y1566_ZYMM

O

RecName: Full=UPF0060 membrane protein ZMO1566 [Zymomonas mobilis subsp. mobilis ZM4 =

ATCC 31821]
81% GO:0016021;GO:0005886 264203.ZMO1566 hypothetical protein 82.18% COG1742 _ _ K09771 TC.SMR3

orf0425 189 gi|498192678|ref|WP_010506834.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_3483 hypothetical protein 75.37% _ _ NOG232775 None _

orf0426 309 gi|517920246|ref|WP_019090454.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|1176939|sp|Q04605.1|YUF2_PLEBO RecName: Full=Uncharacterized protein in chlN 3'region; AltName: Full=URF2 68% GO:0016310;GO:0006797;GO:0016301;GO:0016776 272568.GDI_3484 polyphosphate kinase 80.99% COG2326 _ _ None _

orf0427 247 gi|517914382|ref|WP_019084590.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|57014259|sp|P69935.1|YDFG_SALTI
RecName: Full=NADP-dependent L-serine/L-allo-threonine dehydrogenase YdfG [Salmonella

enterica subsp. enterica serovar Typhi]
75% GO:0055114;GO:0016491 272568.GDI_3485 short-chain dehydrogenase/reductase SDR 90.61% COG4221 _ _ K16066 ydfG

orf0428 177 gi|498192683|ref|WP_010506839.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|118573933|sp|Q5FQY8.2|Y1459_GLUO RecName: Full=UPF0301 protein GOX1459 [Gluconobacter oxydans 621H] 78% _ 272568.GDI_3486 hypothetical protein 84.18% COG1678 _ _ K07735 algH

orf0429 291 gi|498192684|ref|WP_010506840.1| HAD family hydrolase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 272568.GDI_0863 putative haloacid dehalogenase-like hydrolase 76.99% COG0647 _ _ None _

orf0430 352 gi|498192686|ref|WP_010506842.1| dihydroorotate dehydrogenase [Komagataeibacter europaeus] 100% gi|226710795|sp|A7IBC2.1|PYRD_XANP2
RecName: Full=Dihydroorotate dehydrogenase (quinone); AltName: Full=DHOdehase;

Short=DHOD; Short=DHODase; AltName: Full=Dihydroorotate oxidase [Xanthobacter autotr
63% GO:0016020;GO:0004158;GO:0044205;GO:0006207;GO:0055114 272568.GDI_0862 dihydroorotate dehydrogenase 2 90.73% COG0167 _ _ K00254 DHODH, pyrD

orf0431 415 gi|517920249|ref|WP_019090457.1| gluconolactonase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0861 major royal jelly protein 86.46% COG3386 _ _ None _

orf0432 444 gi|517914386|ref|WP_019084594.1| alcohol dehydrogenase [Komagataeibacter europaeus] 99%
gi|75426332|sp|O34215.1|GADH2_PANC

Y

RecName: Full=Gluconate 2-dehydrogenase cytochrome c subunit; Short=GA 2-DH cytochrome c

subunit; Short=GADH cytochrome c subunit; Flags: Precursor [Pantoea cyprip
65% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0005506;GO:0006118;GO:0055114 272568.GDI_0856 gluconate 2-dehydrogenase (acceptor) (EC:1.1.99.3) 76.90% COG2010 _ _ None _

orf0433 595 gi|517920251|ref|WP_019090459.1| GMC family oxidoreductase [Komagataeibacter europaeus] 100%
gi|75426331|sp|O34214.1|GADH1_PECC

Y

RecName: Full=Gluconate 2-dehydrogenase flavoprotein; AltName: Full=GA 2-DH dehydrogenase

subunit; Short=GADH dehydrogenase subunit; Flags: Precursor
78% GO:0016614;GO:0050660;GO:0055114 272568.GDI_0855 gluconate 2-dehydrogenase (acceptor) (EC:1.1.99.3) 90.02% COG2303 _ _ K06151 E1.1.99.3A

orf0434 216 gi|657221264|ref|WP_029334982.1| gluconate 2-dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06152 E1.1.99.3G

orf0435 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0436 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0437 362 gi|517914389|ref|WP_019084597.1| cobalamin biosynthesis protein CobD [Komagataeibacter europaeus] 99% gi|81634418|sp|Q92P50.1|COBD_RHIME RecName: Full=Cobalamin biosynthesis protein CobD [Sinorhizobium meliloti 1021] 62% GO:0015420;GO:0015889;GO:0035461;GO:0048472;GO:0016021;GO:0009236;GO:0005886 _ _ _ _ _ _ K02227 cbiB, cobD

orf0438 489 gi|517914390|ref|WP_019084598.1| cobyric acid synthase [Komagataeibacter europaeus] 100% gi|238688064|sp|B0UH14.1|COBQ_METS RecName: Full=Cobyric acid synthase [Methylobacterium sp. 4-46] 72% GO:0006541;GO:0015420;GO:0015889;GO:0035461;GO:0009236;GO:0016874 272568.GDI_0034 cobyric acid synthase CobQ 80.83% COG1492 _ _ K02232 E6.3.5.10, cobQ,

orf0439 202 gi|498192696|ref|WP_010506852.1| cobinamide adenolsyltransferase [Komagataeibacter europaeus] 100% gi|81541511|sp|Q9I472.1|COBO_PSEAE
RecName: Full=Cob(I)yrinic acid a,c-diamide adenosyltransferase; AltName: Full=Cob(I)alamin

adenosyltransferase; AltName: Full=Corrinoid adenosyltransferase [Pseudo
73% GO:0005524;GO:0015994;GO:0008817;GO:0009236 272568.GDI_0033 cob(I)alamin adenosyltransferase (EC:2.5.1.17) 83.16% COG2109 _ _ K00798

E2.5.1.17, cobO,

btuR



orf0440 332 gi|517914393|ref|WP_019084601.1|
nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferase

[Komagataeibacter europaeus]
100% gi|33301110|sp|Q98KN9.1|COBT_RHILO

RecName: Full=Nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferase;

Short=NN:DBI PRT; AltName: Full=N(1)-alpha-phosphoribosyltransferase [Mesorhiz
72%

GO:0015420;GO:0015889;GO:0006771;GO:0035461;GO:0009163;GO:0015994;GO:0009236;GO:00

08939
272568.GDI_0845 putative nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferas 75.08% COG2038 _ _ K00768

E2.4.2.21, cobU,

cobT

orf0441 207 gi|498192697|ref|WP_010506853.1| adenosylcobinamide kinase [Komagataeibacter europaeus] 100% gi|231831|sp|P29931.3|COBP_PSEDE
RecName: Full=Bifunctional adenosylcobalamin biosynthesis protein CobP; AltName:

Full=Adenosylcobinamide kinase; AltName: Full=Adenosylcobinamide-phosphate guanylyltr
63% GO:0051188;GO:0016310;GO:0000166;GO:0008820;GO:0043752;GO:0009236 272568.GDI_0846 adenosylcobinamide kinase (EC:2.7.1.156) 76.40% COG2087 _ _ K02231 cobP, cobU

orf0442 250 gi|517920257|ref|WP_019090465.1| cobalamin synthase [Komagataeibacter europaeus] 100% gi|48474427|sp|Q89Q75.1|COBS_BRADU RecName: Full=Cobalamin synthase [Bradyrhizobium diazoefficiens USDA 110] 59% _ _ _ _ _ _ _ K02233 E2.7.8.26, cobS,

orf0443 421 gi|517914396|ref|WP_019084604.1| restriction endonuclease [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0444 284 gi|648237239|ref|WP_026018388.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0445 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0446 483 gi|498192709|ref|WP_010506865.1| L-asparagine permease [Komagataeibacter europaeus] 100% gi|3183513|sp|P77610.2|ANSP_ECOLI
RecName: Full=L-asparagine permease; AltName: Full=L-asparagine transport protein [Escherichia

coli K-12]
86% GO:0016021;GO:0003333;GO:0015171 290633.GOX0699 L-asparagine permease 87.26% COG1113 _ _ K11738 ansP

orf0447 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0448 333 gi|498192710|ref|WP_010506866.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_02470 hypothetical protein 81.62% _ _ NOG80877 None _

orf0449 347 gi|498192711|ref|WP_010506867.1| asparaginase [Komagataeibacter europaeus] 100% gi|1168535|sp|P10182.2|ASPQ_PSES7
RecName: Full=Glutaminase-asparaginase; AltName: Full=L-ASNase/L-GLNase; AltName: Full=L-

asparagine/L-glutamine amidohydrolase; Short=PGA
55% GO:0006522;GO:0006531;GO:0004067;GO:0006528 _ _ _ _ _ _ K01424 E3.5.1.1, ansA, ansB

orf0450 416 gi|498192713|ref|WP_010506869.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0050660;GO:0006118;GO:0003995;GO:0055114 _ _ _ _ _ _ None _

orf0451 408 gi|648237241|ref|WP_026018390.1| MFS transporter [Komagataeibacter europaeus] 100% gi|114106|sp|P23910.1|ARAJ_ECOLI RecName: Full=Protein AraJ [Escherichia coli K-12] 56% GO:0055085;GO:0016021 366602.Caul_4768 major facilitator transporter 76.06% COG2814 _ _ K08156 araJ

orf0452 188 gi|648237242|ref|WP_026018391.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0453 43 gi|582022903|gb|AHI26245.1| hypothetical protein H845_2315 [Gluconacetobacter xylinus E25] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0454 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0455 551 gi|648237243|ref|WP_026018392.1| pyruvate decarboxylase [Komagataeibacter europaeus] 99% gi|118391|sp|P06672.1|PDC_ZYMMO
RecName: Full=Pyruvate decarboxylase; Short=PDC [Zymomonas mobilis subsp. mobilis ZM4 =

ATCC 31821]
50% GO:0000287;GO:0008152;GO:0003824;GO:0030976 _ _ _ _ _ _ K04103 E4.1.1.74, ipdC

orf0456 446 gi|517914405|ref|WP_019084613.1| radical SAM protein [Komagataeibacter europaeus] 100% gi|6686107|sp|Q55914.1|Y309_SYNY3
RecName: Full=Uncharacterized methyltransferase slr0309 [Synechocystis sp. PCC 6803 substr.

Kazusa]
51% GO:0046872;GO:0031419;GO:0008152;GO:0003824;GO:0051536 634452.APA01_05150 radical S-adenosylmethionine (SAM) protein 91.18% COG1032 _ _ None _

orf0457 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0458 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0459 291 gi|498192725|ref|WP_010506881.1| phosphotransferase [Komagataeibacter europaeus] 100% gi|166987484|sp|A5G1D6.1|PDRP_ACICJ
RecName: Full=Putative pyruvate, phosphate dikinase regulatory protein; Short=PPDK regulatory

protein [Acidiphilium cryptum JF-5]
66% GO:0004674;GO:0005524;GO:0009069;GO:0006468 _ _ _ _ _ _ K09773 K09773

orf0460 891 gi|498192726|ref|WP_010506882.1| pyruvate phosphate dikinase [Komagataeibacter europaeus] 100% gi|7388018|sp|Q59754.2|PPDK_RHIME
RecName: Full=Pyruvate, phosphate dikinase; AltName: Full=Pyruvate, orthophosphate dikinase

[Sinorhizobium meliloti 1021]
73% GO:0015976;GO:0016310;GO:0005524;GO:0006090;GO:0016301;GO:0050242 634452.APA01_19100 pyruvate phosphate dikinase 87.47% COG0574 _ _ K01006 ppdK

orf0461 40 gi|498192727|ref|WP_010506883.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_21830 hypothetical protein 91.43% _ _ NOG09935 None _

orf0462 509 gi|517914408|ref|WP_019084616.1| sodium:solute symporter [Komagataeibacter europaeus] 99% _ _ _ GO:0055085;GO:0016021;GO:0005215 272568.GDI_1316 Na+/solute symporter 83.33% COG0591 _ _ K03307 TC.SSS

orf0463 68 gi|498192729|ref|WP_010506885.1| bacterioferritin [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0055114;GO:0016491 272568.GDI_3449 putative bacterioferritin 75.56% _ _ NOG147006 None _

orf0464 312 gi|498192731|ref|WP_010506887.1| ornithine cyclodeaminase [Komagataeibacter europaeus] 100% _ _ _ GO:0016829 _ _ _ _ _ _ K01750 E4.3.1.12, ocd

orf0465 324 gi|498192733|ref|WP_010506889.1| hydroxyacid dehydrogenase [Komagataeibacter europaeus] 100% gi|73919725|sp|Q5JEZ2.1|GYAR_THEKO RecName: Full=Glyoxylate reductase [Thermococcus kodakarensis KOD1] 50% GO:0016616;GO:0051287;GO:0055114 _ _ _ _ _ _ K17064 ddh

orf0466 405 gi|498192735|ref|WP_010506891.1| sugar transporter [Komagataeibacter europaeus] 100% gi|20178193|sp|P77389.1|YDHP_ECOLI RecName: Full=Inner membrane transport protein YdhP [Escherichia coli K-12] 57% GO:0055085;GO:0016021 634452.APA01_20550 arabinose transmembrane efflux protein 88.18% COG2814 _ _ K08156 araJ

orf0467 131 gi|498192737|ref|WP_010506893.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_20560 hypothetical protein 80.53% COG3193 _ _ None _

orf0468 249 gi|648237245|ref|WP_026018394.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0469 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0470 150 gi|517914414|ref|WP_019084622.1| Rrf2 family transcriptional regulator [Komagataeibacter europaeus] 99% gi|81386129|sp|Q65M01.1|NSRR_BACLD
RecName: Full=HTH-type transcriptional regulator NsrR [Bacillus licheniformis DSM 13 = ATCC

14580]
74% _ 272568.GDI_0494 putative transcriptional regulator 83.94% COG1959 _ _ K13771 nsrR

orf0471 489 gi|517914415|ref|WP_019084623.1| succinate-semialdehyde dehdyrogenase [Komagataeibacter europaeus] 100% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 63% GO:0016620;GO:0055114 290633.GOX1122 putative NAD-dependent aldehyde dehydrogenase 93.58% COG1012 _ _ K00135 gabD

orf0472 61 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0473 459 gi|498192745|ref|WP_010506901.1| sorbitol dehydrogenase [Komagataeibacter europaeus] 100%
gi|586946291|sp|M1V1V5.1|FDHC_GLUJ

A

RecName: Full=Fructose dehydrogenase cytochrome subunit; AltName: Full=Fructose dehydrogenase

subunit II; Flags: Precursor
65% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0005506;GO:0006118;GO:0055114 634452.APA01_22390 sorbitol dehydrogenase cytochrome c subunit 77.47% COG2010 _ _ None _

orf0474 545 gi|498192747|ref|WP_010506903.1| choline dehydrogenase [Komagataeibacter europaeus] 100% gi|586946288|sp|M1VMF7.1|FDHL_GLUJ RecName: Full=Fructose dehydrogenase large subunit; AltName: Full=Fructose dehydrogenase 67% GO:0016614;GO:0055114 634452.APA01_22380 solbitol dehydrogenase large subunit 96.51% COG2303 _ _ None _

orf0475 240 gi|657221270|ref|WP_029334988.1| sorbitol dehydrogenase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K08261 E1.1.99.21

orf0476 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0477 367 gi|517914419|ref|WP_019084627.1| glycerophosphoryl diester phosphodiesterase [Komagataeibacter europaeus] 99%
gi|614086739|sp|P9WMU2.1|GLPQ1_MY

CTO

RecName: Full=Probable glycerophosphoryl diester phosphodiesterase 1;

Short=Glycerophosphodiester phosphodiesterase 1 [Mycobacterium tuberculosis CDC1551]
70% GO:0009395;GO:0006071;GO:0046486;GO:0008889 272568.GDI_3757 glycerophosphoryl diester phosphodiesterase 86.10% COG0584 _ _ K01126

E3.1.4.46, glpQ,

ugpQ

orf0478 272 gi|517914420|ref|WP_019084628.1| iron permease [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0055085 272568.GDI_0650 iron permease FTR1 86.94% COG0672 _ _ K07243 FTR, efeU

orf0479 113 gi|648238381|ref|WP_026019530.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0649 hypothetical protein 81.91% _ _ NOG09842 None _

orf0480 402 gi|517914422|ref|WP_019084630.1| dihydropteridine reductase [Komagataeibacter europaeus] 99% gi|52000635|sp|Q88PP0.1|HMP_PSEPK
RecName: Full=Flavohemoprotein; AltName: Full=Flavohemoglobin; AltName: Full=Hemoglobin-

like protein; AltName: Full=Nitric oxide dioxygenase; Short=NO oxygenase; Sho
58% GO:0015671;GO:0020037;GO:0005506;GO:0005344;GO:0019825;GO:0055114;GO:0016491 272568.GDI_0493 putative flavohemoprotein 93.46% COG1017 _ _ K05916 hmp, YHB1

orf0481 122 gi|517920267|ref|WP_019090475.1| uroporphyrin-III C-methyltransferase [Komagataeibacter europaeus] 100% gi|13432099|sp|P76243.2|YEAO_ECOLI RecName: Full=Uncharacterized protein YeaO [Escherichia coli K-12] 65% _ 634452.APA01_05520 hypothetical protein 86.11% COG3189 _ _ None _

orf0482 231 gi|648237248|ref|WP_026018397.1| glutathione S-transferase [Komagataeibacter europaeus] 100% gi|384872690|sp|Q9P6M1.3|GST3_SCHPO
RecName: Full=Glutathione S-transferase 3; AltName: Full=GST-III [Schizosaccharomyces pombe

972h-]
57% GO:0004364;GO:0006749;GO:0006803 634452.APA01_26620 glutathione S-transferase 92.13% COG0625 _ _ K00799 GST, gst

orf0483 540 gi|498192763|ref|WP_010506919.1| glycosyl transferase family 1 [Komagataeibacter europaeus] 100% gi|251757351|sp|O05519.2|YDIF_BACSU
RecName: Full=Uncharacterized ABC transporter ATP-binding protein YdiF [Bacillus subtilis subsp.

subtilis str. 168]
61% GO:0005524;GO:0006200;GO:0016887 634452.APA01_15560 ABC transporter ATP-binding protein 95.72% COG0488 _ _ None _

orf0484 779 gi|517920270|ref|WP_019090478.1| ATPase P [Komagataeibacter europaeus] 100% gi|81673274|sp|Q5HL56.1|COPA_STAEQ
RecName: Full=Copper-exporting P-type ATPase A; AltName: Full=Cu(+)-exporting ATPase

[Staphylococcus epidermidis RP62A]
62% GO:0004008;GO:0046872;GO:0008152;GO:0005524;GO:0016021;GO:0060003 290633.GOX0662 cation-transporting ATPase 81.65% COG2217 _ _ K17686 copA, ATP7

orf0485 88 gi|498192767|ref|WP_010506923.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|81342181|sp|O32222.1|CSOR_BACSU
RecName: Full=Copper-sensing transcriptional repressor CsoR; AltName: Full=Copper-sensitive

operon repressor [Bacillus subtilis subsp. subtilis str. 168]
71% _ 290633.GOX0672 hypothetical protein 94.12% COG1937 _ _ None _

orf0486 127 gi|498192768|ref|WP_010506924.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0487 615 gi|517920272|ref|WP_019090480.1| copper-resistance protein CopA [Komagataeibacter europaeus] 98% gi|13632794|sp|Q47452.1|PCOA_ECOLX RecName: Full=Copper resistance protein A; Flags: Precursor 65% _ 290633.GOX0669 copper resistance protein CopA 83.92% COG2132 _ _ None _

orf0488 267 gi|517914428|ref|WP_019084636.1| copper resistance protein CopB [Komagataeibacter europaeus] 100% gi|116922|sp|P12375.1|COPB1_PSESM RecName: Full=Copper resistance protein B; Flags: Precursor 62% GO:0009279;GO:0006878;GO:0005507 290633.GOX0670 copper resistance protein CopB 92.08% COG3667 _ _ K07233 pcoB, copB

orf0489 189 gi|517914429|ref|WP_019084637.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0490 65 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0491 582 gi|517914430|ref|WP_019084638.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf0492 1328 gi|648238383|ref|WP_026019532.1| cellulose synthase [Komagataeibacter europaeus] 100% gi|22001550|sp|Q9WX71.1|BCSC4_KOM RecName: Full=Cellulose synthase 2 operon protein C; Flags: Precursor [Komagataeibacter xylinus] 88% GO:0009279;GO:0006011;GO:0030244 _ _ _ _ _ _ None _

orf0493 386 gi|517914431|ref|WP_019084639.1| acyltransferase [Komagataeibacter europaeus] 100% gi|22001549|sp|Q9WX70.1|BCSY_KOMX RecName: Full=Putative membrane-bound transacylase BcsY [Komagataeibacter xylinus] 94% GO:0016021;GO:0030244;GO:0016747;GO:0005886 _ _ _ _ _ _ None _

orf0494 223 gi|517920279|ref|WP_019090487.1| BcsX [Komagataeibacter europaeus] 100% gi|22001548|sp|Q9WX69.1|BCSX_KOMX RecName: Full=Protein BcsX [Komagataeibacter xylinus] 99% GO:0016787;GO:0030244 _ _ _ _ _ _ None _

orf0495 1558 gi|517920280|ref|WP_019090488.1| divalent ion tolerance protein CutA [Komagataeibacter europaeus] 100%
gi|22001543|sp|Q9RBJ2.1|BCSA4_KOMX

Y

RecName: Full=Putative cellulose synthase 2; Includes: RecName: Full=Cellulose synthase catalytic

subunit [UDP-forming]
92%

GO:0005982;GO:0006011;GO:0005985;GO:0035438;GO:0016760;GO:0016021;GO:0030244;GO:00

05886
_ _ _ _ _ _ K00694 bcsA

orf0496 59 gi|657222008|ref|WP_029335726.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf0497 221 gi|517914437|ref|WP_019084645.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf0498 116 gi|517916679|ref|WP_019086887.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0499 417 gi|498197150|ref|WP_010511306.1| cobalt transporter [Komagataeibacter europaeus] 99% _ _ _ GO:0006810;GO:0005215 634452.APA01_15950 cobalt/zinc/cadmium resistance heavy metal efflux pump protein CzcC 80.78% _ _ NOG70552 None _

orf0500 383 gi|517916677|ref|WP_019086885.1| heat-shock protein HtpX [Komagataeibacter europaeus] 99% _ _ _ _ 634452.APA01_15940 heavy metal/cation efflux pump CzcB/HlyD 84.15% _ _ NOG266323 K15727 czcB

orf0501 1084 gi|498197152|ref|WP_010511308.1| cobalt transporter [Komagataeibacter europaeus] 99% gi|3913398|sp|P94177.1|CZCA_ALCSC RecName: Full=Cation efflux system protein CzcA 72% GO:0016021;GO:0006812;GO:0008324 634452.APA01_15930 cobalt/zinc/cadmium resistance heavy metal efflux pump protein CzcA 94.41% COG3696 _ _ K15726 czcA

orf0502 223 gi|498197153|ref|WP_010511309.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|548535|sp|P36556.1|BASR_SALTY
RecName: Full=Transcriptional regulatory protein BasR [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
56% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 634452.APA01_15920 two component response regulator KdpE 91.74% COG0745 _ _ None _

orf0503 449 gi|517921101|ref|WP_019091309.1| sensor histidine kinase [Komagataeibacter europaeus] 100% gi|21759377|sp|Q8Z3P2.1|QSEC_SALTI RecName: Full=Sensor protein QseC [Salmonella enterica subsp. enterica serovar Typhi] 57% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 634452.APA01_15910 two component sensor histidine kinase 93.33% COG0642 _ _ K02484 K02484

orf0504 62 gi|498197156|ref|WP_010511312.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0505 744 gi|498197160|ref|WP_010511316.1| aldehyde oxidase [Komagataeibacter europaeus] 100% gi|2495497|sp|P77489.1|YAGR_ECOLI
RecName: Full=Putative xanthine dehydrogenase YagR molybdenum-binding subunit [Escherichia

coli K-12]
58% GO:0055114;GO:0016491 _ _ _ _ _ _ K11177 yagR

orf0506 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0507 301 gi|517916672|ref|WP_019086880.1| FAD-binding molybdopterin dehydrogenase [Komagataeibacter europaeus] 100% gi|2495498|sp|P77324.1|YAGS_ECOLI RecName: Full=Putative xanthine dehydrogenase YagS FAD-binding subunit [Escherichia coli K-12] 65% GO:0008762;GO:0006040;GO:0006144;GO:0050660;GO:0004854;GO:0055114 290633.GOX1494 putative oxidoreductase 87.93% COG1319 _ _ K11178 yagS

orf0508 168 gi|517916671|ref|WP_019086879.1| (2Fe-2S)-binding protein [Komagataeibacter europaeus] 98%
gi|121729585|sp|Q4J6M5.1|CUTC_SULA

C

RecName: Full=Glyceraldehyde dehydrogenase small chain; AltName: Full=Glyceraldehyde

dehydrogenase subunit C; AltName: Full=Glyceraldehyde dehydrogenase subunit ga
66% GO:0009055;GO:0046872;GO:0051537;GO:0006118;GO:0055114;GO:0016491 290633.GOX1495 oxidoreductase, iron-sulphur binding subunit 91.97% COG2080 _ _ K13483 yagT

orf0509 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0510 62 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0511 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0512 92 gi|498197167|ref|WP_010511323.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 439375.Oant_4301 hypothetical protein 78.95% _ _ NOG148637 None _

orf0513 167 gi|517921105|ref|WP_019091313.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_15650 hypothetical protein 89.57% COG3685 _ _ None _

orf0514 595 gi|498197849|ref|WP_010512005.1| thiamine pyrophosphate protein [Komagataeibacter europaeus] 99% gi|81345910|sp|P96591.1|YDAP_BACSU
RecName: Full=Putative thiamine pyrophosphate-containing protein YdaP [Bacillus subtilis subsp.

subtilis str. 168]
53% GO:0000287;GO:0008152;GO:0003824;GO:0030976 634452.APA01_20860 thiamine pyrophosphate protein 94.88% COG0028 _ _ K00156 poxB

orf0515 44 gi|517921678|ref|WP_019091886.1| hypothetical protein [Komagataeibacter europaeus] 74% _ _ _ _ _ _ _ _ _ _ None _

orf0516 222 gi|657222285|ref|WP_029336003.1| cytochrome C [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2621 putative chaperone protein HtpG 83.41% _ _ NOG46598 None _

orf0517 944 gi|517921108|ref|WP_019091316.1| 4Fe-4S ferredoxin [Komagataeibacter europaeus] 99% gi|32699494|sp|O29751.1|HMEA_ARCFU
RecName: Full=Hdr-like menaquinol oxidoreductase iron-sulfur subunit 1; Short=Hme subunit A;

Flags: Precursor [Archaeoglobus fulgidus DSM 4304]
56% GO:0046872;GO:0051536;GO:0055114;GO:0016491 272568.GDI_2620 putative 4Fe-4S ferredoxin, iron-sulfur binding 91.24% COG0437 _ _ K00184 K00184

orf0518 456 gi|498195410|ref|WP_010509566.1| polysulfide reductase NrfD [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2619 polysulphide reductase NrfD 88.15% _ _ NOG150995 K00185 K00185

orf0519 162 gi|517916363|ref|WP_019086571.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0520 154 gi|498195414|ref|WP_010509570.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0009055;GO:0020037;GO:0006118 272568.GDI_2617 hypothetical protein 75.33% _ _ NOG39441 None _

orf0521 349 gi|517916361|ref|WP_019086569.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0522 102 gi|517921112|ref|WP_019091320.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0523 174 gi|517916359|ref|WP_019086567.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07152 SCO1_2

orf0524 139 gi|517916359|ref|WP_019086567.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2614 hypothetical protein 83.33% COG1999 _ _ K07152 SCO1_2

orf0525 332 gi|498195423|ref|WP_010509579.1| cytochrome C oxidase subunit II [Komagataeibacter europaeus] 99% gi|6686393|sp|Q9YDX7.1|AOX2_AERPE
RecName: Full=Heme-copper oxidase subunit 2; AltName: Full=Heme-copper oxidase subunit II

[Aeropyrum pernix K1]
49%

GO:0020037;GO:0045277;GO:0006123;GO:0004129;GO:0005506;GO:1902600;GO:0005507;GO:00

16021
272568.GDI_2597 cytochrome c oxidase, subunit II 85.07% COG1622 _ _ K02275 coxB

orf0526 549 gi|517916357|ref|WP_019086565.1| cytochrome C oxidase subunit I [Komagataeibacter europaeus] 100% gi|6225194|sp|O54069.1|COX1_RICPR
RecName: Full=Probable cytochrome c oxidase subunit 1; AltName: Full=Cytochrome aa3 subunit 1;

AltName: Full=Cytochrome c oxidase polypeptide I [Rickettsia prowazeki
61%

GO:0020037;GO:0045277;GO:0006123;GO:0004129;GO:0005506;GO:0009060;GO:1902600;GO:00

16021
272568.GDI_2596 putative cytochrome c oxidase subunit 1 94.57% COG0843 _ _ K02274 coxA

orf0527 189 gi|517921114|ref|WP_019091322.1| cytochrome C oxidase subunit III [Komagataeibacter europaeus] 100% gi|54036893|sp|P63857.1|COX3_MYCBO
RecName: Full=Probable cytochrome c oxidase subunit 3; AltName: Full=Cytochrome aa3 subunit 3;

AltName: Full=Cytochrome c oxidase polypeptide III [Mycobacterium bov
57% GO:1902600;GO:0019646;GO:0045277;GO:0006123;GO:0004129;GO:0016021 272568.GDI_2595 cytochrome c oxidase subunit III 84.11% COG1845 _ _ K02276 coxC

orf0528 105 gi|498195429|ref|WP_010509585.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0529 493 gi|498195431|ref|WP_010509587.1| porin [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 272568.GDI_3514 carbohydrate-selective porin OprB 78.82% COG3659 _ _ K07267 oprB

orf0530 447 gi|517921116|ref|WP_019091324.1| 2-keto-3-deoxygluconate permease [Komagataeibacter europaeus] 100% gi|7387721|sp|Q9Z670.1|GNTP_ZYMMO RecName: Full=Gluconate permease [Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821] 68% GO:0016020;GO:0035429;GO:0015128 290633.GOX2188 gluconate permease 90.42% COG2610 _ _ K03299 TC.GNTP

orf0531 73 gi|517921117|ref|WP_019091325.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf0532 268 gi|498195436|ref|WP_010509592.1| gluconate 5-dehydrogenase [Komagataeibacter europaeus] 100% gi|1708001|sp|P50199.1|GNO_GLUOX
RecName: Full=Gluconate 5-dehydrogenase; AltName: Full=5-keto-D-gluconate 5-reductase

[Gluconobacter oxydans 621H]
88% GO:0055114;GO:0016491 290633.GOX2187

gluconate 5-dehydrogenase; Involved in the non-phosphorylative, ketogenic

oxidation of gluco [...]
88.89% COG1028 _ _ K00046 idnO

orf0533 353 gi|517921119|ref|WP_019091327.1| zinc-binding alcohol dehydrogenase [Komagataeibacter europaeus] 99% gi|732054|sp|P39346.1|IDND_ECOLI RecName: Full=L-idonate 5-dehydrogenase (NAD(P)(+)) [Escherichia coli K-12] 59% GO:0008270;GO:0055114;GO:0016491 272568.GDI_1202 L-idonate 5-dehydrogenase 76.74% COG1063 _ _ K00098 idnD

orf0534 126 gi|648237601|ref|WP_026018750.1| carbohydrate kinase [Komagataeibacter europaeus] 100% gi|729610|sp|P39208.1|IDNK_ECOLI
RecName: Full=Thermosensitive gluconokinase; AltName: Full=Gluconate kinase 1 [Escherichia coli

K-12]
59% GO:0016310;GO:0016301;GO:0005975 _ _ _ _ _ _ K00851

E2.7.1.12, gntK,

idnK

orf0535 71 gi|498195443|ref|WP_010509599.1| transposase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0536 153 gi|517916347|ref|WP_019086555.1| endoribonuclease L-PSP [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2454 endoribonuclease L-PSP 79.71% COG0251 _ _ K07567 tdcF

orf0537 140 gi|498195447|ref|WP_010509603.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0009055;GO:0020037;GO:0006118 272568.GDI_2455 cytochrome c class I 83.81% COG2010 _ _ None _

orf0538 502 gi|648237600|ref|WP_026018749.1| flavin monoamine oxidase [Komagataeibacter europaeus] 100% gi|527504075|sp|O34363.3|YOBN_BACS RecName: Full=Putative L-amino-acid oxidase YobN [Bacillus subtilis subsp. subtilis str. 168] 51% GO:0055114;GO:0016491 272568.GDI_2456 L-amino-acid oxidase (EC:1.4.3.2) 90.02% COG1231 _ _ K00274 MAO, aofH

orf0539 66 gi|517921124|ref|WP_019091332.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0540 764 gi|648237663|ref|WP_026018812.1| TonB-dependent receptor [Komagataeibacter europaeus] 100% gi|61211453|sp|Q66G57.1|BTUB_YERPS
RecName: Full=Vitamin B12 transporter BtuB; AltName: Full=Cobalamin receptor; AltName:

Full=Outer membrane cobalamin translocator; Flags: Precursor [Yersinia pseudo
56% GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_2702 TonB-dependent receptor 76.59% COG1629 _ _ K02014 TC.FEV.OM

orf0541 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0542 45 gi|494638513|ref|WP_007396457.1| transposase [Gluconacetobacter sp. SXCC-1] 71% _ _ _ _ _ _ _ _ _ _ None _

orf0543 697 gi|648238574|ref|WP_026019723.1| TonB-dependent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0044718;GO:0009279;GO:0006826;GO:0007165;GO:0005506;GO:0004872;GO:0015343 634452.APA01_01490 ferric iron siderophore receptor 89.64% COG1629 _ _ K02014 TC.FEV.OM

orf0544 479 gi|517916755|ref|WP_019086963.1| porin [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1616 porin OprB 82.26% COG3659 _ _ K07267 oprB

orf0545 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0546 404 gi|498195464|ref|WP_010509620.1| 4-aminobutyrate aminotransferase [Komagataeibacter europaeus] 100%
gi|81897865|sp|Q8BWU8.1|AT2L1_MOU

SE

RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate

aminotransferase 2-like 1 [Mus musculus]
62% _ _ _ _ _ _ _ None _

orf0547 347 gi|517921354|ref|WP_019091562.1| aminotransferase [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf0548 79 gi|517921355|ref|WP_019091563.1| hypothetical protein [Komagataeibacter europaeus] 89% _ _ _ _ _ _ _ _ _ _ K06016 E3.5.1.87

orf0549 211 gi|517921356|ref|WP_019091564.1| antibiotic resistance protein MarC [Komagataeibacter europaeus] 100% gi|3024952|sp|Q58382.1|Y972_METJA RecName: Full=UPF0056 membrane protein MJ0972 [Methanocaldococcus jannaschii DSM 2661] 55% GO:0016021 _ _ _ _ _ _ K05595 marC

orf0550 296 gi|517916520|ref|WP_019086728.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_0540 hypothetical protein 86.94% _ _ NOG68410 None _

orf0551 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0552 430 gi|517921357|ref|WP_019091565.1| DEAD/DEAH box helicase [Komagataeibacter europaeus] 100% gi|548730|sp|P25888.3|RHLE_ECOLI RecName: Full=ATP-dependent RNA helicase RhlE [Escherichia coli K-12] 66% GO:0005524;GO:0008152;GO:0004386;GO:0003676 272568.GDI_3698 putative ATP-dependent RNA helicase 95.54% COG0513 _ _ K11927 rhlE

orf0553 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0554 167 gi|517916517|ref|WP_019086725.1| dGTPase [Komagataeibacter europaeus] 100% _ _ _ GO:0042602;GO:0010181;GO:0055114 _ _ _ _ _ _ None _

orf0555 154 gi|517916516|ref|WP_019086724.1| 50S ribosomal protein L21 [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0905 hypothetical protein 87.58% COG3558 _ _ K09958 K09958

orf0556 202 gi|657221783|ref|WP_029335501.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 98% _ _ _ _ 634452.APA01_13120 transcriptional regulator TetR 79.14% _ _ NOG237454 None _

orf0557 395 gi|498195487|ref|WP_010509643.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0016042;GO:0046486;GO:0004806 634452.APA01_13130 hypothetical protein 87.82% _ _ NOG80378 None _

orf0558 313 gi|517916513|ref|WP_019086721.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|74625264|sp|Q9P6J4.1|YHD6_SCHPO RecName: Full=Uncharacterized protein C1683.06c [Schizosaccharomyces pombe 972h-] 71% GO:0008152;GO:0016799 62977.ACIAD2386 inosine-uridine preferring nucleoside hydrolase 75.82% COG1957 _ _ K01239 iunH

orf0559 411 gi|517921359|ref|WP_019091567.1| nucleoside transporter [Komagataeibacter europaeus] 99% gi|465601|sp|P33024.1|PSUT_ECOLI RecName: Full=Putative pseudouridine transporter [Escherichia coli K-12] 65% GO:0016020;GO:1901642;GO:0005415;GO:0006812 _ _ _ _ _ _ K03317 TC.CNT

orf0560 415 gi|517921360|ref|WP_019091568.1| methylamine utilization protein MauG [Komagataeibacter europaeus] 99% _ _ _ GO:0006979;GO:0006804;GO:0009055;GO:0020037;GO:0004601;GO:0005506;GO:0006118;GO:00 _ _ _ _ _ _ K00428 E1.11.1.5

orf0561 501 gi|498195491|ref|WP_010509647.1| acid phosphatase [Komagataeibacter europaeus] 100% _ _ _ _ 266835.mlr8246 acid phosphatase 79.31% COG3511 _ _ K01078 E3.1.3.2

orf0562 514 gi|517921362|ref|WP_019091570.1| levanase [Komagataeibacter europaeus] 100% gi|729850|sp|P40912.1|INV1_HANAN
RecName: Full=Invertase; AltName: Full=Beta-fructofuranosidase 2; AltName: Full=Saccharase;

Flags: Precursor [Wickerhamomyces anomalus]
52% _ _ _ _ _ _ _ K01212 sacC

orf0563 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0564 486 gi|498195494|ref|WP_010509650.1| peptidase [Komagataeibacter europaeus] 98% _ _ _ _ 290633.GOX2211 hypothetical protein 91.26% COG4099 _ _ None _



orf0565 93 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0566 42 gi|498195498|ref|WP_010509654.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0567 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0568 614 gi|498195500|ref|WP_010509656.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|118574590|sp|Q3B584.2|TOLB_PELLD RecName: Full=Protein TolB; Flags: Precursor [Chlorobium luteolum DSM 273] 52% _ 5059.CADAFLAP00012872 Putative uncharacterized protein 78.40% COG0823 _ _ None _

orf0569 458 gi|498195502|ref|WP_010509658.1| histidine kinase [Komagataeibacter europaeus] 100% gi|83287780|sp|P0AE84.1|CPXA_ECO57 RecName: Full=Sensor protein CpxA [Escherichia coli O157:H7] 52% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 _ _ _ _ _ _ None _

orf0570 267 gi|517921368|ref|WP_019091576.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|1351749|sp|P48259.1|YCF27_CYAPA
RecName: Full=Probable transcriptional regulator ycf27; AltName: Full=OmpR-like protein

[Cyanophora paradoxa]
58% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 _ _ _ _ _ _ None _

orf0571 465 gi|657221786|ref|WP_029335504.1| transporter [Komagataeibacter europaeus] 100% gi|401630|sp|P31474.1|HSRA_ECOLI
RecName: Full=Probable transport protein HsrA; AltName: Full=High-copy suppressor of rspA

[Escherichia coli K-12]
48% _ _ _ _ _ _ _ None _

orf0572 179 gi|657215696|ref|WP_029329435.1| PadR family transcriptional regulator [Komagataeibacter oboediens] 99% gi|54040561|sp|P64589.1|YQJI_SHIFL RecName: Full=Uncharacterized protein YqjI [Shigella flexneri] 50% _ 634452.APA01_15260 transcriptional regulator PadR 85.23% COG1695 _ _ None _

orf0573 113 gi|517916437|ref|WP_019086645.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0574 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0575 41 gi|517916436|ref|WP_019086644.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K00426 cydB

orf0576 247 gi|657222334|ref|WP_029336052.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_13090 hypothetical protein 82.97% _ _ NOG79298 None _

orf0577 333 gi|498197984|ref|WP_010512140.1| sodium:proton antiporter [Komagataeibacter europaeus] 98%
gi|189029161|sp|A9H2L4.1|NHAA_GLUD

A

RecName: Full=Na(+)/H(+) antiporter NhaA; AltName: Full=Sodium/proton antiporter NhaA

[Gluconacetobacter diazotrophicus PA1 5]
83% GO:0035725;GO:0016021;GO:0006885;GO:0015081;GO:0015297;GO:0005886 272568.GDI_0224

Na+/H+ antiporter NhaA; Na(+)/H(+) antiporter that extrudes sodium in

exchange for external  [...]
83.54% COG3004 _ _ K03313 nhaA

orf0578 266 gi|517916433|ref|WP_019086641.1| acid phosphatase [Komagataeibacter europaeus] 99% gi|59802958|sp|P14924.2|PPA_ZYMMO
RecName: Full=Acid phosphatase; Flags: Precursor [Zymomonas mobilis subsp. mobilis ZM4 =

ATCC 31821]
66% _ _ _ _ _ _ _ K09474 phoN

orf0579 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0580 126 gi|517916432|ref|WP_019086640.1| transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K03088 SIG3.2, rpoE

orf0581 312 gi|648238771|ref|WP_026019920.1| histidine kinase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0582 532 gi|498193142|ref|WP_010507298.1| alkaline phosphatase [Komagataeibacter europaeus] 100% gi|239938857|sp|P42251.3|PPBD_BACSU
RecName: Full=Alkaline phosphatase D; Short=APaseD; Flags: Precursor [Bacillus subtilis subsp.

subtilis str. 168]
59% _ 290633.GOX0675 alkaline phosphatase 84.99% COG3540 _ _ K01113 phoD

orf0583 927 gi|517920844|ref|WP_019091052.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0584 85 gi|582021704|gb|AHI25046.1| CBS domain containing protein [Gluconacetobacter xylinus E25] 85% _ _ _ GO:0030554 _ _ _ _ _ _ None _

orf0585 189 gi|498193149|ref|WP_010507305.1| glutathione S-transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf0586 99 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0587 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0588 512 gi|498193151|ref|WP_010507307.1| porin [Komagataeibacter europaeus] 99% _ _ _ GO:0006810;GO:0016021;GO:0005215 _ _ _ _ _ _ K07267 oprB

orf0589 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0590 188 gi|517920839|ref|WP_019091047.1| diacetyl reductase [Komagataeibacter europaeus] 99% gi|29840855|sp|Q48436.2|BUDC_KLEPN RecName: Full=Diacetyl reductase [(S)-acetoin forming] 74% GO:0045150;GO:0055114;GO:0019152 395963.Bind_0358 acetoin reductase 88.24% COG1028 _ _ K03366 butA, budC

orf0591 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0592 352 gi|648238482|ref|WP_026019631.1| peptidase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0593 424 gi|517920837|ref|WP_019091045.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|2500934|sp|P76350.1|SHIA_ECOLI RecName: Full=Shikimate transporter [Escherichia coli K-12] 52% GO:0055085;GO:0016021;GO:0022857 _ _ _ _ _ _ None _

orf0594 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0595 677 gi|498193157|ref|WP_010507313.1| phospholipase C [Komagataeibacter europaeus] 99% gi|12231017|sp|P06200.2|PHLC_PSEAE
RecName: Full=Hemolytic phospholipase C; AltName: Full=Heat-labile hemolysin; AltName:

Full=PLC-H; AltName: Full=Phosphatidylcholine cholinephosphohydrolase; Flags:
59% GO:0016042;GO:0034480 _ _ _ _ _ _ K01114 plcC

orf0596 773 gi|517920835|ref|WP_019091043.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ K02014 TC.FEV.OM

orf0597 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0598 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0599 718 gi|498193160|ref|WP_010507316.1| alcohol dehydrogenase [Komagataeibacter europaeus] 99% gi|6166117|sp|Q44002.1|DHET_KOMEU RecName: Full=Alcohol dehydrogenase [cytochrome c] 78% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0006118;GO:0055114;GO:0005509;GO:00 272568.GDI_2040 alcohol dehydrogenase [acceptor] precursor 82.64% COG4993 _ _ K00114 exaA

orf0600 470 gi|517920832|ref|WP_019091040.1| amino acid permease [Komagataeibacter europaeus] 100% gi|81703997|sp|Q797A7.1|YFNA_BACSU RecName: Full=Uncharacterized amino acid permease YfnA [Bacillus subtilis subsp. subtilis str. 168] 67% GO:0016021;GO:0003333;GO:0015171 450851.PHZ_c1901 amino acid transporter 79.56% COG0531 _ _ K03294 TC.APA

orf0601 419 gi|498193165|ref|WP_010507321.1| imidazolonepropionase [Komagataeibacter europaeus] 100% gi|81557073|sp|Q5FRS2.1|HUTI_GLUOX
RecName: Full=Imidazolonepropionase; AltName: Full=Imidazolone-5-propionate hydrolase

[Gluconobacter oxydans 621H]
78% GO:0050480;GO:0019557;GO:0005506;GO:0008270;GO:0005737;GO:0019556 290633.GOX1163 imidazolonepropionase 78.17% COG1228 _ _ K01468 hutI, AMDHD1

orf0602 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0603 215 gi|517920831|ref|WP_019091039.1| N-formylglutamate amidohydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0006807;GO:0016810 _ _ _ _ _ _ K05603 hutF

orf0604 259 gi|498193167|ref|WP_010507323.1| N-formylglutamate amidohydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0006807;GO:0016810 _ _ _ _ _ _ K05603 hutF

orf0605 257 gi|517916495|ref|WP_019086703.1| N-formylglutamate amidohydrolase [Komagataeibacter europaeus] 98% _ _ _ GO:0009252;GO:0008745;GO:0009253 290633.GOX1165 N-formylglutamate deformylase 78.49% COG3741 _ _ K01458 E3.5.1.68

orf0606 340 gi|648238480|ref|WP_026019629.1| alcohol dehydrogenase [Komagataeibacter europaeus] 99% gi|67461669|sp|Q5SKS4.1|TDH_THET8 RecName: Full=L-threonine 3-dehydrogenase [Thermus thermophilus HB8] 57% GO:0008270;GO:0055114;GO:0016491 _ _ _ _ _ _ K00004 BDH, butB

orf0607 253 gi|517916497|ref|WP_019086705.1| 2-deoxy-D-gluconate 3-dehydrogenase [Komagataeibacter europaeus] 99% gi|6919838|sp|Q9X248.1|FABG_THEMA RecName: Full=3-oxoacyl-[acyl-carrier-protein] 56% GO:0055114;GO:0016491 _ _ _ _ _ _ K00046 idnO

orf0608 449 gi|517916498|ref|WP_019086706.1| histidinol dehydrogenase [Komagataeibacter europaeus] 100% gi|85542025|sp|Q483H8.1|HISX2_COLP3 RecName: Full=Histidinol dehydrogenase 2; Short=HDH 2 [Colwellia psychrerythraea 34H] 76% GO:0000105;GO:0008270;GO:0051287;GO:0004399;GO:0055114 167879.CPS_2061
histidinol dehydrogenase; Catalyzes the sequential NAD-dependent oxidations of

L- histidinol [...]
76.14% COG0141 _ _ K00013 hisD

orf0609 427 gi|498193172|ref|WP_010507328.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016772 _ _ _ _ _ _ None _

orf0610 466 gi|517916500|ref|WP_019086708.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|81637692|sp|P94369.1|YXLA_BACSU RecName: Full=Putative purine-cytosine permease YxlA [Bacillus subtilis subsp. subtilis str. 168] 53% GO:0015205;GO:0016020;GO:0015851 _ _ _ _ _ _ K03457 TC.NCS1

orf0611 539 gi|517920823|ref|WP_019091031.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|81637553|sp|O34355.1|YTCJ_BACSU RecName: Full=Putative amidohydrolase YtcJ [Bacillus subtilis subsp. subtilis str. 168] 49% GO:0006807;GO:0016810 _ _ _ _ _ _ K07047 K07047

orf0612 62 gi|517916502|ref|WP_019086710.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf0613 387 gi|498193177|ref|WP_010507333.1| acetylornithine deacetylase [Komagataeibacter europaeus] 99%
gi|166988183|sp|A7MXC2.1|ARGE_VIBC

B

RecName: Full=Acetylornithine deacetylase; Short=AO; Short=Acetylornithinase; AltName: Full=N-

acetylornithinase; Short=NAO [Vibrio campbellii ATCC BAA-1116]
52%

GO:0000051;GO:0006526;GO:0005737;GO:0050897;GO:0006508;GO:0008237;GO:0008777;GO:00

08270
_ _ _ _ _ _ K01438 argE

orf0614 305 gi|498193179|ref|WP_010507335.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|729150|sp|Q05840.1|CLCR_PSEPU
RecName: Full=HTH-type transcriptional regulator ClcR; AltName: Full=ClcABD operon

transcriptional activator
54% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0615 225 gi|498193180|ref|WP_010507336.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0616 178 gi|498193182|ref|WP_010507338.1| flavin reductase domain-containing protein [Komagataeibacter europaeus] 99% gi|123775167|sp|Q48MQ8.1|RUTF_PSE14
RecName: Full=FMN reductase (NADH) RutF; AltName: Full=FMN reductase; AltName:

Full=NADH-flavin reductase RutF; AltName: Full=NADH:flavin oxidoreductase [Pseudomon
55% GO:0042602;GO:0010181;GO:0055114 _ _ _ _ _ _ K09024 rutF

orf0617 489 gi|498193183|ref|WP_010507339.1| 4-hydroxyphenylacetate-3-hydroxylase [Komagataeibacter europaeus] 100% gi|426020938|sp|A4IT51.1|HPAH_GEOTN
RecName: Full=Anthranilate 3-monooxygenase oxygenase component; AltName: Full=4-

hydroxyphenylacetate 3-monooxygenase oxygenase component; Short=4 HPA 3-hydroxylase
53% GO:0006118;GO:0003995;GO:0055114 632772.ROP_14550 putative hydroxylase 86.46% COG2368 _ _ K00483 hpaB

orf0618 139 gi|498193184|ref|WP_010507340.1| endoribonuclease [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_41990 endoribonuclease 92.59% COG0251 _ _ None _

orf0619 761 gi|517916792|ref|WP_019087000.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ None _

orf0620 538 gi|517916791|ref|WP_019086999.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|42558889|sp|Q9WWW2.1|ALKJ_PSEP RecName: Full=Alcohol dehydrogenase [acceptor] 60% GO:0008812;GO:0006544;GO:0050660;GO:0006566;GO:0006066;GO:0055114;GO:0006563 634452.APA01_41970 alcohol dehydrogenase 79.20% COG2303 _ _ None _

orf0621 466 gi|498193187|ref|WP_010507343.1| allantoin permease [Komagataeibacter europaeus] 100% gi|81637692|sp|P94369.1|YXLA_BACSU RecName: Full=Putative purine-cytosine permease YxlA [Bacillus subtilis subsp. subtilis str. 168] 61% GO:0015205;GO:0016020;GO:0015851 _ _ _ _ _ _ K03457 TC.NCS1

orf0622 554 gi|517916789|ref|WP_019086997.1| urocanate hydratase [Komagataeibacter europaeus] 100%
gi|123526866|sp|Q2RUU0.1|HUTU_RHO

RT

RecName: Full=Urocanate hydratase; Short=Urocanase; AltName: Full=Imidazolonepropionate

hydrolase [Rhodospirillum rubrum ATCC 11170]
87% GO:0016153;GO:0019557;GO:0005737;GO:0019556 290633.GOX1166 urocanate hydratase 93.45% COG2987 _ _ K01712 hutU, UROC1

orf0623 515 gi|498193190|ref|WP_010507346.1| histidine ammonia-lyase [Komagataeibacter europaeus] 100% gi|73920000|sp|Q5FRR8.1|HUTH_GLUO RecName: Full=Histidine ammonia-lyase; Short=Histidase [Gluconobacter oxydans 621H] 87% GO:0004397;GO:0009058;GO:0019557;GO:0005737;GO:0019556 290633.GOX1167 histidine ammonia-lyase 87.05% COG2986 _ _ K01745 hutH, HAL

orf0624 380 gi|498193192|ref|WP_010507348.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|259494966|sp|A8HTC9.1|LLDD_AZOC RecName: Full=L-lactate dehydrogenase [Azorhizobium caulinodans ORS 571] 57% GO:0010181;GO:0055114;GO:0016491 290633.GOX1168 putative oxidoreductase 76.99% COG1304 _ _ K00100 E1.1.1.-

orf0625 241 gi|498193194|ref|WP_010507350.1| histidine utilization repressor [Komagataeibacter europaeus] 100% gi|81783533|sp|Q9HU78.1|HUTC_PSEAE RecName: Full=Histidine utilization repressor [Pseudomonas aeruginosa PAO1] 65% GO:0045892;GO:0003677;GO:0005667;GO:0006547;GO:0045449;GO:0003700 290633.GOX1162 histidine utilization repressor 89.33% COG2188 _ _ K05836 hutC

orf0626 183 gi|498193196|ref|WP_010507352.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ K09975 K09975

orf0627 451 gi|498193198|ref|WP_010507354.1| 2-hydroxy-acid oxidase [Komagataeibacter europaeus] 100%
gi|81886008|sp|Q7TNG8.1|LDHD_MOUS

E

RecName: Full=Probable D-lactate dehydrogenase, mitochondrial; Short=DLD; Short=Lactate

dehydrogenase D; Flags: Precursor [Mus musculus]
63% GO:0008762;GO:0006040;GO:0050660;GO:0055114 290633.GOX1170 putative lactate dehydrogenase 80.63% COG0277 _ _ K00102 E1.1.2.4, dld

orf0628 371 gi|498193200|ref|WP_010507356.1| histidinol-phosphate aminotransferase [Komagataeibacter europaeus] 99% gi|81352025|sp|Q5FRR4.1|HIS81_GLUOX
RecName: Full=Histidinol-phosphate aminotransferase 1; AltName: Full=Imidazole acetol-phosphate

transaminase 1 [Gluconobacter oxydans 621H]
74%

GO:0006536;GO:0009094;GO:0006571;GO:0080130;GO:0000105;GO:0004400;GO:0000162;GO:00

30170
_ _ _ _ _ _ K00817 hisC

orf0629 370 gi|648238478|ref|WP_026019627.1| amine dehydrogenase [Komagataeibacter europaeus] 100% gi|231991|sp|P29894.1|DHMH_PARDE
RecName: Full=Methylamine dehydrogenase heavy chain; Short=MADH; AltName:

Full=Methylamine dehydrogenase (amicyanin); Flags: Precursor
53% GO:0030058;GO:0015947;GO:0055114;GO:0042597 _ _ _ _ _ _ K15229 mauB

orf0630 192 gi|582021757|gb|AHI25099.1| Amine dehydrogenase [Gluconacetobacter xylinus E25] 97% gi|147742913|sp|P84887.1|AAUA_ALCFA
RecName: Full=Aralkylamine dehydrogenase light chain; AltName: Full=Aromatic amine

dehydrogenase; Short=AADH; Flags: Precursor [Alcaligenes faecalis]
61% GO:0030058;GO:0015947;GO:0009308;GO:0055114;GO:0042597 272568.GDI_0273 amine dehydrogenase (EC:1.4.99.3) 83.94% _ _ NOG86149 K15228 mauA

orf0631 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0632 387 gi|517916612|ref|WP_019086820.1| lipase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0633 608 gi|648237641|ref|WP_026018790.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0055114;GO:0016491 _ _ _ _ _ _ K00316 spdH

orf0634 666 gi|657221360|ref|WP_029335078.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K00316 spdH

orf0635 484 gi|498193207|ref|WP_010507363.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|460425420|sp|H8ZPX2.1|SAPD_PSESP RecName: Full=3-succinoylsemialdehyde-pyridine dehydrogenase; Short=SAPD [Pseudomonas sp.] 69% GO:0016620;GO:0055114 634452.APA01_20430 aldehyde dehydrogenase 78.85% COG1012 _ _ K00128 E1.2.1.3

orf0636 511 gi|517922253|ref|WP_019092461.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0637 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0638 341 gi|517922254|ref|WP_019092462.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0639 158 gi|517915840|ref|WP_019086048.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0640 77 gi|517915840|ref|WP_019086048.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0641 482 gi|657221362|ref|WP_029335080.1| GntR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81703995|sp|Q796Q6.1|YISV_BACSU
RecName: Full=Uncharacterized HTH-type transcriptional regulator YisV [Bacillus subtilis subsp.

subtilis str. 168]
48% GO:0003677;GO:0005667;GO:0006355;GO:0003824;GO:0045449;GO:0030170;GO:0003700 _ _ _ _ _ _ None _

orf0642 449 gi|498193216|ref|WP_010507372.1| omega amino acid--pyruvate aminotransferase [Komagataeibacter europaeus] 100% gi|81783890|sp|Q9I700.1|BAUA_PSEAE
RecName: Full=Beta-alanine--pyruvate aminotransferase; Short=Beta-A--Py AT; AltName:

Full=Beta-alanine--pyruvate transaminase; AltName: Full=Omega-amino acid aminot
65% GO:0008152;GO:0008483;GO:0030170 634452.APA01_21580 beta alanine--pyruvate transaminase 88.32% COG0161 _ _ K00822 E2.6.1.18

orf0643 135 gi|517915843|ref|WP_019086051.1| tautomerase [Komagataeibacter europaeus] 100% gi|3025286|sp|P94502.3|YRDN_BACSU RecName: Full=Probable tautomerase YrdN [Bacillus subtilis subsp. subtilis str. 168] 74% GO:0016853;GO:0006725 634452.APA01_21570 malonate semialdehyde decarboxylase 85.83% _ _ NOG26580 None _

orf0644 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0645 746 gi|498193218|ref|WP_010507374.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_0553 TonB-dependent receptor 86.15% COG1629 _ _ None _

orf0646 366 gi|498193219|ref|WP_010507375.1| amine dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0030058;GO:0015947;GO:0055114;GO:0042597 _ _ _ _ _ _ K15229 mauB

orf0647 164 gi|498193220|ref|WP_010507376.1| methylamine dehydrogenase light chain [Komagataeibacter europaeus] 100% gi|2499783|sp|Q59543.1|DHML_METME
RecName: Full=Methylamine dehydrogenase light chain; Short=MADH; AltName:

Full=Methylamine dehydrogenase (amicyanin); Flags: Precursor
61% GO:0052876;GO:0030058;GO:0030288;GO:0015947;GO:0009308;GO:0055114 272568.GDI_0273 amine dehydrogenase (EC:1.4.99.3) 78.11% _ _ NOG86149 K15228 mauA

orf0648 174 gi|517915847|ref|WP_019086055.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0009055;GO:0020037;GO:0006118 _ _ _ _ _ _ None _

orf0649 457 gi|517915848|ref|WP_019086056.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|239938897|sp|P46349.3|GABP_BACSU
RecName: Full=GABA permease; AltName: Full=4-amino butyrate transport carrier; AltName:

Full=Gamma-aminobutyrate permease [Bacillus subtilis subsp. subtilis str. 1
61% GO:0016021;GO:0003333;GO:0015171 _ _ _ _ _ _ K03293 TC.AAT

orf0650 436 gi|498193226|ref|WP_010507382.1| FAD-dependent oxidoreductase [Komagataeibacter europaeus] 100% gi|1175687|sp|P44732.1|ORDL_HAEIN RecName: Full=Probable oxidoreductase OrdL [Haemophilus influenzae Rd KW20] 58% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf0651 156 gi|498193228|ref|WP_010507384.1| (2Fe-2S)-binding protein [Komagataeibacter europaeus] 100% gi|3334240|sp|Q51697.1|IORA_BREDI RecName: Full=Isoquinoline 1-oxidoreductase subunit alpha 67% GO:0009055;GO:0046872;GO:0051537;GO:0006118;GO:0055114;GO:0016491 272568.GDI_1785 (2Fe-2S)-binding domain protein 84.67% COG2080 _ _ K07302 E1.3.99.16A

orf0652 707 gi|498193230|ref|WP_010507386.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0016491 634452.APA01_04660 aldehyde dehydrogenase large subunit 81.75% COG1529 _ _ K07303 E1.3.99.16B

orf0653 416 gi|517921600|ref|WP_019091808.1| alcohol dehydrogenase [Komagataeibacter europaeus] 99%
gi|586946291|sp|M1V1V5.1|FDHC_GLUJ

A

RecName: Full=Fructose dehydrogenase cytochrome subunit; AltName: Full=Fructose dehydrogenase

subunit II; Flags: Precursor
56% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0005506;GO:0006118;GO:0055114 634452.APA01_04650 alcohol dehydrogenase cytochrome c subunit 81.45% COG2010 _ _ None _

orf0654 98 gi|648237512|ref|WP_026018661.1| cystathionine beta-lyase [Komagataeibacter europaeus] 100% _ _ _ GO:0009055;GO:0020037;GO:0006118 634452.APA01_04580 cytochrome c class I 89.13% _ _ NOG134872 None _

orf0655 156 gi|498193233|ref|WP_010507389.1| cytochrome C biogenesis protein DsbD [Komagataeibacter europaeus] 100% _ _ _ GO:0009055;GO:0020037;GO:0006118 634452.APA01_20400 cytochrome c-552 class I 80.00% COG2010 _ _ None _

orf0656 195 gi|498193234|ref|WP_010507390.1| methylamine dehydrogenase light chain [Komagataeibacter europaeus] 100% gi|2499783|sp|Q59543.1|DHML_METME
RecName: Full=Methylamine dehydrogenase light chain; Short=MADH; AltName:

Full=Methylamine dehydrogenase (amicyanin); Flags: Precursor
60% GO:0052876;GO:0030058;GO:0030288;GO:0015947;GO:0009308;GO:0055114 634452.APA01_04570 methylamine dehydrogenase light chain precursor (MADH) 86.46% _ _ NOG86149 K15228 mauA

orf0657 195 gi|517915854|ref|WP_019086062.1| alkyl hydroperoxide reductase [Komagataeibacter europaeus] 100% gi|115502414|sp|Q50416.3|MAUD_METF RecName: Full=Methylamine utilization protein MauD [Methylobacillus flagellatus KT] 56% _ 634452.APA01_04560 hypothetical protein 75.77% _ _ NOG74854 None _

orf0658 160 gi|648238614|ref|WP_026019763.1| methylamine utilization protein MauE [Komagataeibacter europaeus] 99% gi|259016268|sp|Q49125.2|MAUE_METE RecName: Full=Methylamine utilization protein MauE [Methylobacterium extorquens AM1] 53% GO:0030416;GO:0016021 _ _ _ _ _ _ None _

orf0659 410 gi|498193238|ref|WP_010507394.1| amine dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0030058;GO:0015947;GO:0055114;GO:0042597 634452.APA01_04540 methylamine dehydrogenase heavy chain 78.61% _ _ NOG68563 K15229 mauB

orf0660 194 gi|517921596|ref|WP_019091804.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|2828189|sp|P29895.2|MAUD_PARDE RecName: Full=Methylamine utilization protein MauD 53% _ _ _ _ _ _ _ None _

orf0661 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0662 339 gi|498193241|ref|WP_010507397.1| FAD-binding molybdopterin dehydrogenase [Komagataeibacter europaeus] 100% gi|2495498|sp|P77324.1|YAGS_ECOLI RecName: Full=Putative xanthine dehydrogenase YagS FAD-binding subunit [Escherichia coli K-12] 64% GO:0008762;GO:0006040;GO:0050660;GO:0055114 290633.GOX1494 putative oxidoreductase 76.54% COG1319 _ _ K11178 yagS

orf0663 67 gi|498193243|ref|WP_010507399.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0664 130 gi|582021781|gb|AHI25123.1| hypothetical protein H845_1178 [Gluconacetobacter xylinus E25] 71% gi|121644|sp|P17816.1|GRP1_HORVU RecName: Full=Glycine-rich cell wall structural protein; Flags: Precursor 53% _ _ _ _ _ _ _ K13098 TLS, FUS

orf0665 85 gi|498193246|ref|WP_010507402.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf0666 490 gi|498193247|ref|WP_010507403.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0667 57 gi|498193248|ref|WP_010507404.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0668 231 gi|517915864|ref|WP_019086072.1| hydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ K07002 K07002

orf0669 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0670 154 gi|498193250|ref|WP_010507406.1| peroxidase [Komagataeibacter europaeus] 99% _ _ _ GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 _ _ _ _ _ _ None _

orf0671 64 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0672 71 gi|498193251|ref|WP_010507407.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2649 hypothetical protein 87.10% _ _ NOG242135 None _

orf0673 253 gi|517915866|ref|WP_019086074.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0674 222 gi|517915867|ref|WP_019086075.1| glutamine amidotransferase [Komagataeibacter europaeus] 100% gi|6136633|sp|O28987.1|Y1281_ARCFU RecName: Full=Uncharacterized protein AF_1281 [Archaeoglobus fulgidus DSM 4304] 58% _ 272568.GDI_1523 putative protease protein 84.66% COG0693 _ _ K05520 pfpI

orf0675 50 gi|582021789|gb|AHI25131.1| hypothetical protein H845_1186 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0676 123 gi|498193258|ref|WP_010507414.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0677 66 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0678 120 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0679 2858 gi|517921731|ref|WP_019091939.1| glycosyl transferase [Komagataeibacter europaeus] 100% gi|17380408|sp|P20471.2|NDVB_RHIME RecName: Full=Protein NdvB [Sinorhizobium meliloti 1021] 63% GO:0030246;GO:0005975;GO:0016740 _ _ _ _ _ _ K13688 chvB, cgs, ndvB

orf0680 532 gi|657221371|ref|WP_029335089.1| sodium:proton antiporter [Komagataeibacter europaeus] 100% _ _ _ GO:1902600;GO:0006885;GO:0016021;GO:0015299 _ _ _ _ _ _ K03316 TC.CPA1

orf0681 300 gi|648237643|ref|WP_026018792.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|1717820|sp|P52669.1|TTUA4_AGRVI
RecName: Full=HTH-type transcriptional regulator TtuA; AltName: Full=Tartrate utilization

transcriptional regulator
53% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_3785 LysR family transcriptional regulator 88.10% COG0583 _ _ None _

orf0682 257 gi|517916619|ref|WP_019086827.1| short-chain dehydrogenase [Komagataeibacter europaeus] 99% gi|3123232|sp|P80873.3|GS39_BACSU RecName: Full=General stress protein 39; Short=GSP39 [Bacillus subtilis subsp. subtilis str. 168] 42% GO:0055114;GO:0016491 272568.GDI_3786 short chain dehydrogenase 93.06% COG1028 KOG0725 _ None _

orf0683 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0684 628 gi|648238536|ref|WP_026019685.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|417800|sp|P33116.1|SPAT_BACSU RecName: Full=Subtilin transport ATP-binding protein SpaT 51% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 _ _ _ _ _ _ K06147 ABCB-BAC

orf0685 60 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0686 303 gi|498193269|ref|WP_010507425.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|81557114|sp|Q5FSH9.1|Y895_GLUOX RecName: Full=UPF0176 protein GOX0895 [Gluconobacter oxydans 621H] 85% _ 290633.GOX0895 hypothetical protein 86.69% COG1054 _ _ K07146 K07146

orf0687 126 gi|582021802|gb|AHI25144.1| Arsenate reductase [Gluconacetobacter xylinus E25] 97% gi|81175132|sp|P0AB96.1|ARSC_ECOLI RecName: Full=Arsenate reductase; AltName: Full=Arsenical pump modifier [Escherichia coli K-12] 68% GO:0008794;GO:0006118;GO:0055114 349163.Acry_2812 arsenate reductase 84.48% COG1393 _ _ K00537 ARSC1, arsC

orf0688 432 gi|498193273|ref|WP_010507429.1| amino acid transporter [Komagataeibacter europaeus] 100% gi|239938897|sp|P46349.3|GABP_BACSU
RecName: Full=GABA permease; AltName: Full=4-amino butyrate transport carrier; AltName:

Full=Gamma-aminobutyrate permease [Bacillus subtilis subsp. subtilis str. 1
60% GO:0016021;GO:0003333;GO:0015171 634452.APA01_07030 amino acid/polyamine transporter 80.10% COG1113 _ _ K11735 gabP

orf0689 58 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0690 296 gi|498193275|ref|WP_010507431.1| diacylglycerol kinase [Komagataeibacter europaeus] 99% gi|81341850|sp|O31502.1|DAGK_BACSU
RecName: Full=Diacylglycerol kinase; Short=DAG kinase; Short=DAGK [Bacillus subtilis subsp.

subtilis str. 168]
56%

GO:0009395;GO:0006769;GO:0004143;GO:0007205;GO:0016310;GO:0003951;GO:0046486;GO:00

46497
_ _ _ _ _ _ K07029 K07029

orf0691 362 gi|498193276|ref|WP_010507432.1| peptidase T4 [Komagataeibacter europaeus] 100% gi|1722984|sp|P53425.1|Y1167_MYCLE RecName: Full=Uncharacterized protein ML1167 [Mycobacterium leprae TN] 54% _ 450851.PHZ_c0447 peptidase S58, DmpA 75.18% COG3191 _ _ None _

orf0692 457 gi|498193277|ref|WP_010507433.1| sodium:solute symporter [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016021;GO:0005215 _ _ _ _ _ _ K03307 TC.SSS

orf0693 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _



orf0694 766 gi|498193280|ref|WP_010507436.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ None _

orf0695 462 gi|498193283|ref|WP_010507439.1| amidase [Komagataeibacter europaeus] 100% gi|81700888|sp|Q746Y7.1|GATA_GEOSL
RecName: Full=Glutamyl-tRNA(Gln) amidotransferase subunit A; Short=Glu-ADT subunit A

[Geobacter sulfurreducens PCA]
56%

GO:0006558;GO:0018874;GO:0006560;GO:0004040;GO:0006525;GO:0006568;GO:0016884;GO:00

16740;GO:0042207
438753.AZC_2693 amidase 77.41% COG0154 _ _ K02433 gatA, QRSL1

orf0696 312 gi|498193284|ref|WP_010507440.1| transcriptional regulator protein [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0697 308 gi|582021811|gb|AHI25153.1| hypothetical protein H845_1208 [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf0698 303 gi|517916238|ref|WP_019086446.1| quinolinate synthetase [Komagataeibacter europaeus] 100% gi|21759307|sp|Q982F2.1|NADA2_RHILO RecName: Full=Quinolinate synthase A 2 [Mesorhizobium loti MAFF303099] 85%
GO:0008987;GO:0005737;GO:0016765;GO:0046872;GO:0051539;GO:0019804;GO:0019805;GO:00

09435
272568.GDI_0570

quinolinate synthetase A; Catalyzes the condensation of iminoaspartate with

dihydroxyacetone [...]
84.11% COG0379 _ _ K03517 nadA

orf0699 60 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0700 520 gi|517916237|ref|WP_019086445.1| L-aspartate oxidase [Komagataeibacter europaeus] 100% gi|22653869|sp|Q98AV8.1|NADB_RHILO
RecName: Full=L-aspartate oxidase; Short=LASPO; AltName: Full=Quinolinate synthase B

[Mesorhizobium loti MAFF303099]
66% GO:0006769;GO:0006522;GO:0006531;GO:0008734;GO:0044318;GO:0055114;GO:0046497 _ _ _ _ _ _ K00278 nadB

orf0701 284 gi|498193288|ref|WP_010507444.1| nicotinate-nucleotide pyrophosphorylase [Komagataeibacter europaeus] 100% gi|2499958|sp|P77938.1|NADC_RHORU RecName: Full=Probable nicotinate-nucleotide pyrophosphorylase [carboxylating] 67% GO:0004514;GO:0046497;GO:0009435 395965.Msil_0297 nicotinate-nucleotide pyrophosphorylase 78.14% COG0157 _ _ K00767 nadC, QPRT

orf0702 167 gi|648238535|ref|WP_026019684.1| hypothetical protein [Komagataeibacter europaeus] 99%
gi|263437195|sp|Q552X2.2|MED26_DICD

I

RecName: Full=Putative mediator of RNA polymerase II transcription subunit 26; AltName:

Full=Putative mediator complex subunit 26 [Dictyostelium discoideum]
58% _ _ _ _ _ _ _ None _

orf0703 1174 gi|498193290|ref|WP_010507446.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0704 425 gi|517921147|ref|WP_019091355.1| metallophosphoesterase [Komagataeibacter europaeus] 100% gi|81555755|sp|O07522.1|YHAO_BACSU RecName: Full=Uncharacterized metallophosphoesterase YhaO [Bacillus subtilis subsp. subtilis str. 58% GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf0705 489 gi|498193292|ref|WP_010507448.1| succinate-semialdehyde dehdyrogenase [Komagataeibacter europaeus] 100% gi|81733578|sp|Q88RC0.1|DAVD_PSEPK RecName: Full=Glutarate-semialdehyde dehydrogenase DavD [Pseudomonas putida KT2440] 72% GO:0009013;GO:0009450;GO:0006570;GO:0055114 164546.RALTA_A1423 succinate-semialdehyde dehydrogenase I, NADP-dependent 75.99% COG1012 _ _ K00135 gabD

orf0706 428 gi|498193293|ref|WP_010507449.1| 4-aminobutyrate aminotransferase [Komagataeibacter europaeus] 100% gi|81733577|sp|Q88RB9.1|DAVT_PSEPK
RecName: Full=5-aminovalerate aminotransferase DavT; AltName: Full=5-aminovalerate

transaminase; AltName: Full=Delta-aminovalerate aminotransferase [Pseudomonas put
69% GO:0006522;GO:0019482;GO:0006531;GO:0009448;GO:0003867;GO:0030170 634452.APA01_25330 4-aminobutyrate aminotransferase 87.59% COG0160 _ _ K07250 gabT

orf0707 317 gi|498193294|ref|WP_010507450.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0708 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0709 295 gi|498193296|ref|WP_010507452.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|1171941|sp|P44418.1|OXYR_HAEIN RecName: Full=Hydrogen peroxide-inducible genes activator [Haemophilus influenzae Rd KW20] 53% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_0040 LysR family transcriptional regulator 81.01% COG0583 _ _ None _

orf0710 115 gi|517921144|ref|WP_019091352.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf0711 68 gi|494640155|ref|WP_007398099.1| MULTISPECIES: cold-shock protein [Acetobacteraceae] 100% gi|2493775|sp|P55390.1|Y4CH_RHISN RecName: Full=Probable cold shock protein y4cH [Sinorhizobium fredii NGR234] 82% GO:0003677;GO:0006355;GO:0005737 272568.GDI_3810 putative cold shock protein 89.39% COG1278 _ _ K03704 cspA

orf0712 229 gi|498193301|ref|WP_010507457.1| Fe(II)-dependent oxygenase [Komagataeibacter europaeus] 100%
gi|189038643|sp|A9HE41.1|Y1238_GLUD

A

RecName: Full=PKHD-type hydroxylase GDI1238/Gdia_1949 [Gluconacetobacter diazotrophicus

PA1 5]
79% GO:0016706;GO:0005506;GO:0055114;GO:0031418 634452.APA01_15430 2OG-Fe(II) oxygenase 88.55% COG3128 _ _ K07336 K07336

orf0713 806 gi|517921142|ref|WP_019091350.1| membrane protein [Komagataeibacter europaeus] 99% gi|81764955|sp|Q8X7W7.1|FIU_ECO57
RecName: Full=Catecholate siderophore receptor Fiu; AltName: Full=Ferric iron uptake protein;

AltName: Full=TonB-dependent receptor Fiu; Flags: Precursor [Escherichi
54% GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 634452.APA01_15440 outer membrane siderophore receptor 78.23% COG4774 _ _ K16090 fiu

orf0714 580 gi|498193305|ref|WP_010507461.1| porin [Komagataeibacter europaeus] 99% _ _ _ GO:0006810;GO:0016021;GO:0005215 634452.APA01_03910 porin B carbohydrate-selective OprB 78.03% COG3659 _ _ None _

orf0715 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0716 351 gi|517921346|ref|WP_019091554.1| alkaline phosphatase [Komagataeibacter europaeus] 100% gi|12644676|sp|P23621.2|PHOR_PSEAE RecName: Full=Phosphate regulon sensor protein PhoR [Pseudomonas aeruginosa PAO1] 53% GO:0016020;GO:0018106;GO:0023014;GO:0000155;GO:0005524;GO:0000160;GO:0009365 _ _ _ _ _ _ K07636 phoR

orf0717 354 gi|498193309|ref|WP_010507465.1| 2OG-Fe(II) oxygenase [Komagataeibacter europaeus] 100%
gi|75276875|sp|O04706.1|GAO1B_WHEA

T

RecName: Full=Gibberellin 20 oxidase 1-B; AltName: Full=GA 20-oxidase 1-B; AltName:

Full=Gibberellin C-20 oxidase 1-B; AltName: Full=TaGA20ox1-B; Short=Ta20ox1B
53% _ 311402.Avi_5408 flavonol synthase/dioxygenase 80.40% COG3491 _ _ None _

orf0718 301 gi|498193310|ref|WP_010507466.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0719 573 gi|498193311|ref|WP_010507467.1| malate dehydrogenase [Komagataeibacter europaeus] 100%
gi|123519681|sp|Q2NUD3.1|MAO1_SOD

GM
RecName: Full=NAD-dependent malic enzyme; Short=NAD-ME [Sodalis glossinidius str. 'morsitans'] 64% GO:0006099;GO:0004471;GO:0015976;GO:0046872;GO:0006090;GO:0051287;GO:0006108 _ _ _ _ _ _ K00027

E1.1.1.38, sfcA,

maeA

orf0720 689 gi|498193312|ref|WP_010507468.1| fusaric acid resistance protein [Komagataeibacter europaeus] 100% gi|61252750|sp|O05543.2|Y755_GLUOX RecName: Full=Uncharacterized transporter GOX0755 [Gluconobacter oxydans 621H] 63% GO:0006810;GO:0005886 290633.GOX0684 hypothetical protein 75.00% COG1289 _ _ None _

orf0721 513 gi|657221378|ref|WP_029335096.1| secretion protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0008289;GO:0006810;GO:0005215 634452.APA01_23650 secretion system type I outer membrane efflux pump lipoprotein NodT 83.33% COG1538 _ _ None _

orf0722 358 gi|498193314|ref|WP_010507470.1| DSBA oxidoreductase [Komagataeibacter europaeus] 100% gi|2506509|sp|P52599.2|EMRK_ECOLI RecName: Full=Probable multidrug resistance protein EmrK [Escherichia coli K-12] 53% GO:0016020;GO:0055085 272568.GDI_0236 HlyD family secretion protein 82.96% COG1566 _ _ K03543 emrA

orf0723 531 gi|517915825|ref|WP_019086033.1| DSBA oxidoreductase [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016021 395963.Bind_2500 major facilitator transporter 86.68% COG0477 _ _ None _

orf0724 319 gi|498193317|ref|WP_010507473.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 290633.GOX2105 transcriptional regulator 80.70% COG0583 _ _ None _

orf0725 418 gi|498193318|ref|WP_010507474.1| D-amino acid dehydrogenase small subunit [Komagataeibacter europaeus] 100% gi|226722385|sp|B0UBI8.1|DADA_METS RecName: Full=D-amino acid dehydrogenase small subunit [Methylobacterium sp. 4-46] 81% GO:0006558;GO:0009324;GO:0055130;GO:0008718;GO:0055114 634452.APA01_24980 D-amino acid dehydrogenase small subunit 89.90% COG0665 _ _ K00285 dadA

orf0726 381 gi|517915822|ref|WP_019086030.1| alanine racemase [Komagataeibacter europaeus] 100% gi|20137427|sp|Q98F05.1|ALR2_RHILO RecName: Full=Alanine racemase, catabolic [Mesorhizobium loti MAFF303099] 64% GO:0006531;GO:0008784;GO:0030170;GO:0030632 272568.GDI_2421 alanine racemase (EC:5.1.1.1) 75.75% COG0787 _ _ K01775 alr

orf0727 128 gi|517915821|ref|WP_019086029.1| AsnC family transcriptional regulator [Komagataeibacter europaeus] 100% gi|2506569|sp|P50337.2|Y4SM_RHISN
RecName: Full=Uncharacterized HTH-type transcriptional regulator y4sM; AltName: Full=ORF-1

[Sinorhizobium fredii NGR234]
77% GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 290633.GOX1192 transcriptional regulator 91.27% COG1522 _ _ None _

orf0728 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0729 270 gi|517915820|ref|WP_019086028.1| glycerol transporter [Komagataeibacter europaeus] 100% gi|12230920|sp|Q51389.2|GLPF_PSEAE
RecName: Full=Glycerol uptake facilitator protein; AltName: Full=Glycerol diffusion facilitator

[Pseudomonas aeruginosa PAO1]
58% GO:0006810;GO:0016021;GO:0005215 272568.GDI_1752 major intrinsic protein 87.26% COG0580 _ _ K02440 GLPF

orf0730 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0731 520 gi|517915819|ref|WP_019086027.1| glycerol-3-phosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|12230912|sp|P52111.2|GLPD_PSEAE RecName: Full=Glycerol-3-phosphate dehydrogenase [Pseudomonas aeruginosa PAO1] 67% GO:0009331;GO:0006072;GO:0055114;GO:0052591 272568.GDI_1751 glycerol-3-phosphate dehydrogenase 81.15% COG0578 _ _ K00111 glpA, glpD

orf0732 499 gi|498193324|ref|WP_010507480.1| glycerol kinase [Komagataeibacter europaeus] 100% gi|81672601|sp|Q5FP70.1|GLPK_GLUOX
RecName: Full=Glycerol kinase; AltName: Full=ATP:glycerol 3-phosphotransferase; AltName:

Full=Glycerokinase; Short=GK [Gluconobacter oxydans 621H]
81% GO:0016310;GO:0005524;GO:0006072;GO:0019563;GO:0046486;GO:0004370 272568.GDI_1753

glycerol kinase; Key enzyme in the regulation of glycerol uptake and metabolism

(By similarity)
84.87% COG0554 _ _ K00864 E2.7.1.30, glpK

orf0733 328 gi|498193325|ref|WP_010507481.1| fructose 1,6-bisphosphatase [Komagataeibacter europaeus] 100% gi|418587|sp|Q03224.1|GLPX_BACSU
RecName: Full=Fructose-1,6-bisphosphatase class 2; Short=FBPase class 2; AltName: Full=D-

fructose-1,6-bisphosphate 1-phosphohydrolase class 2 [Bacillus subtilis subsp
73%

GO:0006000;GO:0006094;GO:0006096;GO:0006071;GO:0015976;GO:0046872;GO:0006013;GO:00

06098;GO:0016311;GO:0042132
272568.GDI_1032 fructose 1,6-bisphosphatase II 89.49% COG1494 _ _ K11532 glpX-SEBP

orf0734 368 gi|517921340|ref|WP_019091548.1| fructose-bisphosphate aldolase [Komagataeibacter europaeus] 100% gi|122952950|sp|Q0PAS0.1|ALF_CAMJE
RecName: Full=Fructose-bisphosphate aldolase; Short=FBP aldolase; Short=FBPA; AltName:

Full=Fructose-1,6-bisphosphate aldolase [Campylobacter jejuni subsp. jejuni N
69%

GO:0006094;GO:0006000;GO:0004332;GO:0006096;GO:0006020;GO:0015976;GO:0006013;GO:00

06098;GO:0008270
290633.GOX0780 fructose-bisphosphate aldolase 83.71% COG0191 _ _ K01624 FBA, fbaA

orf0735 252 gi|498193328|ref|WP_010507484.1| DeoR faimly transcriptional regulator [Komagataeibacter europaeus] 100% gi|12230922|sp|Q51391.2|GLPR_PSEAE RecName: Full=Glycerol-3-phosphate regulon repressor [Pseudomonas aeruginosa PAO1] 69% _ 272568.GDI_1750 glycerol-3-phosphate regulon repressor 84.96% COG1349 _ _ K02444 glpR

orf0736 253 gi|498193330|ref|WP_010507486.1| short-chain dehydrogenase [Komagataeibacter europaeus] 100% gi|6919838|sp|Q9X248.1|FABG_THEMA RecName: Full=3-oxoacyl-[acyl-carrier-protein] 59% GO:0055114;GO:0016491 272568.GDI_2679 putative short-chain dehydrogenase 88.93% COG1028 _ _ None _

orf0737 415 gi|517921338|ref|WP_019091546.1|
FAD-dependent pyridine nucleotide-disulfide oxidoreductase [Komagataeibacter

europaeus]
100% gi|118590|sp|P00393.2|DHNA_ECOLI RecName: Full=NADH dehydrogenase [Escherichia coli K-12] 60% GO:0006120;GO:0006744;GO:0050660;GO:0015992;GO:0006814;GO:0008137 272568.GDI_0312 putative NADH dehydrogenase 83.67% COG1252 _ _ K03885 ndh

orf0738 73 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0739 150 gi|498193334|ref|WP_010507490.1| Rrf2 family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0740 217 gi|517921337|ref|WP_019091545.1| metal ABC transporter permease [Komagataeibacter europaeus] 100% gi|23396752|sp|Q9KTJ6.1|METI_VIBCH
RecName: Full=Probable D-methionine transport system permease protein MetI [Vibrio cholerae O1

biovar El Tor str. N16961]
73% GO:0006810;GO:0016021 272568.GDI_2656

putative D-methionine transport system permease protein MetI; Part of a binding-

protein-depe [...]
85.51% COG2011 _ _ K02072 metI

orf0741 344 gi|648238572|ref|WP_026019721.1| dioxygenase [Komagataeibacter europaeus] 99%
gi|81850679|sp|Q8YD40.1|METN_BRUM

E

RecName: Full=Methionine import ATP-binding protein MetN [Brucella melitensis bv. 1 str.

METN_BRUA2 RecName: Full=Methionine import AT
70% GO:0043865;GO:0015424;GO:0005524;GO:0015821;GO:0006200;GO:0003333;GO:0043190 272568.GDI_2655 ABC transporter related 75.30% COG1135 _ _ K02071 metN

orf0742 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0743 233 gi|517921335|ref|WP_019091543.1| methionine ABC transporter substrate-binding protein [Komagataeibacter 100% gi|23396712|sp|Q8X8V9.1|METQ_ECO57 RecName: Full=D-methionine-binding lipoprotein MetQ; Flags: Precursor [Escherichia coli 59% _ 272568.GDI_2654 NlpA lipoprotein 84.91% COG1464 _ _ K02073 metQ

orf0744 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0745 609 gi|517915810|ref|WP_019086018.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 264203.ZMO1849 hypothetical protein 82.81% _ _ NOG72490 None _

orf0746 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0747 503 gi|517916591|ref|WP_019086799.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|1168405|sp|P37685.2|ALDB_ECOLI RecName: Full=Aldehyde dehydrogenase B [Escherichia coli K-12] 82% GO:0016620;GO:0055114 272568.GDI_0311 aldehyde dehydrogenase 91.52% COG1012 _ _ K00128 E1.2.1.3

orf0748 413 gi|498193345|ref|WP_010507501.1|
FAD-dependent pyridine nucleotide-disulfide oxidoreductase [Komagataeibacter

europaeus]
100% gi|118590|sp|P00393.2|DHNA_ECOLI RecName: Full=NADH dehydrogenase [Escherichia coli K-12] 62% GO:0006120;GO:0006744;GO:0050660;GO:0015992;GO:0006814;GO:0008137 272568.GDI_0312 putative NADH dehydrogenase 83.42% COG1252 _ _ K03885 ndh

orf0749 215 gi|498193346|ref|WP_010507502.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf0750 38 gi|498193347|ref|WP_010507503.1| hypothetical protein [Komagataeibacter europaeus] 93% _ _ _ _ _ _ _ _ _ _ None _

orf0751 463 gi|648238681|ref|WP_026019830.1| RND transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0008289;GO:0006810;GO:0005215 _ _ _ _ _ _ None _

orf0752 374 gi|498193349|ref|WP_010507505.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|269849721|sp|P0AGH1.3|YHHJ_ECOLI RecName: Full=Inner membrane transport permease YhhJ [Escherichia coli K-12] 68% GO:0016020;GO:0055085;GO:0005524;GO:0042626 634452.APA01_13050 multidrug transporter permease protein 83.16% COG0842 _ _ K01992 ABC-2.P

orf0753 922 gi|517921928|ref|WP_019092136.1| multidrug ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|54042326|sp|P37624.3|YHIH_ECOLI RecName: Full=Uncharacterized ABC transporter ATP-binding protein YhiH [Escherichia coli K-12] 74% GO:0016020;GO:0055085;GO:0005524;GO:0006200;GO:0042626 _ _ _ _ _ _ K13926 rbbA

orf0754 328 gi|517921929|ref|WP_019092137.1| secretion protein HlyD family protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K01993 ABC-2.TX

orf0755 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0756 220 gi|498193354|ref|WP_010507510.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf0757 162 gi|517916600|ref|WP_019086808.1| bacterioferritin [Komagataeibacter europaeus] 100% gi|114931|sp|P22759.2|BFR_AZOVI RecName: Full=Bacterioferritin; Short=BFR; AltName: Full=Cytochrome b-557.5 76% GO:0006879;GO:0006826;GO:0008199 272568.GDI_3694
bacterioferritin; May perform analogous functions in iron detoxification and

storage to that [...]
96.79% COG2193 _ _ K03594 bfr

orf0758 54 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0759 311 gi|498193357|ref|WP_010507513.1| permease [Komagataeibacter europaeus] 100% gi|76365056|sp|P0AA49.1|YFDV_ECOLI RecName: Full=Uncharacterized transporter YfdV [Escherichia coli K-12] 52% GO:0055085;GO:0016021 _ _ _ _ _ _ K07088 K07088

orf0760 57 gi|582021868|gb|AHI25210.1| hypothetical protein H845_1265 [Gluconacetobacter xylinus E25] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0761 309 gi|517922343|ref|WP_019092551.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006119;GO:0008976;GO:0009358;GO:0006799 290633.GOX0539 hypothetical protein 91.34% COG2326 _ _ None _

orf0762 526 gi|498195039|ref|WP_010509195.1| apolipoprotein N-acyltransferase [Komagataeibacter europaeus] 100% gi|46576694|sp|P61036.1|LNT_RHOPA
RecName: Full=Apolipoprotein N-acyltransferase; Short=ALP N-acyltransferase [Rhodopseudomonas

palustris CGA009]
60% GO:0006807;GO:0016021;GO:0042967;GO:0042158;GO:0005886;GO:0016810;GO:0016410 272568.GDI_1400 apolipoprotein N-acyltransferase 75.00% COG0815 _ _ K03820 lnt

orf0763 281 gi|498195038|ref|WP_010509194.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1399 hypothetical protein 91.97% COG3176 _ _ None _

orf0764 149 gi|517920444|ref|WP_019090652.1| Fur family transcriptional regulator [Komagataeibacter europaeus] 100% gi|27808651|sp|O07315.2|FUR_RHILV
RecName: Full=Ferric uptake regulation protein; Short=Ferric uptake regulator [Rhizobium

leguminosarum bv. viciae]
75% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_1398 ferric uptake regulator, Fur family 90.32% COG0735 _ _ K03711 fur

orf0765 134 gi|517915009|ref|WP_019085217.1| MucR family transcriptional regulator [Komagataeibacter europaeus] 99% gi|7388546|sp|O33682.1|Y4338_RHIME
RecName: Full=Putative MucR family transcriptional regulatory protein RA0938 [Sinorhizobium

meliloti 1021]
68% GO:0003677;GO:0006355;GO:0008270 272568.GDI_1397 transcriptional regulator, MucR family 84.92% COG4957 _ _ None _

orf0766 65 gi|517915008|ref|WP_019085216.1| SirA family protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0767 144 gi|498195034|ref|WP_010509190.1| alanine acetyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0005840;GO:0009323;GO:0008999;GO:0006474;GO:0042967 _ _ _ _ _ _ K03789 rimI

orf0768 232 gi|517920446|ref|WP_019090654.1| peptidase M22 [Komagataeibacter europaeus] 98% _ _ _ GO:0006508;GO:0070526;GO:0008233 _ _ _ _ _ _ None _

orf0769 194 gi|517920447|ref|WP_019090655.1| malonic semialdehyde reductase [Komagataeibacter europaeus] 100% gi|20455427|sp|P58792.1|Y2496_AGRT5
RecName: Full=Putative NADH dehydrogenase/NAD(P)H nitroreductase Atu2496 [Agrobacterium

fabrum str. C58]
68% GO:0055114;GO:0016491 272568.GDI_1393 hypothetical protein 80.10% COG0778 _ _ K09019 rutE

orf0770 187 gi|498195031|ref|WP_010509187.1| iron transporter [Komagataeibacter europaeus] 100%
gi|263505256|sp|B3MRT7.1|NFU1_DROA

N

RecName: Full=NFU1 iron-sulfur cluster scaffold homolog, mitochondrial; Flags: Precursor

[Drosophila ananassae]
71% GO:0016226;GO:0005506;GO:0051536;GO:0005737 272568.GDI_1392 scaffold protein Nfu/NifU 86.49% COG0694 _ _ None _

orf0771 460 gi|498195030|ref|WP_010509186.1| histidine kinase [Komagataeibacter europaeus] 100% gi|20141329|sp|P08982.2|ENVZ_SALTY
RecName: Full=Osmolarity sensor protein EnvZ [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
47% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 272568.GDI_1389 putative histidine kinase 84.00% COG0642 _ _ K00936 E2.7.3.-

orf0772 257 gi|498195029|ref|WP_010509185.1| PhoB family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81856950|sp|Q9HUI2.1|ARUR_PSEAE RecName: Full=Transcriptional regulatory protein AruR [Pseudomonas aeruginosa PAO1] 60% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_1388 putative regulatory protein 86.12% COG0745 _ _ None _

orf0773 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0774 428 gi|498195028|ref|WP_010509184.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1387 hypothetical protein 77.47% _ _ NOG267175 None _

orf0775 256 gi|498195027|ref|WP_010509183.1| biopolymer transporter ExbB [Komagataeibacter europaeus] 100% gi|190359307|sp|B0RLE6.1|EXBB_XANC RecName: Full=Biopolymer transport protein ExbB [Xanthomonas campestris pv. campestris str. 61% GO:0008565;GO:0016021;GO:0015031 272568.GDI_1384 MotA/TolQ/ExbB proton channel 89.67% COG0811 _ _ K03561 exbB

orf0776 110 gi|498195025|ref|WP_010509181.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0777 333 gi|494639123|ref|WP_007397067.1| peptide chain release factor 2 [Gluconacetobacter sp. SXCC-1] 99% gi|123541518|sp|Q2W3F8.1|RF2_MAGSA RecName: Full=Peptide chain release factor 2; Short=RF-2 [Magnetospirillum magneticum AMB-1] 84% GO:0006449;GO:0005840;GO:0018444;GO:0006444;GO:0016149 272568.GDI_1382 peptide chain release factor 2 96.93% COG1186 _ _ K02836 prfB

orf0778 854 gi|498195019|ref|WP_010509175.1| penicillin-binding protein 1A [Komagataeibacter europaeus] 100% gi|14548181|sp|Q9KNU5.2|PBPA_VIBCH
RecName: Full=Penicillin-binding protein 1A; Short=PBP-1a; Short=PBP1a; Includes: RecName:

Full=Penicillin-insensitive transglycosylase; AltName: Full=Peptidoglycan
58% GO:0046677;GO:0009252;GO:0016763;GO:0006508;GO:0008233;GO:0008658 272568.GDI_1381 putative penicillin-binding protein 1A 84.35% COG5009 _ _ K05366 mrcA

orf0779 295 gi|498195018|ref|WP_010509174.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|74627000|sp|O94315.1|YH5B_SCHPO RecName: Full=Uncharacterized oxidoreductase C215.11c [Schizosaccharomyces pombe 972h-] 76% GO:0055114;GO:0016491 272568.GDI_1380 aldo/keto reductase 80.90% COG0667 _ _ None _

orf0780 367 gi|648237368|ref|WP_026018517.1| heat-inducible transcription repressor [Komagataeibacter europaeus] 100% gi|81557060|sp|Q5FRF2.1|HRCA_GLUOX RecName: Full=Heat-inducible transcription repressor HrcA [Gluconobacter oxydans 621H] 85% GO:0003677;GO:0006355;GO:0006950 272568.GDI_1379 heat-inducible transcription repressor 93.64% COG1420 _ _ K03705 hrcA

orf0781 242 gi|498195016|ref|WP_010509172.1| ribonuclease PH [Komagataeibacter europaeus] 100%
gi|123525443|sp|Q2RN60.1|RNPH_RHOR

T

RecName: Full=Ribonuclease PH; Short=RNase PH; AltName: Full=tRNA nucleotidyltransferase

[Rhodospirillum rubrum ATCC 11170]
76% GO:0004549;GO:0090501;GO:0051252;GO:0000049;GO:0009022;GO:0008033 272568.GDI_1378 putative ribonuclease PH 87.23% COG0689 _ _ K00989 rph

orf0782 205 gi|517920451|ref|WP_019090659.1| nucleoside-triphosphate diphosphatase [Komagataeibacter europaeus] 99% gi|62900144|sp|Q5FRF4.1|NTPA_GLUOX
RecName: Full=Non-canonical purine NTP pyrophosphatase; AltName: Full=Non-standard purine

NTP pyrophosphatase; AltName: Full=Nucleoside-triphosphate diphosphatase;
77%

GO:0009143;GO:0047429;GO:0046872;GO:0000166;GO:0006144;GO:0017111;GO:0006206;GO:00

06163
272568.GDI_1377 putative deoxyribonucleotide triphosphate pyrophosphatase 84.29% COG0127 _ _ K02428 rdgB

orf0783 474 gi|648237367|ref|WP_026018516.1| 2-nitropropane dioxygenase [Komagataeibacter europaeus] 100% _ _ _ GO:0006807;GO:0055114;GO:0018580;GO:0051213 272568.GDI_1372 2-nitropropane dioxygenase 92.24% COG2070 _ _ None _

orf0784 727 gi|494639131|ref|WP_007397075.1| polynucleotide phosphorylase [Gluconacetobacter sp. SXCC-1] 99% gi|187610270|sp|A9HF35.1|PNP_GLUDA
RecName: Full=Polyribonucleotide nucleotidyltransferase; AltName: Full=Polynucleotide

phosphorylase; Short=PNPase [Gluconacetobacter diazotrophicus PA1 5]
94%

GO:0006396;GO:0000287;GO:0003723;GO:0004654;GO:0000175;GO:0005737;GO:0006402;GO:00

90503;GO:0006144;GO:0006206;GO:0051252
272568.GDI_1371

polynucleotide phosphorylase/polyadenylase; Involved in mRNA degradation.

Hydrolyzes single- [...]
94.28% COG1185 _ _ K00962 pnp, PNPT1

orf0785 91 gi|645068696|ref|WP_025439775.1| 30S ribosomal protein S15 [Komagataeibacter europaeus] 100% gi|189044340|sp|A9HF29.1|RS15_GLUDA RecName: Full=30S ribosomal protein S15 [Gluconacetobacter diazotrophicus PA1 5] 96% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_1369
30S ribosomal protein S15; One of the primary rRNA binding proteins, it binds

directly to 16 [...]
95.51% COG0184 _ _ K02956

RP-S15, MRPS15,

rpsO

orf0786 306 gi|517914993|ref|WP_019085201.1| tRNA pseudouridine synthase B [Komagataeibacter europaeus] 100%
gi|189036485|sp|A9HF26.1|TRUB_GLUD

A

RecName: Full=tRNA pseudouridine synthase B; AltName: Full=tRNA pseudouridine(55) synthase;

Short=Psi55 synthase; AltName: Full=tRNA pseudouridylate synthase; AltN
85% GO:0031119;GO:0003723;GO:0009982 272568.GDI_1368

tRNA pseudouridine synthase B; Responsible for synthesis of pseudouridine from

uracil- 55 in [...]
84.92% COG0130 _ _ K03177 truB, PUS4, TRUB1

orf0787 304 gi|498195003|ref|WP_010509159.1| paraquat-inducible protein B [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06192 pqiB

orf0788 137 gi|498195002|ref|WP_010509158.1| ribosome-binding factor A [Komagataeibacter europaeus] 100%
gi|182676540|sp|A9HF21.1|RBFA_GLUD

A
RecName: Full=Ribosome-binding factor A [Gluconacetobacter diazotrophicus PA1 5] 92% GO:0005737;GO:0006364 272568.GDI_1366

ribosome-binding factor A; Associates with free 30S ribosomal subunits (but not

with 30S sub [...]
91.80% COG0858 _ _ K02834 rbfA

orf0789 869 gi|498195001|ref|WP_010509157.1| translation initiation factor IF-2 [Komagataeibacter europaeus] 100% gi|189028323|sp|A9HF18.1|IF2_GLUDA RecName: Full=Translation initiation factor IF-2 [Gluconacetobacter diazotrophicus PA1 5] 88% GO:0005840;GO:0006446;GO:0003743;GO:0006184;GO:0005525;GO:0003924 272568.GDI_1365
translation initiation factor IF-2; One of the essential components for the initiation

of pr [...]
95.62% COG0532 _ _ K02519 infB, MTIF2

orf0790 41 gi|498195000|ref|WP_010509156.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07742 K07742

orf0791 511 gi|498194998|ref|WP_010509154.1| transcription elongation factor NusA [Komagataeibacter europaeus] 100% gi|20139038|sp|Q92HF4.1|NUSA_RICCN RecName: Full=Transcription termination/antitermination protein NusA [Rickettsia conorii str. 71% GO:0003723;GO:0005667;GO:0000166;GO:0045449;GO:0003700;GO:0031554 272568.GDI_1363 transcription elongation factor NusA 97.39% COG0195 _ _ K02600 nusA

orf0792 206 gi|498194997|ref|WP_010509153.1| ribosome maturation protein RimP [Komagataeibacter europaeus] 100%
gi|259585817|sp|A9HF10.2|RIMP_GLUD

A
RecName: Full=Ribosome maturation factor RimP [Gluconacetobacter diazotrophicus PA1 5] 86% GO:0042254;GO:0005737 272568.GDI_1362

hypothetical protein; Required for maturation of 30S ribosomal subunits (By

similarity)
95.30% COG0779 _ _ K09748 rimP

orf0793 209 gi|517914988|ref|WP_019085196.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0794 424 gi|498194991|ref|WP_010509147.1| Clp protease [Komagataeibacter europaeus] 100% gi|54035806|sp|Q7UM33.2|CLPB_RHOBA RecName: Full=Chaperone protein ClpB [Rhodopirellula baltica SH 1] 57% GO:0005524;GO:0008152;GO:0017111 272568.GDI_1360 putative chaperone ClpB 97.21% COG0542 _ _ None _

orf0795 294 gi|657221718|ref|WP_029335436.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0796 260 gi|517914985|ref|WP_019085193.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|2495398|sp|P75836.1|YCAN_ECOLI RecName: Full=Uncharacterized HTH-type transcriptional regulator YcaN [Escherichia coli K-12] 48% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_1358 transcriptional regulator protein 91.57% COG0583 _ _ None _

orf0797 889 gi|498194985|ref|WP_010509141.1| aconitate hydratase [Komagataeibacter europaeus] 100% gi|543763|sp|P37032.1|ACON_LEGPH
RecName: Full=Aconitate hydratase; Short=Aconitase; AltName: Full=Citrate hydro-lyase; AltName:

Full=IP210; AltName: Full=Major iron-containing protein; Short=MICP [L
76% GO:0003994;GO:0019643;GO:0051539;GO:0046487 272568.GDI_1355 aconitate hydratase 95.48% COG1048 _ _ K01681 ACO, acnA

orf0798 214 gi|517914982|ref|WP_019085190.1| cytochrome C biogenesis protein [Komagataeibacter europaeus] 100%
gi|122063282|sp|Q2RYF0.1|CCMA_RHO

RT

RecName: Full=Cytochrome c biogenesis ATP-binding export protein CcmA; AltName: Full=Heme

exporter protein A [Rhodospirillum rubrum ATCC 11170]
64% GO:0005524;GO:0015439;GO:0017004;GO:0006200;GO:0015886;GO:0043190;GO:0030288 634452.APA01_25130 heme exporter ATP-binding protein A 79.29% COG4133 _ _ K02193 ccmA

orf0799 217 gi|498200557|ref|WP_010514713.1| MULTISPECIES: heme ABC transporter permease [Komagataeibacter] 100% gi|81175223|sp|P0ABM0.1|CCMB_ECO57
RecName: Full=Heme exporter protein B; AltName: Full=Cytochrome c-type biogenesis protein

CcmB [Escherichia coli O157:H7]
66% GO:0015232;GO:0017004;GO:0015886;GO:0005886 272568.GDI_1353 heme exporter protein CcmB 97.94% COG2386 _ _ K02194 ccmB

orf0800 130 gi|517920459|ref|WP_019090667.1| copper resistance protein CopC [Komagataeibacter europaeus] 98% _ _ _ GO:0005507;GO:0046688;GO:0042597 _ _ _ _ _ _ K07156 pcoC

orf0801 351 gi|648237364|ref|WP_026018513.1| ornithine decarboxylase [Komagataeibacter europaeus] 100% _ _ _ GO:0003824;GO:0006596 272568.GDI_1352 Orn/DAP/Arg decarboxylase 2 90.60% COG0019 _ _ K01581
E4.1.1.17, ODC1,

speC, speF

orf0802 313 gi|498194977|ref|WP_010509133.1| trehalose-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016021;GO:0005886 272568.GDI_1351
ribonuclease BN; 3' to 5' exoribonuclease necessary for 3' maturation of tRNA

molecules (By  [...]
81.23% COG1295 _ _ K07058 K07058

orf0803 180 gi|517914979|ref|WP_019085187.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|20139491|sp|Q8YSZ4.1|RLPA_NOSS1 RecName: Full=RlpA-like protein [Nostoc sp. PCC 7120] 72% _ 272568.GDI_1350 rare lipoprotein A 75.53% COG0797 _ _ K03642 rlpA

orf0804 151 gi|494639156|ref|WP_007397100.1| 3-dehydroquinate dehydratase [Gluconacetobacter sp. SXCC-1] 100% gi|38257485|sp|Q88K84.1|AROQ2_PSEPK
RecName: Full=3-dehydroquinate dehydratase 2; Short=3-dehydroquinase 2; AltName: Full=Type II

DHQase 2 [Pseudomonas putida KT2440]
74% GO:0003855;GO:0009094;GO:0009423;GO:0006571;GO:0000162 272568.GDI_1349 putative 3-dehydroquinate dehydratase 96.00% COG0757 _ _ K03786 aroQ, qutE

orf0805 148 gi|498196501|ref|WP_010510657.1| acetyl-CoA carboxylase [Komagataeibacter europaeus] 100% gi|78099821|sp|P0ABE0.1|BCCP_ECO57
RecName: Full=Biotin carboxyl carrier protein of acetyl-CoA carboxylase; Short=BCCP [Escherichia

coli O157:H7]
56% GO:0003989;GO:0006090;GO:0009317;GO:0006633 272568.GDI_1348 acetyl-CoA carboxylase, biotin carboxyl carrier protein 84.21% COG0511 _ _ K02160 accB, bccP

orf0806 450 gi|498196503|ref|WP_010510659.1| acetyl-CoA carboxylase biotin carboxylase subunit [Komagataeibacter europaeus] 100% gi|1168279|sp|P43873.1|ACCC_HAEIN
RecName: Full=Biotin carboxylase; AltName: Full=Acetyl-CoA carboxylase subunit A; Short=ACC

[Haemophilus influenzae Rd KW20]
79% GO:0004075;GO:0046872;GO:0005524;GO:0006633;GO:0009343 272568.GDI_1347 acetyl-CoA carboxylase biotin carboxylase subunit 95.72% COG0439 _ _ K01961 accC



orf0807 744 gi|498196506|ref|WP_010510662.1| transporter [Komagataeibacter europaeus] 100% gi|61252750|sp|O05543.2|Y755_GLUOX RecName: Full=Uncharacterized transporter GOX0755 [Gluconobacter oxydans 621H] 71% GO:0006810;GO:0005886 272568.GDI_1345 putative fusaric acid resistance 86.12% COG1289 _ _ None _

orf0808 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0809 176 gi|498196508|ref|WP_010510664.1| adenine phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|182627501|sp|A9HEW1.1|APT_GLUDA
RecName: Full=Adenine phosphoribosyltransferase; Short=APRT [Gluconacetobacter diazotrophicus

PA1 5]
94% GO:0003999;GO:0006168;GO:0044209;GO:0006166;GO:0005737 272568.GDI_1344

adenine phosphoribosyltransferase; Catalyzes a salvage reaction resulting in the

formation o [...]
94.01% COG0503 _ _ K00759 E2.4.2.7, apt

orf0810 430 gi|498196511|ref|WP_010510667.1| multidrug ABC transporter [Komagataeibacter europaeus] 100% gi|218511983|sp|P32482.2|CMLA_PSEAI RecName: Full=Chloramphenicol resistance protein [Pseudomonas aeruginosa] 47% GO:0055085;GO:0016021;GO:0005215 272568.GDI_1343 drug resistance transporter, Bcr/CflA subfamily 87.38% COG0477 _ _ K07552 bcr

orf0811 218 gi|517914975|ref|WP_019085183.1|
TVP38/TMEM64 family inner membrane protein ydjZ [Komagataeibacter

europaeus]
100% _ _ _ _ _ _ _ _ _ _ None _

orf0812 357 gi|517914974|ref|WP_019085182.1| heme A synthase [Komagataeibacter europaeus] 100%
gi|205694400|sp|A9HEV3.1|CTAA_GLUD

A

RecName: Full=Heme A synthase; Short=HAS; AltName: Full=Cytochrome aa3-controlling protein

[Gluconacetobacter diazotrophicus PA1 5]
87% GO:0016627;GO:0006784;GO:0016021;GO:0055114;GO:0005886 272568.GDI_1341

cytochrome oxidase assembly; Catalyzes the oxidation of the C8 methyl side

group on heme O p [...]
87.69% COG1612 _ _ K02259 COX15

orf0813 485 gi|498196516|ref|WP_010510672.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0814 221 gi|517914972|ref|WP_019085180.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|1170023|sp|Q09134.1|GRPA_MEDFA RecName: Full=Abscisic acid and environmental stress-inducible protein 58% _ _ _ _ _ _ _ None _

orf0815 355 gi|517914971|ref|WP_019085179.1| ferrochelatase [Komagataeibacter europaeus] 100% gi|81819117|sp|Q5FSJ9.1|HEMH_GLUOX
RecName: Full=Ferrochelatase; AltName: Full=Heme synthase; AltName: Full=Protoheme ferro-

lyase [Gluconobacter oxydans 621H]
79% GO:0046872;GO:0015994;GO:0004325;GO:0005737;GO:0006783 272568.GDI_1322

ferrochelatase; Catalyzes the ferrous insertion into protoporphyrin IX (By

similarity)
79.08% COG0276 _ _ K01772 hemH, FECH

orf0816 41 gi|582023633|gb|AHI26975.1| hypothetical protein H845_3069 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0817 141 gi|517914969|ref|WP_019085177.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0818 312 gi|648237363|ref|WP_026018512.1| DNA glycosylase [Komagataeibacter europaeus] 95% gi|462663|sp|Q05869.1|MUTY_SALTY
RecName: Full=A/G-specific adenine glycosylase [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
72% GO:0003906;GO:0003677;GO:0006284;GO:0051539;GO:0000737 _ _ _ _ _ _ K03575 mutY

orf0819 97 gi|498196528|ref|WP_010510684.1| hypothetical protein [Komagataeibacter europaeus] 95% gi|334302903|sp|Q9FLQ7.3|FH20_ARAT RecName: Full=Formin-like protein 20; Short=AtFH20 [Arabidopsis thaliana] 66% _ _ _ _ _ _ _ None _

orf0820 207 gi|657221970|ref|WP_029335688.1| N-(5'-phosphoribosyl)anthranilate isomerase [Komagataeibacter europaeus] 100% gi|226707969|sp|A5FZ94.1|TRPF_ACICJ RecName: Full=N-(5'-phosphoribosyl)anthranilate isomerase; Short=PRAI [Acidiphilium cryptum JF- 65% GO:0004640;GO:0009094;GO:0006571;GO:0000162 _ _ _ _ _ _ K01817 trpF

orf0821 235 gi|549080388|dbj|BAO00817.1| orotidine-5'-monophosphate decarboxylase [Komagataeibacter europaeus] 99% gi|81819014|sp|Q5FNS8.1|PYRF_GLUOX
RecName: Full=Orotidine 5'-phosphate decarboxylase; AltName: Full=OMP decarboxylase;

Short=OMPDCase; Short=OMPdecase [Gluconobacter oxydans 621H]
76% GO:0044205;GO:0004590;GO:0006207 272568.GDI_1329

putative orotidine 5'-phosphate decarboxylase; Catalyzes the decarboxylation of

orotidine 5' [...]
81.13% COG0284 _ _ K01591 pyrF

orf0822 140 gi|517914965|ref|WP_019085173.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0823 94 gi|498196534|ref|WP_010510690.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0824 58 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0825 458 gi|648237362|ref|WP_026018511.1| hypothetical protein [Komagataeibacter europaeus] 99%
gi|81875274|sp|Q8BUG2.1|CNDP1_MOU

SE

RecName: Full=Beta-Ala-His dipeptidase; AltName: Full=CNDP dipeptidase 1; AltName:

Full=Carnosine dipeptidase 1 [Mus musculus]
48% GO:0016787;GO:0008152 272568.GDI_1332 hypothetical protein 82.63% COG0624 _ _ None _

orf0826 329 gi|517914962|ref|WP_019085170.1| 4-hydroxythreonine-4-phosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|81556920|sp|Q5FNS3.1|PDXA_GLUOX
RecName: Full=4-hydroxythreonine-4-phosphate dehydrogenase; AltName: Full=4-

(phosphohydroxy)-L-threonine dehydrogenase [Gluconobacter oxydans 621H]
74%

GO:0000287;GO:0008615;GO:0050570;GO:0051287;GO:0005737;GO:0055114;GO:0050897;GO:00

42823;GO:0008270
272568.GDI_1333 putative 4-hydroxythreonine-4-phosphate dehydrogenase 78.68% COG1995 _ _ K00097 pdxA

orf0827 248 gi|517914961|ref|WP_019085169.1| pyridoxine 5'-phosphate synthase [Komagataeibacter europaeus] 100% gi|238686736|sp|A7IM59.1|PDXJ_XANP2
RecName: Full=Pyridoxine 5'-phosphate synthase; Short=PNP synthase [Xanthobacter autotrophicus

Py2]
78% GO:0008615;GO:0033856;GO:0005737 272568.GDI_1334 pyridoxine 5'-phosphate synthase 87.28% COG0854 _ _ K03474 pdxJ

orf0828 486 gi|498196541|ref|WP_010510697.1| peptidase C69 [Komagataeibacter europaeus] 100% gi|84028913|sp|P0AGG9.1|TLDD_ECOL6 RecName: Full=Metalloprotease TldD [Escherichia coli CFT073] 75% _ 272568.GDI_1336 peptidase U62 modulator of DNA gyrase 93.38% COG0312 _ _ K03568 tldD

orf0829 125 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0830 737 gi|498197911|ref|WP_010512067.1| trehalase, partial [Komagataeibacter europaeus] 89% gi|226706014|sp|B7LSZ0.1|TREF_ESCF3
RecName: Full=Cytoplasmic trehalase; AltName: Full=Alpha,alpha-trehalase; AltName:

Full=Alpha,alpha-trehalose glucohydrolase [Escherichia fergusonii ATCC 35469]
65% GO:0005982;GO:0004555;GO:0005985;GO:0005991 272568.GDI_1340 alpha,alpha-trehalase (EC:3.2.1.28) 86.71% COG1626 _ _ K01194 E3.2.1.28, treA, treF

orf0831 247 gi|503871844|ref|WP_014105838.1| dolichol-phosphate mannosyltransferase [Komagataeibacter medellinensis] 88% gi|118823|sp|P14020.3|DPM1_YEAST
RecName: Full=Dolichol-phosphate mannosyltransferase; AltName: Full=Dolichol-phosphate

mannose synthase; Short=DPM synthase; AltName: Full=Dolichyl-phosphate beta-D-m
55% GO:0008152;GO:0016757 272568.GDI_3153 glycosyl transferase family 2 79.64% COG0463 _ _ K00721 DPM1

orf0832 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0833 194 gi|498194402|ref|WP_010508558.1| lysine decarboxylase [Komagataeibacter europaeus] 100% gi|12231051|sp|P48636.2|Y4923_PSEAE RecName: Full=LOG family protein PA4923 [Pseudomonas aeruginosa PAO1] 62% _ 272568.GDI_1310 hypothetical protein 83.68% COG1611 _ _ K06966 K06966

orf0834 358 gi|498194403|ref|WP_010508559.1| MFS transporter [Komagataeibacter europaeus] 100% gi|226703748|sp|A3NYL8.1|Y3201_BURP RecName: Full=UPF0226 membrane protein BURPS1106A_3201 [Burkholderia pseudomallei 64% GO:0055085;GO:0016021 272568.GDI_1309 major facilitator superfamily transporter 80.17% _ _ NOG245149 None _

orf0835 102 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0836 191 gi|498194404|ref|WP_010508560.1| ADP-ribose pyrophosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 272568.GDI_1308 NUDIX hydrolase 77.51% COG0494 _ _ None _

orf0837 245 gi|498194405|ref|WP_010508561.1| methylenetetrahydrofolate reductase [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_1306 hypothetical protein 84.71% COG0685 _ _ K00297 metF, MTHFR

orf0838 305 gi|648237438|ref|WP_026018587.1| methenyltetrahydrofolate cyclohydrolase [Komagataeibacter europaeus] 100%
gi|190359427|sp|A9HEL1.1|FOLD_GLUD

A

RecName: Full=Bifunctional protein FolD; Includes: RecName: Full=Methylenetetrahydrofolate

dehydrogenase; Includes: RecName: Full=Methenyltetrahydrofolate cyclohyd
89%

GO:0004477;GO:0055114;GO:0009396;GO:0004488;GO:0000105;GO:0006164;GO:0035999;GO:00

46487;GO:0009086
272568.GDI_1305

putative FolD bifunctional protein; Catalyzes the oxidation of 5,10-

methylenetetrahydrofola [...]
88.77% COG0190 KOG0089 _ K01491 folD

orf0839 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0840 473 gi|498194408|ref|WP_010508564.1| endopeptidase [Komagataeibacter europaeus] 100% gi|51704299|sp|P54925.2|DEGPL_BARHE
RecName: Full=Probable periplasmic serine endoprotease DegP-like; AltName: Full=Antigen HtrA;

AltName: Full=Protease Do; Flags: Precursor [Bartonella henselae str.
68% GO:0004252;GO:0006508 272568.GDI_1303 protease Do 90.16% COG0265 _ _ None _

orf0841 157 gi|657221641|ref|WP_029335359.1| adenosine deaminase [Komagataeibacter europaeus] 100% gi|550540906|sp|A9CK16.1|TADA_AGRT RecName: Full=tRNA-specific adenosine deaminase [Agrobacterium fabrum str. C58] 66% GO:0002100;GO:0008270;GO:0052717 272568.GDI_1302 CMP/dCMP deaminase zinc-binding 82.35% COG0590 _ _ None _

orf0842 44 gi|498194410|ref|WP_010508566.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0843 255 gi|517915423|ref|WP_019085631.1| phosphoglycerate mutase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1629 phosphoglycerate mutase 87.03% COG0406 _ NOG83524 None _

orf0844 697 gi|498194412|ref|WP_010508568.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0845 247 gi|498194413|ref|WP_010508569.1| RNA pseudouridine synthase [Komagataeibacter europaeus] 100% gi|59802982|sp|O66114.2|Y505_ZYMMO
RecName: Full=Uncharacterized RNA pseudouridine synthase ZMO0505; AltName: Full=RNA

pseudouridylate synthase; AltName: Full=RNA-uridine isomerase [Zymomonas mobilis
53% GO:0003723;GO:0009982;GO:0001522 _ _ _ _ _ _ K06177 rluA

orf0846 936 gi|517915421|ref|WP_019085629.1| cell division protein FtsK [Komagataeibacter europaeus] 99% gi|613505018|sp|Q8U526.3|FTSK_AGRT5 RecName: Full=DNA translocase FtsK [Agrobacterium fabrum str. C58] 79% GO:0003677;GO:0008152;GO:0005524;GO:0007059;GO:0051301;GO:0017111;GO:0016021;GO:00 272568.GDI_1298 cell divisionFtsK/SpoIIIE 87.18% COG1674 _ _ K03466 ftsK, spoIIIE

orf0847 191 gi|517921324|ref|WP_019091532.1| methyltransferase [Komagataeibacter europaeus] 99% gi|83288060|sp|P0ADY0.1|RSMD_ECOL6
RecName: Full=Ribosomal RNA small subunit methyltransferase D; AltName: Full=16S rRNA

m2G966 methyltransferase; AltName: Full=rRNA (guanine-N(2)-)-methyltransferase
51% GO:0031167;GO:0008168;GO:0003676 _ _ _ _ _ _ K08316 rsmD

orf0848 224 gi|498194417|ref|WP_010508573.1| rRNA pseudouridine synthase [Komagataeibacter europaeus] 100% gi|122425930|sp|Q1RJR2.1|Y321_RICBR
RecName: Full=Uncharacterized RNA pseudouridine synthase RBE_0321; AltName: Full=RNA

pseudouridylate synthase; AltName: Full=RNA-uridine isomerase [Rickettsia bell
68% GO:0003723;GO:0009982;GO:0001522 272568.GDI_1300 RNA-binding S4 domain protein 91.16% COG1187 _ _ K06178 rluB

orf0849 246 gi|498194418|ref|WP_010508574.1| glutamine amidotransferase [Komagataeibacter europaeus] 100% gi|14916796|sp|Q9ZDC7.1|Y404_RICPR
RecName: Full=Putative glutamine amidotransferase-like protein RP404 [Rickettsia prowazekii str.

Madrid E]
55% GO:0006541;GO:0016787 349163.Acry_1477 peptidase C26 75.11% COG2071 _ _ K07010 K07010

orf0850 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0851 299 gi|498194419|ref|WP_010508575.1| chromosome partitioning protein ParB [Komagataeibacter europaeus] 100%
gi|239977516|sp|B8GW30.1|PARB_CAUC

N

RecName: Full=Chromosome-partitioning protein ParB [Caulobacter crescentus PARB_CAUCR

RecName: Full=Chromosome-partitioning protei
63% GO:0003677 272568.GDI_1225 ParB-like partition protein 82.35% COG1475 _ _ K03497 parB, spo0J

orf0852 274 gi|517915418|ref|WP_019085626.1| chromosome partitioning protein ParA [Komagataeibacter europaeus] 100% gi|239977514|sp|B8GW31.1|PARA_CAUC RecName: Full=Chromosome partitioning protein ParA [Caulobacter crescentus NA1000] 73% _ 272568.GDI_1226 cobyrinic acid ac-diamide synthase 86.90% COG1192 _ _ K03496 parA, soj

orf0853 199 gi|517915417|ref|WP_019085625.1| 16S rRNA methyltransferase [Komagataeibacter europaeus] 99%
gi|189039395|sp|A9HE10.1|RSMG_GLUD

A

RecName: Full=Ribosomal RNA small subunit methyltransferase G; AltName: Full=16S rRNA 7-

methylguanosine methyltransferase; Short=16S rRNA m7G methyltransferase [Gl
79% GO:0070043;GO:0005737;GO:0070476 272568.GDI_1227

methyltransferase GidB; Specifically methylates the N7 position of guanosine in

position 527 [...]
81.77% COG0357 _ _ K03501 gidB, rsmG

orf0854 614 gi|517921328|ref|WP_019091536.1|
tRNA uridine 5-carboxymethylaminomethyl modification protein

[Komagataeibacter europaeus]
100%

gi|205831515|sp|A9HE13.1|MNMG_GLU

DA

RecName: Full=tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG; AltName:

Full=Glucose-inhibited division protein A [Gluconacetobacter diazotrophicu
86% GO:0002098;GO:0050660;GO:0005737 272568.GDI_1228

tRNA uridine 5-carboxymethylaminomethyl modification enzyme GidA; NAD-

binding protein involv [...]
86.04% COG0445 _ _ K03495 gidA, mnmG, MTO1

orf0855 444 gi|648238570|ref|WP_026019719.1| tRNA modification GTPase TrmE [Komagataeibacter europaeus] 99%
gi|226704782|sp|A9HE16.1|MNME_GLU

DA
RecName: Full=tRNA modification GTPase MnmE [Gluconacetobacter diazotrophicus PA1 5] 81% GO:0046872;GO:0006184;GO:0006400;GO:0005525;GO:0005737;GO:0003924 272568.GDI_1229

tRNA modification GTPase TrmE; Exhibits a very high intrinsic GTPase

hydrolysis rate. Involv [...]
80.84% COG0486 _ _ K03650 mnmE, trmE, MSS1

orf0856 156 gi|657221644|ref|WP_029335362.1| cysteine methyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0003908;GO:0006281;GO:0032259 _ _ _ _ _ _ K00567
E2.1.1.63, MGMT,

ogt

orf0857 323 gi|517921331|ref|WP_019091539.1| quinone oxidoreductase [Komagataeibacter europaeus] 99% gi|12230939|sp|P43903.2|QOR_PSEAE
RecName: Full=Quinone oxidoreductase; AltName: Full=NADPH:quinone reductase [Pseudomonas

aeruginosa PAO1]
68% GO:0008270;GO:0055114;GO:0016491 272568.GDI_1231 quinone oxidoreductase 80.80% COG0604 _ _ K00344 qor, CRYZ

orf0858 402 gi|648237434|ref|WP_026018583.1| transcription termination factor Rho [Komagataeibacter europaeus] 100% gi|1710266|sp|P52156.1|RHO_RHOS4
RecName: Full=Transcription termination factor Rho; AltName: Full=ATP-dependent helicase Rho

[Rhodobacter sphaeroides 2.4.1]
93% GO:0006353;GO:0003723;GO:0005524;GO:0006355;GO:0006200;GO:0004386;GO:0008186 272568.GDI_1257 transcription termination factor Rho 95.76% COG1158 _ _ K03628 rho

orf0859 437 gi|657221646|ref|WP_029335364.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_18640 hypothetical protein 89.02% _ _ NOG67576 None _

orf0860 321 gi|498194429|ref|WP_010508585.1| magnesium transporter [Komagataeibacter europaeus] 100% gi|81637508|sp|O31543.1|YFJQ_BACSU RecName: Full=Putative metal ion transporter YfjQ [Bacillus subtilis subsp. subtilis str. 168] 60% GO:0016020;GO:0055085;GO:0046873;GO:0030001 272568.GDI_1256 putative magnesium transport protein CorA 87.46% COG0598 _ _ K03284 corA

orf0861 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0862 409 gi|498194430|ref|WP_010508586.1| tryptophan synthase subunit beta [Komagataeibacter europaeus] 100% gi|166227591|sp|A5FY57.1|TRPB_ACICJ RecName: Full=Tryptophan synthase beta chain [Acidiphilium cryptum JF-5] 88% GO:0009094;GO:0006571;GO:0000162;GO:0004834 290633.GOX1201
tryptophan synthase subunit beta; The beta subunit is responsible for the synthesis

of L- tr [...]
93.15% COG0133 _ _ K01696 trpB

orf0863 278 gi|498194431|ref|WP_010508587.1| tryptophan synthase subunit alpha [Komagataeibacter europaeus] 100%
gi|189040528|sp|A9HE84.1|TRPA_GLUD

A
RecName: Full=Tryptophan synthase alpha chain [Gluconacetobacter diazotrophicus PA1 5] 84% GO:0009094;GO:0006571;GO:0000162;GO:0004834 272568.GDI_1254

tryptophan synthase subunit alpha; The alpha subunit is responsible for the aldol

cleavage o [...]
84.27% COG0159 _ _ K01695 trpA

orf0864 289 gi|498194432|ref|WP_010508588.1| acetyl-CoA carboxylase subunit beta [Komagataeibacter europaeus] 100%
gi|281312112|sp|A9HE81.2|ACCD_GLUD

A

RecName: Full=Acetyl-coenzyme A carboxylase carboxyl transferase subunit beta; Short=ACCase

subunit beta; Short=Acetyl-CoA carboxylase carboxyltransferase subunit
94%

GO:0003989;GO:0006090;GO:0005524;GO:0009317;GO:2001295;GO:0008270;GO:0006633;GO:00

16740
272568.GDI_1253

Acetyl-coenzyme A carboxylase carboxyl transferase; Component of the acetyl

coenzyme A carbo [...]
94.72% COG0777 _ _ K01963 accD

orf0865 440 gi|517915406|ref|WP_019085614.1| folylpolyglutamate synthase [Komagataeibacter europaeus] 100% gi|2506433|sp|P08192.2|FOLC_ECOLI
RecName: Full=Bifunctional protein FolC; Includes: RecName: Full=Folylpolyglutamate synthase;

AltName: Full=Folylpoly-gamma-glutamate synthetase; Short=FPGS; AltName
51% GO:0006536;GO:0004326;GO:0005524;GO:0046901;GO:0046656 272568.GDI_1252 FolC bifunctional protein (EC:6.3.2.17) 81.34% COG0285 _ _ K11754 folC

orf0866 442 gi|498194434|ref|WP_010508590.1| D-galactose transporter [Komagataeibacter europaeus] 100% gi|84028323|sp|P0AEP2.1|GALP_ECOL6
RecName: Full=Galactose-proton symporter; AltName: Full=Galactose transporter [Escherichia coli

CFT073]
74% GO:0055085;GO:0016021;GO:0022891 290633.GOX0808 galactose-proton symporter 80.47% COG0477 _ _ K08137 galP

orf0867 181 gi|517921890|ref|WP_019092098.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0868 165 gi|498194438|ref|WP_010508594.1| Fur family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81175236|sp|P0AC51.1|ZUR_ECOLI
RecName: Full=Zinc uptake regulation protein; Short=Zinc uptake regulator [Escherichia coli

ZUR_SHIFL RecName: Full=Zinc uptake regulat
63% _ 272568.GDI_1248 putative regulator protein 77.40% COG0735 _ _ K09823 zur

orf0869 60 gi|498194439|ref|WP_010508595.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf0870 164 gi|498194440|ref|WP_010508596.1| FMN reductase [Komagataeibacter europaeus] 100% gi|75503286|sp|Q4ZXS1.1|RUTF_PSEU2
RecName: Full=FMN reductase (NADH) RutF; AltName: Full=FMN reductase; AltName:

Full=NADH-flavin reductase RutF; AltName: Full=NADH:flavin oxidoreductase [Pseudomona
65% GO:0042602;GO:0010181;GO:0055114 272568.GDI_1244 putative flavin reductase 82.99% COG1853 _ _ K09024 rutF

orf0871 352 gi|517915402|ref|WP_019085610.1| enoyl-CoA hydratase [Komagataeibacter europaeus] 99%
gi|123892950|sp|Q28FR6.1|HIBCH_XENT

R

RecName: Full=3-hydroxyisobutyryl-CoA hydrolase, mitochondrial; AltName: Full=3-

hydroxyisobutyryl-coenzyme A hydrolase; Short=HIB-CoA hydrolase; Short=HIBYL-CoA-H
55% GO:0006574;GO:0019482;GO:0006552;GO:0016853;GO:0006550;GO:0003860 _ _ _ _ _ _ K01692 paaF, echA

orf0872 478 gi|648238676|ref|WP_026019825.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|226707746|sp|B2J918.1|Y5734_NOSP7 RecName: Full=UPF0061 protein Npun_F5734 [Nostoc punctiforme PCC 73102] 65% _ 272568.GDI_1242 hypothetical protein 75.60% COG0397 _ _ None _

orf0873 493 gi|582023698|gb|AHI27040.1| sugar transporter [Gluconacetobacter xylinus E25] 99% gi|239983875|sp|C0SPB2.1|YWTG_BACS RecName: Full=Putative metabolite transport protein YwtG [Bacillus subtilis subsp. subtilis str. 168] 61% GO:0008643;GO:0055085;GO:0016021;GO:0022891 272568.GDI_1241 putative sugar-proton symporter 88.84% COG0477 _ _ None _

orf0874 665 gi|517922207|ref|WP_019092415.1| peptidase S9 [Komagataeibacter europaeus] 100% _ _ _ GO:0006508;GO:0008236 _ _ _ _ _ _ None _

orf0875 222 gi|517922208|ref|WP_019092416.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|54040544|sp|P63912.1|Y2670_MYCBO
RecName: Full=Uncharacterized membrane protein Mb2670 [Mycobacterium bovis Y2637_MYCTO

RecName: Full=Uncharacterized membrane p
59% _ 272568.GDI_1233 hypothetical protein 82.86% COG0586 _ _ None _

orf0876 313 gi|517915397|ref|WP_019085605.1| oxidoreductase [Komagataeibacter europaeus] 100%
gi|62298570|sp|Q8NBN7.2|RDH13_HUM

AN
RecName: Full=Retinol dehydrogenase 13 [Homo sapiens] 59% _ _ _ _ _ _ _ None _

orf0877 44 gi|648237312|ref|WP_026018461.1| tRNA (guanine-N7)-methyltransferase [Komagataeibacter europaeus] 100%
gi|122325992|sp|Q0BPF6.1|TRMB_GRAB

C

RecName: Full=tRNA (guanine-N(7)-)-methyltransferase; AltName: Full=tRNA (guanine(46)-N(7))-

methyltransferase; AltName: Full=tRNA(m7G46)-methyltransferase [Granuli
75% GO:0006400;GO:0008176;GO:0036265 _ _ _ _ _ _ K03439 trmB, METTL1

orf0878 184 gi|648238426|ref|WP_026019575.1| tRNA (guanine-N7)-methyltransferase [Komagataeibacter europaeus] 100%
gi|122325992|sp|Q0BPF6.1|TRMB_GRAB

C

RecName: Full=tRNA (guanine-N(7)-)-methyltransferase; AltName: Full=tRNA (guanine(46)-N(7))-

methyltransferase; AltName: Full=tRNA(m7G46)-methyltransferase [Granuli
79% GO:0006400;GO:0008176;GO:0036265 272568.GDI_1258

putative tRNA (guanine-N(7)-)-methyltransferase; Catalyzes the formation of

N(7)-methylguani [...]
92.37% COG0220 _ _ K03439 trmB, METTL1

orf0879 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0880 395 gi|498194448|ref|WP_010508604.1| S-adenosylmethionine synthetase [Komagataeibacter europaeus] 100%
gi|189081717|sp|A9HE98.1|METK_GLUD

A

RecName: Full=S-adenosylmethionine synthase; Short=AdoMet synthase; AltName: Full=MAT;

AltName: Full=Methionine adenosyltransferase [Gluconacetobacter diazotrophic
95% GO:0000287;GO:0006555;GO:0005524;GO:0006730;GO:0004478;GO:0005737;GO:0006556 272568.GDI_1259

S-adenosylmethionine synthetase; Catalyzes the formation of S-

adenosylmethionine from methio [...]
95.40% COG0192 _ _ K00789 metK

orf0881 263 gi|648238425|ref|WP_026019574.1| dihydrodipicolinate reductase [Komagataeibacter europaeus] 100%
gi|189082797|sp|A9HE99.1|DAPB_GLUD

A

RecName: Full=4-hydroxy-tetrahydrodipicolinate reductase; Short=HTPA reductase

[Gluconacetobacter diazotrophicus PA1 5]
79%

GO:0019877;GO:0016726;GO:0051287;GO:0055114;GO:0005737;GO:0070402;GO:0009089;GO:00

08839
634452.APA01_02920 dihydrodipicolinate reductase 82.35% COG0289 _ _ K00215 dapB

orf0882 375 gi|498194451|ref|WP_010508607.1| molecular chaperone DnaJ [Komagataeibacter europaeus] 100%
gi|189083326|sp|A9HEA1.1|DNAJ_GLUD

A
RecName: Full=Chaperone protein DnaJ [Gluconacetobacter diazotrophicus PA1 5] 92%

GO:0006457;GO:0005524;GO:0031072;GO:0006260;GO:0009408;GO:0005737;GO:0003676;GO:00

51082;GO:0008270
272568.GDI_1261

chaperone protein DnaJ; Participates actively in the response to hyperosmotic and

heat shock [...]
92.41% COG0484 _ _ K03686 dnaJ

orf0883 637 gi|498194452|ref|WP_010508608.1| molecular chaperone DnaK [Komagataeibacter europaeus] 100%
gi|189027807|sp|A9HEA3.1|DNAK_GLU

DA

RecName: Full=Chaperone protein DnaK; AltName: Full=HSP70; AltName: Full=Heat shock 70

kDa protein; AltName: Full=Heat shock protein 70 [Gluconacetobacter diazotro
95% GO:0006457;GO:0005524;GO:0051082;GO:0006950 272568.GDI_1262 molecular chaperone DnaK; Acts as a chaperone (By similarity) 94.67% COG0443 _ _ K04043 dnaK

orf0884 201 gi|498194453|ref|WP_010508609.1| heat shock protein GrpE [Komagataeibacter europaeus] 100% gi|123767878|sp|Q2VYM5.1|GRPE_MAG RecName: Full=Protein GrpE; AltName: Full=HSP-70 cofactor [Magnetospirillum magneticum 61% GO:0006457;GO:0006950;GO:0000774;GO:0051087;GO:0042803;GO:0050790;GO:0005737 272568.GDI_1263 GrpE protein 88.73% COG0576 _ _ K03687 GRPE

orf0885 236 gi|498194454|ref|WP_010508610.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|1705849|sp|Q07783.1|CHVI_RHIRD RecName: Full=Transcriptional regulatory protein ChvI 76% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_1264 transcriptional regulatory protein 93.04% COG0745 _ _ K14981 chvI

orf0886 592 gi|498194455|ref|WP_010508611.1| sensor histidine kinase [Komagataeibacter europaeus] 100% gi|17380455|sp|P72292.3|CHVG_RHIME
RecName: Full=Sensor protein ChvG; AltName: Full=Histidine kinase sensory protein ExoS

[Sinorhizobium meliloti 1021]
64% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 272568.GDI_1265 putative histidine kinase sensory protein 90.20% COG0642 _ _ K14980 chvG

orf0887 368 gi|498194456|ref|WP_010508612.1| pyrroloquinoline quinone biosynthesis protein PqqE [Komagataeibacter europaeus] 100% gi|61252312|sp|Q9L3B0.2|PQQE_GLUOX
RecName: Full=Coenzyme PQQ synthesis protein E; AltName: Full=Pyrroloquinoline quinone

biosynthesis protein E [Gluconobacter oxydans 621H]
82% GO:0005506;GO:0051539;GO:0003824;GO:0018189 272568.GDI_1267 pyrroloquinoline quinone biosynthesis protein PqqE 85.00% COG0535 _ _ K06139 pqqE

orf0888 94 gi|498194457|ref|WP_010508613.1| coenzyme PQQ biosynthesis protein D [Komagataeibacter europaeus] 100% gi|32129922|sp|Q9L3B1.1|PQQD_GLUOX
RecName: Full=Coenzyme PQQ synthesis protein D; AltName: Full=Pyrroloquinoline quinone

biosynthesis protein D [Gluconobacter oxydans 621H]
76% GO:0018189;GO:0048038 634452.APA01_21280 coenzyme Pyrrolo-quinoline quinone (PQQ) synthesis protein D PqqD 78.65% _ _ NOG41936 K06138 pqqD

orf0889 245 gi|498194459|ref|WP_010508615.1|
pyrroloquinoline quinone biosynthesis protein PqqC [Komagataeibacter

europaeus]
100% gi|61252313|sp|Q9L3B2.2|PQQC_GLUOX

RecName: Full=Pyrroloquinoline-quinone synthase; AltName: Full=Coenzyme PQQ synthesis protein

C; AltName: Full=Pyrroloquinoline quinone biosynthesis protein C [Gluc
89% GO:0018189;GO:0055114;GO:0033732 272568.GDI_1269 pyrroloquinoline quinone biosynthesis protein PqqC 96.09% COG5424 _ _ K06137 pqqC

orf0890 307 gi|498194460|ref|WP_010508616.1|
pyrroloquinoline quinone biosynthesis protein PqqB [Komagataeibacter

europaeus]
100%

gi|189037405|sp|A9HEC4.1|PQQB_GLUD

A

RecName: Full=Coenzyme PQQ synthesis protein B; AltName: Full=Pyrroloquinoline quinone

biosynthesis protein B [Gluconacetobacter diazotrophicus PA1 5]
86% GO:0006810;GO:0016787;GO:0018189 272568.GDI_1270

pyrroloquinoline quinone biosynthesis protein PqqB; May be involved in the

transport of PQQ  [...]
85.43% COG1235 _ _ K06136 pqqB

orf0891 394 gi|517914699|ref|WP_019084907.1| transporter [Komagataeibacter europaeus] 100% gi|384872653|sp|O51039.2|Y006_BORBU RecName: Full=UPF0118 membrane protein BB_0006 [Borrelia burgdorferi B31] 50% _ 272568.GDI_1272 hypothetical protein 93.26% COG0628 _ _ None _

orf0892 214 gi|498194463|ref|WP_010508619.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|120204|sp|P29286.1|FIXK_BRADU RecName: Full=Nitrogen fixation regulation protein FixK [Bradyrhizobium diazoefficiens USDA 62% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_1273 putative transcriptional activatory 85.71% COG0664 _ _ K01420 fnr

orf0893 161 gi|657221655|ref|WP_029335373.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0894 272 gi|657215603|ref|WP_029329342.1| membrane protein [Komagataeibacter oboediens] 96% _ _ _ _ 634452.APA01_25640 outer membrane protein OmpW 84.57% COG3047 _ _ K07275 ompW

orf0895 455 gi|498194468|ref|WP_010508624.1|
oxygen-independent coproporphyrinogen III oxidase [Komagataeibacter

europaeus]
100% gi|29840775|sp|O31381.2|HEMN_BRADU

RecName: Full=Oxygen-independent coproporphyrinogen-III oxidase; Short=CPO; AltName:

Full=Coproporphyrinogen III dehydrogenase; Short=CPDH [Bradyrhizobium diazoeffi
59%

GO:0051989;GO:0015994;GO:0006782;GO:0055114;GO:0005737;GO:0046872;GO:0004109;GO:00

51539
_ _ _ _ _ _ K02495 hemN, hemZ

orf0896 213 gi|517914703|ref|WP_019084911.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0897 538 gi|498194470|ref|WP_010508626.1| electron transfer flavoprotein [Komagataeibacter europaeus] 100% gi|21264434|sp|Q11190.2|ETFD_CAEEL
RecName: Full=Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial; Short=ETF-

QO; Short=ETF-ubiquinone oxidoreductase; AltName: Full=Electron-tra
68% GO:0004174;GO:0051536;GO:0055114 272568.GDI_1278 electron transfer flavoprotein-ubiquinone oxidoreductase 91.25% COG0644 _ _ K00311 ETFDH

orf0898 231 gi|517914704|ref|WP_019084912.1| electron transfer flavoprotein subunit beta [Komagataeibacter europaeus] 100% gi|30179274|sp|P53575.2|ETFB_BRADU
RecName: Full=Electron transfer flavoprotein subunit beta; Short=Beta-ETF; AltName: Full=Electron

transfer flavoprotein small subunit; Short=ETFSS [Bradyrhizobium d
79% GO:0009055;GO:0006118 272568.GDI_1279 sigma 54 interacting domain protein 90.48% COG2086 _ _ K03521 fixA, etfB

orf0899 312 gi|498194472|ref|WP_010508628.1| electron transfer flavoprotein subunit beta [Komagataeibacter europaeus] 100% gi|81540583|sp|Q9HZP7.1|ETFA_PSEAE
RecName: Full=Electron transfer flavoprotein subunit alpha; Short=Alpha-ETF; AltName:

Full=Electron transfer flavoprotein large subunit; Short=ETFLS [Pseudomonas ae
75% GO:0009055;GO:0050660;GO:0006118 272568.GDI_1280 electron transfer flavoprotein alpha subunit 89.45% COG2025 _ _ K03522 fixB, etfA

orf0900 67 gi|498194473|ref|WP_010508629.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04080 hypothetical protein 87.88% _ _ NOG254501 None _

orf0901 477 gi|517914705|ref|WP_019084913.1| multidrug transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0015238;GO:0015297;GO:0006855 272568.GDI_1282 putative multidrug transport protein 81.63% COG0534 _ _ None _

orf0902 205 gi|498195392|ref|WP_010509548.1| dTDP-4-dehydrorhamnose 3,5-epimerase [Komagataeibacter europaeus] 98% gi|2500163|sp|P55468.1|RMLC_RHISN
RecName: Full=dTDP-4-dehydrorhamnose 3,5-epimerase; AltName: Full=Thymidine diphospho-4-

keto-rhamnose 3,5-epimerase; AltName: Full=dTDP-4-keto-6-deoxyglucose 3,5-epi
65% _ _ _ _ _ _ _ K01790 rfbC, rmlC

orf0903 167 gi|517914707|ref|WP_019084915.1| semialdehyde dehydrogenase [Komagataeibacter europaeus] 99% gi|119367870|sp|Q0BWA0.1|Y004_GRAB RecName: Full=Maf-like protein GbCGDNIH1_0004 [Granulibacter bethesdensis CGDNIH1] 64% GO:0005737 _ _ _ _ _ _ K06287 maf

orf0904 329 gi|657221771|ref|WP_029335489.1| uroporphyrinogen decarboxylase [Komagataeibacter europaeus] 100%
gi|229889832|sp|A9HDX7.1|DCUP_GLUD

A

RecName: Full=Uroporphyrinogen decarboxylase; Short=UPD; Short=URO-D [Gluconacetobacter

diazotrophicus PA1 5]
85% GO:0004853;GO:0015994;GO:0006782;GO:0005737 272568.GDI_1215

uroporphyrinogen decarboxylase; Catalyzes the decarboxylation of four acetate

groups of urop [...]
85.41% COG0407 _ _ K01599 hemE, UROD

orf0905 237 gi|498195387|ref|WP_010509543.1| phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 272568.GDI_1214 putative hydrolase protein 75.44% COG0637 _ _ None _

orf0906 149 gi|498195385|ref|WP_010509541.1| membrane protein [Komagataeibacter europaeus] 100% gi|6686250|sp|Q53229.1|Y2845_RHOS4
RecName: Full=UPF0093 membrane protein RHOS4_28450; AltName: Full=ORF1 [Rhodobacter

sphaeroides 2.4.1]
66% _ 290633.GOX1035 hypothetical protein 86.23% COG1981 _ _ K08973 K08973

orf0907 145 gi|498195383|ref|WP_010509539.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0908 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0909 121 gi|517914711|ref|WP_019084919.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|29839725|sp|Q8U530.1|YR5A_AGRT5 RecName: Full=Uncharacterized protein Atu2659.1 [Agrobacterium fabrum str. C58] 67% GO:0016020 272568.GDI_1204 hypothetical protein 84.93% COG0762 _ NOG235886 K02221 yggT



orf0910 140 gi|498195378|ref|WP_010509534.1| endoribonuclease L-PSP [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0911 147 gi|498195376|ref|WP_010509532.1| phosphotransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0023014;GO:0000155;GO:0005524;GO:0000160;GO:0006109;GO:0006468;GO:0009365 _ _ _ _ _ _ K06023 hprK, ptsK

orf0912 323 gi|498195373|ref|WP_010509529.1| glmZ(sRNA)-inactivating NTPase [Komagataeibacter europaeus] 100%
gi|257096962|sp|A9HDQ7.2|Y1189_GLU

DA

RecName: Full=UPF0042 nucleotide-binding protein GDI1189/Gdia_1902 [Gluconacetobacter

diazotrophicus PA1 5]
87% GO:0005524;GO:0005525 634452.APA01_02850 hypothetical protein 86.64% COG1660 _ _ K06958 K06958

orf0913 148 gi|498195372|ref|WP_010509528.1| PTS fructose transporter subunit IIA [Komagataeibacter europaeus] 100% _ _ _ GO:0016021;GO:0009401 _ _ _ _ _ _ K02793
PTS-Man-EIIA,

manX

orf0914 90 gi|517914715|ref|WP_019084923.1| HPr kinase [Komagataeibacter europaeus] 100% gi|13633649|sp|Q9Z426.1|PTHP_PSEPU
RecName: Full=Phosphocarrier protein HPr; AltName: Full=Histidine-containing protein

[Pseudomonas putida]
60% GO:0016310;GO:0016301;GO:0005737;GO:0009401 272568.GDI_1187 putative phosphoryl transfer system, HPr 85.00% COG1925 _ _ K11189 PTS-HPR

orf0915 612 gi|517920511|ref|WP_019090719.1| phosphoenolpyruvate-protein phosphotransferase [Komagataeibacter europaeus] 100% gi|14195081|sp|Q9K8D3.1|PT1_BACHD
RecName: Full=Phosphoenolpyruvate-protein phosphotransferase; AltName: Full=Phosphotransferase

system, enzyme I [Bacillus halodurans C-125]
57% GO:0016310;GO:0046872;GO:0016301;GO:0008965;GO:0005737;GO:0009401 272568.GDI_1186 phosphoenolpyruvate-protein phosphotransferase 80.34% COG1080 _ _ K08483 PTS-EI.PTSI, ptsI

orf0916 446 gi|498195366|ref|WP_010509522.1| para-aminobenzoate synthase [Komagataeibacter europaeus] 100% gi|8134762|sp|Q9Z4W7.1|TRPE_STRCO
RecName: Full=Anthranilate synthase component 1; Short=AS; Short=ASI [Streptomyces coelicolor

A3(2)]
61% GO:0009094;GO:0006571;GO:0005950;GO:0000162;GO:0004049 272568.GDI_1185 chorismate binding-like protein 78.05% COG0147 _ _ K01665 pabB

orf0917 270 gi|498195364|ref|WP_010509520.1| 2-keto-4-methylthiobutyrate aminotransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0008483 _ _ _ _ _ _ K00826 E2.6.1.42, ilvE

orf0918 532 gi|657221769|ref|WP_029335487.1|
phosphoribosylaminoimidazolecarboxamide formyltransferase [Komagataeibacter

europaeus]
100% gi|167011924|sp|A5FUH4.1|PUR9_ACICJ

RecName: Full=Bifunctional purine biosynthesis protein PurH; Includes: RecName:

Full=Phosphoribosylaminoimidazolecarboxamide formyltransferase; AltName: Full=AICAR
83% GO:0042720;GO:0004643;GO:0006144;GO:0006189;GO:0003937 272568.GDI_1183

bifunctional phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP

cyclohydrolase
91.70% COG0138 _ _ K00602 purH

orf0919 257 gi|517920507|ref|WP_019090715.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0920 113 gi|517920506|ref|WP_019090714.1| ATP synthase I [Komagataeibacter europaeus] 100% gi|114705|sp|P15011.1|ATPZ_RHORU RecName: Full=ATP synthase protein I [Rhodospirillum rubrum] 58% _ 634452.APA01_24630 ATP synthase protein I 87.27% _ _ NOG231463 K02116 atpI

orf0921 217 gi|517920505|ref|WP_019090713.1| F0F1 ATP synthase subunit A [Komagataeibacter europaeus] 100%
gi|223634871|sp|A9HDN1.1|ATP6_GLUD

A

RecName: Full=ATP synthase subunit a; AltName: Full=ATP synthase F0 sector subunit a; AltName:

Full=F-ATPase subunit 6 [Gluconacetobacter diazotrophicus PA1 5]
97% _ 272568.GDI_1180

F0F1 ATP synthase subunit A; Key component of the proton channel; it plays a

direct role in  [...]
97.21% COG0356 _ _ K02108 ATPF0A, atpB

orf0922 74 gi|489712578|ref|WP_003616715.1| MULTISPECIES: ATP synthase subunit C [Acetobacteraceae] 100%
gi|224487650|sp|A9HDM8.1|ATPL_GLUD

A

RecName: Full=ATP synthase subunit c; AltName: Full=ATP synthase F(0) sector subunit c;

AltName: Full=F-type ATPase subunit c; Short=F-ATPase subunit c; AltName: F
100% GO:0008289;GO:0015986;GO:0015991;GO:0045263;GO:0016021;GO:0015078;GO:0005886 272568.GDI_1179

putative ATP synthase; F(1)F(0) ATP synthase produces ATP from ADP in the

presence of a prot [...]
100.00% COG0636 _ NOG254418 K02110 ATPF0C, atpE

orf0923 204 gi|498195351|ref|WP_010509507.1| ATP synthase F0 subunit B' [Komagataeibacter europaeus] 100% _ _ _ GO:0015986;GO:0045263;GO:0016021;GO:0015078 272568.GDI_1178 putative ATP synthase 80.90% _ _ NOG148199 K02109 ATPF0B, atpF

orf0924 164 gi|498195349|ref|WP_010509505.1| ATP synthase subunit B [Komagataeibacter europaeus] 100%
gi|226741476|sp|A9HDM4.1|ATPF_GLUD

A

RecName: Full=ATP synthase subunit b; AltName: Full=ATP synthase F(0) sector subunit b;

AltName: Full=ATPase subunit I; AltName: Full=F-type ATPase subunit b; Shor
87% GO:0042777;GO:0045263;GO:0016021;GO:0005886;GO:0046933 272568.GDI_1177

putative ATP synthase; F(1)F(0) ATP synthase produces ATP from ADP in the

presence of a prot [...]
86.59% _ _ NOG267840 K02109 ATPF0B, atpF

orf0925 253 gi|517914723|ref|WP_019084931.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 272568.GDI_1176 glycosyl transferase family 2 80.35% COG0463 _ _ K00721 DPM1

orf0926 555 gi|498195345|ref|WP_010509501.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0097502;GO:0006493;GO:0000030;GO:0000136 272568.GDI_1175 hypothetical protein 84.22% COG1807 _ _ None _

orf0927 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0928 78 gi|498195341|ref|WP_010509497.1| glutathione peroxidase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1146 hypothetical protein 89.61% _ _ NOG07343 None _

orf0929 208 gi|517920501|ref|WP_019090709.1| thymidylate synthase [Komagataeibacter europaeus] 100% gi|418592|sp|P32438.1|YPOL_THETH RecName: Full=IMPACT family member in pol 5'region 67% _ 272568.GDI_1136 hypothetical protein 80.42% COG1739 _ _ None _

orf0930 468 gi|498195338|ref|WP_010509494.1| DNA repair protein RadA [Komagataeibacter europaeus] 100% gi|75536310|sp|Q4UL56.1|RADA_RICFE
RecName: Full=DNA repair protein RadA homolog; AltName: Full=DNA repair protein Sms

homolog [Rickettsia felis URRWXCal2]
71% GO:0046872;GO:0005524;GO:0006281;GO:0003684;GO:0006200;GO:0008094 272568.GDI_1137

DNA repair protein RadA; May play a role in the repair of endogenous alkylation

damage (By s [...]
90.82% COG1066 _ _ K04485 sms, radA

orf0931 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0932 264 gi|498195337|ref|WP_010509493.1|
organic solvent ABC transporter ATP-binding protein [Komagataeibacter

europaeus]
100% gi|81821058|sp|Q5P1F3.1|PSTB_AROAE

RecName: Full=Phosphate import ATP-binding protein PstB; AltName: Full=ABC phosphate

transporter; AltName: Full=Phosphate-transporting ATPase [Aromatoleum aromaticu
46% GO:0005524;GO:0006200;GO:0016887 272568.GDI_1138 putative ABC transport 88.37% COG1127 _ _ K02065 ABC.X1.A

orf0933 261 gi|498195335|ref|WP_010509491.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|122425169|sp|Q1RGU3.1|Y1340_RICB RecName: Full=Probable ABC transporter permease protein RBE_1340 [Rickettsia bellii RML369- 79% _ 272568.GDI_1139 hypothetical protein 91.24% COG0767 _ _ K02066 ABC.X1.P

orf0934 402 gi|517920499|ref|WP_019090707.1| multidrug ABC transporter [Komagataeibacter europaeus] 100% gi|81556757|sp|P96709.1|YDGK_BACSU RecName: Full=Uncharacterized MFS-type transporter YdgK [Bacillus subtilis subsp. subtilis str. 53% GO:0055085;GO:0016021;GO:0005215 272568.GDI_1141 putative bicyclomycin resistance protein 80.34% COG0477 _ _ K07552 bcr

orf0935 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0936 148 gi|648237316|ref|WP_026018465.1| guanylate kinase [Komagataeibacter europaeus] 100% gi|81352127|sp|Q5FS85.1|KGUA_GLUOX RecName: Full=Guanylate kinase; AltName: Full=GMP kinase [Gluconobacter oxydans 621H] 84% GO:0005524;GO:0046939;GO:0006144;GO:0006163;GO:0004385;GO:0005737 272568.GDI_1132 guanylate kinase 89.71% COG0194 _ _ K00942 E2.7.4.8, gmk

orf0937 274 gi|498195327|ref|WP_010509483.1| dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0016491 272568.GDI_1131 putative short-chain dehydrogenase 76.24% COG1028 _ _ None _

orf0938 1102 gi|498195325|ref|WP_010509481.1| acriflavine resistance protein B [Komagataeibacter europaeus] 100% gi|357580489|sp|D4I6V4.1|MDTC_ERWA RecName: Full=Multidrug resistance protein MdtC; AltName: Full=Multidrug transporter MdtC 60% GO:0016020;GO:0006810;GO:0005215 272568.GDI_1129 acriflavin resistance protein 83.46% COG0841 _ _ K07789 mdtC

orf0939 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0940 404 gi|517914733|ref|WP_019084941.1| ubiquinol-cytochrome C reductase [Komagataeibacter europaeus] 100% gi|75535806|sp|Q4UJM4.1|CYB_RICFE RecName: Full=Cytochrome b [Rickettsia felis URRWXCal2] 65% GO:0009055;GO:0022904;GO:0016021;GO:0006118;GO:0070469;GO:0016491 634452.APA01_18590
ubiquinol-cytochrome c reductase cytochrome b; Component of the ubiquinol-

cytochrome c reduc [...]
86.32% COG1290 _ _ K00412 CYTB, petB

orf0941 315 gi|517920495|ref|WP_019090703.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0009228 272568.GDI_1174 hypothetical protein 82.52% COG0715 _ _ K15598 thiY

orf0942 171 gi|517914735|ref|WP_019084943.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_1171 hypothetical protein 82.24% _ _ NOG26822 None _

orf0943 81 gi|498195317|ref|WP_010509473.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0944 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0945 585 gi|648237317|ref|WP_026018466.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_10020 hypothetical protein 83.00% _ _ NOG39321 None _

orf0946 361 gi|498195314|ref|WP_010509470.1| oxidoreductase [Komagataeibacter europaeus] 99% gi|3915431|sp|P77376.2|YDGJ_ECOLI RecName: Full=Uncharacterized oxidoreductase YdgJ [Escherichia coli K-12] 63% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf0947 845 gi|498195312|ref|WP_010509468.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 634452.APA01_18530 hypothetical protein 79.15% _ _ NOG69332 K07003 K07003

orf0948 336 gi|517914739|ref|WP_019084947.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1150 hypothetical protein 75.23% _ _ NOG70648 None _

orf0949 161 gi|498195308|ref|WP_010509464.1| 6,7-dimethyl-8-ribityllumazine synthase [Komagataeibacter europaeus] 100% gi|15214212|sp|Q9A9S4.1|RISB1_CAUCR
RecName: Full=6,7-dimethyl-8-ribityllumazine synthase 1; Short=DMRL synthase 1; Short=LS 1;

Short=Lumazine synthase 1 [Caulobacter crescentus CB15]
78% GO:0000906;GO:0016740;GO:0009349;GO:0009231 272568.GDI_1151 putative 6,7-dimethyl-8-ribityllumazine synthase 93.01% COG0054 _ _ K00794 ribH, RIB4

orf0950 416 gi|498195306|ref|WP_010509462.1| 3,4-dihydroxy-2-butanone 4-phosphate synthase [Komagataeibacter europaeus] 100% gi|8928090|sp|O66679.1|RIBBA_AQUAE
RecName: Full=Riboflavin biosynthesis protein RibBA; Includes: RecName: Full=3,4-dihydroxy-2-

butanone 4-phosphate synthase; Short=DHBP synthase; Includes: RecName:
78% GO:0008686;GO:0046872;GO:0003935;GO:0005525;GO:0009231 272568.GDI_1152

putative 3,4-dihydroxy-2-butanone 4 phosphate synthase; Catalyzes the

conversion of GTP to 2 [...]
88.02%

COG0807;COG010

8
_ _ K14652 ribBA

orf0951 205 gi|498195304|ref|WP_010509460.1| riboflavin synthase subunit alpha [Komagataeibacter europaeus] 100% gi|400980|sp|Q01993.1|RISA_PHOLE RecName: Full=Riboflavin synthase; Short=RS 64% GO:0009349;GO:0009231;GO:0055114;GO:0016491;GO:0004746 272568.GDI_1153 riboflavin synthase subunit alpha 84.24% COG0307 _ _ K00793 ribE, RIB5

orf0952 334 gi|498195302|ref|WP_010509458.1| riboflavin biosynthesis protein RibD [Komagataeibacter europaeus] 99% gi|75244375|sp|Q8GWP5.1|RIBD_ARATH
RecName: Full=Riboflavin biosynthesis protein PYRD, chloroplastic; Includes: RecName:

Full=Diaminohydroxyphosphoribosylaminopyrimidine deaminase; Short=DRAP deamina
60% GO:0008835;GO:0008270;GO:0008703;GO:0009231;GO:0055114 _ _ _ _ _ _ K11752 ribD

orf0953 296 gi|517920486|ref|WP_019090694.1| aquaporin [Komagataeibacter europaeus] 100% gi|135858|sp|P26587.1|TIP31_ARATH
RecName: Full=Aquaporin TIP3-1; AltName: Full=Alpha-tonoplast intrinsic protein; Short=Alpha-

TIP; AltName: Full=Tonoplast intrinsic protein 3-1; Short=AtTIP3;1; Cont
51% GO:0006810;GO:0016021;GO:0005215 395963.Bind_3485 major intrinsic protein 75.21% COG0580 _ _ K06188 aqpZ

orf0954 598 gi|657221761|ref|WP_029335479.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0955 177 gi|498195296|ref|WP_010509452.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf0956 72 gi|498199555|ref|WP_010513711.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ _ 272568.GDI_1295 hypothetical protein 95.71% _ _ NOG241060 None _

orf0957 207 gi|498195292|ref|WP_010509448.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0958 303 gi|498195290|ref|WP_010509446.1| thiamine biosynthesis protein ThiF [Komagataeibacter europaeus] 100%
gi|226707539|sp|A1A4L8.2|MOCS3_BOVI

N

RecName: Full=Adenylyltransferase and sulfurtransferase MOCS3; AltName: Full=Molybdenum

cofactor synthesis protein 3; Includes: RecName: Full=Molybdopterin-syntha
68% GO:0008152;GO:0003824 272568.GDI_1293 UBA/ThiF-type NAD/FAD binding protein 86.10% COG0476 _ _ None _

orf0959 128 gi|498195288|ref|WP_010509444.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1292 hypothetical protein 80.80% _ _ NOG86807 None _

orf0960 318 gi|517914750|ref|WP_019084958.1| aspartyl-tRNA synthetase [Komagataeibacter europaeus] 99% _ _ _ GO:0006418;GO:0004812 272568.GDI_1291 hypothetical protein 83.72% COG3807 _ _ K01876 DARS, aspS

orf0961 488 gi|648237319|ref|WP_026018468.1| pyruvate kinase [Komagataeibacter europaeus] 100% gi|259016261|sp|O05118.2|KPYK_METE RecName: Full=Pyruvate kinase; Short=PK [Methylobacterium extorquens AM1] 67% GO:0000287;GO:0016310;GO:0004743;GO:0006094;GO:0006096;GO:0030955;GO:0015976;GO:00 272568.GDI_1290 pyruvate kinase 83.58% COG0469 _ _ K00873 PK, pyk

orf0962 316 gi|517920481|ref|WP_019090689.1| cyclohexadienyl dehydrogenase [Komagataeibacter europaeus] 100% gi|59803033|sp|Q04983.2|TYRC_ZYMMO
RecName: Full=Protein TyrC; AltName: Full=Arogenate dehydrogenase; Short=ADH; AltName:

Full=Cyclohexadienyl dehydrogenase; AltName: Full=Prephenate dehydrogenase; S
62% GO:0009094;GO:0006571;GO:0008977;GO:0000162;GO:0055114;GO:0004665 272568.GDI_1627 putative prephenate dehydrogenase 79.38% COG0287 _ _ K00220 tyrC

orf0963 358 gi|498197350|ref|WP_010511506.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1626 hypothetical protein 81.52% _ _ NOG70648 None _

orf0964 300 gi|498197349|ref|WP_010511505.1| NAD-dependent dehydratase [Komagataeibacter europaeus] 100% gi|2494061|sp|P73212.1|DFRA_SYNY3
RecName: Full=Putative dihydroflavonol-4-reductase; Short=DFR; AltName:

Full=Dihydrokaempferol 4-reductase [Synechocystis sp. PCC 6803 substr. Kazusa]
62% GO:0003824;GO:0044237;GO:0050662 272568.GDI_1625 hopanoid-associated sugar epimerase 92.78% COG0451 _ _ None _

orf0965 66 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0966 401 gi|648238421|ref|WP_026019570.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 272568.GDI_1624 putative glycosyl transferase 87.23% COG0463 _ _ None _

orf0967 280 gi|498197347|ref|WP_010511503.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2496576|sp|P55351.1|Y4AD_RHISN RecName: Full=Uncharacterized protein y4aD [Sinorhizobium fredii NGR234] 56% GO:0006694;GO:0016767;GO:0016102 272568.GDI_1623 squalene synthase HpnC 83.33% COG1562 _ _ None _

orf0968 293 gi|517920479|ref|WP_019090687.1| phytoene synthase [Komagataeibacter europaeus] 100% gi|2499978|sp|P55350.1|Y4AC_RHISN RecName: Full=Putative phytoene synthase [Sinorhizobium fredii NGR234] 58% GO:0006694;GO:0016767;GO:0016102;GO:0016117 272568.GDI_1622 squalene synthase HpnD 84.35% COG1562 _ _ K02291 crtB

orf0969 437 gi|517914755|ref|WP_019084963.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2496575|sp|P55349.1|Y4AB_RHISN RecName: Full=Uncharacterized protein y4aB [Sinorhizobium fredii NGR234] 59% GO:0055114;GO:0016491 272568.GDI_1621 putative amine oxidase 81.91% COG2907 _ _ None _

orf0970 676 gi|648238420|ref|WP_026019569.1| squalene--hopene cyclase [Komagataeibacter europaeus] 100% gi|30179753|sp|P54924.2|SQHC_BRADU
RecName: Full=Squalene--hopene cyclase; AltName: Full=Squalene--hopanol cyclase

[Bradyrhizobium diazoefficiens USDA 110]
67% _ 634452.APA01_01950 squalene--hopene cyclase 86.62% COG1657 _ _ K06045 shc

orf0971 229 gi|498197337|ref|WP_010511493.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0009116;GO:0003824 272568.GDI_1619 hypothetical protein 75.81% _ _ NOG78568 None _

orf0972 399 gi|517914758|ref|WP_019084966.1| acetate kinase [Komagataeibacter europaeus] 100% gi|81698046|sp|Q6N143.1|ACKA_RHOPA RecName: Full=Acetate kinase; AltName: Full=Acetokinase [Rhodopseudomonas palustris CGA009] 63% GO:0000287;GO:0006085;GO:0019530;GO:0016310;GO:0006090;GO:0005524;GO:0005737;GO:00 272568.GDI_1618 acetate kinase 80.25% COG0282 _ _ K00925 ackA

orf0973 789 gi|498197335|ref|WP_010511491.1| phosphoketolase [Komagataeibacter europaeus] 100% gi|21362764|sp|Q8YTZ6.1|PHK2_NOSS1 RecName: Full=Probable phosphoketolase 2 [Nostoc sp. PCC 7120] 82% GO:0005975;GO:0016832 272568.GDI_1617 putative phosphoketolase 89.16% COG3957 _ _ K01621 E4.1.2.9

orf0974 346 gi|517914761|ref|WP_019084969.1| hypothetical protein [Komagataeibacter europaeus] 95% gi|1705731|sp|P49918.1|CDN1C_HUMAN
RecName: Full=Cyclin-dependent kinase inhibitor 1C; AltName: Full=Cyclin-dependent kinase

inhibitor p57; AltName: Full=p57Kip2 [Homo sapiens]
42% _ _ _ _ _ _ _ None _

orf0975 351 gi|498195960|ref|WP_010510116.1| dTDP-glucose 4,6-dehydratase [Komagataeibacter europaeus] 100% gi|12644325|sp|P55294.2|RMLB_NEIMB RecName: Full=dTDP-glucose 4,6-dehydratase [Neisseria meningitidis MC58] 72% GO:0030639;GO:0019872;GO:0009225;GO:0008460;GO:0050662 634452.APA01_18080 dTDP-glucose 4,6-dehydratase 84.81% COG1088 _ _ K01710 E4.2.1.46, rfbB, rffG

orf0976 301 gi|498195957|ref|WP_010510113.1| glucose-1-phosphate thymidylyltransferase [Komagataeibacter europaeus] 100% gi|2507297|sp|P37744.2|RMLA1_ECOLI
RecName: Full=Glucose-1-phosphate thymidylyltransferase 1; Short=G1P-TT 1; AltName:

Full=dTDP-glucose pyrophosphorylase 1; AltName: Full=dTDP-glucose synthase 1 [Es
77% GO:0046075;GO:0030639;GO:0045226;GO:0008879;GO:0046872;GO:0019872 272568.GDI_3377

glucose-1-phosphate thymidylyltransferase; Catalyzes the formation of dTDP-

glucose, from dTT [...]
86.23% COG1209 _ _ K00973 E2.7.7.24, rfbA, rffH

orf0977 81 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0978 705 gi|517915789|ref|WP_019085997.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0979 247 gi|517915790|ref|WP_019085998.1| ABC transporter [Komagataeibacter europaeus] 100% gi|3182890|sp|Q52815.1|AAPP_RHIL3
RecName: Full=General L-amino acid transport ATP-binding protein AapP [Rhizobium

leguminosarum bv. viciae 3841]
77% GO:0015748;GO:0005524;GO:0015416;GO:0006200;GO:0035435;GO:0015716;GO:0015415 272568.GDI_3828 ABC transporter related 82.92% COG1126 _ _ K09972 aapP, bztD

orf0980 526 gi|498195951|ref|WP_010510107.1| transporter [Komagataeibacter europaeus] 100% gi|122425299|sp|Q1RHC0.1|GLNP_RICB RecName: Full=Putative glutamine transport system permease protein GlnP [Rickettsia bellii 53% GO:0006810;GO:0016021;GO:0005886;GO:0005215 272568.GDI_3829 putative transport protein 90.19% COG0765;COG083 _ _ K02029 ABC.PA.P

orf0981 331 gi|498195949|ref|WP_010510105.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81542072|sp|Q9I6Z9.1|BAUR_PSEAE RecName: Full=HTH-type transcriptional activator BauR [Pseudomonas aeruginosa PAO1] 57% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf0982 290 gi|498195948|ref|WP_010510104.1| arginine deiminase [Komagataeibacter europaeus] 100% _ _ _ GO:0006807;GO:0016740;GO:0005737;GO:0016813 272568.GDI_2523 amidinotransferase 79.65% COG1834 _ _ None _

orf0983 416 gi|517920473|ref|WP_019090681.1| nitrate reductase [Komagataeibacter europaeus] 100%
gi|302595996|sp|A0QZE3.1|Y3995_MYCS

2

RecName: Full=Putative hydrolase MSMEG_3995/MSMEI_3903 [Mycobacterium smegmatis str.

MC2 155]
50% GO:0006807;GO:0016813 272568.GDI_2005 putative N-carbamoyl-L-amino acid amidohydrolase 77.78% COG0624 _ _ K06016 E3.5.1.87

orf0984 254 gi|517920472|ref|WP_019090680.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 395491.Rleg_6293 protein of unknown function DUF88 80.63% COG1432 _ _ None _

orf0985 287 gi|517915794|ref|WP_019086002.1| xylose isomerase [Komagataeibacter europaeus] 100% _ _ _ GO:0090305;GO:0004519 _ _ _ _ _ _ None _

orf0986 356 gi|498195939|ref|WP_010510095.1| 2OG-Fe(II) oxygenase [Komagataeibacter europaeus] 100% gi|75297895|sp|Q84MB6.1|DIOX2_ARAT RecName: Full=Probable 2-oxoglutarate-dependent dioxygenase At3g49630 [Arabidopsis thaliana] 52% GO:0016706;GO:0005506;GO:0055114 507522.KPK_1156 oxidoreductase, 2OG-Fe(II) oxygenase family 77.39% COG3491 _ _ K06892 K06892

orf0987 241 gi|648237504|ref|WP_026018653.1| aldolase [Komagataeibacter europaeus] 100% gi|14916848|sp|Q9A8Z4.2|Y1201_CAUCR RecName: Full=Putative aldolase class 2 protein CC_1201 [Caulobacter crescentus CB15] 66% _ 272568.GDI_3830 aldolase II superfamily protein 87.76% COG0235 _ _ None _

orf0988 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf0989 508 gi|498195935|ref|WP_010510091.1| secretion protein [Komagataeibacter europaeus] 100% gi|128491|sp|P24145.1|NODT_RHILT RecName: Full=Nodulation protein T; Flags: Precursor 51% GO:0016020;GO:0008289;GO:0006810;GO:0005215 272568.GDI_3762 putative Outer membrane protein oprM 87.96% COG1538 _ _ None _

orf0990 303 gi|498195933|ref|WP_010510089.1| membrane protein [Komagataeibacter europaeus] 100% gi|14917088|sp|P76185.2|YDHJ_ECOLI RecName: Full=Uncharacterized protein YdhJ [Escherichia coli K-12] 61% _ 272568.GDI_3761 HlyD family secretion protein 96.38% COG1566 _ _ None _

orf0991 64 gi|498195931|ref|WP_010510087.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ _ 272568.GDI_1603 hypothetical protein 94.92% _ _ NOG220761 None _

orf0992 157 gi|498195929|ref|WP_010510085.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_1601 putative transcriptional regulator 78.68% COG1846 _ _ K06075 slyA

orf0993 144 gi|498195927|ref|WP_010510083.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_1600 hypothetical protein 75.18% _ _ NOG266511 None _

orf0994 85 gi|498195925|ref|WP_010510081.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf0995 371 gi|498195923|ref|WP_010510079.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016820;GO:0005524;GO:0006200;GO:0043190;GO:0016887 _ _ _ _ _ _ K02052 ABC.SP.A

orf0996 339 gi|517915799|ref|WP_019086007.1| ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K02055 ABC.SP.S

orf0997 154 gi|517915800|ref|WP_019086008.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016020 _ _ _ _ _ _ None _

orf0998 146 gi|498195917|ref|WP_010510073.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|259646442|sp|A9HGR3.1|Y1595_GLU RecName: Full=UPF0260 protein GDI1595/Gdia_1801 [Gluconacetobacter diazotrophicus PA1 5] 79% _ 272568.GDI_1595 hypothetical protein 83.48% COG2983 _ _ K09160 K09160

orf0999 234 gi|517915801|ref|WP_019086009.1| zinc metallopeptidase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07043 K07043

orf1000 267 gi|498195914|ref|WP_010510070.1| inorganic polyphosphate/ATP-NAD kinase [Komagataeibacter europaeus] 100%
gi|123543594|sp|Q2WB09.1|NADK_MAG

SA

RecName: Full=NAD kinase; AltName: Full=ATP-dependent NAD kinase [Magnetospirillum

magneticum AMB-1]
75%

GO:0006769;GO:0016310;GO:0003951;GO:0046872;GO:0005524;GO:0006741;GO:0005737;GO:00

19674;GO:0046497
272568.GDI_0017 NAD(+) kinase (EC:2.7.1.23) 87.50% COG0061 _ _ K00858 ppnK, NADK

orf1001 283 gi|517915803|ref|WP_019086011.1| carbon-nitrogen hydrolase [Komagataeibacter europaeus] 100% gi|51704324|sp|Q86X76.2|NIT1_HUMAN RecName: Full=Nitrilase homolog 1 [Homo sapiens] 57% GO:0006807;GO:0016746;GO:0016810 272568.GDI_0018 Nitrilase/cyanide hydratase 76.36% COG0388 _ _ K01501 E3.5.5.1

orf1002 319 gi|498195912|ref|WP_010510068.1| cation transporter [Komagataeibacter europaeus] 100% gi|158563858|sp|Q5IRJ6.2|ZNT9_MOUSE
RecName: Full=Zinc transporter 9; Short=ZnT-9; AltName: Full=GRIP1-associated coactivator 63;

Short=GAC63; AltName: Full=Solute carrier family 30 member 9 [Mus mus
54% GO:0055085;GO:0016021;GO:0006812;GO:0008324 272568.GDI_0019 putative cation transporter protein 83.33% COG0053 _ _ None _

orf1003 302 gi|498195911|ref|WP_010510067.1| phosphoserine phosphatase [Komagataeibacter europaeus] 99% gi|1173428|sp|P44997.1|SERB_HAEIN
RecName: Full=Phosphoserine phosphatase; Short=PSP; Short=PSPase; AltName: Full=O-

phosphoserine phosphohydrolase [Haemophilus influenzae Rd KW20]
62% GO:0004647;GO:0006544;GO:0006564;GO:0016311;GO:0006566 272568.GDI_0020 phosphoserine phosphatase 75.77% COG0560 _ _ K01079 serB, PSPH

orf1004 334 gi|517915805|ref|WP_019086013.1|
tRNA delta(2)-isopentenylpyrophosphate transferase [Komagataeibacter

europaeus]
99%

gi|189081954|sp|A9GZI5.1|MIAA_GLUD

A

RecName: Full=tRNA dimethylallyltransferase; AltName: Full=Dimethylallyl diphosphate:tRNA

dimethylallyltransferase; Short=DMAPP:tRNA dimethylallyltransferase; Shor
73% GO:0005524;GO:0052381;GO:0008033 272568.GDI_0021

tRNA delta(2)-isopentenylpyrophosphate transferase; Catalyzes the transfer of a

dimethylally [...]
77.06% COG0324 _ _ K00791 miaA, TRIT1

orf1005 606 gi|498195909|ref|WP_010510065.1| acetolactate synthase [Komagataeibacter europaeus] 100% gi|20141555|sp|P40811.3|ILVI_SALTY
RecName: Full=Acetolactate synthase isozyme 3 large subunit; AltName: Full=AHAS-III; AltName:

Full=ALS-III; AltName: Full=Acetohydroxy-acid synthase III large subun
66%

GO:0000287;GO:0015940;GO:0050660;GO:0009097;GO:0003984;GO:0005948;GO:0009098;GO:00

09099;GO:0030976
272568.GDI_0022 acetolactate synthase, large subunit, biosynthetic type 89.93% COG0028 _ _ K01652

E2.2.1.6L, ilvB,

ilvG, ilvI

orf1006 186 gi|663060903|dbj|BAP16206.1|
acetohydroxyacid synthase isozyme III small regulatory subunit

[Komagataeibacter europaeus]
100% gi|20141514|sp|P21622.2|ILVH_SALTY

RecName: Full=Acetolactate synthase isozyme 3 small subunit; AltName: Full=ALS-III; AltName:

Full=Acetohydroxy-acid synthase III small subunit; Short=AHAS-III [Salm
65% GO:0009099;GO:0009098;GO:0005948;GO:0015940;GO:0016597;GO:0009097;GO:0003984 272568.GDI_0023 acetolactate synthase 3 regulatory subunit 89.03% COG0440 _ _ K01653 E2.2.1.6S, ilvH, ilvN

orf1007 339 gi|498195907|ref|WP_010510063.1| ketol-acid reductoisomerase [Komagataeibacter europaeus] 100% gi|189045061|sp|A9GZJ4.1|ILVC_GLUDA
RecName: Full=Ketol-acid reductoisomerase; AltName: Full=Acetohydroxy-acid isomeroreductase;

AltName: Full=Alpha-keto-beta-hydroxylacyl reductoisomerase [Gluconace
96%

GO:0009098;GO:0009099;GO:0015940;GO:0016853;GO:0009097;GO:0004455;GO:0055114;GO:00

50662
272568.GDI_0024 ketol-acid reductoisomerase 95.58% COG0059 _ _ K00053 ilvC

orf1008 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1009 215 gi|498195906|ref|WP_010510062.1| fumarylacetoacetase [Komagataeibacter europaeus] 100%
gi|408360095|sp|Q8R0F8.2|FAHD1_MOU

SE

RecName: Full=Acylpyruvase FAHD1, mitochondrial; AltName: Full=Fumarylacetoacetate

hydrolase domain-containing protein 1; Flags: Precursor [Mus musculus]
60% GO:0016787;GO:0008152 _ _ _ _ _ _ K16165 nagK

orf1010 354 gi|498195905|ref|WP_010510061.1| aldo/keto reductase [Komagataeibacter europaeus] 100% gi|74582248|sp|O59826.1|KCAB_SCHPO
RecName: Full=Putative voltage-gated potassium channel subunit beta; AltName: Full=K(+) channel

subunit beta [Schizosaccharomyces pombe 972h-]
54% GO:0055114;GO:0016491 272568.GDI_1640 oxidoreductase 94.48% COG0667 _ _ None _

orf1011 867 gi|517920467|ref|WP_019090675.1| ATPase AAA [Komagataeibacter europaeus] 100% gi|54035765|sp|Q6N1H2.1|CLPB_RHOPA RecName: Full=Chaperone protein ClpB [Rhodopseudomonas palustris CGA009] 82% GO:0005524;GO:0016485;GO:0017111;GO:0009408;GO:0005737 634452.APA01_17450 Clp protease ATP-binding subunit ClpB 92.53% COG0542 _ _ K03695 clpB

orf1012 107 gi|648237562|ref|WP_026018711.1| hypothetical protein [Komagataeibacter europaeus] 93% gi|239938685|sp|O34990.2|PURU_BACSU
RecName: Full=Formyltetrahydrofolate deformylase; AltName: Full=Formyl-FH(4) hydrolase

[Bacillus subtilis subsp. subtilis str. 168]
57% GO:0016787;GO:0009058 _ _ _ _ _ _ K01433 purU

orf1013 299 gi|517916139|ref|WP_019086347.1| hypothetical protein [Komagataeibacter europaeus] 98%
gi|190359403|sp|A1B5A7.1|FOLD1_PAR

DP

RecName: Full=Bifunctional protein FolD 1; Includes: RecName: Full=Methylenetetrahydrofolate

dehydrogenase; Includes: RecName: Full=Methenyltetrahydrofolate cyclo
76%

GO:0004477;GO:0055114;GO:0009396;GO:0004488;GO:0000105;GO:0006164;GO:0035999;GO:00

46487;GO:0009086
318586.Pden_2614

methenyltetrahydrofolate cyclohydrolase; Catalyzes the oxidation of 5,10-

methylenetetrahydr [...]
76.43% COG0190 _ _ K01491 folD

orf1014 367 gi|517916141|ref|WP_019086349.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1015 354 gi|517916142|ref|WP_019086350.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1016 692 gi|582020722|gb|AHI24064.1| TonB-dependent receptor [Gluconacetobacter xylinus E25] 99% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_0328 TonB-dependent receptor 77.84% COG1629 _ _ K02014 TC.FEV.OM

orf1017 580 gi|517916144|ref|WP_019086352.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0009058;GO:0016841 _ _ _ _ _ _ K01745 hutH, HAL

orf1018 328 gi|517916145|ref|WP_019086353.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1019 488 gi|648237563|ref|WP_026018712.1| histidine ammonia-lyase [Komagataeibacter europaeus] 99% gi|259491420|sp|C1CWB4.1|HUTH_DEID RecName: Full=Histidine ammonia-lyase; Short=Histidase [Deinococcus deserti VCD115] 52% GO:0009058;GO:0016841 266835.mll7124 histidine ammonia-lyase 77.24% COG2986 _ _ K01745 hutH, HAL

orf1020 189 gi|517916147|ref|WP_019086355.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|13124408|sp|P57767.1|PAAD_THAAR RecName: Full=Probable aromatic acid decarboxylase 71% GO:0016829;GO:0008152 366394.Smed_4000 3-octaprenyl-4-hydroxybenzoate carboxy-lyase 75.96% COG0163 _ _ K03186 ubiX

orf1021 456 gi|648237564|ref|WP_026018713.1| 3-octaprenyl-4-hydroxybenzoate carboxy-lyase [Komagataeibacter europaeus] 99% gi|6686203|sp|P72315.1|YCOM_RHORU RecName: Full=Uncharacterized protein in cooM 5'region 54% GO:0016831;GO:0010181;GO:0006744;GO:0055114;GO:0005886;GO:0016491 _ _ _ _ _ _ K03182 ubiD

orf1022 421 gi|582020691|gb|AHI24033.1| transcriptional regulator, LysR family [Gluconacetobacter xylinus E25] 90% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf1023 330 gi|582020690|gb|AHI24032.1| transcriptional regulator, LuxR family [Gluconacetobacter xylinus E25] 95% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf1024 733 gi|582020689|gb|AHI24031.1|
glycine cleavage T protein (aminomethyl transferase) [Gluconacetobacter xylinus

E25]
94% gi|59797725|sp|Q6A9R6.1|GCST_PROAC

RecName: Full=Aminomethyltransferase; AltName: Full=Glycine cleavage system T protein

[Propionibacterium acnes KPA171202]
51% GO:0006546;GO:0004047;GO:0006566;GO:0032259;GO:0005737;GO:0006563 395965.Msil_3603 glycine cleavage T protein (aminomethyl transferase) 83.38% COG0404 _ _ K00605 gcvT, AMT

orf1025 448 gi|582020688|gb|AHI24030.1| dimethylaniline monooxygenase (N-oxide forming) [Gluconacetobacter xylinus 98% _ _ _ GO:0050661;GO:0004499;GO:0050660;GO:0055114 391165.GbCGDNIH1_1825 dimethylaniline monooxygenase (N-oxide forming) 81.29% COG2072 _ _ K00485 FMO

orf1026 351 gi|582020687|gb|AHI24029.1| aminomethyltransferase protein [Gluconacetobacter xylinus E25] 98%
gi|123576895|sp|Q3AET7.1|GCST_CARH

Z

RecName: Full=Aminomethyltransferase; AltName: Full=Glycine cleavage system T protein

[Carboxydothermus hydrogenoformans Z-2901]
48% GO:0006546;GO:0004047;GO:0006566;GO:0032259;GO:0005737;GO:0006563 311403.Arad_8372 aminomethyltransferase protein 82.01% COG0404 _ _ K00605 gcvT, AMT

orf1027 188 gi|582020686|gb|AHI24028.1| ferredoxin [Gluconacetobacter xylinus E25] 88% _ _ _ GO:0009055;GO:0046872;GO:0051537;GO:0006118;GO:0055114;GO:0016491 _ _ _ _ _ _ None _



orf1028 349 gi|582020685|gb|AHI24027.1| conserved hypothetical cytosolic protein [Gluconacetobacter xylinus E25] 95% _ _ _ _ 78245.Xaut_3180 hypothetical protein 77.39% _ _ NOG85340 None _

orf1029 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1030 548 gi|582020695|gb|AHI24037.1| urocanate hydratase [Gluconacetobacter xylinus E25] 98% gi|166224488|sp|A5FZC1.1|HUTU_ACICJ
RecName: Full=Urocanate hydratase; Short=Urocanase; AltName: Full=Imidazolonepropionate

hydrolase [Acidiphilium cryptum JF-5]
69% GO:0016153;GO:0019557;GO:0005737;GO:0019556 269483.Bcep18194_B3016 urocanate hydratase 85.37% COG2987 _ _ K01712 hutU, UROC1

orf1031 368 gi|582020696|gb|AHI24038.1| hypothetical protein H845_73 [Gluconacetobacter xylinus E25] 99% _ _ _ _ 311403.Arad_0588 hypothetical protein 79.78% COG3535 _ _ K09703 K09703

orf1032 401 gi|582020697|gb|AHI24039.1| amidase, hydantoinase/carbamoylase family [Gluconacetobacter xylinus E25] 92% gi|2506176|sp|P37113.2|AMAB1_GEOSE
RecName: Full=N-carbamoyl-L-amino acid hydrolase; AltName: Full=L-carbamoylase [Geobacillus

stearothermophilus]
52% GO:0006807;GO:0016813 _ _ _ _ _ _ K06016 E3.5.1.87

orf1033 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1034 363 gi|582020698|gb|AHI24040.1| allantoinase protein [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0006807;GO:0016810 _ _ _ _ _ _ K01466 allB

orf1035 516 gi|647509181|ref|WP_025813499.1| hypothetical protein [Komagataeibacter kakiaceti] 83% _ _ _ _ _ _ _ _ _ _ K01745 hutH, HAL

orf1036 422 gi|582020700|gb|AHI24042.1|
major facilitator superfamily alpha-ketoglutarate/sugar transporter

[Gluconacetobacter xylinus E25]
90% gi|84029499|sp|P0AEX3.1|KGTP_ECOLI RecName: Full=Alpha-ketoglutarate permease [Escherichia coli K-12] 57% GO:0008643;GO:0055085;GO:0016021;GO:0005215 _ _ _ _ _ _ K03762 proP

orf1037 782 gi|582020701|gb|AHI24043.1| TonB-dependent receptor [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_0328 TonB-dependent receptor 92.78% COG1629 _ _ K02014 TC.FEV.OM

orf1038 385 gi|582020702|gb|AHI24044.1| putative major facilitator superfamily transporter [Gluconacetobacter xylinus E25] 95% gi|2851664|sp|P39398.2|YJJL_ECOLI RecName: Full=L-galactonate transporter [Escherichia coli K-12] 56% GO:0055085;GO:0016021 _ _ _ _ _ _ None _

orf1039 426 gi|582020703|gb|AHI24045.1| transcriptional regulator, LysR family [Gluconacetobacter xylinus E25] 94% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf1040 170 gi|498353013|ref|WP_010667169.1| hypothetical protein, partial [Acetobacter aceti] 62% _ _ _ _ _ _ _ _ _ _ None _

orf1041 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1042 284 gi|582020705|gb|AHI24047.1| Formyltetrahydrofolate deformylase [Gluconacetobacter xylinus E25] 98% gi|2500006|sp|Q46339.1|PURU_CORS1
RecName: Full=Formyltetrahydrofolate deformylase; AltName: Full=Formyl-FH(4) hydrolase

[Corynebacterium sp. P-1]
67% GO:0008864;GO:0016597;GO:0016742;GO:0046487;GO:0006189 290633.GOX2073 formyltetrahydrofolate deformylase 84.29% COG0788 _ _ K01433 purU

orf1043 201 gi|582020706|gb|AHI24048.1| Sarcosine oxidase gamma subunit [Gluconacetobacter xylinus E25] 85% _ _ _ _ _ _ _ _ _ _ K00305 soxG

orf1044 1007 gi|582020707|gb|AHI24049.1| sarcosine oxidase, alpha subunit [Gluconacetobacter xylinus E25] 93% gi|7388257|sp|O87386.2|SOXA_RHIME
RecName: Full=Sarcosine oxidase subunit alpha; Short=Sarcosine oxidase subunit [Sinorhizobium

meliloti 1021]
66%

GO:0006546;GO:0046653;GO:0006566;GO:0055114;GO:0005737;GO:0006563;GO:0008115;GO:00

04047;GO:0032259
_ _ _ _ _ _ K00302 soxA

orf1045 58 gi|582020708|gb|AHI24050.1| sarcosine oxidase delta subunit [Gluconacetobacter xylinus E25] 88% gi|7388258|sp|O87387.1|SOXD_RHIME
RecName: Full=Sarcosine oxidase subunit delta; Short=Sarcosine oxidase subunit D [Sinorhizobium

meliloti 1021]
77% GO:0008115;GO:0006544;GO:0046653;GO:0006566;GO:0055114;GO:0006563 441620.Mpop_1578 Sarcosine oxidase delta subunit heterotetrameric 81.40% COG4311 _ _ K00304 soxD

orf1046 419 gi|582020709|gb|AHI24051.1| sarcosine oxidase, beta subunit family [Gluconacetobacter xylinus E25] 97% gi|7388242|sp|O87388.1|SOXB_RHIME
RecName: Full=Sarcosine oxidase subunit beta; Short=Sarcosine oxidase subunit B [Sinorhizobium

meliloti 1021]
86% GO:0008115;GO:0006544;GO:0046653;GO:0006566;GO:0055114;GO:0006563 391165.GbCGDNIH1_0177 sarcosine oxidase beta subunit 87.80% COG0665 _ _ K00303 soxB

orf1047 323 gi|582020710|gb|AHI24052.1| transcriptional regulators, LysR family [Gluconacetobacter xylinus E25] 96% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf1048 217 gi|582020711|gb|AHI24053.1| transcriptional regulator [Gluconacetobacter xylinus E25] 99% _ _ _ GO:0043565 438753.AZC_1503 transcriptional regulator 86.10% COG1396 _ _ None _

orf1049 275 gi|582020712|gb|AHI24054.1| glutamate synthase (NADPH) GltB1 subunit [Gluconacetobacter xylinus E25] 96% gi|7531130|sp|O87390.3|GLXB_RHIME RecName: Full=Glutamine amidotransferase-like protein GlxB [Sinorhizobium meliloti 1021] 72% _ _ _ _ _ _ _ None _

orf1050 228 gi|582020713|gb|AHI24055.1| glutamate synthase alpha subunit domain protein [Gluconacetobacter xylinus E25] 98% gi|7387708|sp|O87391.1|GLXC_RHIME RecName: Full=Protein GlxC [Sinorhizobium meliloti 1021] 73% GO:0055114;GO:0016491 398580.Dshi_1869 putative glutamate synthase 76.79% COG0070 _ _ None _

orf1051 445 gi|582020714|gb|AHI24056.1| glutamate synthase (NADPH) GltB2 subunit [Gluconacetobacter xylinus E25] 99% gi|7531131|sp|O87392.2|GLXD_RHIME RecName: Full=Glutamate synthase large subunit-like protein [Sinorhizobium meliloti 1021] 91% GO:0015930;GO:0006537;GO:0055114 265072.Mfla_0459 glutamate synthase (NADPH) GltB2 subunit 92.45% COG0069 _ _ None _

orf1052 444 gi|582022186|gb|AHI25528.1| glutamine synthetase, type III [Gluconacetobacter xylinus E25] 96% gi|399549|sp|P31592.1|GLNA3_RHILP
RecName: Full=Glutamine synthetase 3; AltName: Full=Glutamate--ammonia ligase; AltName:

Full=Glutamine synthetase III; Short=GSIII
76% GO:0009252;GO:0004356;GO:0006542 438753.AZC_1499 glutamine synthetase III 79.06% COG0174 _ _ K01915 glnA

orf1053 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1054 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1055 444 gi|582020716|gb|AHI24058.1| ammonium transporter [Gluconacetobacter xylinus E25] 91% gi|62288008|sp|P69680.1|AMTB_ECO57
RecName: Full=Ammonia channel; AltName: Full=Ammonia transporter; Flags: Precursor

[Escherichia coli O157:H7]
62% GO:0008519;GO:0016020;GO:0072488 _ _ _ _ _ _ K03320 amt, AMT, MEP

orf1056 37 gi|498202280|ref|WP_010516436.1| hypothetical protein [Komagataeibacter oboediens] 97% gi|400707|sp|P31521.1|P47K_PSECL RecName: Full=47 kDa protein; AltName: Full=P47K 89% _ _ _ _ _ _ _ None _

orf1057 106 gi|647505992|ref|WP_025812479.1| hypothetical protein [Komagataeibacter kakiaceti] 98% _ _ _ _ _ _ _ _ _ _ None _

orf1058 392 gi|582021310|gb|AHI24652.1| PepSY-associated TM helix domain protein [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf1059 169 gi|582021311|gb|AHI24653.1| ferric regulator PfrI [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0016987;GO:0003700;GO:0006352 _ _ _ _ _ _ K03088 SIG3.2, rpoE

orf1060 331 gi|582021312|gb|AHI24654.1| putative transmembrane sensor protein [Gluconacetobacter xylinus E25] 95% _ _ _ GO:0016021 _ _ _ _ _ _ None _

orf1061 836 gi|582021313|gb|AHI24655.1| TonB-dependent siderophore receptor [Gluconacetobacter xylinus E25] 98%
gi|325530047|sp|E1W8M5.1|FOXA_SALT

S

RecName: Full=Ferrioxamine B receptor; Flags: Precursor [Salmonella enterica subsp. enterica

serovar Typhimurium str. SL1344]
52% GO:0044718;GO:0009279;GO:0006826;GO:0007165;GO:0005506;GO:0004872;GO:0015343 _ _ _ _ _ _ K02014 TC.FEV.OM

orf1062 183 gi|498198369|ref|WP_010512525.1| multidrug transporter [Komagataeibacter europaeus] 99%
gi|226700681|sp|B5RBW8.1|MDTB_SAL

G2

RecName: Full=Multidrug resistance protein MdtB; AltName: Full=Multidrug transporter MdtB

[Salmonella enterica subsp. enterica serovar Gallinarum str. 287/91]
75% GO:0016020;GO:0006810;GO:0005215 272568.GDI_3367 acriflavin resistance protein 81.69% COG0841 _ _ K07789 mdtC

orf1063 146 gi|494642294|ref|WP_007400238.1| PadR family transcriptional regulator [Gluconacetobacter sp. SXCC-1] 100% gi|54040561|sp|P64589.1|YQJI_SHIFL RecName: Full=Uncharacterized protein YqjI [Shigella flexneri] 53% _ 634452.APA01_15260 transcriptional regulator PadR 86.71% COG1695 _ _ None _

orf1064 68 gi|494642739|ref|WP_007400683.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 96% _ _ _ _ _ _ _ _ _ _ None _

orf1065 112 gi|494642295|ref|WP_007400239.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 88% _ _ _ _ _ _ _ _ _ _ None _

orf1066 105 gi|494642738|ref|WP_007400682.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 95% _ _ _ _ _ _ _ _ _ _ None _

orf1067 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1068 69 gi|503871486|ref|WP_014105480.1|
integrase [Komagataeibacter phage integrase [Gluconacetobacter medellinensis

NBRC 3288]
90% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ None _

orf1069 84 gi|494642662|ref|WP_007400606.1| Integrase [Gluconacetobacter sp. SXCC-1] 89% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ None _

orf1070 131 gi|648238600|ref|WP_026019749.1| transposase [Komagataeibacter europaeus] 100% _ _ _ _ 216596.RL0457 putative transposase 80.31% COG3293 _ _ None _

orf1071 106 gi|517916935|ref|WP_019087143.1| insertion element IS402 protein [Komagataeibacter europaeus] 98% _ _ _ _ 349163.Acry_0100 hypothetical protein 85.44% COG3293 _ _ None _

orf1072 69 gi|494642662|ref|WP_007400606.1| Integrase [Gluconacetobacter sp. SXCC-1] 94% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ K04763 xerD

orf1073 542 gi|517916337|ref|WP_019086545.1| glutamyl-tRNA amidotransferase subunit B [Komagataeibacter europaeus] 98%
gi|122327412|sp|Q0BTK1.1|GATB_GRAB

C

RecName: Full=Aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit B; Short=Asp/Glu-ADT

subunit B [Granulibacter bethesdensis CGDNIH1]
88% GO:0005524;GO:0006412;GO:0016884;GO:0016740 272568.GDI_2977 aspartyl/glutamyl-tRNA amidotransferase subunit B 91.34% COG0064 _ _ K02434 gatB, PET112

orf1074 494 gi|517916336|ref|WP_019086544.1| glutamyl-tRNA(Gln) amidotransferase [Komagataeibacter europaeus] 99%
gi|81556901|sp|Q5FND3.1|GATA_GLUO

X

RecName: Full=Glutamyl-tRNA(Gln) amidotransferase subunit A; Short=Glu-ADT subunit A

[Gluconobacter oxydans 621H]
84% GO:0006536;GO:0005524;GO:0016787;GO:0006412;GO:0050567;GO:0016740 272568.GDI_2978 aspartyl/glutamyl-tRNA amidotransferase subunit A 87.84% COG0154 _ _ K02433 gatA, QRSL1

orf1075 158 gi|498197393|ref|WP_010511549.1| Holliday junction resolvase [Komagataeibacter europaeus] 100%
gi|189046098|sp|A9HRJ3.1|RUVX_GLUD

A
RecName: Full=Putative Holliday junction resolvase [Gluconacetobacter diazotrophicus PA1 5] 85% GO:0006281;GO:0090305;GO:0006310;GO:0005737;GO:0004518;GO:0003676 272568.GDI_2980

Holliday junction resolvase YqgF; Could be a nuclease that resolves Holliday

junction interm [...]
87.30% COG0816 _ _ K07447 ruvX

orf1076 101 gi|498197392|ref|WP_010511548.1| glutamyl-tRNA amidotransferase subunit C [Komagataeibacter europaeus] 100%
gi|189045165|sp|A9HRJ1.1|GATC_GLUD

A

RecName: Full=Aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit C; Short=Asp/Glu-ADT

subunit C [Gluconacetobacter diazotrophicus PA1 5]
94% _ 272568.GDI_2979

glutamyl-tRNA(Gln) amidotransferase subunit C; Allows the formation of

correctly charged Asn [...]
93.68% COG0721 _ _ K02435 gatC, GATC

orf1077 309 gi|498197394|ref|WP_010511550.1| aquaporin [Komagataeibacter europaeus] 100% gi|92090616|sp|P28238.2|MIP_CHICK
RecName: Full=Lens fiber major intrinsic protein; AltName: Full=Aquaporin-0; Short=AQP0;

AltName: Full=MIP26; Short=MP26 [Gallus gallus]
66% GO:0006810;GO:0016021;GO:0005215 395963.Bind_3485 major intrinsic protein 75.21% COG0580 _ _ K06188 aqpZ

orf1078 544 gi|517916332|ref|WP_019086540.1| dihydroxyacetone kinase [Komagataeibacter europaeus] 100% gi|1169288|sp|P45510.3|DHAK_CITFR RecName: Full=Dihydroxyacetone kinase; Short=DHA kinase; AltName: Full=Glycerone kinase 60% GO:0006071;GO:0016310;GO:0046486;GO:0004371 _ _ _ _ _ _ K00863
E2.7.1.29, DAK1,

DAK2

orf1079 117 gi|657222164|ref|WP_029335882.1| PhnA protein [Komagataeibacter europaeus] 100% gi|84029271|sp|P0AFJ3.1|PHNA_ECO57 RecName: Full=Protein PhnA [Escherichia coli O157:H7] 75% _ 290633.GOX0527 alkylphosphonate uptake protein PhnA 86.36% COG2824 _ _ K06193 phnA

orf1080 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1081 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1082 390 gi|517916330|ref|WP_019086538.1| dipeptidyl aminopeptidase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1083 329 gi|517916329|ref|WP_019086537.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf1084 164 gi|517916328|ref|WP_019086536.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|189040245|sp|A9H867.1|Y551_GLUDA RecName: Full=UPF0178 protein GDI0551/Gdia_1457 [Gluconacetobacter diazotrophicus PA1 5] 92% _ 272568.GDI_0551 hypothetical protein 91.84% COG1671 _ _ K09768 K09768

orf1085 63 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1086 555 gi|517921276|ref|WP_019091484.1| phosphoglucomutase [Komagataeibacter europaeus] 100% gi|585669|sp|P38569.1|PGM_KOMXY
RecName: Full=Phosphoglucomutase; Short=PGM; AltName: Full=Glucose phosphomutase

[Komagataeibacter xylinus]
100%

GO:0000287;GO:0005982;GO:0006094;GO:0006096;GO:0005985;GO:0004614;GO:0006098;GO:00

19872;GO:0006012
634452.APA01_15810 phosphoglucomutase 97.97% COG0033 _ _ K01835 pgm

orf1087 115 gi|498197942|ref|WP_010512098.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1088 149 gi|498197941|ref|WP_010512097.1| Fur family transcriptional regulator [Komagataeibacter europaeus] 100% gi|27808651|sp|O07315.2|FUR_RHILV
RecName: Full=Ferric uptake regulation protein; Short=Ferric uptake regulator [Rhizobium

leguminosarum bv. viciae]
74% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 391165.GbCGDNIH1_0390 ferric uptake regulation protein 79.23% COG0735 _ _ K03711 fur

orf1089 219 gi|657222314|ref|WP_029336032.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1090 63 gi|582022246|gb|AHI25588.1| hypothetical protein H845_1645 [Gluconacetobacter xylinus E25] 87% _ _ _ _ _ _ _ _ _ _ None _

orf1091 162 gi|498199256|ref|WP_010513412.1| bacterioferritin [Komagataeibacter oboediens] 100% gi|114931|sp|P22759.2|BFR_AZOVI RecName: Full=Bacterioferritin; Short=BFR; AltName: Full=Cytochrome b-557.5 76% _ 272568.GDI_3694
bacterioferritin; May perform analogous functions in iron detoxification and

storage to that [...]
96.79% COG2193 _ _ K03594 bfr

orf1092 410 gi|517920913|ref|WP_019091121.1| methylthioribose kinase [Komagataeibacter europaeus] 100% gi|75268193|sp|Q9C6D2.1|MTK_ARATH RecName: Full=Methylthioribose kinase; Short=AtMTK; Short=MTR kinase [Arabidopsis thaliana] 54% GO:0016310;GO:0046522;GO:0005524;GO:0019284;GO:0019509 _ _ _ _ _ _ K00899 mtnK

orf1093 554 gi|517920911|ref|WP_019091119.1| type I restriction endonuclease EcoprrI subunit M [Komagataeibacter europaeus] 98% _ _ _ GO:0003677;GO:0032775;GO:0008170;GO:0009007 _ _ _ _ _ _ K03427 hsdM

orf1094 349 gi|517916974|ref|WP_019087182.1| transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1095 146 gi|498193762|ref|WP_010507918.1| biotin transporter BioY [Komagataeibacter europaeus] 100% _ _ _ GO:0042967;GO:0008080 _ _ _ _ _ _ None _

orf1096 394 gi|657221482|ref|WP_029335200.1| restriction endonuclease MjaXIP subunit S [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006304 _ _ _ _ _ _ K01154 hsdS

orf1097 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1098 454 gi|517916971|ref|WP_019087179.1| multidrug transporter [Komagataeibacter europaeus] 100% gi|14285605|sp|Q9F5N7.1|NORM_BURVI RecName: Full=Multidrug resistance protein NorM; AltName: Full=Multidrug-efflux transporter 55% GO:0016020;GO:0015238;GO:0015297;GO:0006855 _ _ _ _ _ _ K03327
TC.MATE,

SLC47A, norM,

orf1099 168 gi|498193757|ref|WP_010507913.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04180 hypothetical protein 75.61% _ _ NOG243277 None _

orf1100 108 gi|498193756|ref|WP_010507912.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1101 421 gi|517914689|ref|WP_019084897.1| 3-phosphoglycerate dehydrogenase [Komagataeibacter europaeus] 100% gi|1173427|sp|P43885.1|SERA_HAEIN
RecName: Full=D-3-phosphoglycerate dehydrogenase; Short=PGDH [Haemophilus influenzae Rd

KW20]
75% GO:0006544;GO:0006564;GO:0051287;GO:0006566;GO:0055114;GO:0004617 272568.GDI_1874 D-3-phosphoglycerate dehydrogenase 90.80% COG0111 _ _ K00058 serA, PHGDH

orf1102 271 gi|498193754|ref|WP_010507910.1| histidinol-phosphate phosphatase [Komagataeibacter europaeus] 99% gi|75223281|sp|Q6NPM8.1|HIS7_ARATH
RecName: Full=Bifunctional phosphatase IMPL2, chloroplastic; AltName: Full=Histidinol-

phosphatase; AltName: Full=Histidinol-phosphate phosphatase; Short=HPP; AltNam
58% GO:0046854 272568.GDI_1875 inositol monophosphatase 80.80% COG0483 _ _ K01092

E3.1.3.25, IMPA,

suhB

orf1103 127 gi|498193753|ref|WP_010507909.1| cytochrome C [Komagataeibacter europaeus] 100% gi|231956|sp|P30323.1|CYCM_BRADU RecName: Full=Cytochrome c homolog [Bradyrhizobium diazoefficiens USDA 110] 60% GO:0009055;GO:0020037;GO:0005506;GO:0006118 272568.GDI_1876 cytochrome c class I 75.90% COG3474 _ _ K08738 CYC

orf1104 245 gi|498193752|ref|WP_010507908.1| 3-deoxy-manno-octulosonate cytidylyltransferase [Komagataeibacter europaeus] 100%
gi|226724327|sp|B6IWU1.1|KDSB_RHOC

S

RecName: Full=3-deoxy-manno-octulosonate cytidylyltransferase; AltName: Full=CMP-2-keto-3-

deoxyoctulosonic acid synthase; Short=CKS; Short=CMP-KDO synthase [Rhodos
75% GO:0008690;GO:0009103;GO:0033468;GO:0005737 272568.GDI_1877 putative 3-deoxy-manno-octulosonate cytidylyltransferase 78.37% COG1212 _ _ K00979 kdsB

orf1105 281 gi|498193751|ref|WP_010507907.1| prephenate dehydratase [Komagataeibacter europaeus] 100% _ _ _ GO:0019274;GO:0004664;GO:0009094;GO:0006571;GO:0016597;GO:0000162 272568.GDI_1878 prephenate dehydratase 86.08% COG0077 _ _ K04518 pheA2

orf1106 292 gi|517914685|ref|WP_019084893.1| dihydrodipicolinate synthase [Komagataeibacter europaeus] 100%
gi|189082774|sp|A9HIW2.1|DAPA_GLUD

A

RecName: Full=4-hydroxy-tetrahydrodipicolinate synthase; Short=HTPA synthase

[Gluconacetobacter diazotrophicus PA1 5]
87% GO:0009089;GO:0019877;GO:0008840;GO:0016843;GO:0005737 634452.APA01_11860 dihydrodipicolinate synthase 87.97% COG0329 _ _ K01714 dapA

orf1107 164 gi|498193748|ref|WP_010507904.1| single-stranded DNA-binding protein [Komagataeibacter europaeus] 100%
gi|187611479|sp|A9HIW5.1|SSRP_GLUD

A
RecName: Full=SsrA-binding protein [Gluconacetobacter diazotrophicus PA1 5] 98% GO:0003723;GO:0005737 272568.GDI_1880

SsrA-binding protein; Binds specifically to the ssrA RNA (tmRNA) and is

required for stable  [...]
97.96% COG0691 _ _ K03664 smpB

orf1108 204 gi|498193747|ref|WP_010507903.1| cold-shock protein [Komagataeibacter europaeus] 100% gi|38372204|sp|Q89A90.3|CSPE_BUCBP
RecName: Full=Cold shock-like protein CspE; Short=CSP-E [Buchnera aphidicola str. Bp (Baizongia

pistaciae)]
77% GO:0003677;GO:0006355;GO:0005737 272568.GDI_1881 cold shock-like protein CspE 88.37% COG1278 _ _ K03704 cspA

orf1109 715 gi|517914682|ref|WP_019084890.1| ATP-dependent DNA helicase RecG [Komagataeibacter europaeus] 100% gi|20139447|sp|Q8XD86.1|RECG_ECO57 RecName: Full=ATP-dependent DNA helicase RecG [Escherichia coli O157:H7] 60% GO:0005524;GO:0008152;GO:0004386;GO:0003676 272568.GDI_1884 DEAD/DEAH box helicase domain protein 79.88% COG1200 _ _ K03655 recG

orf1110 103 gi|498193744|ref|WP_010507900.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ _ 272568.GDI_1885 hypothetical protein 93.94% COG2938 _ _ K09159 K09159

orf1111 1160 gi|498193743|ref|WP_010507899.1| transcription-repair coupling factor [Komagataeibacter europaeus] 100% gi|123388111|sp|Q1RI82.1|MFD_RICBR RecName: Full=Transcription-repair-coupling factor; Short=TRCF [Rickettsia bellii RML369-C] 69% GO:0005524;GO:0003684;GO:0006355;GO:0004386;GO:0000716;GO:0005737 272568.GDI_1886 transcription-repair coupling factor 92.14% COG1197 _ _ K03723 mfd

orf1112 310 gi|498193742|ref|WP_010507898.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1113 318 gi|517920904|ref|WP_019091112.1| bile acid:sodium symporter [Komagataeibacter europaeus] 100% gi|12231049|sp|P39879.2|Y2026_PSEAE RecName: Full=Uncharacterized protein PA2026 [Pseudomonas aeruginosa PAO1] 71% _ 272568.GDI_1889 hypothetical protein 80.78% COG0385 _ _ K14347 SLC10A7, P7

orf1114 477 gi|517920903|ref|WP_019091111.1| cytochrome D ubiquinol oxidase subunit I [Komagataeibacter europaeus] 100% gi|68067737|sp|Q05733.2|DCHS_DROME RecName: Full=Histidine decarboxylase; Short=HDC [Drosophila melanogaster] 45% GO:0016831;GO:0006520;GO:0030170 272568.GDI_1891 putative tyrosine decarboxylase 84.26% COG0076 _ _ None _

orf1115 631 gi|517914677|ref|WP_019084885.1| cobalt chelatase [Komagataeibacter europaeus] 100% gi|231834|sp|P29934.1|COBT_PSEDE
RecName: Full=Aerobic cobaltochelatase subunit CobT; AltName: Full=Hydrogenobyrinic acid a,c-

diamide cobaltochelatase subunit CobT [Pseudomonas denitrificans]
65% GO:0009236 272568.GDI_1892 cobalt chelatase, pCobT subunit (EC:6.6.1.2) 77.74% COG4547 _ _ K09883 cobT

orf1116 358 gi|648237309|ref|WP_026018458.1| cobalamin biosynthesis protein CobS [Komagataeibacter europaeus] 100% gi|231833|sp|P29933.1|COBS_PSEDE
RecName: Full=Aerobic cobaltochelatase subunit CobS; AltName: Full=Hydrogenobyrinic acid a,c-

diamide cobaltochelatase subunit CobS [Pseudomonas denitrificans]
83% GO:0005524;GO:0006200;GO:0016887 272568.GDI_1893 putative aerobic cobaltochelatase CobS 93.87% COG0714 _ _ K09882 cobS

orf1117 209 gi|498193734|ref|WP_010507890.1| molecular chaperone DnaJ [Komagataeibacter europaeus] 100% gi|267465|sp|P29944.1|YCB2_PSEDE
RecName: Full=Uncharacterized 19.0 kDa protein in cobS 5'region; AltName: Full=ORF2

[Pseudomonas denitrificans]
59% GO:0006950 _ _ _ _ _ _ None _

orf1118 104 gi|498193733|ref|WP_010507889.1| BolA family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K05527 bolA

orf1119 208 gi|517914675|ref|WP_019084883.1| cell envelope biogenesis protein LolA [Komagataeibacter europaeus] 100% _ _ _ GO:0015031;GO:0042597 _ _ _ _ _ _ None _

orf1120 230 gi|648237308|ref|WP_026018457.1| octanoyltransferase [Komagataeibacter europaeus] 100% gi|189046806|sp|A9HJ12.1|LIPB_GLUDA
RecName: Full=Octanoyltransferase; AltName: Full=Lipoate-protein ligase B; AltName:

Full=Lipoyl/octanoyl transferase; AltName: Full=Octanoyl-[acyl-carrier-protein]
81% GO:0006464;GO:0033819;GO:0016415;GO:0042967;GO:0009107;GO:0005737;GO:0016874 272568.GDI_1897

lipoyltransferase; Catalyzes the transfer of endogenously produced octanoic acid

from octano [...]
81.78% COG0321 _ _ K03801 lipB

orf1121 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1122 280 gi|517914674|ref|WP_019084882.1| UTP--glucose-1-phosphate uridylyltransferase [Komagataeibacter europaeus] 100% gi|116099|sp|P27897.1|CELA_KOMXY
RecName: Full=UTP--glucose-1-phosphate uridylyltransferase; AltName: Full=Alpha-D-glucosyl-1-

phosphate uridylyltransferase; AltName: Full=UDP-glucose pyrophosphorylas
97% GO:0005982;GO:0009058;GO:0006011;GO:0006012;GO:0005985;GO:0003983 634452.APA01_11170 UTP--glucose-1-phosphate uridylyltransferase 88.00% COG1210 _ _ K00963 UGP2, galU, galF

orf1123 469 gi|517914673|ref|WP_019084881.1| phosphomannomutase [Komagataeibacter europaeus] 100% gi|1352400|sp|P45632.2|EXOC_AZOBR RecName: Full=Phosphomannomutase; Short=PMM 71% GO:0000287;GO:0005975;GO:0016868 391165.GbCGDNIH1_0590 phosphomannomutase 80.53% COG1109 _ _ K01840 manB

orf1124 73 gi|648238495|ref|WP_026019644.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1900 hypothetical protein 84.21% _ _ NOG73955 None _

orf1125 343 gi|648237306|ref|WP_026018455.1| molybdenum cofactor biosynthesis protein A [Komagataeibacter europaeus] 100% gi|24211996|sp|Q92PB4.1|MOAA_RHIME
RecName: Full=Cyclic pyranopterin monophosphate synthase; AltName: Full=Molybdenum cofactor

biosynthesis protein A [Sinorhizobium meliloti 1021]
74% GO:0006777;GO:0046872;GO:0051539;GO:0061597;GO:0005525;GO:0019008 272568.GDI_1901

molybdenum cofactor biosynthesis protein A; Together with moaC, is involved in

the conversio [...]
84.78% COG2896 _ _ K03639 MOCS1, moaA

orf1126 287 gi|648238493|ref|WP_026019642.1| methyltransferase [Komagataeibacter europaeus] 100% gi|84028281|sp|O80543.2|Y1280_ARATH RecName: Full=Putative methyltransferase At1g22800 [Arabidopsis thaliana] 53% _ _ _ _ _ _ _ None _

orf1127 254 gi|648238492|ref|WP_026019641.1| competence protein ComF [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1128 86 gi|498193723|ref|WP_010507879.1| glutaredoxin [Komagataeibacter europaeus] 100% gi|13878512|sp|Q9HU55.1|GLRX_PSEAE RecName: Full=Glutaredoxin [Pseudomonas aeruginosa PAO1] 65% GO:0015035;GO:0009055;GO:0006118;GO:0055114;GO:0045454 272568.GDI_1904 glutaredoxin 3 80.72% COG0695 _ _ K03676 grxC, GLRX,

orf1129 152 gi|498193722|ref|WP_010507878.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1130 59 gi|498193722|ref|WP_010507878.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1131 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1132 174 gi|648238491|ref|WP_026019640.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1133 409 gi|517914667|ref|WP_019084875.1| 3-carboxymuconate cyclase [Komagataeibacter europaeus] 100% _ _ _ GO:0006098;GO:0017057 272568.GDI_1907 putative 6-phosphogluconolactonase 87.50% COG2706 _ _ None _

orf1134 249 gi|517914666|ref|WP_019084874.1| 3-demethylubiquinone-9 3-methyltransferase [Komagataeibacter europaeus] 99%
gi|226725552|sp|B0UAV0.1|UBIG_METS

4

RecName: Full=Ubiquinone biosynthesis O-methyltransferase; AltName: Full=2-polyprenyl-6-

hydroxyphenol methylase; AltName: Full=3-demethylubiquinone 3-O-methyltrans
57% GO:0008425;GO:0006744;GO:0008689;GO:0032259 272568.GDI_1908 3-demethylubiquinone-9 3-methyltransferase 80.77% COG2227 _ _ K00568 ubiG

orf1135 417 gi|517914665|ref|WP_019084873.1| aspartate kinase [Komagataeibacter europaeus] 100%
gi|635552404|sp|A4VJB4.1|AKLYS_PSEU

5

RecName: Full=Aspartate kinase Ask_LysC; AltName: Full=Aspartokinase [Pseudomonas stutzeri

A1501]
73% GO:0016310;GO:0016597;GO:0004072;GO:0009089;GO:0006544;GO:0006566;GO:0006563 272568.GDI_1909 aspartokinase protein 92.67% COG0527 _ _ K00928 lysC

orf1136 366 gi|648237304|ref|WP_026018453.1| 2-nitropropane dioxygenase [Komagataeibacter europaeus] 100% gi|123659743|sp|Q4L4T4.1|2NPD_STAHJ
RecName: Full=Probable nitronate monooxygenase; AltName: Full=Nitroalkane oxidase

[Staphylococcus haemolyticus JCSC1435]
57% GO:0006807;GO:0055114;GO:0018580;GO:0051213 272568.GDI_1910 2-nitropropane dioxygenase NPD 92.77% COG2070 _ _ K02371 fabK

orf1137 352 gi|517920892|ref|WP_019091100.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0003677 _ _ _ _ _ _ K15539 rodZ

orf1138 386 gi|498193714|ref|WP_010507870.1|
4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase [Komagataeibacter

europaeus]
100% gi|73621095|sp|Q5FUR7.1|ISPG_GLUOX

RecName: Full=4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase; AltName: Full=1-hydroxy-2-

methyl-2-(E)-butenyl 4-diphosphate synthase [Gluconobacter oxydans 621
95% GO:0005506;GO:0051539;GO:0016114;GO:0046429;GO:0055114;GO:0019288 290633.GOX0034

4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase; Converts 2C-methyl-D-

erythritol 2,4-cy [...]
94.86% COG0821 _ _ K03526

E1.17.7.1, gcpE,

ispG

orf1139 418 gi|517914663|ref|WP_019084871.1| histidyl-tRNA synthase [Komagataeibacter europaeus] 100% gi|189082297|sp|A9HJ49.1|SYH_GLUDA
RecName: Full=Histidine--tRNA ligase; AltName: Full=Histidyl-tRNA synthetase; Short=HisRS

[Gluconacetobacter diazotrophicus PA1 5]
87% GO:0004821;GO:0005524;GO:0006427;GO:0006547;GO:0005737 272568.GDI_1914 histidyl-tRNA synthetase 87.88% COG0124 _ _ K01892 HARS, hisS

orf1140 353 gi|498193711|ref|WP_010507867.1| peptide chain release factor 1 [Komagataeibacter europaeus] 100% gi|189039975|sp|A9HJ50.1|RF1_GLUDA RecName: Full=Peptide chain release factor 1; Short=RF-1 [Gluconacetobacter diazotrophicus PA1 5] 91% GO:0006449;GO:0005840;GO:0018444;GO:0006444;GO:0016149 272568.GDI_1915
peptide chain release factor 1; Peptide chain release factor 1 directs the termination

of tr [...]
91.33% COG0216 _ _ K02835

prfA, MTRF1,

MRF1

orf1141 154 gi|648238489|ref|WP_026019638.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf1142 283 gi|498193708|ref|WP_010507864.1|
N5-glutamine S-adenosyl-L-methionine-dependent methyltransferase

[Komagataeibacter europaeus]
100%

gi|123527218|sp|Q2RWE0.1|PRMC_RHO

RT

RecName: Full=Release factor glutamine methyltransferase; Short=RF MTase; AltName: Full=N5-

glutamine methyltransferase PrmC; AltName: Full=Protein-(glutamine-N5) M
60% GO:0036009;GO:0018364;GO:0003676 _ _ _ _ _ _ K02493 hemK, prmC

orf1143 243 gi|582022296|gb|AHI25638.1| hypothetical protein H845_1696 [Gluconacetobacter xylinus E25] 92% _ _ _ _ 634452.APA01_11350 hypothetical protein 75.74% _ _ NOG06380 None _

orf1144 75 gi|498193706|ref|WP_010507862.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1145 421 gi|498193705|ref|WP_010507861.1|
adenosylmethionine-8-amino-7-oxononanoate aminotransferase [Komagataeibacter

europaeus]
100% gi|81783479|sp|Q9FCC2.1|BIOA_STRCO

RecName: Full=Adenosylmethionine-8-amino-7-oxononanoate aminotransferase; AltName: Full=7,8-

diamino-pelargonic acid aminotransferase; Short=DAPA AT; Short=DAPA amin
62% GO:0004015;GO:0030170;GO:0009102 272568.GDI_1919 adenosylmethionine--8-amino-7-oxononanoate transaminase 82.37% COG0161 _ _ K00833 bioA

orf1146 394 gi|648238488|ref|WP_026019637.1| 8-amino-7-oxononanoate synthase [Komagataeibacter europaeus] 99% gi|254813595|sp|A9HJ57.2|BIOF_GLUDA
RecName: Full=8-amino-7-oxononanoate synthase; Short=AONS; AltName: Full=7-keto-8-amino-

pelargonic acid synthase; Short=7-KAP synthase; Short=KAPA synthase; AltNam
76% GO:0009058;GO:0016740;GO:0030170 272568.GDI_1920

putative 8-amino-7-oxononanoate synthase; Catalyzes the decarboxylative

condensation of pime [...]
76.17% COG0156 _ _ K00652 bioF

orf1147 223 gi|498193703|ref|WP_010507859.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ K02170 bioH

orf1148 470 gi|517914654|ref|WP_019084862.1| dethiobiotin synthase [Komagataeibacter europaeus] 99%
gi|123514328|sp|Q2KXN6.1|BIOCD_BOR

A1

RecName: Full=Biotin biosynthesis bifunctional protein BioCD; Includes: RecName: Full=Malonyl-

[acyl-carrier protein]
55% GO:0000287;GO:0005524;GO:0005737;GO:0009102;GO:0004141 _ _ _ _ _ _ K02169 bioC

orf1149 214 gi|517920885|ref|WP_019091093.1| umuDC operon protein-like protein [Komagataeibacter europaeus] 100% gi|166224652|sp|A5VB97.1|LEXA_SPHW RecName: Full=LexA repressor [Sphingomonas wittichii RW1] 68% GO:0045892;GO:0004252;GO:0003677;GO:0006508;GO:0006281;GO:0006260;GO:0009432 _ _ _ _ _ _ K01356 lexA

orf1150 401 gi|498193699|ref|WP_010507855.1| molybdenum cofactor biosynthesis protein MoaA [Komagataeibacter europaeus] 99% gi|127232|sp|P12281.1|MOEA_ECOLI
RecName: Full=Molybdopterin molybdenumtransferase; Short=MPT Mo-transferase [Escherichia coli

K-12]
54% GO:0006777 _ _ _ _ _ _ K03750 moeA

orf1151 55 gi|489716007|ref|WP_003620129.1| MULTISPECIES: 50S ribosomal protein L33 [Komagataeibacter] 100% gi|259491922|sp|A9HJ69.1|RL33_GLUDA RecName: Full=50S ribosomal protein L33 [Gluconacetobacter diazotrophicus PA1 5] 100% _ 272568.GDI_1925 50S ribosomal protein L33 100.00% COG0267 _ _ K02913
RP-L33, MRPL33,

rpmG

orf1152 109 gi|498193698|ref|WP_010507854.1| septation inhibitor protein [Komagataeibacter europaeus] 100% _ _ _ GO:0007049 272568.GDI_1926 septum formation initiator; Required for the cell division process (By similarity) 87.16% _ _ NOG231275 None _

orf1153 440 gi|494642576|ref|WP_007400520.1| enolase [Gluconacetobacter sp. Enolase [Gluconacetobacter sp. SXCC-1] 99% gi|189037218|sp|A9HJ75.1|ENO_GLUDA
RecName: Full=Enolase; AltName: Full=2-phospho-D-glycerate hydro-lyase; AltName: Full=2-

phosphoglycerate dehydratase [Gluconacetobacter diazotrophicus PA1 5]
95%

GO:0000287;GO:0009094;GO:0006571;GO:0004634;GO:0006094;GO:0006096;GO:0000162;GO:00

09986;GO:0000015;GO:0005576
272568.GDI_1927

enolase protein; Catalyzes the reversible conversion of 2- phosphoglycerate into

phosphoenol [...]
94.81% COG0148 _ _ K01689 ENO, eno

orf1154 160 gi|498193696|ref|WP_010507852.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1155 773 gi|517921036|ref|WP_019091244.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|118508|sp|P17201.1|DHAQ_ACEPO RecName: Full=Membrane-bound aldehyde dehydrogenase [pyrroloquinoline-quinone] 100% GO:0047113;GO:0006090;GO:0006631;GO:0005886;GO:0055114 272568.GDI_3281 aldehyde dehydrogenase 87.36% COG1529 _ _ None _

orf1156 157 gi|498193694|ref|WP_010507850.1| (2Fe-2S)-binding protein [Komagataeibacter europaeus] 100% gi|3334240|sp|Q51697.1|IORA_BREDI RecName: Full=Isoquinoline 1-oxidoreductase subunit alpha 74% GO:0009055;GO:0046872;GO:0051537;GO:0006118;GO:0055114;GO:0016491 272568.GDI_3280 (2Fe-2S)-binding domain protein 94.48% COG2080 _ _ K07302 E1.3.99.16A

orf1157 433 gi|517914647|ref|WP_019084855.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|81440182|sp|Q88FX8.1|NICB_PSEPK
RecName: Full=Nicotinate dehydrogenase subunit B; AltName: Full=Nicotinate degradation protein

B; AltName: Full=Nicotinate dehydrogenase large subunit [Pseudomonas
66% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0005506;GO:0006118;GO:0055114 272568.GDI_3279 gluconate 2-dehydrogenase (acceptor) (EC:1.1.99.3) 84.00% COG2010 _ _ None _

orf1158 66 gi|494642570|ref|WP_007400514.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 88% _ _ _ _ _ _ _ _ _ _ None _

orf1159 770 gi|498193691|ref|WP_010507847.1| glucose dehydrogenase [Komagataeibacter europaeus] 100% gi|2507232|sp|P15877.3|DHG_ECOLI
RecName: Full=Quinoprotein glucose dehydrogenase; AltName: Full=Glucose dehydrogenase

[Escherichia coli K-12]
78% GO:0006098;GO:0008876;GO:0016021;GO:0030288;GO:0048038 634452.APA01_06330 glucose dehydrogenase, methanol dehydrogenase subunit 1 81.32% COG4993 _ _ K00117 gcd

orf1160 511 gi|648238520|ref|WP_026019669.1| NADH-ubiquinone oxidoreductase subunit 6 [Komagataeibacter europaeus] 100% gi|61252084|sp|P80354.2|POR_GLUOX RecName: Full=Polyol:NADP oxidoreductase [Gluconobacter oxydans 621H] 63% GO:0019594;GO:0016616;GO:0055114;GO:0050662 272568.GDI_3276 D-mannonate oxidoreductase 81.06% COG0246 _ _ K00045 E1.1.1.67, mtlK

orf1161 366 gi|517921039|ref|WP_019091247.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf1162 505 gi|498193687|ref|WP_010507843.1| replicative DNA helicase [Komagataeibacter europaeus] 100% gi|122990905|sp|Q1RI04.1|DNAB_RICBR RecName: Full=Replicative DNA helicase [Rickettsia bellii RML369-C] 66% GO:0003677;GO:0005524;GO:0006260;GO:0003678;GO:0032508;GO:0005657 272568.GDI_1135 replicative DNA helicase 94.38% COG0305 _ _ K02314 dnaB

orf1163 515 gi|582022315|gb|AHI25657.1| Mg chelatase, subunit ChlI [Gluconacetobacter xylinus E25] 98%
gi|110826535|sp|P68908.1|Y2921_MYCB

O

RecName: Full=Uncharacterized protein Mb2921c [Mycobacterium bovis Y2897_MYCTU

RecName: Full=Uncharacterized protein Rv2897c [
57%

GO:0010007;GO:0003677;GO:0005524;GO:0006260;GO:0016851;GO:0017111;GO:0015995;GO:00

15979
272568.GDI_1972 Mg chelatase, subunit ChlI 82.00% COG0606 _ _ K07391 comM

orf1164 127 gi|517914641|ref|WP_019084849.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04930 hypothetical protein 76.29% _ _ NOG296417 None _

orf1165 615 gi|648237297|ref|WP_026018446.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1166 357 gi|498193682|ref|WP_010507838.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_2997 hypothetical protein 78.19% COG3660 _ _ K07276 K07276

orf1167 367 gi|657221469|ref|WP_029335187.1| RNA helicase [Komagataeibacter europaeus] 100% gi|548730|sp|P25888.3|RHLE_ECOLI RecName: Full=ATP-dependent RNA helicase RhlE [Escherichia coli K-12] 59% GO:0005524;GO:0006200;GO:0008026;GO:0003676 _ _ _ _ _ _ K11927 rhlE

orf1168 345 gi|517921044|ref|WP_019091252.1| peptidase M14 [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0008152;GO:0016788 _ _ _ _ _ _ None _

orf1169 433 gi|648238523|ref|WP_026019672.1| serine hydroxymethyltransferase [Komagataeibacter europaeus] 100%
gi|81556909|sp|Q5FNK4.1|GLYA_GLUO

X

RecName: Full=Serine hydroxymethyltransferase; Short=SHMT; Short=Serine methylase

[Gluconobacter oxydans 621H]
86% GO:0004372;GO:0008168;GO:0035999;GO:0019264;GO:0032259;GO:0030170;GO:0005737 272568.GDI_3012

serine hydroxymethyltransferase; Interconversion of serine and glycine (By

similarity)
92.69% COG0112 _ _ K00600 glyA, SHMT

orf1170 481 gi|498193678|ref|WP_010507834.1| amino acid transporter [Komagataeibacter europaeus] 100% gi|81668892|sp|O07576.1|YHDG_BACSU RecName: Full=Uncharacterized amino acid permease YhdG [Bacillus subtilis subsp. subtilis str. 168] 64% GO:0016021;GO:0003333;GO:0015171 272568.GDI_3013 putative amino acid permease protein 81.90% COG0531 _ _ K03294 TC.APA

orf1171 330 gi|498193677|ref|WP_010507833.1| delta-aminolevulinic acid dehydratase [Komagataeibacter europaeus] 100% gi|1170210|sp|P45622.1|HEM2_BRADU
RecName: Full=Delta-aminolevulinic acid dehydratase; Short=ALAD; Short=ALADH; AltName:

Full=Porphobilinogen synthase [Bradyrhizobium diazoefficiens USDA 110]
81% GO:0046872;GO:0015994;GO:0004655;GO:0006779 634452.APA01_19380 delta-aminolevulinic acid dehydratase 89.63% COG0113 _ _ K01698 hemB, ALAD

orf1172 260 gi|498193676|ref|WP_010507832.1| arginyl-tRNA-protein transferase [Komagataeibacter europaeus] 100% gi|189081249|sp|A9HRQ0.1|ATE_GLUDA
RecName: Full=Putative arginyl-tRNA--protein transferase; Short=Arginyltransferase; Short=R-

transferase [Gluconacetobacter diazotrophicus PA1 5]
81% GO:0016598;GO:0005737;GO:0004057 272568.GDI_3015

arginyl-tRNA-protein transferase; May conjugate Arg from its aminoacyl-tRNA to

the N- termin [...]
81.17% COG2935 _ _ K00685 ATE1, ate1

orf1173 738 gi|498193674|ref|WP_010507830.1| DNA topoisomerase IV subunit A [Komagataeibacter europaeus] 100% gi|20139049|sp|Q92JH0.1|PARC_RICCN
RecName: Full=DNA topoisomerase 4 subunit A; AltName: Full=Topoisomerase IV subunit A

[Rickettsia conorii str. Malish 7]
72%

GO:0003677;GO:0005524;GO:0007059;GO:0003918;GO:0006200;GO:0005694;GO:0006265;GO:00

19897
272568.GDI_3016 DNA topoisomerase IV subunit A 88.07% COG0188 _ _ K02621 parC

orf1174 255 gi|498193672|ref|WP_010507828.1| DNA repair protein RecO [Komagataeibacter europaeus] 100%
gi|189039658|sp|A9HRQ4.1|RECO_GLUD

A

RecName: Full=DNA repair protein RecO; AltName: Full=Recombination protein O

[Gluconacetobacter diazotrophicus PA1 5]
74% GO:0006281;GO:0006310 _ _ _ _ _ _ K03584 recO

orf1175 301 gi|498193671|ref|WP_010507827.1| elongation factor Ts [Komagataeibacter europaeus] 100% gi|81672764|sp|Q5FUV8.1|EFTS_GLUOX RecName: Full=Elongation factor Ts; Short=EF-Ts [Gluconobacter oxydans 621H] 90% GO:0005840;GO:0006448;GO:0003746 272568.GDI_3018
elongation factor Ts; Associates with the EF-Tu.GDP complex and induces the

exchange of GDP  [...]
93.31% COG0264 _ _ K02357 tsf, TSFM

orf1176 254 gi|498193670|ref|WP_010507826.1| 30S ribosomal protein S2 [Komagataeibacter europaeus] 100% gi|221222512|sp|A9HRQ9.3|RS2_GLUDA RecName: Full=30S ribosomal protein S2 [Gluconacetobacter diazotrophicus PA1 5] 95% GO:0042254;GO:0006412;GO:0003735;GO:0015935 634452.APA01_19430 30S ribosomal protein S2 95.24% COG0052 _ _ K02967 RP-S2, MRPS2,

orf1177 143 gi|498193669|ref|WP_010507825.1| peroxiredoxin [Komagataeibacter europaeus] 100% gi|78100197|sp|P0C0L2.2|OSMC_ECOLI
RecName: Full=Peroxiredoxin OsmC; AltName: Full=Osmotically-inducible protein C [Escherichia

coli K-12]
70% GO:0006950 290633.GOX1992 osmotically inducible protein C 80.42% COG1764 _ _ K04063 osmC

orf1178 363 gi|517921050|ref|WP_019091258.1| chorismate synthase [Komagataeibacter europaeus] 100%
gi|189046276|sp|A9H0U2.1|AROC_GLUD

A

RecName: Full=Chorismate synthase; AltName: Full=5-enolpyruvylshikimate-3-phosphate

phospholyase [Gluconacetobacter diazotrophicus PA1 5]
92% GO:0009094;GO:0009423;GO:0006571;GO:0004107;GO:0000162 272568.GDI_3230 chorismate synthase 91.85% COG0082 _ _ K01736 aroC

orf1179 265 gi|498199345|ref|WP_010513501.1| enoyl-ACP reductase [Komagataeibacter oboediens] 100% gi|17366329|sp|P58380.1|FABI1_RHIME RecName: Full=Enoyl-[acyl-carrier-protein] 85% _ 634452.APA01_11520 enoyl-(acyl-carrier-protein) reductase 95.09% COG0623 _ _ K00208 fabI

orf1180 201 gi|498193666|ref|WP_010507822.1| pyridoxamine 5'-phosphate oxidase [Komagataeibacter europaeus] 100% gi|81351506|sp|Q5FPH2.1|PDXH_GLUOX
RecName: Full=Pyridoxine/pyridoxamine 5'-phosphate oxidase; AltName: Full=PNP/PMP oxidase;

Short=PNPOx; AltName: Full=Pyridoxal 5'-phosphate synthase [Gluconobacter
81% GO:0004733;GO:0008615;GO:0042823;GO:0010181;GO:0055114 272568.GDI_3232 pyridoxamine 5'-phosphate oxidase 84.82% COG0259 _ _ K00275 pdxH, PNPO

orf1181 293 gi|648238525|ref|WP_026019674.1| universal stress protein UspA [Komagataeibacter europaeus] 100% _ _ _ GO:0006950 _ _ _ _ _ _ None _

orf1182 230 gi|498193663|ref|WP_010507819.1| phosphoadenosine phosphosulfate reductase [Komagataeibacter europaeus] 100%
gi|123161494|sp|Q11B66.1|CYSH_MESS

B

RecName: Full=Phosphoadenosine phosphosulfate reductase; AltName: Full=3'-

phosphoadenylylsulfate reductase; AltName: Full=PAPS reductase, thioredoxin dependent; Al
66% GO:0004604;GO:0070814;GO:0019379;GO:0005737 272568.GDI_3235 phosphoadenosine phosphosulfate reductase 88.38% COG0175 _ _ K00390 cysH

orf1183 264 gi|498193662|ref|WP_010507818.1| sulfate adenylyltransferase [Komagataeibacter europaeus] 100% gi|7387610|sp|O33580.1|CYSD_RHITR
RecName: Full=Sulfate adenylyltransferase subunit 2; AltName: Full=ATP-sulfurylase small subunit;

AltName: Full=Sulfate adenylate transferase; Short=SAT
64% GO:0006144;GO:0004781;GO:0019419 272568.GDI_3236 sulfate adenylyltransferase subunit 2 97.35% COG0175 _ _ K00957 cysD

orf1184 628 gi|498193661|ref|WP_010507817.1|
sulfate adenylyltransferase subunit 1/adenylylsulfate kinase [Komagataeibacter

europaeus]
100% gi|6093522|sp|P72339.1|NODQ_RHIS3

RecName: Full=Bifunctional enzyme NodQ; AltName: Full=Nodulation protein Q; Includes:

RecName: Full=Sulfate adenylyltransferase subunit 1; AltName: Full=ATP-sulfuryl
57%

GO:0000103;GO:0016310;GO:0005524;GO:0006184;GO:0016779;GO:0004020;GO:0003924;GO:00

06144;GO:0005525
272568.GDI_3237 putative sulfate adenylyltransferase subunit 1 91.02%

COG0529;COG289

5
_ _ K00955 cysNC

orf1185 109 gi|517921054|ref|WP_019091262.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1186 562 gi|498193659|ref|WP_010507815.1| sulfite reductase [Komagataeibacter europaeus] 100% gi|76363410|sp|Q7TYP6.2|SIR_MYCBO RecName: Full=Sulfite reductase [Mycobacterium bovis AF2122/97] 53% GO:0020037;GO:0051536;GO:0055114;GO:0016491 272568.GDI_3239 putative sulfite reductase 89.58% COG0155 _ _ K00381 cysI

orf1187 163 gi|517921056|ref|WP_019091264.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1188 428 gi|648238526|ref|WP_026019675.1| 3-deoxy-D-manno-octulosonic acid transferase [Komagataeibacter europaeus] 99%
gi|122425174|sp|Q1RGU8.1|KDTA_RICB

R

RecName: Full=3-deoxy-D-manno-octulosonic acid transferase; Short=Kdo transferase; AltName:

Full=Lipid IV(A) 3-deoxy-D-manno-octulosonic acid transferase [Ricketts
49% GO:0008152;GO:0016740 _ _ _ _ _ _ K02527 kdtA, waaA

orf1189 328 gi|498193656|ref|WP_010507812.1| tetraacyldisaccharide 4'-kinase [Komagataeibacter europaeus] 99%
gi|226740811|sp|A9H0Y0.1|LPXK_GLUD

A

RecName: Full=Tetraacyldisaccharide 4'-kinase; AltName: Full=Lipid A 4'-kinase

[Gluconacetobacter diazotrophicus PA1 5]
66% GO:0009103;GO:0015940;GO:0016310;GO:0005524;GO:0009029;GO:0009245 _ _ _ _ _ _ K00912 lpxK

orf1190 298 gi|517921059|ref|WP_019091267.1| lauroyl acyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0009244;GO:0016746;GO:0016021 272568.GDI_3244 lipid A biosynthesis acyltransferase 82.84% COG1560 _ _ K02517 htrB

orf1191 39 gi|517921397|ref|WP_019091605.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1192 67 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1193 419 gi|648238579|ref|WP_026019728.1| amino acid ABC transporter substrate-binding protein [Komagataeibacter 100% _ _ _ _ _ _ _ _ _ _ None _

orf1194 283 gi|648238580|ref|WP_026019729.1| 16S rRNA methyltransferase [Komagataeibacter europaeus] 100% gi|17368581|sp|Q98DM9.1|RSMI_RHILO
RecName: Full=Ribosomal RNA small subunit methyltransferase I; AltName: Full=16S rRNA 2'-O-

ribose C1402 methyltransferase; AltName: Full=rRNA (cytidine-2'-O-)-methy
60% GO:0008168;GO:0032259 272568.GDI_3247 putative methylase protein 81.50% COG0313 _ _ K07056 rsmI

orf1195 214 gi|498193650|ref|WP_010507806.1| cell envelope biogenesis protein LolA [Komagataeibacter europaeus] 100% _ _ _ GO:0015031;GO:0042597 272568.GDI_3248 outer membrane lipoprotein carrier protein LolA 83.33% COG2834 _ _ None _

orf1196 319 gi|648238581|ref|WP_026019730.1| rubrerythrin [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0055114;GO:0016491 272568.GDI_3249 rubrerythrin 89.27% COG1633 _ _ None _

orf1197 453 gi|498193648|ref|WP_010507804.1| glutamate--cysteine ligase [Komagataeibacter europaeus] 100% gi|12644273|sp|P46309.2|GSH1_ARATH
RecName: Full=Glutamate--cysteine ligase, chloroplastic; AltName: Full=Gamma-ECS; Short=GCS;

AltName: Full=Gamma-glutamylcysteine synthetase; AltName: Full=Protein
67% GO:0004357;GO:0017109;GO:0006750 272568.GDI_3250 glutamate-cysteine ligase precursor 78.10% COG3572 _ _ K01919 gshA

orf1198 241 gi|657221462|ref|WP_029335180.1| 16S rRNA methyltransferase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K09761 rsmE

orf1199 305 gi|498193646|ref|WP_010507802.1| 4-hydroxybenzoate polyprenyltransferase [Komagataeibacter europaeus] 100%
gi|122116948|sp|Q16QL3.1|COQ2_AEDA

E

RecName: Full=4-hydroxybenzoate polyprenyltransferase, mitochondrial; AltName: Full=Coenzyme

Q biosynthesis protein 2; AltName: Full=Para-hydroxybenzoate--polypren
61% GO:0004659;GO:0016021;GO:0006744;GO:0005886 272568.GDI_3252

4-hydroxybenzoate polyprenyl transferase; Synthesis of 3-octaprenyl-4-

hydroxybenzoate (By si [...]
84.59% COG0382 _ _ K03179 ubiA

orf1200 258 gi|498193645|ref|WP_010507801.1| dienelactone hydrolase [Komagataeibacter europaeus] 100% gi|3913497|sp|Q07505.1|DLHH_YEAST
RecName: Full=Putative carboxymethylenebutenolidase; AltName: Full=Dienelactone hydrolase;

Short=DLH [Saccharomyces cerevisiae S288c]
60% GO:0016787;GO:0008152 272568.GDI_3255 carboxymethylenebutenolidase 82.63% COG0412 _ _ K01061 E3.1.1.45

orf1201 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1202 457 gi|648238583|ref|WP_026019732.1| permease DsdX [Komagataeibacter europaeus] 100% gi|7387722|sp|Q9ZIJ1.1|GNUT_PSEAE RecName: Full=Gluconate permease [Pseudomonas aeruginosa PAO1] 67% GO:0016020;GO:0035429;GO:0015128 272568.GDI_3258 gluconate transporter 89.14% COG2610 _ _ K03299 TC.GNTP

orf1203 206 gi|498193641|ref|WP_010507797.1| nicotinamidase [Komagataeibacter europaeus] 99% gi|1723821|sp|P53184.1|PNC1_YEAST
RecName: Full=Nicotinamidase; AltName: Full=Nicotine deamidase; Short=NAMase

[Saccharomyces cerevisiae S288c]
51% GO:0016787;GO:0008152 _ _ _ _ _ _ K08281 pncA

orf1204 465 gi|498193640|ref|WP_010507796.1| GTP-binding protein Der [Komagataeibacter europaeus] 100% gi|172047845|sp|A8HVL5.1|DER_AZOC5
RecName: Full=GTPase Der; AltName: Full=GTP-binding protein EngA [Azorhizobium caulinodans

ORS 571]
72% GO:0042254;GO:0008152;GO:0017111;GO:0005525 290633.GOX1970

GTP-binding protein EngA; GTPase of unknown physiological role (By

similarity)
89.53% COG1160 _ _ K03977 engA

orf1205 464 gi|648238585|ref|WP_026019734.1| dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3260 Pyrrolo-quinoline quinone 78.09% COG1520 _ _ None _

orf1206 245 gi|517921408|ref|WP_019091616.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1207 304 gi|498193637|ref|WP_010507793.1| lipopolysaccharide (LPS) heptosyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016757 634452.APA01_17340 lipopolysaccharide (LPS) heptosyltransferase 77.27% COG0859 _ _ None _

orf1208 276 gi|498193636|ref|WP_010507792.1| aminomethyltransferase [Komagataeibacter europaeus] 100%
gi|74744873|sp|Q5T440.1|CAF17_HUMA

N

RecName: Full=Putative transferase CAF17, mitochondrial; AltName: Full=Iron-sulfur cluster

assembly factor homolog; Flags: Precursor [Homo sapiens]
55% GO:0006546;GO:0004047;GO:0006566;GO:0032259;GO:0005737;GO:0006563 272568.GDI_3266 folate-binding protein YgfZ 76.43% COG0354 _ _ K06980 K06980

orf1209 138 gi|517921411|ref|WP_019091619.1| phosphoribosyl-AMP cyclohydrolase [Komagataeibacter europaeus] 100% gi|122327396|sp|Q0BTI5.1|HIS3_GRABC
RecName: Full=Phosphoribosyl-AMP cyclohydrolase; Short=PRA-CH [Granulibacter bethesdensis

CGDNIH1]
85% GO:0000105;GO:0005737;GO:0004635 272568.GDI_3267 putative phosphoribosyl-AMP cyclohydrolase 90.08% COG0139 _ _ K01496 hisI

orf1210 73 gi|648238586|ref|WP_026019735.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1211 383 gi|657221454|ref|WP_029335172.1| lipid-A-disaccharide synthase [Komagataeibacter europaeus] 100% gi|81557204|sp|Q5FUA3.1|LPXB_GLUOX RecName: Full=Lipid-A-disaccharide synthase [Gluconobacter oxydans 621H] 80% GO:0008915;GO:0009245 272568.GDI_3270
putative lipid-A-disaccharide synthase; Condensation of UDP-2,3-

diacylglucosamine and 2,3- d [...]
87.54% COG0763 _ _ K00748 lpxB

orf1212 344 gi|517921414|ref|WP_019091622.1|
phosphate ABC transporter substrate-binding protein [Komagataeibacter

europaeus]
100% gi|1172697|sp|P45192.1|PSTS_HAEIN

RecName: Full=Phosphate-binding protein PstS; Short=PBP; Flags: Precursor [Haemophilus

influenzae Rd KW20]
60% _ _ _ _ _ _ _ K02040 pstS

orf1213 820 gi|517921415|ref|WP_019091623.1| phenylalanyl-tRNA synthetase subunit beta [Komagataeibacter europaeus] 100% gi|81352580|sp|Q5FUA2.1|SYFB_GLUOX
RecName: Full=Phenylalanine--tRNA ligase beta subunit; AltName: Full=Phenylalanyl-tRNA

synthetase beta subunit; Short=PheRS [Gluconobacter oxydans 621H]
73%

GO:0000287;GO:0009094;GO:0006432;GO:0006571;GO:0005524;GO:0000162;GO:0000049;GO:00

09328;GO:0008033;GO:0004826
272568.GDI_3271 phenylalanyl-tRNA synthetase subunit beta 83.09%

COG0072;COG007

3
_ _ K01890 FARSB, pheT

orf1214 356 gi|498193629|ref|WP_010507785.1| phenylalanyl-tRNA synthetase subunit alpha [Komagataeibacter europaeus] 100%
gi|189082192|sp|A9H167.1|SYFA_GLUD

A

RecName: Full=Phenylalanine--tRNA ligase alpha subunit; AltName: Full=Phenylalanyl-tRNA

synthetase alpha subunit; Short=PheRS [Gluconacetobacter diazotrophicus PA1
93%

GO:0000287;GO:0009094;GO:0006432;GO:0006571;GO:0005524;GO:0000162;GO:0000049;GO:00

09328;GO:0004826
272568.GDI_3272 phenylalanyl-tRNA synthetase alpha chain 93.05% COG0016 _ _ K01889 FARSA, pheS

orf1215 118 gi|493604496|ref|WP_006557068.1| 50S ribosomal protein L20 [Acetobacter tropicalis] 100% gi|189041866|sp|A9H170.1|RL20_GLUDA RecName: Full=50S ribosomal protein L20 [Gluconacetobacter diazotrophicus PA1 5] 98% _ 634452.APA01_10310
50S ribosomal protein L20; Binds directly to 23S ribosomal RNA and is

necessary for the in v [...]
98.95% COG0292 _ _ K02887

RP-L20, MRPL20,

rplT

orf1216 67 gi|494642503|ref|WP_007400447.1| MULTISPECIES: 50S ribosomal protein L35 [Acetobacteraceae] 100% gi|81672746|sp|Q5FU99.1|RL35_GLUOX RecName: Full=50S ribosomal protein L35 [Gluconobacter oxydans 621H] 93% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_3274 50S ribosomal protein L35 98.48% COG0291 _ _ K02916
RP-L35, MRPL35,

rpmI

orf1217 242 gi|498193625|ref|WP_010507781.1| 3-ketoacyl-ACP reductase [Komagataeibacter europaeus] 99% gi|2851592|sp|P39333.2|BDCA_ECOLI RecName: Full=Cyclic-di-GMP-binding biofilm dispersal mediator protein [Escherichia coli K-12] 67% GO:0055114;GO:0016491 272568.GDI_1733 acetoin(diacetyl) reductase 78.60% COG1028 _ _ K00100 E1.1.1.-

orf1218 328 gi|517921417|ref|WP_019091625.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0004252;GO:0005524;GO:0006508;GO:0006200;GO:0004176;GO:0030163;GO:0006510 _ _ _ _ _ _ K01338 lon

orf1219 64 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1220 144 gi|517921418|ref|WP_019091626.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1221 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1222 376 gi|498193618|ref|WP_010507774.1| exopolyphosphatase [Komagataeibacter europaeus] 100% gi|39931172|sp|Q8RF47.1|AROB_FUSNN
RecName: Full=Bifunctional 3-dehydroquinate synthase/phosphatase; Includes: RecName: Full=3-

dehydroquinate synthase; Includes: RecName: Full=Unknown phosphatase
49% _ _ _ _ _ _ _ K01524 ppx-gppA

orf1223 254 gi|498193617|ref|WP_010507773.1| 23S rRNA methyltransferase [Komagataeibacter europaeus] 100%
gi|81351345|sp|Q5FNQ1.1|RLME_GLUO

X

RecName: Full=Ribosomal RNA large subunit methyltransferase E; AltName: Full=23S rRNA

Um2552 methyltransferase; AltName: Full=rRNA (uridine-2'-O-)-methyltransferase
82% GO:0031167;GO:0008650;GO:0005737 272568.GDI_1865 ribosomal RNA methyltransferase RrmJ/FtsJ 92.23% COG0293 KOG4589 _ K02427 rlmE, rrmJ, ftsJ

orf1224 302 gi|648238587|ref|WP_026019736.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|549508|sp|P23917.2|MAK_ECOLI
RecName: Full=Fructokinase; AltName: Full=D-fructose kinase; AltName:

Full=Manno(fructo)kinase [Escherichia coli K-12]
66%

GO:0005982;GO:0051156;GO:0006094;GO:0006000;GO:0006096;GO:0008865;GO:0005985;GO:00

46835;GO:0006013;GO:0019872;GO:0004340;GO:0006012
272568.GDI_1864 ROK family protein 88.74% COG1940 _ _ K00847 E2.7.1.4, scrK

orf1225 88 gi|498193615|ref|WP_010507771.1| two component response regulator [Komagataeibacter europaeus] 99% gi|54039964|sp|P67103.1|Y681_NEIMB RecName: Full=UPF0033 protein NMB0681 [Neisseria meningitidis MC58] 62% _ 272568.GDI_1863 SirA family protein 90.54% COG0425 _ _ K04085 tusA, sirA

orf1226 76 gi|498193614|ref|WP_010507770.1| exodeoxyribonuclease VII small subunit [Komagataeibacter europaeus] 100% gi|189037825|sp|A9HIR6.1|EX7S_GLUDA
RecName: Full=Exodeoxyribonuclease 7 small subunit; AltName: Full=Exodeoxyribonuclease VII

small subunit; Short=Exonuclease VII small subunit [Gluconacetobacter di
87% GO:0009318;GO:0000738;GO:0005737;GO:0008855 272568.GDI_1862

exodeoxyribonuclease VII, small subunit; Bidirectionally degrades single-stranded

DNA into l [...]
88.06% COG1722 _ _ K03602 xseB

orf1227 295 gi|657221448|ref|WP_029335166.1| farnesyl-diphosphate synthase [Komagataeibacter europaeus] 100% gi|124931|sp|P22939.1|ISPA_ECOLI
RecName: Full=Farnesyl diphosphate synthase; Short=FPP synthase; AltName: Full=(2E,6E)-farnesyl

diphosphate synthase; AltName: Full=Geranyltranstransferase [Escherich
61% GO:0006694;GO:0004337;GO:0016114 272568.GDI_1861 polyprenyl synthetase 88.26% COG0142 _ _ K00795 ispA

orf1228 150 gi|517914613|ref|WP_019084821.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_05440 hypothetical protein 88.17% _ _ NOG242021 None _

orf1229 129 gi|517914612|ref|WP_019084820.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX2154 hypothetical protein 85.37% _ _ NOG06493 None _

orf1230 275 gi|517914611|ref|WP_019084819.1| hydroxyethylthiazole kinase [Komagataeibacter europaeus] 99%
gi|123539270|sp|Q2T5T2.1|THIM_BURT

A

RecName: Full=Hydroxyethylthiazole kinase; AltName: Full=4-methyl-5-beta-hydroxyethylthiazole

kinase; Short=TH kinase; Short=Thz kinase [Burkholderia thailandensis
64% GO:0009228;GO:0000287;GO:0004417;GO:0016310;GO:0005524;GO:0009229 _ _ _ _ _ _ K00878 thiM

orf1231 139 gi|648237290|ref|WP_026018439.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1232 566 gi|517921557|ref|WP_019091765.1| acetolactate synthase [Komagataeibacter europaeus] 100% gi|3915757|sp|P20906.2|MDLC_PSEPU RecName: Full=Benzoylformate decarboxylase; Short=BFD; Short=BFDC [Pseudomonas putida] 63% GO:0000287;GO:0008152;GO:0003824;GO:0030976 634452.APA01_03830 acetolactate synthase large subunit 84.76% COG0028 _ _ K01576 mdlC

orf1233 64 gi|582021299|gb|AHI24641.1| hypothetical protein H845_683 [Gluconacetobacter xylinus E25] 79% _ _ _ _ _ _ _ _ _ _ None _

orf1234 152 gi|517914607|ref|WP_019084815.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1235 322 gi|517914606|ref|WP_019084814.1| glucokinase [Komagataeibacter europaeus] 100% gi|59802539|sp|P21908.2|GLK_ZYMMO
RecName: Full=Glucokinase; AltName: Full=Glucose kinase [Zymomonas mobilis subsp. mobilis

ZM4 = ATCC 31821]
81%

GO:0016310;GO:0005982;GO:0005524;GO:0051156;GO:0006094;GO:0006096;GO:0005985;GO:00

19872;GO:0004340;GO:0006012
272568.GDI_1760 glucokinase 88.12% COG0837 _ _ K00845 glk

orf1236 251 gi|657222136|ref|WP_029335854.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|575773374|sp|Q6F7B8.2|ACR1_ACIAD RecName: Full=Fatty acyl-CoA reductase [Acinetobacter sp. ADP1] 40% GO:0055114;GO:0016491 272568.GDI_1759 putative oxidoreductase 79.75% COG0300 _ _ None _

orf1237 386 gi|517921562|ref|WP_019091770.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_1758 hypothetical protein 83.73% _ _ NOG10641 None _

orf1238 330 gi|648238608|ref|WP_026019757.1| thiamine-monophosphate kinase [Komagataeibacter europaeus] 100% gi|81621156|sp|Q9A8J2.1|THIL_CAUCR
RecName: Full=Thiamine-monophosphate kinase; Short=TMP kinase; Short=Thiamine-phosphate

kinase [Caulobacter crescentus CB15]
60% GO:0009228;GO:0000287;GO:0016310;GO:0005524;GO:0009030;GO:0009229 272568.GDI_1757 putative thiamine-monophosphate kinase 83.79% COG0611 _ _ K00946 thiL

orf1239 192 gi|517921564|ref|WP_019091772.1| nitrogen utilization protein B [Komagataeibacter europaeus] 100% gi|81556897|sp|Q5FNA1.1|NUSB_GLUOX
RecName: Full=N utilization substance protein B homolog; Short=Protein NusB [Gluconobacter

oxydans 621H]
69% GO:0006353;GO:0003723;GO:0006355 272568.GDI_1756 NusB antitermination factor 75.95% COG0781 _ _ K03625 nusB

orf1240 156 gi|517914601|ref|WP_019084809.1| NrdR family transcriptional regulator [Komagataeibacter europaeus] 100%
gi|189030549|sp|A9HHY9.1|NRDR_GLU

DA
RecName: Full=Transcriptional repressor NrdR [Gluconacetobacter diazotrophicus PA1 5] 86% GO:0045892;GO:0003677;GO:0005524;GO:0008270 272568.GDI_1755

transcriptional regulator NrdR; Negatively regulates transcription of bacterial

ribonucleoti [...]
93.18% COG1327 _ _ K07738 nrdR

orf1241 611 gi|498197282|ref|WP_010511438.1| ATP-dependent DNA helicase RecQ [Komagataeibacter europaeus] 100% gi|2500112|sp|P71359.1|RECQ_HAEIN RecName: Full=ATP-dependent DNA helicase RecQ [Haemophilus influenzae Rd KW20] 58%
GO:0006281;GO:0005524;GO:0006260;GO:0009432;GO:0032508;GO:0003676;GO:0043140;GO:00

06200;GO:0006310;GO:0005657
272568.GDI_1749 ATP-dependent DNA helicase RecQ 88.80% COG0514 _ _ K03654 recQ

orf1242 124 gi|498197283|ref|WP_010511439.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1243 565 gi|517914598|ref|WP_019084806.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|266520|sp|P23886.2|CYDC_ECOLI RecName: Full=ATP-binding/permease protein CydC [Escherichia coli K-12] 53% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 272568.GDI_1747 putative transport ATP-binding protein CydC 78.97% COG4987 _ _ K16012 cydC

orf1244 570 gi|648238609|ref|WP_026019758.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 99%
gi|123749722|sp|Q2G506.1|ATM1_NOVA

D

RecName: Full=ATM1-type heavy metal exporter; AltName: Full=ATP-binding cassette transporter

Atm1; Short=NaAtm1 [Novosphingobium aromaticivorans DSM 12444]
59% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021;GO:0042883 634452.APA01_12620 ABC transporter ATP-binding protein 77.29% COG4988 _ _ K16013 cydD

orf1245 579 gi|648237287|ref|WP_026018436.1| histidine kinase [Komagataeibacter europaeus] 100%
gi|614107911|sp|P9WGL4.1|PDTAS_MYC

TO
RecName: Full=Probable sensor histidine kinase pdtaS [Mycobacterium tuberculosis CDC1551] 65% GO:0018106;GO:0005524;GO:0009365;GO:0004673 272568.GDI_1745 signal transduction histidine kinase 76.89% COG3920 _ _ None _



orf1246 196 gi|498193411|ref|WP_010507567.1| XRE family transcriptional regulator [Komagataeibacter europaeus] 100%
gi|550540932|sp|Q7AKG9.1|SIGR_STRC

O

RecName: Full=ECF RNA polymerase sigma factor SigR; Short=ECF sigma factor SigR; AltName:

Full=Alternative RNA polymerase sigma factor SigR; AltName: Full=RNA poly
56% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0016987;GO:0003700;GO:0006352 272568.GDI_1743 RNA polymerase, sigma-24 subunit, ECF subfamily 90.85% COG1595 _ _ K03088 SIG3.2, rpoE

orf1247 162 gi|517914594|ref|WP_019084802.1| RNA polymerase sigma-70 factor [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0016987;GO:0003700;GO:0006352 _ _ _ _ _ _ K03088 SIG3.2, rpoE

orf1248 246 gi|498193413|ref|WP_010507569.1| regulator [Komagataeibacter europaeus] 100% gi|117940170|sp|Q0PEV3.1|PHYR_METE RecName: Full=Phyllosphere-induced regulator PhyR [Methylobacterium extorquens AM1] 66% GO:0000160;GO:0035556;GO:0045449;GO:0000156 272568.GDI_1740 two-component response regulator 93.04% COG0784 _ _ None _

orf1249 459 gi|498193414|ref|WP_010507570.1| alpha,alpha-trehalose-phosphate synthase [Komagataeibacter europaeus] 100% gi|2498729|sp|P55612.1|OTSA_RHISN RecName: Full=Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 59% GO:0005982;GO:0005992;GO:0003825;GO:0005985 _ _ _ _ _ _ K00697 otsA

orf1250 610 gi|517914591|ref|WP_019084799.1| elongation factor 3 [Komagataeibacter europaeus] 100% gi|13627105|sp|Q45978.2|HFAC_CAUCR RecName: Full=Holdfast attachment protein C; Short=Protein HfaC [Caulobacter crescentus CB15] 61% GO:0005524;GO:0006200;GO:0016887 272568.GDI_1739 ABC transporter related 87.83% COG0488 _ _ K15738 uup

orf1251 329 gi|517921571|ref|WP_019091779.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|3915431|sp|P77376.2|YDGJ_ECOLI RecName: Full=Uncharacterized oxidoreductase YdgJ [Escherichia coli K-12] 55% GO:0055114;GO:0016491 272568.GDI_1737 putative oxidoreductase 86.59% COG0673 _ _ None _

orf1252 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1253 515 gi|657221398|ref|WP_029335116.1| preprotein translocase subunit SecD [Komagataeibacter europaeus] 100% gi|347662363|sp|C7JGJ8.1|SECD_ACEP3 RecName: Full=Protein translocase subunit SecD [Acetobacter pasteurianus IFO 3283-01] 85% GO:0006605;GO:0065002;GO:0043952;GO:0016021;GO:0015450;GO:0009941;GO:0005886 272568.GDI_1735 bifunctional preprotein translocase subunit SecD/SecF 85.11% COG0342 _ _ K03072 secD

orf1254 307 gi|648237284|ref|WP_026018433.1| preprotein translocase subunit SecF [Komagataeibacter europaeus] 100% gi|347662390|sp|E6W4K9.1|SECF_DESIS RecName: Full=Protein translocase subunit SecF [Desulfurispirillum indicum S5] 57% GO:0006605;GO:0065002;GO:0043952;GO:0016021;GO:0015450;GO:0009941;GO:0005886 272568.GDI_1735 bifunctional preprotein translocase subunit SecD/SecF 94.33% COG0341 _ _ K03074 secF

orf1255 168 gi|498193422|ref|WP_010507578.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1256 174 gi|498193423|ref|WP_010507579.1|
large conductance mechanosensitive channel protein MscL [Komagataeibacter

europaeus]
100%

gi|115312181|sp|Q5FNB7.2|MSCL_GLUO

X
RecName: Full=Large-conductance mechanosensitive channel [Gluconobacter oxydans 621H] 82% GO:0005216;GO:0034220;GO:0016021;GO:0005886 272568.GDI_1731

large conductance mechanosensitive channel protein; Channel that opens in

response to stretc [...]
91.11% COG1970 _ _ K03282 mscL

orf1257 103 gi|582021275|gb|AHI24617.1| 50S ribosomal protein L31 [Gluconacetobacter xylinus E25] 99% gi|226705283|sp|A9HHS1.1|RL31_GLUD RecName: Full=50S ribosomal protein L31 [Gluconacetobacter diazotrophicus PA1 5] 92% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_1730 50S ribosomal protein L31; Binds the 23S rRNA (By similarity) 92.96% COG0254 _ _ K02909 RP-L31, rpmE

orf1258 180 gi|517914586|ref|WP_019084794.1| heat-shock protein [Komagataeibacter europaeus] 99% gi|2829485|sp|P70918.1|HSPB_BRADU RecName: Full=Small heat shock protein HspB [Bradyrhizobium diazoefficiens USDA 110] 72% GO:0006950 272568.GDI_1729 heat shock protein HSP20 86.13% COG0071 _ _ K04080 ibpA

orf1259 189 gi|648237283|ref|WP_026018432.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1728 hypothetical protein 89.56% COG3820 _ _ K09987 K09987

orf1260 60 gi|494641377|ref|WP_007399321.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 98% _ _ _ _ 272568.GDI_1727 hypothetical protein 86.79% _ _ NOG118360 None _

orf1261 66 gi|498193431|ref|WP_010507587.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1726 hypothetical protein 92.42% _ _
NOG249984

;NOG25971
None _

orf1262 156 gi|498193432|ref|WP_010507588.1| N5-carboxyaminoimidazole ribonucleotide mutase [Komagataeibacter europaeus] 100% gi|38258152|sp|Q8FYW3.1|PURE_BRUSU
RecName: Full=N5-carboxyaminoimidazole ribonucleotide mutase; Short=N5-CAIR mutase;

AltName: Full=5-(carboxyamino)imidazole ribonucleotide mutase [Brucella suis 133
78% GO:0016829;GO:0006189;GO:0034023 272568.GDI_1725 putative phosphoribosylaminoimidazole carboxylase catalytic subunit 88.16% COG0041 _ _ K01588 purE

orf1263 380 gi|498193433|ref|WP_010507589.1| phosphoribosylaminoimidazole carboxylase [Komagataeibacter europaeus] 100% gi|20141763|sp|P52559.2|PURK_BRUME
RecName: Full=N5-carboxyaminoimidazole ribonucleotide synthase; Short=N5-CAIR synthase;

AltName: Full=5-(carboxyamino)imidazole ribonucleotide synthetase [Brucella
61% GO:0046872;GO:0005524;GO:0009320;GO:0006144;GO:0006189;GO:0004638 272568.GDI_1724 phosphoribosylaminoimidazole carboxylase ATPase subunit 84.62% COG0026 _ _ K01589 purK

orf1264 223 gi|517920315|ref|WP_019090523.1| DNA repair protein RadC [Komagataeibacter europaeus] 100% gi|171704472|sp|A1B4F1.1|Y2304_PARD RecName: Full=UPF0758 protein Pden_2304 [Paracoccus denitrificans PD1222] 55% _ _ _ _ _ _ _ K03630 radC

orf1265 230 gi|498193437|ref|WP_010507593.1| phosphoglycolate phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 272568.GDI_1986 putative phosphoglycolate phosphatase 78.16% COG0546 _ _ K01091 E3.1.3.18, gph

orf1266 225 gi|517920316|ref|WP_019090524.1| DNA repair protein RadC [Komagataeibacter europaeus] 100% gi|123004659|sp|Q2J299.1|Y700_RHOP2 RecName: Full=UPF0758 protein RPB_0700 [Rhodopseudomonas palustris HaA2] 51% _ _ _ _ _ _ _ K03630 radC

orf1267 737 gi|498193440|ref|WP_010507596.1| DNA helicase II [Komagataeibacter europaeus] 100% gi|122425652|sp|Q1RIP8.1|UVRD_RICBR RecName: Full=Probable DNA helicase II homolog [Rickettsia bellii RML369-C] 70% GO:0003677;GO:0005524;GO:0032508;GO:0008854;GO:0004003;GO:0009338;GO:0000738;GO:00 272568.GDI_1988 UvrD/REP helicase 87.00% COG0210 _ _ K03657 uvrD, pcrA

orf1268 300 gi|517914581|ref|WP_019084789.1| 50S ribosomal protein L11 methyltransferase [Komagataeibacter europaeus] 100% gi|38605457|sp|Q9A838.1|PRMA_CAUCR
RecName: Full=Ribosomal protein L11 methyltransferase; Short=L11 Mtase [Caulobacter crescentus

CB15]
55% GO:0005840;GO:0006479;GO:0008276 272568.GDI_1989 ribosomal L11 methyltransferase 84.95% COG2264 _ _ K02687 prmA

orf1269 172 gi|498193442|ref|WP_010507598.1| N-acetyltransferase [Komagataeibacter europaeus] 100% gi|8480658|sp|P76112.1|MNAT_ECOLI RecName: Full=L-amino acid N-acyltransferase MnaT [Escherichia coli K-12] 62% GO:0042967;GO:0008080 _ _ _ _ _ _ K03823 pat

orf1270 592 gi|648237282|ref|WP_026018431.1| X-Pro aminopeptidase [Komagataeibacter europaeus] 99% gi|68566130|sp|Q6P1B1.1|XPP1_MOUSE
RecName: Full=Xaa-Pro aminopeptidase 1; AltName: Full=Aminoacylproline aminopeptidase;

AltName: Full=Cytosolic aminopeptidase P; AltName: Full=Soluble aminopeptidas
65% GO:0006508;GO:0004177 272568.GDI_1990 peptidase M24 77.38% COG0006 _ _ K01262 pepP

orf1271 342 gi|498193444|ref|WP_010507600.1| isocitrate dehydrogenase [Komagataeibacter europaeus] 100% gi|75249591|sp|Q945K7.1|IDH5_ARATH RecName: Full=Isocitrate dehydrogenase [NAD] 64%
GO:0009099;GO:0009098;GO:0000287;GO:0004450;GO:0006749;GO:0003862;GO:0019643;GO:00

09097;GO:0051287
272568.GDI_1991 isocitrate dehydrogenase 90.12% COG0473 _ _ K00030 IDH3

orf1272 44 gi|494641364|ref|WP_007399308.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 97% _ _ _ _ _ _ _ _ _ _ None _

orf1273 118 gi|517920319|ref|WP_019090527.1| 5-hydroxyisourate hydrolase [Komagataeibacter europaeus] 100% gi|20455431|sp|Q8XXJ7.1|HIUH_RALSO
RecName: Full=5-hydroxyisourate hydrolase; Short=HIU hydrolase; Short=HIUHase [Ralstonia

solanacearum GMI1000]
63% GO:0006810;GO:0006144;GO:0033971 272568.GDI_1992 OHCU decarboxylase 79.65% COG2351 _ _ K07127 uraH, pucM, hiuH

orf1274 171 gi|498193447|ref|WP_010507603.1| OHCU decarboxylase [Komagataeibacter europaeus] 100%
gi|341958775|sp|D8JBB8.1|URAD_HALJ

B

RecName: Full=2-oxo-4-hydroxy-4-carboxy-5-ureidoimidazoline decarboxylase; Short=OHCU

decarboxylase [Halalkalicoccus jeotgali B3]
62% GO:0019428 272568.GDI_1992 OHCU decarboxylase 76.32% COG3195 _ _ K13485 PRHOXNB, URAD

orf1275 303 gi|517920321|ref|WP_019090529.1| chitin deacetylase [Komagataeibacter europaeus] 100% gi|74581909|sp|O13842.1|CDA1_SCHPO RecName: Full=Chitin deacetylase 1 [Schizosaccharomyces pombe 972h-] 57% GO:0004099;GO:0006040;GO:0005975 272568.GDI_1993 putative polysaccharide deacetylase 91.22% COG0726 _ _ None _

orf1276 409 gi|517914576|ref|WP_019084784.1| aminotransferase V [Komagataeibacter europaeus] 100% gi|23396811|sp|O32148.1|PUCG_BACSU RecName: Full=Purine catabolism protein PucG [Bacillus subtilis subsp. subtilis str. 168] 63% GO:0008152;GO:0008483;GO:0030170 272568.GDI_1994 putative serine-pyruvate aminotransferase 87.98% COG0075 _ _ K00839 E2.6.1.-B

orf1277 423 gi|498193452|ref|WP_010507608.1| allantoate amidohydrolase [Komagataeibacter europaeus] 99% gi|2506176|sp|P37113.2|AMAB1_GEOSE
RecName: Full=N-carbamoyl-L-amino acid hydrolase; AltName: Full=L-carbamoylase [Geobacillus

stearothermophilus]
54% GO:0006807;GO:0016813 272568.GDI_1995 allantoate amidohydrolase 75.37% COG0624 _ _ K02083 allC

orf1278 520 gi|498193453|ref|WP_010507609.1| gamma-glutamyltransferase [Komagataeibacter europaeus] 100% gi|81637454|sp|O05218.1|YWRD_BACSU
RecName: Full=Putative gamma-glutamyltransferase YwrD; AltName: Full=Glutathione hydrolase;

Contains: RecName: Full=Gamma-glutamyltranspeptidase large chain; Contai
62% GO:0006691;GO:0019530;GO:0006749;GO:0006693;GO:0003840 272568.GDI_1996 gamma-glutamyltransferase (EC:2.3.2.2) 84.60% COG0405 _ _ K00681 ggt

orf1279 457 gi|498193454|ref|WP_010507610.1| amidase [Komagataeibacter europaeus] 100% gi|75406406|sp|Q936X3.1|ATZE_PSESD RecName: Full=Biuret hydrolase 69%
GO:0006558;GO:0018874;GO:0006560;GO:0004040;GO:0006525;GO:0006568;GO:0016884;GO:00

16740;GO:0042207
272568.GDI_1997 amidohydrolase, AtzE family 82.35% COG0154 _ _ K02433 gatA, QRSL1

orf1280 78 gi|498193455|ref|WP_010507611.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1281 485 gi|498193456|ref|WP_010507612.1| oxidoreductase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1999 hypothetical protein 84.33% COG2072 _ _ K00100 E1.1.1.-

orf1282 318 gi|498193457|ref|WP_010507613.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_2000 LysR family transcriptional regulator 79.56% COG0583 _ _ None _

orf1283 280 gi|517920324|ref|WP_019090532.1| xanthine dehydrogenase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K07402 xdhC

orf1284 787 gi|657221407|ref|WP_029335125.1| aldehyde oxidase [Komagataeibacter europaeus] 99% gi|32172407|sp|P10351.2|XDH_DROME
RecName: Full=Xanthine dehydrogenase; Short=XD; AltName: Full=Protein rosy locus [Drosophila

melanogaster]
60% GO:0030151;GO:0055114;GO:0016491 272568.GDI_2002 putative xanthine dehydrogenase/oxidase 89.21% COG4631 _ _ K13482 xdhB

orf1285 481 gi|657221408|ref|WP_029335126.1| FAD-binding molybdopterin dehydrogenase [Komagataeibacter europaeus] 99% gi|387935409|sp|F4JLI5.1|XDH2_ARATH RecName: Full=Xanthine dehydrogenase 2; Short=AtXDH2 [Arabidopsis thaliana] 65%
GO:0009055;GO:0008762;GO:0051537;GO:0004855;GO:0050660;GO:0006118;GO:0004854;GO:00

55114;GO:0046872;GO:0006040;GO:0006144
272568.GDI_2003 putative xanthine dehydrogenase, XdhA 80.64% COG4630 _ _ K13481 xdhA

orf1286 87 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1287 465 gi|517914568|ref|WP_019084776.1| hydantoinase [Komagataeibacter europaeus] 99% gi|81622573|sp|Q9I676.1|HYDA_PSEAE RecName: Full=D-hydantoinase/dihydropyrimidinase; Short=DHPase [Pseudomonas aeruginosa 57% GO:0006807;GO:0016810 _ _ _ _ _ _ K01464 DPYS, dht, hydA

orf1288 498 gi|648238391|ref|WP_026019540.1| exopolyphosphatase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2009 Ppx/GppA phosphatase 84.35% COG0248 _ _ K01524 ppx-gppA

orf1289 757 gi|648237278|ref|WP_026018427.1| polyphosphate kinase [Komagataeibacter europaeus] 100% gi|254782767|sp|A5G1J3.1|PPK_ACICJ
RecName: Full=Polyphosphate kinase; AltName: Full=ATP-polyphosphate phosphotransferase;

AltName: Full=Polyphosphoric acid kinase [Acidiphilium cryptum JF-5]
78% GO:0006119;GO:0008976;GO:0006799;GO:0009358;GO:0005524 272568.GDI_2010

polyphosphate kinase; Catalyzes the reversible transfer of the terminal phosphate

of ATP to  [...]
92.92% COG0855 _ _ K00937 ppk

orf1290 257 gi|498193465|ref|WP_010507621.1| chromosomal replication initiator protein DnaA [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1291 366 gi|517914563|ref|WP_019084771.1| phosphoribosylaminoimidazole synthetase [Komagataeibacter europaeus] 100% gi|254783900|sp|B9JCV0.1|PUR5_AGRRK
RecName: Full=Phosphoribosylformylglycinamidine cyclo-ligase; AltName: Full=AIR synthase;

AltName: Full=AIRS; AltName: Full=Phosphoribosyl-aminoimidazole synthetas
76% GO:0005524;GO:0006144;GO:0004641;GO:0006189;GO:0005737 290633.GOX1934 phosphoribosylaminoimidazole synthetase 85.54% COG0150 _ _ K01933 purM

orf1292 207 gi|498193467|ref|WP_010507623.1| phosphoribosylglycinamide formyltransferase [Komagataeibacter europaeus] 100% gi|131612|sp|P21872.1|PUR2_CHICK
RecName: Full=Trifunctional purine biosynthetic protein adenosine-3; Includes: RecName:

Full=Phosphoribosylamine--glycine ligase; AltName: Full=Glycinamide ribonucleo
63% GO:0009256;GO:0008168;GO:0006144;GO:0032259;GO:0006189;GO:0004644 272568.GDI_2013 phosphoribosylglycinamide formyltransferase 89.77% COG0299 _ _ K11175 purN

orf1293 140 gi|498193468|ref|WP_010507624.1| nucleoside diphosphate kinase [Komagataeibacter europaeus] 100% gi|189029042|sp|A9HJV3.1|NDK_GLUDA
RecName: Full=Nucleoside diphosphate kinase; Short=NDK; Short=NDP kinase; AltName:

Full=Nucleoside-2-P kinase [Gluconacetobacter diazotrophicus PA1 5]
91%

GO:0005524;GO:0006241;GO:0006165;GO:0005737;GO:0004550;GO:0006228;GO:0046872;GO:00

06144;GO:0006206;GO:0006183
634452.APA01_19610 nucleoside diphosphate kinase 92.03% COG0105 _ _ K00940 E2.7.4.6, ndk

orf1294 628 gi|498193469|ref|WP_010507625.1| glycosyl transferase family 1 [Komagataeibacter europaeus] 100% gi|54040347|sp|P63390.1|YHES_ECO57
RecName: Full=Uncharacterized ABC transporter ATP-binding protein YheS [Escherichia coli

YHES_ECOLI RecName: Full=Uncharacterized A
61% GO:0005524;GO:0006200;GO:0016887 272568.GDI_2015 ABC transporter related 90.53% COG0488 _ _ K06158 ABCF3

orf1295 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1296 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1297 112 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1298 361 gi|517914560|ref|WP_019084768.1| MFS transporter [Komagataeibacter europaeus] 98% gi|114106|sp|P23910.1|ARAJ_ECOLI RecName: Full=Protein AraJ [Escherichia coli K-12] 50% GO:0055085;GO:0016021 _ _ _ _ _ _ K08156 araJ

orf1299 374 gi|498193472|ref|WP_010507628.1| transporter [Komagataeibacter europaeus] 100% gi|8928489|sp|O34472.1|YRRI_BACSU RecName: Full=UPF0118 membrane protein YrrI [Bacillus subtilis subsp. subtilis str. 168] 54% _ 272568.GDI_2020 hypothetical protein 92.75% COG0628 _ _ None _

orf1300 195 gi|498193474|ref|WP_010507630.1| phosphatase [Komagataeibacter europaeus] 100% gi|19864674|sp|Q94529.2|GS1_DROME
RecName: Full=Probable pseudouridine-5'-monophosphatase; Short=5'-PsiMPase; AltName:

Full=GS1-like protein [Drosophila melanogaster]
57% GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf1301 162 gi|498193475|ref|WP_010507631.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1302 378 gi|498193476|ref|WP_010507632.1| aminotransferase DegT [Komagataeibacter europaeus] 100% gi|118437|sp|P15263.1|DEGT_BACST RecName: Full=Pleiotropic regulatory protein 51% GO:0008152;GO:0008483;GO:0030170 272568.GDI_2023 putative aminotransferase protein 85.15% COG0399 _ _ None _

orf1303 644 gi|648237277|ref|WP_026018426.1| nucleotide sugar dehydratase [Komagataeibacter europaeus] 99% gi|81345685|sp|P71052.1|EPSC_BACSU
RecName: Full=Probable polysaccharide biosynthesis protein EpsC [Bacillus subtilis subsp. subtilis

str. 168]
51% GO:0009058;GO:0009225;GO:0006012;GO:0003978 _ _ _ _ _ _ K13013 wbqV

orf1304 346 gi|517914556|ref|WP_019084764.1|
UDP-phosphate N-acetylglucosaminyl-1-phosphate transferase [Komagataeibacter

europaeus]
99%

gi|442580984|sp|A0R211.1|WECA_MYCS

2

RecName: Full=Decaprenyl-phosphate N-acetylglucosaminephosphotransferase; AltName:

Full=Decaprenyl-phosphate GlcNAc-1-phosphate transferase; AltName: Full=Decapren
54% GO:0009252;GO:0016021;GO:0006629;GO:0008963 _ _ _ _ _ _ None _

orf1305 161 gi|648237276|ref|WP_026018425.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1306 127 gi|517920329|ref|WP_019090537.1| MarR family transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_2027 MarR family transcriptional regulator 90.43% COG1846 _ _ None _

orf1307 474 gi|498193482|ref|WP_010507638.1| leucyl aminopeptidase [Komagataeibacter europaeus] 100% gi|254802489|sp|B8J457.1|AMPA_DESDA
RecName: Full=Probable cytosol aminopeptidase; AltName: Full=Leucine aminopeptidase;

Short=LAP; AltName: Full=Leucyl aminopeptidase [Desulfovibrio desulfuricans su
56% GO:0004177;GO:0006508;GO:0005737;GO:0008235;GO:0030145 272568.GDI_2028 putative cytosol aminopeptidase 75.06% COG0260 _ _ K01255 CARP, pepA

orf1308 870 gi|517914553|ref|WP_019084761.1| DNA helicase [Komagataeibacter europaeus] 100% gi|74676199|sp|O94445.1|SUV3_SCHPO
RecName: Full=ATP-dependent RNA helicase suv3, mitochondrial; Flags: Precursor

[Schizosaccharomyces pombe 972h-]
55% GO:0005524;GO:0008152;GO:0004386;GO:0003676 272568.GDI_2029 putative helicase 78.45% COG0513 _ _ K17675 SUPV3L1, SUV3

orf1309 97 gi|517914552|ref|WP_019084760.1| RNA-binding protein S4 [Komagataeibacter europaeus] 100% gi|7387782|sp|Q44264.1|HSLR_AERSA RecName: Full=Heat shock protein 15 homolog; Short=HSP15 49% GO:0003723;GO:0006950 _ _ _ _ _ _ K04762 hslR

orf1310 110 gi|498193485|ref|WP_010507641.1| MULTISPECIES: ferredoxin ferredoxin [Gluconacetobacter xylinus E25] 100% gi|30580420|sp|Q44037.1|FER1_AFIFE RecName: Full=Ferredoxin-1 85% GO:0009055;GO:0046872;GO:0051539;GO:0006118 634452.APA01_00950 ferredoxin 90.83% COG1146 _ _ K05524 fdxA

orf1311 73 gi|648237275|ref|WP_026018424.1| MULTISPECIES: cytochrome C oxidase subunit III [Komagataeibacter] 100% gi|81541485|sp|Q9I424.1|CYOD_PSEAE
RecName: Full=Cytochrome bo(3) ubiquinol oxidase subunit 4; AltName: Full=Cytochrome o

ubiquinol oxidase subunit 4; Short=Cytochrome o subunit 4; AltName: Full=Oxid
78% GO:0008827;GO:0015990;GO:0009319;GO:0006118;GO:0055114 272568.GDI_2032 cytochrome o ubiquinol oxidase subunit IV 90.41% COG3125 _ _ K02300 cyoD

orf1312 197 gi|498193489|ref|WP_010507645.1| MULTISPECIES: cytochrome O ubiquinol oxidase [Komagataeibacter] 100% gi|78099994|sp|P0ABJ4.1|CYOC_ECOL6
RecName: Full=Cytochrome bo(3) ubiquinol oxidase subunit 3; AltName: Full=Cytochrome o

ubiquinol oxidase subunit 3; Short=Cytochrome o subunit 3; AltName: Full=Oxid
71%

GO:0019646;GO:0045277;GO:0006123;GO:0004129;GO:0009319;GO:0006118;GO:0008827;GO:19

02600;GO:0005886
272568.GDI_2033 cytochrome o ubiquinol oxidase, subunit III 92.78% COG1845 _ _ K02299 cyoC

orf1313 651 gi|498193490|ref|WP_010507646.1| cytochrome O ubiquinol oxidase [Komagataeibacter europaeus] 100% gi|1346940|sp|P98009.1|QOX1_ACEAC
RecName: Full=Ubiquinol oxidase subunit 1; AltName: Full=Cytochrome A1 subunit 1; AltName:

Full=Oxidase BA(3) subunit 1; AltName: Full=Ubiquinol oxidase polypeptide
89%

GO:0020037;GO:0016682;GO:0045277;GO:0006123;GO:0004129;GO:0005506;GO:0006118;GO:00

09060;GO:1902600;GO:0016021
272568.GDI_2034 ubiquinol oxidase subunit 1 93.66% COG0843 _ _ K02298 cyoB

orf1314 275 gi|648238395|ref|WP_026019544.1| ubiquinol oxidase subunit II [Komagataeibacter europaeus] 100% gi|1709967|sp|P50653.1|QOX2_ACEAC
RecName: Full=Ubiquinol oxidase subunit 2; AltName: Full=Cytochrome A1 subunit 2; AltName:

Full=Oxidase BA(3) subunit 2; AltName: Full=Ubiquinol oxidase polypeptide
91%

GO:0045277;GO:0006123;GO:0004129;GO:0009319;GO:0006118;GO:0008827;GO:1902600;GO:00

05507;GO:0009486
272568.GDI_2035 ubiquinol oxidase subunit 2 93.12% COG1622 _ _ K02297 cyoA

orf1315 235 gi|498193492|ref|WP_010507648.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|15214335|sp|Q9A2A3.2|Y3663_CAUCR RecName: Full=Uncharacterized protein CC_3663 [Caulobacter crescentus CB15] 62% GO:0016021 634452.APA01_00890 hypothetical protein 75.71% COG0670 _ _ K06890 K06890

orf1316 220 gi|498193493|ref|WP_010507649.1| 2'-5' RNA ligase [Komagataeibacter europaeus] 100% _ _ _ GO:0016070;GO:0008664 _ _ _ _ _ _ K01975 ligT

orf1317 708 gi|648238396|ref|WP_026019545.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|6166117|sp|Q44002.1|DHET_KOMEU RecName: Full=Alcohol dehydrogenase [cytochrome c] 100%
GO:0009055;GO:0020037;GO:0006118;GO:0055114;GO:0052936;GO:0052935;GO:0005509;GO:00

30288;GO:0005886
272568.GDI_2040 alcohol dehydrogenase [acceptor] precursor 96.93% COG4993 _ _ K00114 exaA

orf1318 473 gi|648238397|ref|WP_026019546.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|61222449|sp|P0A388.1|CYCA_ACEPO
RecName: Full=Alcohol dehydrogenase cytochrome c subunit; Flags: Precursor  CYCA_KOMEU

RecName: Full=Alcohol dehydrogenase cytochrome c subun
100% GO:0009055;GO:0016614;GO:0020037;GO:0005506;GO:0006118;GO:0005886;GO:0055114 272568.GDI_2041 gluconate 2-dehydrogenase (acceptor) (EC:1.1.99.3) 89.80% COG2010 _ _ None _

orf1319 230 gi|517914543|ref|WP_019084751.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|61213804|sp|Q6MJJ2.1|NPD_BDEBA
RecName: Full=NAD-dependent protein deacylase; AltName: Full=Regulatory protein SIR2 homolog

[Bdellovibrio bacteriovorus HD100]
63%

GO:0036055;GO:0036049;GO:0036054;GO:0005737;GO:0016757;GO:0070403;GO:0008270;GO:00

36047;GO:0034979;GO:0006476
272568.GDI_2042 putative NAD-dependent deacetylase 76.75% COG0846 _ _ K12410 npdA

orf1320 209 gi|517920336|ref|WP_019090544.1| uracil-DNA glycosylase [Komagataeibacter europaeus] 99% gi|6831713|sp|O86222.1|Y220B_HAEIN RecName: Full=Uncharacterized protein HI_0220.2 [Haemophilus influenzae Rd KW20] 56% _ 272568.GDI_2043 hypothetical protein 84.86% COG1573 _ _ None _

orf1321 246 gi|498193499|ref|WP_010507655.1| membrane protein [Komagataeibacter europaeus] 100% gi|61227886|sp|P0A2L5.1|MARC_SALTY
RecName: Full=UPF0056 inner membrane protein MarC [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
48% GO:0016021 272568.GDI_2044 putative multiple antibiotic resistance protein MarC 77.51% COG2095 _ _ K05595 marC

orf1322 676 gi|498193500|ref|WP_010507656.1| transporter [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2045 hypothetical protein 78.95% COG2898;COG039 _ _ K14205 mprF, fmtC

orf1323 535 gi|517914540|ref|WP_019084748.1| lysyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|27805746|sp|Q9ABY6.1|SYK_CAUCR
RecName: Full=Lysine--tRNA ligase; AltName: Full=Lysyl-tRNA synthetase; Short=LysRS

[Caulobacter crescentus CB15]
72% GO:0006430;GO:0005524;GO:0009085;GO:0004824;GO:0000049;GO:0005737 272568.GDI_2046 lysyl-tRNA synthetase 90.47% COG1384 _ _ K04566 lysK

orf1324 979 gi|517914539|ref|WP_019084747.1| DNA helicase [Komagataeibacter europaeus] 100% _ _ _ GO:0005524;GO:0006200;GO:0008026;GO:0003676 _ _ _ _ _ _ K03722 dinG

orf1325 67 gi|498193504|ref|WP_010507660.1| MULTISPECIES: cold-shock protein [Komagataeibacter] 100% gi|2493775|sp|P55390.1|Y4CH_RHISN RecName: Full=Probable cold shock protein y4cH [Sinorhizobium fredii NGR234] 78% GO:0003677;GO:0006355;GO:0005737 272568.GDI_2048 cold-shock DNA-binding domain protein 93.85% COG1278 _ _ K03704 cspA

orf1326 549 gi|498193505|ref|WP_010507661.1| molecular chaperone GroEL [Komagataeibacter europaeus] 100%
gi|187470746|sp|A9HK37.1|CH601_GLU

DA

RecName: Full=60 kDa chaperonin 1; AltName: Full=GroEL protein 1; AltName: Full=Protein

Cpn60 1 [Gluconacetobacter diazotrophicus PA1 5]
96% GO:0005524;GO:0051082;GO:0042026;GO:0005737 272568.GDI_2049

chaperonin GroEL; Prevents misfolding and promotes the refolding and proper

assembly of unfo [...]
96.72% COG0459 _ _ K04077 groEL, HSPD1

orf1327 96 gi|498193506|ref|WP_010507662.1| molecular chaperone GroES [Komagataeibacter europaeus] 100% gi|29839340|sp|Q8GBD3.1|CH10_ACEP3
RecName: Full=10 kDa chaperonin; AltName: Full=GroES protein; AltName: Full=Protein Cpn10

[Acetobacter pasteurianus IFO 3283-01]
96% GO:0006457;GO:0005524;GO:0006950;GO:0005737 634452.APA01_17860

heat shock protein GroES; Binds to Cpn60 in the presence of Mg-ATP and

suppresses the ATPase [...]
95.74% COG0234 _ _ K04078 groES, HSPE1

orf1328 191 gi|498193507|ref|WP_010507663.1| carboxymethylenebutenolidase [Komagataeibacter europaeus] 99% gi|60391921|sp|P0A114.1|CLCD_PSEPU
RecName: Full=Carboxymethylenebutenolidase; AltName: Full=Dienelactone hydrolase; Short=DLH

[Pseudomonas putida]
44% GO:0008806;GO:0019261 _ _ _ _ _ _ K01061 E3.1.1.45

orf1329 301 gi|517920340|ref|WP_019090548.1| 5'-methylthioadenosine phosphorylase [Komagataeibacter europaeus] 100% gi|123592844|sp|Q3J5E8.1|MTAP_RHOS4
RecName: Full=S-methyl-5'-thioadenosine phosphorylase; AltName: Full=5'-methylthioadenosine

phosphorylase; Short=MTA phosphorylase; Short=MTAP [Rhodobacter sphaero
76% GO:0017061;GO:0006166;GO:0019509;GO:0004645 272568.GDI_2055 5'-methylthioadenosine phosphorylase 94.06% COG0005 _ _ K00772 E2.4.2.28, mtaP

orf1330 252 gi|517914535|ref|WP_019084743.1| ubiquinol-cytochrome C reductase [Komagataeibacter europaeus] 99% gi|117766|sp|P07143.1|CY1_YEAST
RecName: Full=Cytochrome c1, heme protein, mitochondrial; AltName: Full=Complex III subunit 4;

AltName: Full=Complex III subunit IV; AltName: Full=Cytochrome b-c1 comp
54% GO:0009055;GO:0020037;GO:0005506;GO:0006118 _ _ _ _ _ _ K00413 CYC1, CYT1, petC

orf1331 302 gi|498193511|ref|WP_010507667.1| coproporphyrinogen III oxidase [Komagataeibacter europaeus] 100%
gi|21542087|sp|Q9AAT8.1|HEM6_CAUC

R

RecName: Full=Oxygen-dependent coproporphyrinogen-III oxidase; Short=CPO; Short=Coprogen

oxidase; Short=Coproporphyrinogenase [Caulobacter crescentus CB15]
74% GO:0046872;GO:0004109;GO:0015994;GO:0006782;GO:0055114;GO:0042803;GO:0005737 272568.GDI_2058 coproporphyrinogen III oxidase 87.93% COG0408 _ _ K00228 CPOX, hemF

orf1332 60 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1333 363 gi|517920343|ref|WP_019090551.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1334 180 gi|498193514|ref|WP_010507670.1| DNA mismatch repair protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2063 Smr protein/MutS2 85.32% _ _ NOG126941 None _

orf1335 78 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1336 461 gi|648238398|ref|WP_026019547.1| cytochrome C peroxidase [Komagataeibacter europaeus] 100% gi|586681|sp|P37197.1|YHJA_ECOLI RecName: Full=Probable cytochrome c peroxidase [Escherichia coli K-12] 62% GO:0006979;GO:0006804;GO:0009055;GO:0020037;GO:0005506;GO:0006118;GO:0055114;GO:00 272568.GDI_2064 cytochrome-c peroxidase (EC:1.11.1.5) 83.15% COG1858 _ _ K00428 E1.11.1.5

orf1337 296 gi|498193516|ref|WP_010507672.1| DNA methyltransferase [Komagataeibacter europaeus] 100% gi|2500156|sp|Q58893.1|MTM5_METJA
RecName: Full=Modification methylase MjaV; Short=M.MjaV; AltName: Full=N-4 cytosine-specific

methyltransferase MjaV [Methanocaldococcus jannaschii DSM 2661]
70% GO:0090124;GO:0003677;GO:0015667;GO:0008170 272568.GDI_2065 DNA methylase N-4/N-6 domain protein 86.69% COG0863 _ _ None _

orf1338 408 gi|498193517|ref|WP_010507673.1| murein transglycosylase [Komagataeibacter europaeus] 100% _ _ _ GO:0019867;GO:0004553;GO:0005975;GO:0009254 _ _ _ _ _ _ K08304 mltA

orf1339 228 gi|648237269|ref|WP_026018418.1| preprotein translocase subunit Tim44 [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1340 248 gi|494641286|ref|WP_007399230.1| preprotein translocase subunit SecB [Gluconacetobacter sp. SXCC-1] 99%
gi|189046622|sp|A9HK92.1|SECB_GLUD

A
RecName: Full=Protein-export protein SecB [Gluconacetobacter diazotrophicus PA1 5] 86% GO:0006457;GO:0051082;GO:0051262;GO:0015031;GO:0005737 272568.GDI_2068

preprotein translocase subunit SecB; One of the proteins required for the normal

export of p [...]
88.51% COG1952 _ _ K03071 secB

orf1341 247 gi|517914530|ref|WP_019084738.1| uroporphyrinogen III synthase [Komagataeibacter europaeus] 99% _ _ _ GO:0015994;GO:0004852;GO:0006783 _ _ _ _ _ _ K01719 hemD, UROS

orf1342 360 gi|498193521|ref|WP_010507677.1| porphobilinogen deaminase [Komagataeibacter europaeus] 100% gi|55976479|sp|Q7NGF7.1|HEM3_GLOVI
RecName: Full=Porphobilinogen deaminase; Short=PBG; AltName: Full=Hydroxymethylbilane

synthase; Short=HMBS; AltName: Full=Pre-uroporphyrinogen synthase [Gloeobacter
57% GO:0018160;GO:0015994;GO:0006782;GO:0004418 634452.APA01_07970 porphobilinogen deaminase 92.19% COG0181 _ _ K01749 hemC, HMBS

orf1343 356 gi|648238399|ref|WP_026019548.1| O-sialoglycoprotein endopeptidase [Komagataeibacter europaeus] 99%
gi|158563864|sp|Q5FPS6.2|TSAD_GLUO

X

RecName: Full=tRNA N6-adenosine threonylcarbamoyltransferase; AltName: Full=N6-L-

threonylcarbamoyladenine synthase; Short=t(6)A synthase; AltName: Full=t(6)A37 thr
74% GO:0006508;GO:0004222;GO:0070526;GO:0005506;GO:0016747;GO:0005737 634452.APA01_07960 O-sialoglycoprotein endopeptidase 79.71% COG0533 _ _ K01409

gcp, QRI7,

OSGEPL, tsaD

orf1344 323 gi|517920348|ref|WP_019090556.1| glycerol-3-phosphate dehydrogenase [Komagataeibacter europaeus] 99% gi|81351576|sp|Q5FPS8.1|GPDA_GLUOX RecName: Full=Glycerol-3-phosphate dehydrogenase [NAD(P)+] 68%
GO:0047952;GO:0046168;GO:0051287;GO:0055114;GO:0004367;GO:0036439;GO:0008654;GO:00

06650;GO:0009331;GO:0005975;GO:0046167
_ _ _ _ _ _ K00057 gpsA

orf1345 161 gi|498193525|ref|WP_010507681.1| glutathione peroxidase [Komagataeibacter europaeus] 99% gi|6225487|sp|O59858.1|GPX1_SCHPO RecName: Full=Glutathione peroxidase [Schizosaccharomyces pombe 972h-] 65% GO:0006804;GO:0006979;GO:0006749;GO:0004602;GO:0055114 272568.GDI_2077 glutathione peroxidase 85.93% COG0386 _ _ K00432 E1.11.1.9

orf1346 520 gi|517920350|ref|WP_019090558.1| multidrug transporter MurJ [Komagataeibacter europaeus] 100% gi|8473277|sp|P56882.1|MURJ_RHIME RecName: Full=Protein MurJ homolog [Sinorhizobium meliloti 1021] 59% GO:0005886 272568.GDI_2078 integral membrane protein MviN 83.54% COG0728 _ _ K03980 mviN

orf1347 857 gi|498193527|ref|WP_010507683.1| DNA mismatch repair protein MutS [Komagataeibacter europaeus] 99% gi|122327938|sp|Q0BV38.1|MUTS_GRAB RecName: Full=DNA mismatch repair protein MutS [Granulibacter bethesdensis CGDNIH1] 72% GO:0005524;GO:0006298;GO:0030983 272568.GDI_2079 DNA mismatch repair protein MutS 80.96% COG0249 _ _ K03555 mutS

orf1348 954 gi|498193528|ref|WP_010507684.1| PII uridylyl-transferase [Komagataeibacter europaeus] 100% gi|81170616|sp|Q5FPT6.1|GLND_GLUOX
RecName: Full=Bifunctional uridylyltransferase/uridylyl-removing enzyme; Short=UTase/UR;

AltName: Full=Bifunctional [protein-PII]
82% GO:0046872;GO:0008773;GO:0006807;GO:0008081;GO:0016597;GO:0006808 272568.GDI_2080 PII uridylyl-transferase 86.32% COG2844 _ _ K00990 glnD

orf1349 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1350 661 gi|498193529|ref|WP_010507685.1| protein flbA [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1351 506 gi|517920353|ref|WP_019090561.1| peptidase M32 [Komagataeibacter europaeus] 100% gi|81364626|sp|Q5SLM3.1|CBP1_THET8 RecName: Full=Thermostable carboxypeptidase 1; AltName: Full=TthCP1 [Thermus thermophilus 52% GO:0006508;GO:0004181 272568.GDI_2085 thermostable carboxypeptidase 1 80.65% COG2317 _ _ K01299 E3.4.17.19

orf1352 383 gi|517920354|ref|WP_019090562.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1353 468 gi|517914523|ref|WP_019084731.1| threonine synthase [Komagataeibacter europaeus] 100% gi|12231046|sp|P29363.3|THRC_PSEAE RecName: Full=Threonine synthase; Short=TS [Pseudomonas aeruginosa PAO1] 68% GO:0042816;GO:0004795;GO:0006544;GO:0009088;GO:0030170;GO:0006563 272568.GDI_2088 threonine synthase 90.31% COG0498 _ _ K01733 thrC

orf1354 431 gi|657221424|ref|WP_029335142.1| peptidase M16 [Komagataeibacter europaeus] 100% gi|122425770|sp|Q1RJ61.1|Y522_RICBR RecName: Full=Uncharacterized zinc protease RBE_0522 [Rickettsia bellii RML369-C] 59% GO:0046872;GO:0006508;GO:0004222 634452.APA01_16780 processing protease protein M16 family 84.32% COG0612 _ _ None _



orf1355 446 gi|498193534|ref|WP_010507690.1| modulator protein [Komagataeibacter europaeus] 100% gi|1172537|sp|P45077.1|PMBA_HAEIN RecName: Full=Metalloprotease PmbA homolog [Haemophilus influenzae Rd KW20] 52% _ 272568.GDI_2090 peptidase U62 modulator of DNA gyrase 83.10% COG0312 _ _ K03592 pmbA

orf1356 316 gi|517920356|ref|WP_019090564.1| preprotein translocase subunit Tim44 [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1357 48 gi|582021183|gb|AHI24525.1| hypothetical protein H845_567 [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf1358 321 gi|648237268|ref|WP_026018417.1| protoheme IX farnesyltransferase [Komagataeibacter europaeus] 100%
gi|205693383|sp|A9HKH7.1|COXX_GLU

DA

RecName: Full=Protoheme IX farnesyltransferase; AltName: Full=Heme B farnesyltransferase;

AltName: Full=Heme O synthase [Gluconacetobacter diazotrophicus PA1 5]
88% GO:0016021;GO:0008495;GO:0005886;GO:0048034 272568.GDI_2100

protoheme IX farnesyltransferase; Converts heme B (protoheme IX) to heme O by

substitution o [...]
90.68% COG0109 _ _ K02301 cyoE

orf1359 424 gi|648237267|ref|WP_026018416.1| cytochrome oxidase [Komagataeibacter europaeus] 100% gi|122990907|sp|Q1RI42.1|COX1_RICBR
RecName: Full=Probable cytochrome c oxidase subunit 1; AltName: Full=Cytochrome aa3 subunit 1;

AltName: Full=Cytochrome c oxidase polypeptide I [Rickettsia bellii
48%

GO:0020037;GO:0045277;GO:0006123;GO:0004129;GO:0005506;GO:0009060;GO:1902600;GO:00

16021
_ _ _ _ _ _ K02274 coxA

orf1360 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1361 237 gi|498193540|ref|WP_010507696.1| phosphatidylethanolamine N-methyltransferase [Komagataeibacter europaeus] 100% gi|548537|sp|Q05197.1|PMTA_RHOSH RecName: Full=Phosphatidylethanolamine N-methyltransferase [Rhodobacter sphaeroides] 59% GO:0008168;GO:0032259 290633.GOX1862 phosphatidylethanolamine N-methyltransferase 87.14% COG0500 _ NOG273061 K00570 pmtA

orf1362 326 gi|648237266|ref|WP_026018415.1| glutathione synthetase [Komagataeibacter europaeus] 100% gi|20138273|sp|Q92SN3.1|GSHB_RHIME
RecName: Full=Glutathione synthetase; AltName: Full=GSH synthetase; Short=GSH-S;

Short=GSHase; AltName: Full=Glutathione synthase [Sinorhizobium meliloti 1021]
76% GO:0000287;GO:0005524;GO:0005829;GO:0004363;GO:0006750;GO:0030145 272568.GDI_2103 glutathione synthetase 90.28% COG0189 _ _ K01920 E6.3.2.3, gshB

orf1363 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1364 178 gi|517914515|ref|WP_019084723.1| transcription elongation factor GreB [Komagataeibacter europaeus] 99% gi|34222642|sp|Q9K0C5.1|GREB_NEIMB
RecName: Full=Transcription elongation factor GreB; AltName: Full=Transcript cleavage factor

GreB [Neisseria meningitidis MC58]
77% GO:0005840;GO:0032784;GO:0003677;GO:0070063;GO:0006448;GO:0003746 272568.GDI_2104 transcription elongation factor GreB 89.81% COG0782 _ _ K04760 greB

orf1365 298 gi|498193544|ref|WP_010507700.1| aldose 1-epimerase [Komagataeibacter europaeus] 100% gi|3025267|sp|P76584.1|YPHB_ECOLI RecName: Full=Uncharacterized protein YphB [Escherichia coli K-12] 49% GO:0030246;GO:0016853;GO:0005975 _ _ _ _ _ _ None _

orf1366 729 gi|498193545|ref|WP_010507701.1| excinuclease ABC subunit B [Komagataeibacter europaeus] 100% gi|81855589|sp|Q98I01.1|UVRB_RHILO
RecName: Full=UvrABC system protein B; Short=Protein UvrB; AltName: Full=Excinuclease ABC

subunit B [Mesorhizobium loti MAFF303099]
81%

GO:0003677;GO:0005524;GO:0004386;GO:0005737;GO:0009432;GO:0009380;GO:0006289;GO:00

00737;GO:0009381
272568.GDI_2106 excinuclease ABC subunit B 93.50% COG0556 _ _ K03702 uvrB

orf1367 459 gi|498193546|ref|WP_010507702.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|81884513|sp|Q6AY19.1|ADCK4_RAT RecName: Full=AarF domain-containing protein kinase 4 [Rattus norvegicus] 50% GO:0008152;GO:0016772 272568.GDI_2109 ABC-1 domain protein 90.48% COG0661 _ _ None _

orf1368 617 gi|498193549|ref|WP_010507705.1| oligoendopeptidase F [Komagataeibacter europaeus] 100% _ _ _ GO:0006508;GO:0004222;GO:0008270 272568.GDI_2110 group B oligopeptidase PepB 87.95% COG1164 _ _ K08602 pepF, pepB

orf1369 1510 gi|517914512|ref|WP_019084720.1| glutamate synthase [Komagataeibacter europaeus] 100% gi|729601|sp|Q05755.1|GLTB_AZOBR RecName: Full=Glutamate synthase [NADPH] 80% GO:0015930;GO:0006537;GO:0055114 272568.GDI_2111 glutamate synthase (ferredoxin) (EC:1.4.7.1) 92.22%
COG0069;COG007

0;COG0067
_ _ K00265 gltB

orf1370 480 gi|517914511|ref|WP_019084719.1| dihydropyrimidine dehydrogenase subunit A [Komagataeibacter europaeus] 100% gi|50403765|sp|Q05756.3|GLTD_AZOBR RecName: Full=Glutamate synthase [NADPH] 79% GO:0050660;GO:0006537;GO:0006118;GO:0055114;GO:0016639;GO:0051536 272568.GDI_2112 putative oxidoreductase 89.10% COG0493 _ _ K00266 gltD

orf1371 279 gi|517914510|ref|WP_019084718.1| 3-beta-hydroxy-delta(5)-steroid dehydrogenase [Komagataeibacter europaeus] 100% gi|75206396|sp|Q9SK66.2|NDUA9_ARAT RecName: Full=NADH dehydrogenase [ubiquinone] 47% _ _ _ _ _ _ _ K00329 E1.6.5.3

orf1372 62 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1373 215 gi|517914508|ref|WP_019084716.1| 3'-5' exonuclease [Komagataeibacter europaeus] 100% _ _ _ GO:0008408;GO:0003887;GO:0090305;GO:0006261;GO:0042575;GO:0003676 272568.GDI_2114 3'-5' exonuclease 89.05% COG0349 _ _ K03684 rnd

orf1374 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1375 335 gi|498193554|ref|WP_010507710.1| arabinose-5-phosphate isomerase GutQ [Komagataeibacter europaeus] 100% gi|7388505|sp|O67500.1|Y1546_AQUAE RecName: Full=Uncharacterized phosphosugar isomerase aq_1546 [Aquifex aeolicus VF5] 68% GO:0030246;GO:0016853;GO:0030554;GO:0005975 272568.GDI_2115 KpsF/GutQ family protein (EC:5.3.1.13) 88.70% COG0794;COG051 _ _ K06041 E5.3.1.13

orf1376 245 gi|498193555|ref|WP_010507711.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K11719 lptC

orf1377 431 gi|517914505|ref|WP_019084713.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K09774 lptA

orf1378 259 gi|498193558|ref|WP_010507714.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|465646|sp|P33982.1|Y3926_AZOC5
RecName: Full=Probable ABC transporter ATP-binding protein AZC_3926; AltName: Full=ORF1

[Azorhizobium caulinodans ORS 571]
82% GO:0005524;GO:0006200;GO:0016887 272568.GDI_2118 ABC transporter related 94.09% COG1137 _ _ K06861 lptB

orf1379 62 gi|517914503|ref|WP_019084711.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1380 208 gi|498193559|ref|WP_010507715.1| 30S ribosomal protein S30 [Komagataeibacter europaeus] 100% _ _ _ GO:0005840;GO:0044238 272568.GDI_2120 sigma(54) modulation protein 81.15% COG1544 _ _ None _

orf1381 75 gi|498193561|ref|WP_010507717.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2121 hypothetical protein 79.03% _ _ NOG135080 None _

orf1382 158 gi|648238401|ref|WP_026019550.1| heat-shock protein [Komagataeibacter europaeus] 99% gi|8134497|sp|O86110.1|HSPH_BRADU RecName: Full=Small heat shock protein HspH [Bradyrhizobium diazoefficiens USDA 110] 66% GO:0006950 272568.GDI_2122 heat shock protein HSP20 94.35% COG0071 _ _ None _

orf1383 180 gi|517914501|ref|WP_019084709.1| peptide deformylase [Komagataeibacter europaeus] 100% gi|23396541|sp|Q8UID1.1|DEF_AGRT5
RecName: Full=Peptide deformylase; Short=PDF; AltName: Full=Polypeptide deformylase

[Agrobacterium fabrum str. C58]
70% GO:0006807;GO:0042586;GO:0005506;GO:0006412 272568.GDI_2127 peptide deformylase 89.09% COG0242 _ _ K01462 PDF, def

orf1384 311 gi|498193564|ref|WP_010507720.1| methionyl-tRNA formyltransferase [Komagataeibacter europaeus] 99%
gi|189044513|sp|A9HKQ4.1|FMT_GLUD

A
RecName: Full=Methionyl-tRNA formyltransferase [Gluconacetobacter diazotrophicus PA1 5] 78% _ 272568.GDI_2128

methionyl-tRNA formyltransferase; Modifies the free amino group of the

aminoacyl moiety of m [...]
78.55% COG0223 _ _ K00604 MTFMT, fmt

orf1385 273 gi|517914499|ref|WP_019084707.1| tRNA pseudouridine synthase A [Komagataeibacter europaeus] 100% gi|166228673|sp|A5FVK4.1|TRUA_ACICJ
RecName: Full=tRNA pseudouridine synthase A; AltName: Full=tRNA pseudouridine(38-40)

synthase; AltName: Full=tRNA pseudouridylate synthase I; AltName: Full=tRNA-ur
76% GO:0031119;GO:0003723;GO:0009982 272568.GDI_2129 tRNA pseudouridine synthase A 81.05% COG0101 _ _ K06173 truA, PUS1

orf1386 199 gi|498193566|ref|WP_010507722.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1387 385 gi|517914497|ref|WP_019084705.1| succinyl-diaminopimelate desuccinylase [Komagataeibacter europaeus] 99%
gi|238064788|sp|A9HKR2.1|DAPE_GLUD

A

RecName: Full=Succinyl-diaminopimelate desuccinylase; Short=SDAP desuccinylase; AltName:

Full=N-succinyl-LL-2,6-diaminoheptanedioate amidohydrolase [Gluconacetobac
79% GO:0008237;GO:0006508;GO:0009089;GO:0019877;GO:0008270;GO:0009014;GO:0050897 272568.GDI_2131

succinyl-diaminopimelate desuccinylase; Catalyzes the hydrolysis of N-succinyl-

L,L- diaminop [...]
79.57% COG0624 _ _ K01439 dapE

orf1388 282 gi|498193569|ref|WP_010507725.1|
2,3,4,5-tetrahydropyridine-2,6-carboxylate N-succinyltransferase

[Komagataeibacter europaeus]
100%

gi|122327674|sp|Q0BUB8.1|DAPD_GRAB

C

RecName: Full=2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase; AltName:

Full=Tetrahydrodipicolinate N-succinyltransferase; Short=THDP succinyltr
82% GO:0008666;GO:0009089;GO:0019877;GO:0042967;GO:0005737 634452.APA01_06690 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 87.36% COG2171 _ _ K00674 dapD

orf1389 62 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1390 260 gi|498199657|ref|WP_010513813.1| acetylglutamate kinase [Komagataeibacter oboediens] 100%
gi|189046197|sp|A9HKR8.2|ARGB_GLUD

A

RecName: Full=Acetylglutamate kinase; AltName: Full=N-acetyl-L-glutamate 5-phosphotransferase;

AltName: Full=NAG kinase; Short=AGK [Gluconacetobacter diazotrophicu
92%

GO:0006561;GO:0016310;GO:0000051;GO:0005524;GO:0006537;GO:0006526;GO:0005737;GO:00

03991;GO:0004349
272568.GDI_2133 acetylglutamate kinase 92.58% COG0548 _ _ K00930 argB

orf1391 220 gi|648237264|ref|WP_026018413.1| GTP-binding protein [Komagataeibacter europaeus] 100% gi|81556980|sp|Q5FPX9.1|ENGB_GLUOX RecName: Full=Probable GTP-binding protein EngB [Gluconobacter oxydans 621H] 85% GO:0000287;GO:0006184;GO:0005525;GO:0000917;GO:0003924 272568.GDI_2134 ribosome biogenesis GTP-binding protein YsxC 83.98% COG0218 _ _ K03978 engB

orf1392 580 gi|498193572|ref|WP_010507728.1| insertase [Komagataeibacter europaeus] 100%
gi|122327634|sp|Q0BU78.1|YIDC_GRAB

C

RecName: Full=Membrane protein insertase YidC; AltName: Full=Foldase YidC; AltName:

Full=Membrane integrase YidC; AltName: Full=Membrane protein YidC
69% GO:0016021;GO:0005886;GO:0051205;GO:0015031 272568.GDI_2135

putative inner membrane protein OxaA; Required for the insertion of integral

membrane protei [...]
83.76% COG0706 _ _ K03217 yidC, spoIIIJ, OXA1

orf1393 98 gi|498193573|ref|WP_010507729.1| hypothetical protein [Komagataeibacter europaeus] 100%
gi|116256213|sp|Q2Y5A7.1|YIDD_NITM

U

RecName: Full=Putative membrane protein insertion efficiency factor [Nitrosospira multiformis

ATCC 25196]
78% GO:0005886 323848.Nmul_A2777 hypothetical protein 77.27% COG0759 _ _ K08998 K08998

orf1394 125 gi|582021152|gb|AHI24494.1| ribonuclease P protein component [Gluconacetobacter xylinus E25] 99%
gi|226741389|sp|A9HKS8.1|RNPA_GLUD

A

RecName: Full=Ribonuclease P protein component; Short=RNase P protein; Short=RNaseP protein;

AltName: Full=Protein C5 [Gluconacetobacter diazotrophicus PA1 5]
83% GO:0030677;GO:0090502;GO:0051252;GO:0000049;GO:0004526;GO:0008033 272568.GDI_2137

ribonuclease P protein component; RNaseP catalyzes the removal of the 5'-leader

sequence fro [...]
83.19% _ _ NOG239947 K03536 rnpA

orf1395 83 gi|517920368|ref|WP_019090576.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1396 123 gi|498193577|ref|WP_010507733.1| glyoxalase I [Komagataeibacter europaeus] 100% gi|2494847|sp|Q55595.1|LGUL_SYNY3
RecName: Full=Probable lactoylglutathione lyase; AltName: Full=Aldoketomutase; AltName:

Full=Glyoxalase I; Short=Glx I; AltName: Full=Ketone-aldehyde mutase; AltName
73% GO:0004462;GO:0046872;GO:0006090;GO:0005975 272568.GDI_2139 putative lactoylglutathione lyase 94.96% COG0346 _ _ K01759

E4.4.1.5, GLO1,

gloA

orf1397 288 gi|498193578|ref|WP_010507734.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2140 hypothetical protein 81.27% COG3494 _ _ K09949 K09949

orf1398 283 gi|517920370|ref|WP_019090578.1| UDP-N-acetylglucosamine acyltransferase [Komagataeibacter europaeus] 100% gi|226738531|sp|B1LTP4.1|LPXA_METRJ RecName: Full=Acyl-[acyl-carrier-protein] 65% GO:0009103;GO:0015940;GO:0008780;GO:0042967;GO:0005737;GO:0009245 272568.GDI_2141
UDP-N-acetylglucosamine acyltransferase; Involved in the biosynthesis of lipid A,

a phosphor [...]
85.71% COG1043 _ _ K00677 lpxA

orf1399 139 gi|648237262|ref|WP_026018411.1| 3-hydroxyacyl-ACP dehydratase [Komagataeibacter europaeus] 100%
gi|190359384|sp|A9HKU2.1|FABZ_GLUD

A
RecName: Full=3-hydroxyacyl-[acyl-carrier-protein] 99% GO:0047451;GO:0006633;GO:0005737;GO:0009245 272568.GDI_2142

(3R)-hydroxymyristoyl-ACP dehydratase; Involved in saturated fatty acids

biosynthesis (By si [...]
98.55% COG0764 _ _ K02372 fabZ

orf1400 359 gi|657221435|ref|WP_029335153.1|
UDP-3-O-(3-hydroxymyristoyl) glucosamine N-acyltransferase [Komagataeibacter

europaeus]
100%

gi|119371936|sp|Q0BTL2.1|LPXD_GRAB

C

RecName: Full=UDP-3-O-acylglucosamine N-acyltransferase [Granulibacter bethesdensis

CGDNIH1]
73% GO:0016747;GO:0009245 272568.GDI_2143 UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase 82.60% COG1044 _ _ K02536 lpxD

orf1401 281 gi|517920372|ref|WP_019090580.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0051082 272568.GDI_2144 Outer membrane protein 80.92% _ _ NOG138800 None _

orf1402 804 gi|498193585|ref|WP_010507741.1| membrane protein [Komagataeibacter europaeus] 100%
gi|259710199|sp|C5B7R5.1|BAMA_EDWI

9

RecName: Full=Outer membrane protein assembly factor BamA; Flags: Precursor [Edwardsiella

ictaluri 93-146]
49% GO:0009279;GO:0016021;GO:0043165;GO:0051205;GO:0005886 272568.GDI_2145 Outer membrane protein assembly factor yaeT precursor 88.73% COG4775 _ _ K07277

SAM50, TOB55,

bamA

orf1403 368 gi|498193586|ref|WP_010507742.1| zinc metalloprotease [Komagataeibacter europaeus] 100% gi|20978824|sp|Q92C36.1|Y1355_LISIN RecName: Full=Putative zinc metalloprotease Lin1355 [Listeria innocua Clip11262] 56% GO:0046872;GO:0006508;GO:0004222;GO:0016021;GO:0005886 272568.GDI_2146 putative metalloprotease MmpA 86.01% COG0750 _ _ K11749 rseP

orf1404 385 gi|498193587|ref|WP_010507743.1| 1-deoxy-D-xylulose 5-phosphate reductoisomerase [Komagataeibacter europaeus] 100% gi|81170447|sp|Q5FPZ1.1|DXR_GLUOX
RecName: Full=1-deoxy-D-xylulose 5-phosphate reductoisomerase; Short=DXP reductoisomerase;

AltName: Full=1-deoxyxylulose-5-phosphate reductoisomerase; AltName: Full=
79%

GO:0006694;GO:0046872;GO:0016853;GO:0016114;GO:0055114;GO:0019288;GO:0070402;GO:00

30604
272568.GDI_2147

1-deoxy-D-xylulose 5-phosphate reductoisomerase; Catalyzes the NADP-

dependent rearrangement  [...]
89.17% COG0743 _ _ K00099 dxr

orf1405 289 gi|657221438|ref|WP_029335156.1| phosphatidate cytidylyltransferase [Komagataeibacter europaeus] 100% gi|38257635|sp|Q8G0E0.1|CDSA_BRUSU
RecName: Full=Phosphatidate cytidylyltransferase; AltName: Full=CDP-DAG synthase; AltName:

Full=CDP-DG synthase; AltName: Full=CDP-diacylglycerol synthase; Short=CD
61% GO:0004605;GO:0016021;GO:0016024 272568.GDI_2148 phosphatidate cytidylyltransferase 76.44% COG0575 _ _ K00981

E2.7.7.41, CDS1,

CDS2, cdsA

orf1406 245 gi|582021140|gb|AHI24482.1| undecaprenyl pyrophosphate synthetase [Gluconacetobacter xylinus E25] 98% gi|42559843|sp|Q8UFL9.1|ISPT_AGRT5 RecName: Full=Isoprenyl transferase [Agrobacterium fabrum str. C58] 71% GO:0000287;GO:0004659;GO:0008152 272568.GDI_2149 putative undecaprenyl pyrophosphate synthetase 85.02% COG0020 _ _ K00806 uppS

orf1407 181 gi|517914485|ref|WP_019084693.1| ribosome recycling factor [Komagataeibacter europaeus] 100%
gi|189044057|sp|A9HKW6.1|RRF_GLUD

A

RecName: Full=Ribosome-recycling factor; Short=RRF; AltName: Full=Ribosome-releasing factor

[Gluconacetobacter diazotrophicus PA1 5]
94% GO:0006415;GO:0005737 272568.GDI_2150

ribosome recycling factor; Responsible for the release of ribosomes from

messenger RNA at th [...]
93.89% COG0233 _ _ K02838 frr, MRRF, RRF

orf1408 246 gi|517914484|ref|WP_019084692.1| uridylate kinase [Komagataeibacter europaeus] 100%
gi|172045964|sp|Q5FPZ5.2|PYRH_GLUO

X

RecName: Full=Uridylate kinase; Short=UK; AltName: Full=Uridine monophosphate kinase;

Short=UMP kinase; Short=UMPK [Gluconobacter oxydans 621H]
87% GO:0005524;GO:0044210;GO:0046939;GO:0033862;GO:0005737 272568.GDI_2151

uridylate kinase; Catalyzes the reversible phosphorylation of UMP to UDP (By

similarity)
90.52% COG0528 _ _ K09903 pyrH

orf1409 304 gi|517914483|ref|WP_019084691.1| GTP-binding protein Era [Komagataeibacter europaeus] 100% gi|189037268|sp|A8LLE0.1|ERA_DINSH RecName: Full=GTPase Era [Dinoroseobacter shibae DFL 12 = DSM 16493] 69% GO:0070181;GO:0006184;GO:0005525;GO:0042274;GO:0005886;GO:0005737;GO:0003924 272568.GDI_2152 GTP-binding protein Era 92.47% COG1159 _ _ K03595 era

orf1410 258 gi|517914482|ref|WP_019084690.1| ribonuclease III [Komagataeibacter europaeus] 99% gi|90101631|sp|Q3SRB3.1|RNC_NITWN
RecName: Full=Ribonuclease 3; AltName: Full=Ribonuclease III; Short=RNase III [Nitrobacter

winogradskyi Nb-255]
60%

GO:0006397;GO:0004525;GO:0016075;GO:0005737;GO:0006364;GO:0008033;GO:0046872;GO:00

90502;GO:0051252;GO:0019843
272568.GDI_2153 putative ribonuclease III 86.06% COG0571 _ _ K03685

rnc, DROSHA,

RNT1

orf1411 270 gi|498193596|ref|WP_010507752.1| signal peptidase [Komagataeibacter europaeus] 100% gi|25008699|sp|Q92JB1.1|LEP_RICCN
RecName: Full=Signal peptidase I; Short=SPase I; AltName: Full=Leader peptidase I [Rickettsia

conorii str. Malish 7]
67% GO:0006508;GO:0016021;GO:0008236 272568.GDI_2154 putative signal peptidase I 87.45% COG0681 _ _ K03100 lepB

orf1412 137 gi|498193597|ref|WP_010507753.1| 4'-phosphopantetheinyl transferase [Komagataeibacter europaeus] 99%
gi|122327375|sp|Q0BTG4.1|ACPS_GRAB

C
RecName: Full=Holo-[acyl-carrier-protein] 78% GO:0000287;GO:0015940;GO:0009059;GO:0006633;GO:0005737;GO:0008897 272568.GDI_2155

4'-phosphopantetheinyl transferase; Transfers the 4'-phosphopantetheine moiety

from coenzyme [...]
79.69% COG0736 _ _ K00997 acpS

orf1413 753 gi|498193598|ref|WP_010507754.1| GTP pyrophosphokinase [Komagataeibacter europaeus] 100% gi|205829112|sp|A5VPI9.1|RSH_BRUO2
RecName: Full=GTP pyrophosphokinase rsh; AltName: Full=(p)ppGpp synthase; AltName:

Full=ATP:GTP 3'-pyrophosphotransferase [Brucella ovis ATCC 25840]
67% GO:0015969;GO:0016597;GO:0016787 272568.GDI_2156

(p)ppGpp synthetase I, SpoT/RelA (EC:2.7.6.5); In eubacteria ppGpp (guanosine

3'-diphosphate [...]
91.44% COG0317 _ _ K00951 relA

orf1414 131 gi|498193599|ref|WP_010507755.1| DNA-directed RNA polymerase subunit omega [Komagataeibacter europaeus] 100%
gi|189043985|sp|A9HKY5.1|RPOZ_GLUD

A

RecName: Full=DNA-directed RNA polymerase subunit omega; Short=RNAP omega subunit;

AltName: Full=RNA polymerase omega subunit; AltName: Full=Transcriptase subunit
93% GO:0003899;GO:0003677;GO:0005730;GO:0006144;GO:0006206;GO:0006351 272568.GDI_2157

DNA-directed RNA polymerase subunit omega; Promotes RNA polymerase

assembly. Latches the N-  [...]
97.18% COG1758 _ _ K03060 rpoZ

orf1415 142 gi|648237259|ref|WP_026018408.1|
2-amino-4-hydroxy-6-hydroxymethyldihydropteridine pyrophosphokinase

[Komagataeibacter europaeus]
99% _ _ _ GO:0016310;GO:0016301;GO:0046656;GO:0003848 272568.GDI_2158 2-amino-4-hydroxy-6-hydroxymethyldihydropteridine pyrophosphokinase 79.85% COG0801 _ _ K00950 folK

orf1416 202 gi|498193601|ref|WP_010507757.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2159 hypothetical protein 94.08% COG1432 _ _ None _

orf1417 485 gi|517920377|ref|WP_019090585.1| malate:quinone oxidoreductase [Komagataeibacter europaeus] 100% gi|167011831|sp|A8GBY8.1|MQO_SERP5
RecName: Full=Probable malate:quinone oxidoreductase; AltName: Full=MQO; AltName:

Full=Malate dehydrogenase [Serratia proteamaculans 568]
74% GO:0006099;GO:0006090;GO:0052589;GO:0008924 272568.GDI_2161 malate:quinone oxidoreductase 84.20% COG0579 _ _ K00116 mqo

orf1418 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1419 345 gi|517914475|ref|WP_019084683.1| phosphate acetyltransferase [Komagataeibacter europaeus] 100% gi|6685777|sp|Q9X448.2|PTA_RHIME RecName: Full=Phosphate acetyltransferase; AltName: Full=Phosphotransacetylase 67% GO:0016746;GO:0008152 272568.GDI_2163 putative phosphate acetyltransferase 79.25% COG0280 _ _ K00625 E2.3.1.8, pta

orf1420 277 gi|517914474|ref|WP_019084682.1| 3-hydroxyisobutyrate dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0006098;GO:0004616;GO:0019521;GO:0051287 272568.GDI_2166 6-phosphogluconate dehydrogenase NAD-binding 83.39% COG2084 _ _ None _

orf1421 280 gi|517920380|ref|WP_019090588.1| phytoene synthase [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ K02291 crtB

orf1422 204 gi|645066475|ref|WP_025437554.1| superoxide dismutase [Komagataeibacter europaeus] 100% gi|20139970|sp|O30970.1|SODF_RHOCA RecName: Full=Superoxide dismutase [Rhodobacter capsulatus] 71% GO:0004784;GO:0019430;GO:0046872;GO:0055114 272568.GDI_2168
superoxide dismutase; Destroys radicals which are normally produced within the

cells and whi [...]
89.95% COG0605 _ _ K04564 SOD2

orf1423 478 gi|657221293|ref|WP_029335011.1| D-galactose transporter GalP [Komagataeibacter europaeus] 100% gi|84028323|sp|P0AEP2.1|GALP_ECOL6
RecName: Full=Galactose-proton symporter; AltName: Full=Galactose transporter [Escherichia coli

CFT073]
66% GO:0055085;GO:0016021;GO:0022891 _ _ _ _ _ _ K08137 galP

orf1424 122 gi|648237257|ref|WP_026018406.1| preprotein translocase subunit YajC [Komagataeibacter europaeus] 100% gi|81528060|sp|Q92H78.1|Y893_RICCN RecName: Full=UPF0092 membrane protein RC0893 [Rickettsia conorii str. Malish 7] 70% _ 272568.GDI_2175 hypothetical protein 80.70% COG1862 _ _ K03210 yajC

orf1425 290 gi|498192802|ref|WP_010506958.1| ATPase AAA [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2176 hypothetical protein 91.01% COG2607 _ _ K06923 K06923

orf1426 373 gi|657221295|ref|WP_029335013.1| Rieske (2Fe-2S) protein [Komagataeibacter europaeus] 100%
gi|75462888|sp|Q9AHG3.1|TSAM2_COM

TE

RecName: Full=Putative toluene-4-sulfonate monooxygenase system iron-sulfur subunit TsaM2;

AltName: Full=Toluenesulfonate methyl-monooxygenase oxygenase component
54% GO:0051537;GO:0046872;GO:0008168;GO:0055114;GO:0032259;GO:0016491 272568.GDI_2177 Rieske (2Fe-2S) domain protein 89.80% COG4638 _ _ None _

orf1427 336 gi|517920383|ref|WP_019090591.1| acetyltransferase [Komagataeibacter europaeus] 100% gi|417331|sp|P32090.1|MUTT_PROVU
RecName: Full=8-oxo-dGTP diphosphatase; Short=8-oxo-dGTPase; AltName: Full=7,8-dihydro-8-

oxoguanine-triphosphatase; AltName: Full=Mutator protein MutT; AltName: Full=
60%

GO:0006769;GO:0006281;GO:0042967;GO:0004145;GO:0008413;GO:0006560;GO:0046497;GO:00

06525;GO:0000210
272568.GDI_2178 mutator MutT protein 84.52%

COG1670;COG049

4
_ _ K03574

mutT, NUDT15,

MTH2

orf1428 305 gi|498192808|ref|WP_010506964.1| gluconolaconase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1429 257 gi|648237255|ref|WP_026018404.1| molybdopterin-binding protein [Komagataeibacter europaeus] 100% gi|82181669|sp|Q68EH8.1|FAD1_DANRE
RecName: Full=FAD synthase; AltName: Full=FAD pyrophosphorylase; AltName: Full=FMN

adenylyltransferase; AltName: Full=Flavin adenine dinucleotide synthase; Includes
61% GO:0006777 272568.GDI_2180 molybdopterin binding 84.62% COG1058 _ _ None _

orf1430 341 gi|582021116|gb|AHI24458.1|
acetyl-CoA carboxylase carboxyltransferase subunit alpha [Gluconacetobacter

xylinus E25]
99%

gi|189027282|sp|A9HL57.1|ACCA_GLUD

A

RecName: Full=Acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha; Short=ACCase

subunit alpha; Short=Acetyl-CoA carboxylase carboxyltransferase subuni
93% GO:0003989;GO:2001295;GO:0006090;GO:0005524;GO:0009317;GO:0016740;GO:0006633 272568.GDI_2181

acetyl-CoA carboxylase carboxyltransferase subunit alpha; Component of the

acetyl coenzyme A [...]
92.99% COG0825 _ _ K01962 accA

orf1431 307 gi|517914464|ref|WP_019084672.1| tyrosine recombinase XerD [Komagataeibacter europaeus] 100% gi|34222988|sp|Q92ME3.1|XERD_RHIME RecName: Full=Tyrosine recombinase XerD [Sinorhizobium meliloti 1021] 64% _ 272568.GDI_2182 integrase family protein 78.42% COG4974 _ _ K04763 xerD

orf1432 89 gi|517914463|ref|WP_019084671.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1433 580 gi|648238404|ref|WP_026019553.1| hypothetical protein [Komagataeibacter europaeus] 99%
gi|91208311|sp|Q2RMW0.1|AROB_RHOR

T
RecName: Full=3-dehydroquinate synthase [Rhodospirillum rubrum ATCC 11170] 69%

GO:0009094;GO:0016310;GO:0009423;GO:0006571;GO:0005524;GO:0016301;GO:0000162;GO:00

03856;GO:0005737
272568.GDI_2184 3-dehydroquinate synthase 85.37%

COG0337;COG070

3
_ _ K13829 aroKB

orf1434 379 gi|498192820|ref|WP_010506976.1| membrane protein [Komagataeibacter europaeus] 100%
gi|172046688|sp|P84838.2|OMPC_GLUD

A

RecName: Full=Outer membrane protein; AltName: Full=OMPC; Flags: Precursor

[Gluconacetobacter diazotrophicus PA1 5]
69% GO:0009279;GO:0016021 290633.GOX1787 Outer membrane protein 81.98% COG2885 _ _ None _

orf1435 163 gi|498193118|ref|WP_010507274.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2392 hypothetical protein 83.87% _ _ NOG09909 None _

orf1436 662 gi|498193116|ref|WP_010507272.1| glycoside hydrolase family 3 [Komagataeibacter europaeus] 100% _ _ _ GO:0004553;GO:0005975 _ _ _ _ _ _ K05349 bglX

orf1437 353 gi|498193114|ref|WP_010507270.1| lytic transglycosylase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2389 putative lytic transglycosylase 80.92% COG0741 _ _ None _

orf1438 144 gi|498193112|ref|WP_010507268.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1439 374 gi|517914938|ref|WP_019085146.1| nucleoside hydrolase [Komagataeibacter europaeus] 100% gi|74624843|sp|Q9HGL1.1|YHLB_SCHPO RecName: Full=Uncharacterized protein C800.11; Flags: Precursor 65% GO:0016787;GO:0008152 272568.GDI_2387 inosine/uridine-preferring nucleoside hydrolase 83.28% COG1957 _ _ None _

orf1440 401 gi|498193108|ref|WP_010507264.1| coproporphyrinogen III oxidase [Komagataeibacter europaeus] 99%
gi|81862486|sp|Q5SUV1.1|RSAD1_MOUS

E

RecName: Full=Radical S-adenosyl methionine domain-containing protein 1, mitochondrial;

AltName: Full=Oxygen-independent coproporphyrinogen-III oxidase-like protei
55% GO:0051989;GO:0004109;GO:0015994;GO:0055114;GO:0051536;GO:0005737;GO:0006779 272568.GDI_2386 coproporphyrinogen III oxidase 83.43% COG0635 _ _ K02495 hemN, hemZ

orf1441 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1442 641 gi|648238472|ref|WP_026019621.1| potassium transporter Kup [Komagataeibacter europaeus] 100% gi|62510709|sp|Q5FQL0.1|KUP_GLUOX RecName: Full=Probable potassium transport system protein kup 81% GO:0016021;GO:0071805;GO:0005886;GO:0015079 272568.GDI_2385 K potassium transporter; Transport of potassium into the cell (By similarity) 92.95% COG3158 _ _ K03549 kup

orf1443 227 gi|517914935|ref|WP_019085143.1| alanine racemase [Komagataeibacter europaeus] 100% gi|141308|sp|P24562.1|Y394_PSEAE RecName: Full=UPF0001 protein PA0394 [Pseudomonas aeruginosa PAO1] 52% _ 272568.GDI_2384 putative alanine racemase 85.13% COG0325 _ _ K06997 K06997

orf1444 453 gi|498193105|ref|WP_010507261.1| rRNA cytosine-C5-methylase [Komagataeibacter europaeus] 99% gi|46397040|sp|Q9KVU5.1|RSMB_VIBCH
RecName: Full=Ribosomal RNA small subunit methyltransferase B; AltName: Full=16S rRNA

m5C967 methyltransferase; AltName: Full=rRNA (cytosine-C(5)-)-methyltransferas
59% GO:0003723;GO:0008168;GO:0006355;GO:0032259 634452.APA01_08760 tRNA/rRNA cytosine-C5-methylase Nol1/Nop2/Sun 79.90% COG0144 _ _ K03500 rsmB, sun

orf1445 205 gi|517914933|ref|WP_019085141.1| ribulose-phosphate 3-epimerase [Komagataeibacter europaeus] 100% gi|6647758|sp|O34557.1|RPE_BACSU
RecName: Full=Ribulose-phosphate 3-epimerase; AltName: Full=Pentose-5-phosphate 3-epimerase;

Short=PPE; AltName: Full=R5P3E [Bacillus subtilis subsp. subtilis str. 16
75% GO:0015976;GO:0006098;GO:0046872;GO:0004750 272568.GDI_2382 ribulose-phosphate 3-epimerase 92.43% COG0036 _ _ K01783 rpe, RPE

orf1446 557 gi|517920782|ref|WP_019090990.1| Heparinase II/III family protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2381 putative heparinase II/III-like 77.20% COG5360 _ _ None _

orf1447 401 gi|517914931|ref|WP_019085139.1| glycosyl transferase [Komagataeibacter europaeus] 98% gi|122952819|sp|Q0P9C9.1|PGLA_CAMJE
RecName: Full=N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-

acetylgalactosaminyltransferase; AltName: Full=Protein glycosylation A [Campylobacter
54% GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf1448 178 gi|498193101|ref|WP_010507257.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1449 415 gi|498193099|ref|WP_010507255.1| peptidase M29 [Komagataeibacter europaeus] 100% gi|113758|sp|P23341.1|AMPT_THEAQ
RecName: Full=Aminopeptidase T; Short=AP-T; AltName: Full=Heat-stable aminopeptidase

[Thermus aquaticus]
70% GO:0006508;GO:0004177 272568.GDI_2378 aminopeptidase 86.03% COG2309 _ _ K01269 E3.4.11.-

orf1450 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1451 88 gi|517920785|ref|WP_019090993.1| (2Fe-2S)-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0051537;GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf1452 173 gi|498193095|ref|WP_010507251.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|3183474|sp|P76148.1|YNEG_ECOLI RecName: Full=Uncharacterized protein YneG [Escherichia coli K-12] 75% _ 272568.GDI_2376 hypothetical protein 77.97% _ _ NOG12109 None _

orf1453 447 gi|489713690|ref|WP_003617826.1| tyrosyl-tRNA synthetase [Komagataeibacter hansenii] 90% gi|81351902|sp|Q5FR80.1|SYY_GLUOX
RecName: Full=Tyrosine--tRNA ligase; AltName: Full=Tyrosyl-tRNA synthetase; Short=TyrRS

[Gluconobacter oxydans 621H]
86% _ 391165.GbCGDNIH1_1946

tyrosyl-tRNA synthetase; Catalyzes the attachment of tyrosine to tRNA(Tyr) in a

two-step rea [...]
78.88% COG0162 _ _ K01866 YARS, tyrS

orf1454 221 gi|498193091|ref|WP_010507247.1| MULTISPECIES: alpha/beta hydrolase [Komagataeibacter] 100% gi|6647957|sp|Q9ZD73.1|Y471_RICPR RecName: Full=Uncharacterized protein RP471 [Rickettsia prowazekii str. Madrid E] 71% _ 272568.GDI_2374 hypothetical protein 96.70% COG2945 _ _ K07018 K07018

orf1455 66 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1456 378 gi|517914927|ref|WP_019085135.1| cysteine desulfarase [Komagataeibacter europaeus] 100% gi|128313|sp|P05344.2|NIFS_KLEPN
RecName: Full=Cysteine desulfurase; AltName: Full=Nitrogenase metalloclusters biosynthesis protein

NifS
54% GO:0008152;GO:0008483;GO:0030170;GO:0031071 _ _ _ _ _ _ K04487 iscS, NFS1

orf1457 404 gi|517920789|ref|WP_019090997.1| cysteine desulfurase [Komagataeibacter europaeus] 100% gi|166215548|sp|A8GWB2.1|ISCS_RICB8 RecName: Full=Cysteine desulfurase IscS [Rickettsia bellii OSU 85-389] 69% GO:0008152;GO:0008483;GO:0030170;GO:0031071 272568.GDI_2371 aminotransferase class V 82.26% COG1104 _ _ K04487 iscS, NFS1

orf1458 119 gi|494640997|ref|WP_007398941.1| 2Fe-2S ferredoxin [Gluconacetobacter sp. SXCC-1] 98% gi|22001588|sp|Q92J08.1|FER2_RICCN
RecName: Full=2Fe-2S ferredoxin; AltName: Full=Adrenodoxin-like protein [Rickettsia conorii str.

Malish 7]
82% GO:0009055;GO:0046872;GO:0051537;GO:0006118 290633.GOX1370 ferredoxin, 2Fe-2S 94.95% COG0633 _ _ K04755 fdx

orf1459 369 gi|498193087|ref|WP_010507243.1| thiouridylase [Komagataeibacter europaeus] 100%
gi|205816818|sp|A9HMI3.1|MNMA_GLU

DA
RecName: Full=tRNA-specific 2-thiouridylase MnmA [Gluconacetobacter diazotrophicus PA1 5] 88% GO:0005524;GO:0016783;GO:0006400;GO:0000049;GO:0005737 272568.GDI_2369

tRNA-specific 2-thiouridylase MnmA; Catalyzes the 2-thiolation of uridine at the

wobble posi [...]
89.27% COG0482 _ _ K00566

mnmA, trmU,

TRMU

orf1460 222 gi|517914923|ref|WP_019085131.1| glutathione S-transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016853;GO:0016740 634452.APA01_25980 glutathione S-transferase 78.05% COG0625 _ _ K04097 gst



orf1461 367 gi|498193083|ref|WP_010507239.1| hexosyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf1462 333 gi|498193081|ref|WP_010507237.1| cobalamin biosynthesis protein CobW [Komagataeibacter europaeus] 100% gi|13432256|sp|P24203.3|YJIA_ECOLI RecName: Full=Uncharacterized GTP-binding protein YjiA [Escherichia coli K-12] 54% _ 290633.GOX1617 hypothetical protein 88.22% COG0523 _ _ None _

orf1463 354 gi|498193079|ref|WP_010507235.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2365 WD-40 repeat protein 85.93% COG2319 _ _ None _

orf1464 41 gi|498193076|ref|WP_010507232.1| glycosyl transferase family 1 [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf1465 394 gi|498193076|ref|WP_010507232.1| glycosyl transferase family 1 [Komagataeibacter europaeus] 99% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ K00754 E2.4.1.-

orf1466 463 gi|517920794|ref|WP_019091002.1| chloride channel protein [Komagataeibacter europaeus] 100% gi|20138010|sp|Q9KM62.1|CLCA_VIBCH
RecName: Full=H(+)/Cl(-) exchange transporter ClcA [Vibrio cholerae O1 biovar El Tor str.

CLCA_VIBCM RecName: Full=H(+)/Cl(-) excha
57% GO:0006821;GO:0034220;GO:0005247;GO:0005886;GO:0044070 272568.GDI_2363 chloride channel core 91.57% COG0038 _ _ None _

orf1467 300 gi|498193072|ref|WP_010507228.1| cation transporter [Komagataeibacter europaeus] 100% gi|2501575|sp|P74068.1|Y1263_SYNY3 RecName: Full=Uncharacterized transporter sll1263 [Synechocystis sp. PCC 6803 substr. Kazusa] 56% GO:0055085;GO:0016021;GO:0006812;GO:0005886;GO:0008324 272568.GDI_2362 putative cation-efflux pump FieF 83.33% COG0053 _ _ None _

orf1468 344 gi|517920795|ref|WP_019091003.1| cobalt transporter [Komagataeibacter europaeus] 95% gi|189082762|sp|A7Z1S6.1|CZCD_BACA2
RecName: Full=Cadmium, cobalt and zinc/H(+)-K(+) antiporter [Bacillus amyloliquefaciens subsp.

plantarum str. FZB42]
56% _ 634452.APA01_06040 cation efflux system protein 78.20% COG1230 _ _ K16264 czcD, zitB

orf1469 561 gi|498193068|ref|WP_010507224.1| FAD-dependent oxidoreductase [Komagataeibacter europaeus] 100% gi|172046626|sp|Q05627.2|Y202_CLOB8
RecName: Full=Uncharacterized protein Cbei_0202; AltName: Full=ORF1 [Clostridium beijerinckii

NCIMB 8052]
71% GO:0055114;GO:0016491 272568.GDI_2360 putative oxidoreductases 83.36% COG2509 _ _ K07137 K07137

orf1470 749 gi|498193066|ref|WP_010507222.1| primosomal protein DnaI [Komagataeibacter europaeus] 100% gi|61215292|sp|Q92HH1.1|PRIA_RICCN
RecName: Full=Primosomal protein N'; AltName: Full=ATP-dependent helicase PriA [Rickettsia

conorii str. Malish 7]
67% _ 272568.GDI_2358 primosome assembly protein PriA 84.94% COG1198 _ _ K04066 priA

orf1471 373 gi|648237351|ref|WP_026018500.1| tyrosine recombinase XerC [Komagataeibacter europaeus] 98% gi|259710436|sp|B6IPE2.1|XERC_RHOCS RecName: Full=Tyrosine recombinase XerC [Rhodospirillum centenum SW] 59% GO:0015074;GO:0003677;GO:0007059;GO:0051301;GO:0006313;GO:0007049;GO:0009037;GO:00 272568.GDI_2356 site-specific tyrosine recombinase XerC 80.32% COG0582 _ _ K03733 xerC

orf1472 318 gi|517920799|ref|WP_019091007.1| proline iminopeptidase [Komagataeibacter europaeus] 100% gi|12230400|sp|O32449.1|PIP_SERMA
RecName: Full=Proline iminopeptidase; Short=PIP; AltName: Full=Prolyl aminopeptidase;

Short=PAP [Serratia marcescens]
79% GO:0004177;GO:0006508;GO:0005737 272568.GDI_2355 putative proline iminopeptidase 86.69% COG0596 _ _ K01259 pip

orf1473 318 gi|517920800|ref|WP_019091008.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1474 157 gi|517914910|ref|WP_019085118.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1475 112 gi|498193060|ref|WP_010507216.1| nitrogen regulatory protein P-II 1 [Komagataeibacter europaeus] 100% gi|81175333|sp|P0AC57.1|GLNK_ECO57 RecName: Full=Nitrogen regulatory protein P-II 2 [Escherichia coli O157:H7] 86% GO:0006355;GO:0030234;GO:0006808;GO:0050790 272568.GDI_2351 nitrogen regulatory protein P-II 96.43% COG0347 _ _ K04752 glnK

orf1476 423 gi|648237350|ref|WP_026018499.1| ubiquinone biosynthesis protein UbiH [Komagataeibacter europaeus] 100% gi|34395988|sp|P25535.2|UBII_ECOLI RecName: Full=2-octaprenylphenol hydroxylase [Escherichia coli K-12] 50% GO:0016709;GO:0006744;GO:0050660;GO:0055114 272568.GDI_2350 2-octaprenyl-6-methoxyphenol hydroxylase 82.90% COG0654 _ _ K03185 ubiH

orf1477 287 gi|498193058|ref|WP_010507214.1| serine O-acetyltransferase [Komagataeibacter europaeus] 100% gi|231969|sp|P29847.1|CYSE_SALTY
RecName: Full=Serine acetyltransferase; Short=SAT [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
72% GO:0006535;GO:0009001;GO:0042967;GO:0005737 272568.GDI_2349 putative serine acetyltransferase 92.74% COG1045 KOG4750 _ K00640 cysE

orf1478 418 gi|517920802|ref|WP_019091010.1| NAD(FAD)-utilizing dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2347 HI0933 family protein 75.46% COG2081 _ _ K07007 K07007

orf1479 500 gi|517914908|ref|WP_019085116.1| ATP-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0000166;GO:0017111 272568.GDI_2346 hypothetical protein 89.23% COG0433 _ _ K06915 K06915

orf1480 63 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1481 975 gi|498193051|ref|WP_010507207.1| ribonuclease E [Komagataeibacter europaeus] 98% gi|1173095|sp|P44443.1|RNE_HAEIN RecName: Full=Ribonuclease E; Short=RNase E [Haemophilus influenzae Rd KW20] 69% _ 272568.GDI_2343 putative ribonuclease E 93.05% COG1530 _ _ K08300 rne

orf1482 82 gi|517914904|ref|WP_019085112.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1483 66 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1484 45 gi|498193049|ref|WP_010507205.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1485 316 gi|498193047|ref|WP_010507203.1| N-acetylmuramoyl-L-alanine amidase [Komagataeibacter europaeus] 100% gi|465499|sp|P33772.1|AMIA_SALTY
RecName: Full=N-acetylmuramoyl-L-alanine amidase AmiA; Flags: Precursor [Salmonella enterica

subsp. enterica serovar Typhimurium str. LT2]
55% GO:0009252;GO:0008745;GO:0009253 272568.GDI_2341 N-acetylmuramoyl-L-alanine amidase (EC:3.5.1.28) 90.67% COG0860 _ _ K01448

E3.5.1.28B, amiA,

amiB, amiC

orf1486 524 gi|498193045|ref|WP_010507201.1| 2-isopropylmalate synthase [Komagataeibacter europaeus] 100% gi|254808475|sp|B8IHS8.1|LEU1_METNO
RecName: Full=2-isopropylmalate synthase; AltName: Full=Alpha-IPM synthase; AltName:

Full=Alpha-isopropylmalate synthase [Methylobacterium nodulans ORS 2060]
77% GO:0009099;GO:0009098;GO:0006090;GO:0003852;GO:0009097 272568.GDI_2339

2-isopropylmalate synthase; Catalyzes the condensation of the acetyl group of

acetyl-CoA wit [...]
92.56% COG0119 _ _ K01649 leuA

orf1487 182 gi|582020985|gb|AHI24327.1| hypothetical protein H845_365 [Gluconacetobacter xylinus E25] 85% _ _ _ _ _ _ _ _ _ _ None _

orf1488 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1489 336 gi|498200893|ref|WP_010515049.1| MULTISPECIES: rod shape-determining protein MreB [Komagataeibacter] 100% gi|76363877|sp|P0A9X4.1|MREB_ECOLI RecName: Full=Rod shape-determining protein MreB [Escherichia coli K-12] 80% GO:0000902 272568.GDI_2337 rod shape-determining protein MreB 97.90% COG1077 _ _ K03569 mreB

orf1490 304 gi|648238476|ref|WP_026019625.1| rod shape-determining protein MreC [Komagataeibacter europaeus] 100% _ _ _ GO:0008360 272568.GDI_2336 rod shape-determining protein MreC 81.96% COG1792 _ _ K03570 mreC

orf1491 188 gi|517914899|ref|WP_019085107.1| rod shape-determining protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K03571 mreD

orf1492 639 gi|517914898|ref|WP_019085106.1| penicillin-binding protein 2 [Komagataeibacter europaeus] 100% gi|83287773|sp|P0AD67.1|PBP2_ECO57
RecName: Full=Penicillin-binding protein 2; Short=PBP-2 [Escherichia coli PBP2_ECOL6

RecName: Full=Penicillin-binding protein 2; Sh
57% GO:0016020;GO:0009252;GO:0008658 272568.GDI_2334 penicillin-binding protein 2 (EC:2.4.1.129) 89.07% COG0768 _ _ K05515 mrdA

orf1493 388 gi|498193034|ref|WP_010507190.1| cell wall shape-determining protein [Komagataeibacter europaeus] 100% gi|78101783|sp|P0ABG8.1|RODA_ECO57 RecName: Full=Rod shape-determining protein RodA [Escherichia coli O157:H7] 71% GO:0016021;GO:0008360;GO:0007049 272568.GDI_2333 rod shape-determining protein RodA 93.23% COG0772 _ _ K05837 rodA, mrdB

orf1494 130 gi|498193033|ref|WP_010507189.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1495 686 gi|517914896|ref|WP_019085104.1| glycyl-tRNA synthetase subunit beta [Komagataeibacter europaeus] 99%
gi|229470695|sp|A5EED4.1|SYGB_BRAS

B

RecName: Full=Glycine--tRNA ligase beta subunit; AltName: Full=Glycyl-tRNA synthetase beta

subunit; Short=GlyRS [Bradyrhizobium sp. BTAi1]
62%

GO:0004820;GO:0005524;GO:0006426;GO:0006566;GO:0006563;GO:0006560;GO:0006525;GO:00

04814;GO:0009345;GO:0006544;GO:0006420
272568.GDI_2332 glycyl-tRNA synthetase, beta subunit (EC:6.1.1.14) 83.15% COG0751 _ _ K01879 glyS

orf1496 298 gi|498193031|ref|WP_010507187.1| glycyl-tRNA synthetase subunit alpha [Komagataeibacter europaeus] 100%
gi|122326282|sp|Q0BQA2.1|SYGA_GRAB

C

RecName: Full=Glycine--tRNA ligase alpha subunit; AltName: Full=Glycyl-tRNA synthetase alpha

subunit; Short=GlyRS [Granulibacter bethesdensis CGDNIH1]
88% GO:0004820;GO:0005524;GO:0009345;GO:0006426;GO:0006544;GO:0006566;GO:0006563 272568.GDI_2331 glycyl-tRNA synthetase subunit alpha 96.74% COG0752 _ _ K01878 glyQ

orf1497 255 gi|498193029|ref|WP_010507185.1| ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K09945 K09945

orf1498 197 gi|498193028|ref|WP_010507184.1| dioxygenase [Komagataeibacter europaeus] 99% gi|20141234|sp|P37462.2|ALKB_SALTY
RecName: Full=Alpha-ketoglutarate-dependent dioxygenase AlkB; AltName: Full=Alkylated DNA

repair protein AlkB; AltName: Full=DNA oxidative demethylase AlkB [Salmone
71% GO:0016706;GO:0055114 _ _ _ _ _ _ K03919 alkB

orf1499 204 gi|498193026|ref|WP_010507182.1| ketohydroxyglutarate aldolase [Komagataeibacter europaeus] 100% gi|59802878|sp|Q00384.2|ALKH_ZYMMO
RecName: Full=KHG/KDPG aldolase; Includes: RecName: Full=4-hydroxy-2-oxoglutarate aldolase;

AltName: Full=2-keto-4-hydroxyglutarate aldolase; Short=KHG-aldolase; In
74% GO:0006525;GO:0006098;GO:0008675;GO:0006560 392499.Swit_1626 2-keto-3-deoxy-phosphogluconate aldolase 85.00% COG0800 _ _ K01625 eda

orf1500 612 gi|498193021|ref|WP_010507177.1| phosphogluconate dehydratase [Komagataeibacter europaeus] 100% gi|59802540|sp|P21909.2|EDD_ZYMMO
RecName: Full=Phosphogluconate dehydratase; AltName: Full=6-phosphogluconate dehydratase

[Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821]
77% GO:0006098;GO:0004456;GO:0009255 290633.GOX0431 phosphogluconate dehydratase 83.22% COG0129 _ _ K01690 edd

orf1501 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1502 54 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1503 163 gi|498193019|ref|WP_010507175.1| peptidyl-prolyl cis-trans isomerase [Komagataeibacter europaeus] 100% gi|75505277|sp|Q57D43.1|PPI1_BRUAB
RecName: Full=Probable peptidyl-prolyl cis-trans isomerase; Short=PPIase; AltName:

Full=Rotamase; Flags: Precursor [Brucella abortus bv. 1 str.
76% GO:0006457;GO:0003755;GO:0000413 272568.GDI_2325

putative peptidyl-prolyl cis-trans isomerase B; PPIases accelerate the folding of

proteins.  [...]
95.95% COG0652 _ _ None _

orf1504 170 gi|498193017|ref|WP_010507173.1| phosphopantetheine adenylyltransferase [Komagataeibacter europaeus] 100%
gi|123378978|sp|Q1GHM4.1|COAD_RUE

ST

RecName: Full=Phosphopantetheine adenylyltransferase; AltName: Full=Dephospho-CoA

pyrophosphorylase; AltName: Full=Pantetheine-phosphate adenylyltransferase; Short
66% GO:0015940;GO:0005524;GO:0004595;GO:0005737;GO:0015937 272568.GDI_2324 putative phosphopantetheine adenylyltransferase 80.75% COG0669 _ _ K00954

E2.7.7.3A, coaD,

kdtB

orf1505 647 gi|517915674|ref|WP_019085882.1| DNA gyrase subunit A [Komagataeibacter europaeus] 100% gi|122327153|sp|Q0BST5.1|GYRA_GRAB RecName: Full=DNA gyrase subunit A [Granulibacter bethesdensis CGDNIH1] 83% GO:0003677;GO:0005524;GO:0003918;GO:0005694;GO:0005737;GO:0006200;GO:0006261;GO:00 272568.GDI_2323 DNA gyrase subunit A 90.76% COG0188 _ _ K02469 gyrA

orf1506 337 gi|498193015|ref|WP_010507171.1| DNA gyrase subunit A [Komagataeibacter europaeus] 100% gi|122327153|sp|Q0BST5.1|GYRA_GRAB RecName: Full=DNA gyrase subunit A [Granulibacter bethesdensis CGDNIH1] 88% GO:0003677;GO:0005524;GO:0003918;GO:0005694;GO:0005737;GO:0006200;GO:0006261;GO:00 _ _ _ _ _ _ K02469 gyrA

orf1507 179 gi|498193007|ref|WP_010507163.1| single-stranded DNA-binding protein [Komagataeibacter europaeus] 100% gi|37999459|sp|Q9A894.1|SSB_CAUCR RecName: Full=Single-stranded DNA-binding protein; Short=SSB [Caulobacter crescentus CB15] 77% GO:0003697;GO:0006260 634452.APA01_25720 single-strand DNA binding protein Ssb 76.88% COG0629 _ _ K03111 ssb

orf1508 1012 gi|517921137|ref|WP_019091345.1| excinuclease ABC subunit A [Komagataeibacter europaeus] 100%
gi|59802979|sp|O31151.2|UVRA_ZYMM

O

RecName: Full=UvrABC system protein A; Short=UvrA protein; AltName: Full=Excinuclease ABC

subunit A [Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821]
83%

GO:0003677;GO:0005524;GO:0005737;GO:0009432;GO:0009380;GO:0006289;GO:0006200;GO:00

08270;GO:0000737;GO:0009381;GO:0016887
272568.GDI_2321

excinuclease ABC subunit A; The UvrABC repair system catalyzes the

recognition and processin [...]
93.25% COG0178 _ _ K03701 uvrA

orf1509 146 gi|645066363|ref|WP_025437442.1| MULTISPECIES: S-adenosylmethionine decarboxylase [Komagataeibacter] 100%
gi|254772949|sp|B9KXN0.1|SPEH_THER

P

RecName: Full=S-adenosylmethionine decarboxylase proenzyme; Short=AdoMetDC;

Short=SAMDC; Contains: RecName: Full=S-adenosylmethionine decarboxylase beta chain; Con
62% GO:0006525;GO:0004014;GO:0006557;GO:0008295;GO:0006560 272568.GDI_2320 S-adenosylmethionine decarboxylase proenzyme 96.43% COG1586 _ _ K01611 speD, AMD1

orf1510 295 gi|498193004|ref|WP_010507160.1| spermidine synthase [Komagataeibacter europaeus] 100%
gi|123077646|sp|Q1GGU4.1|SPEE_RUES

T

RecName: Full=Polyamine aminopropyl transferase; AltName: Full=Putrescine

aminopropyltransferase; Short=PAPT; AltName: Full=Spermidine synthase; Short=SPDS; Short=
64% GO:0006525;GO:0019482;GO:0008295;GO:0004766;GO:0006560 634452.APA01_24250 spermidine synthase 84.91% COG0421 _ _ K00797 speE, SRM

orf1511 103 gi|498193000|ref|WP_010507156.1| antibiotic biosynthesis monooxygenase [Komagataeibacter europaeus] 100% _ _ _ GO:0004497;GO:0055114 _ _ _ _ _ _ None _

orf1512 377 gi|517915669|ref|WP_019085877.1| aminomethyltransferase [Komagataeibacter europaeus] 99% gi|12643537|sp|O14110.1|GCST_SCHPO
RecName: Full=Probable aminomethyltransferase, mitochondrial; AltName: Full=Glycine cleavage

system T protein; Short=GCVT; Flags: Precursor [Schizosaccharomyces pom
56% GO:0006546;GO:0008483;GO:0004047;GO:0006566;GO:0032259;GO:0005737;GO:0006563 272568.GDI_2317

glycine cleavage system T protein; The glycine cleavage system catalyzes the

degradation of  [...]
79.62% COG0404 _ _ K00605 gcvT, AMT

orf1513 114 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1514 123 gi|657221330|ref|WP_029335048.1| glycine cleavage system protein H [Komagataeibacter europaeus] 99% gi|158513862|sp|A1UTQ4.1|GCSH_BARB RecName: Full=Glycine cleavage system H protein [Bartonella bacilliformis KC583] 75% GO:0019464;GO:0005960 272568.GDI_2316 glycine cleavage system H protein 82.86% COG0509 _ _ K02437 gcvH, GCSH

orf1515 961 gi|517915667|ref|WP_019085875.1| glycine dehydrogenase [Komagataeibacter europaeus] 99% gi|81557085|sp|Q5FRY0.1|GCSP_GLUOX
RecName: Full=Glycine dehydrogenase (decarboxylating); AltName: Full=Glycine cleavage system

P-protein; AltName: Full=Glycine decarboxylase; AltName: Full=Glycine d
83% GO:0019464;GO:0006566;GO:0055114;GO:0030170;GO:0006563;GO:0004375 272568.GDI_2315

glycine dehydrogenase; The glycine cleavage system catalyzes the degradation of

glycine. The [...]
85.14%

COG0403;COG100

3
_ _ K00281 GLDC, gcvP

orf1516 357 gi|498192988|ref|WP_010507144.1| ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K02016 ABC.FEV.S

orf1517 335 gi|517915665|ref|WP_019085873.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|2501391|sp|Q57130.1|Y1471_HAEIN
RecName: Full=Probable ABC transporter permease protein HI_1471 [Haemophilus influenzae Rd

KW20]
61% GO:0006810;GO:0016021;GO:0005886;GO:0005215 272568.GDI_2312 transport system permease protein 82.43% COG0609 _ _ K02015 ABC.FEV.P

orf1518 251 gi|498192984|ref|WP_010507140.1| ABC transporter [Komagataeibacter europaeus] 100% gi|119370754|sp|Q47MA5.1|HMUV_THE RecName: Full=Hemin import ATP-binding protein HmuV [Thermobifida fusca YX] 58% GO:0005524;GO:0006200;GO:0016887 395963.Bind_2006 ABC transporter related 79.19% COG1120 _ _ K02013 ABC.FEV.A

orf1519 100 gi|498192982|ref|WP_010507138.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2310 hypothetical protein 77.78% _ _ NOG226171 None _

orf1520 626 gi|498192980|ref|WP_010507136.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_24680 hypothetical protein 75.10% _ _ NOG83889 None _

orf1521 214 gi|498192978|ref|WP_010507134.1| methyltransferase type 11 [Komagataeibacter europaeus] 100% _ _ _ GO:0008168;GO:0032259 _ _ _ _ _ _ None _

orf1522 126 gi|498192976|ref|WP_010507132.1| lactoylglutathione lyase [Komagataeibacter europaeus] 99% _ _ _ GO:0016829;GO:0008152 272568.GDI_2307 putative lactoylglutathione lyase 88.10% COG0346 _ _ K01759 E4.4.1.5, GLO1,

orf1523 274 gi|498192975|ref|WP_010507131.1| diaminopimelate epimerase [Komagataeibacter europaeus] 100% gi|81557036|sp|Q5FQZ4.1|DAPF_GLUOX RecName: Full=Diaminopimelate epimerase; Short=DAP epimerase [Gluconobacter oxydans 621H] 67% GO:0009089;GO:0008837;GO:0005737 272568.GDI_2306 putative diaminopimelate epimerase 80.07% COG0253 _ _ K01778 dapF

orf1524 415 gi|498192973|ref|WP_010507129.1| 2-methylthioadenine synthase [Komagataeibacter europaeus] 100% gi|6226371|sp|Q9ZDB6.1|MTAB_RICPR
RecName: Full=Threonylcarbamoyladenosine tRNA methylthiotransferase MtaB; AltName:

Full=tRNA-t(6)A37 methylthiotransferase [Rickettsia prowazekii str. Madrid E]
70% GO:0051539;GO:0016740;GO:0009451 272568.GDI_2305 hypothetical protein 88.14% COG0621 _ _ None _

orf1525 338 gi|498192972|ref|WP_010507128.1| cell division protein FtsY [Komagataeibacter europaeus] 100%
gi|385178684|sp|A9CHH2.1|FTSY_AGRT

5

RecName: Full=Signal recognition particle receptor FtsY; Short=SRP receptor [Agrobacterium

fabrum str. C58]
75% GO:0006614;GO:0031226;GO:0006184;GO:0005525;GO:0005737;GO:0003924 272568.GDI_2304 cell division protein FtsY 93.33% COG0552 _ _ K03110 ftsY

orf1526 407 gi|498192971|ref|WP_010507127.1| phosphoglycerate kinase [Komagataeibacter europaeus] 100% gi|122328040|sp|Q0BVE2.1|PGK_GRABC RecName: Full=Phosphoglycerate kinase [Granulibacter bethesdensis CGDNIH1] 84% GO:0015976;GO:0016310;GO:0005524;GO:0006094;GO:0006096;GO:0005737;GO:0004618 272568.GDI_2303 phosphoglycerate kinase 85.79% COG0126 _ _ K00927 PGK, pgk

orf1527 340 gi|498192970|ref|WP_010507126.1| glyceraldehyde-3-phosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|120650|sp|P29272.1|G3P2_RHOSH
RecName: Full=Glyceraldehyde-3-phosphate dehydrogenase B; Short=GAPDH [Rhodobacter

sphaeroides]
74% GO:0050661;GO:0006094;GO:0006096;GO:0051287;GO:0055114;GO:0004365 272568.GDI_2302 glyceraldehyde-3-phosphate dehydrogenase 94.36% COG0057 _ _ K00134 GAPDH, gapA

orf1528 623 gi|517921131|ref|WP_019091339.1| transketolase [Komagataeibacter europaeus] 100% gi|160112946|sp|P56900.2|TKT_SINMW RecName: Full=Transketolase; Short=TK [Sinorhizobium medicae WSM419] 62% _ _ _ _ _ _ _ K00615 E2.2.1.1, tktA, tktB

orf1529 154 gi|498192968|ref|WP_010507124.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1530 421 gi|517921129|ref|WP_019091337.1| 5-aminolevulinate synthase [Komagataeibacter europaeus] 100% gi|18266808|sp|P08080.2|HEM1_RHIME
RecName: Full=5-aminolevulinate synthase; AltName: Full=5-aminolevulinic acid synthase;

AltName: Full=Delta-ALA synthase; AltName: Full=Delta-aminolevulinate syntha
74% GO:0006544;GO:0006782;GO:0003870;GO:0042967;GO:0006566;GO:0030170;GO:0006563 272568.GDI_2299 5-aminolevulinate synthase 92.07% COG0156 _ _ K00643 E2.3.1.37, ALAS

orf1531 264 gi|498192965|ref|WP_010507121.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1532 473 gi|517915656|ref|WP_019085864.1| gamma-glutamyltranspeptidase [Komagataeibacter europaeus] 100% _ _ _ GO:0006691;GO:0019530;GO:0006749;GO:0006693;GO:0003840 _ _ _ _ _ _ K00681 ggt

orf1533 348 gi|498192961|ref|WP_010507117.1| recombinase RecA [Komagataeibacter europaeus] 100% gi|585797|sp|Q08327.1|RECA_ACEPO RecName: Full=Protein RecA; AltName: Full=Recombinase A 100%
GO:0005524;GO:0006281;GO:0005737;GO:0009432;GO:0003697;GO:0003684;GO:0006200;GO:00

08094;GO:0006310
272568.GDI_2296

RecA protein (EC:3.6.3.8); Can catalyze the hydrolysis of ATP in the presence of

single-stra [...]
97.38% COG0468 _ _ K03553 recA

orf1534 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1535 123 gi|498192958|ref|WP_010507114.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1536 441 gi|498192957|ref|WP_010507113.1| hydroxypyruvate reductase [Komagataeibacter europaeus] 100% gi|4033487|sp|Q44472.1|TTUD4_AGRVI RecName: Full=Putative hydroxypyruvate reductase 76% _ 391165.GbCGDNIH1_0364 glycerate dehydrogenase 77.80% COG2379 _ _ K00050 ttuD

orf1537 321 gi|582021031|gb|AHI24373.1| pantothenate kinase [Gluconacetobacter xylinus E25] 98%
gi|189082543|sp|A9KD67.1|COAA_COXB

N

RecName: Full=Pantothenate kinase; AltName: Full=Pantothenic acid kinase [Coxiella burnetii

Dugway 5J108-111]
70% GO:0015940;GO:0016310;GO:0005524;GO:0005737;GO:0004594;GO:0015937 272568.GDI_2294 pantothenate kinase 85.05% COG1072 _ _ K00867 coaA

orf1538 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1539 64 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1540 482 gi|498192955|ref|WP_010507111.1| aldehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|113602|sp|P25553.2|ALDA_ECOLI
RecName: Full=Lactaldehyde dehydrogenase; AltName: Full=Aldehyde dehydrogenase A; AltName:

Full=Glycolaldehyde dehydrogenase [Escherichia coli K-12]
62% GO:0016620;GO:0055114 272568.GDI_1287 aldehyde dehydrogenase 78.22% COG1012 _ _ K07248 aldA

orf1541 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1542 207 gi|657221325|ref|WP_029335043.1| bacterioferritin [Komagataeibacter europaeus] 100% _ _ _ GO:0006879;GO:0008199 290633.GOX1748 bacterioferritin 89.29% COG2193 _ _ K03594 bfr

orf1543 224 gi|498192953|ref|WP_010507109.1| GntR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|6176598|sp|P76114.2|MCBR_ECOLI RecName: Full=HTH-type transcriptional regulator McbR [Escherichia coli K-12] 49% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_2286 GntR family transcriptional regulator 75.94% COG1802 _ _ None _

orf1544 91 gi|498192951|ref|WP_010507107.1| cell division topological specificity factor [Komagataeibacter europaeus] 100%
gi|189081982|sp|A9HLY4.1|MINE_GLUD

A
RecName: Full=Cell division topological specificity factor [Gluconacetobacter diazotrophicus PA1 5] 78% GO:0032955 272568.GDI_2285

cell division topological specificity factor MinE; Prevents the cell division

inhibition by  [...]
82.72% COG0851 _ _ K03608 minE

orf1545 270 gi|517915026|ref|WP_019085234.1| septum site-determining protein MinD [Komagataeibacter europaeus] 100% gi|81707279|sp|Q7DDS7.1|MIND_NEIMB
RecName: Full=Septum site-determining protein MinD; AltName: Full=Cell division inhibitor MinD

[Neisseria meningitidis MC58]
76% GO:0005524;GO:0006200;GO:0016887;GO:0000918 272568.GDI_2284 septum site-determining protein MinD 94.07% COG2894 _ _ K03609 minD

orf1546 244 gi|517921481|ref|WP_019091689.1| selenocysteine lyase [Komagataeibacter europaeus] 100% gi|122295759|sp|Q07LX6.1|MINC_RHOP RecName: Full=Probable septum site-determining protein MinC [Rhodopseudomonas palustris 66% GO:0000902;GO:0051726;GO:0000917 272568.GDI_2283 septum formation inhibitor 79.65% COG0850 _ _ K03610 minC

orf1547 222 gi|498192945|ref|WP_010507101.1| glutathione S-transferase [Komagataeibacter europaeus] 100% gi|6016173|sp|P78417.2|GSTO1_HUMAN
RecName: Full=Glutathione S-transferase omega-1; Short=GSTO-1; AltName: Full=Glutathione S-

transferase omega 1-1; Short=GSTO 1-1; AltName: Full=Glutathione-dependen
56% GO:0004364;GO:0006749;GO:0006803 272568.GDI_2281 glutathione S-transferase 90.54% COG0625 _ _ K00799 GST, gst

orf1548 410 gi|498192944|ref|WP_010507100.1| NAD(FAD)-utilizing dehydrogenase [Komagataeibacter europaeus] 98% gi|2851481|sp|P37631.3|YHIN_ECOLI RecName: Full=Uncharacterized protein YhiN [Escherichia coli K-12] 66% GO:0055114 _ _ _ _ _ _ K07007 K07007

orf1549 458 gi|657221323|ref|WP_029335041.1| acyltransferase [Komagataeibacter europaeus] 99% gi|33300908|sp|O52196.1|ALGI_AZOVI
RecName: Full=Probable alginate O-acetylase AlgI; AltName: Full=Alginate biosynthesis protein

AlgI [Azotobacter vinelandii]
57% GO:0042121;GO:0016740 _ _ _ _ _ _ None _

orf1550 462 gi|498192941|ref|WP_010507097.1| ATPase AAA [Komagataeibacter europaeus] 100% gi|30581044|sp|P39918.3|RARA_COXBU RecName: Full=Replication-associated recombination protein A [Coxiella burnetii RSA 493] 64% GO:0003677;GO:0005524;GO:0006260;GO:0017111 634452.APA01_17230 AAA ATPase 88.76% COG2256 _ _ K07478 ycaJ

orf1551 335 gi|498192939|ref|WP_010507095.1| pseudouridine synthase [Komagataeibacter europaeus] 100% gi|34395830|sp|Q9HZM9.1|RLUC_PSEAE
RecName: Full=Ribosomal large subunit pseudouridine synthase C; AltName: Full=23S rRNA

pseudouridine(955/2504/2580) synthase; AltName: Full=rRNA pseudouridylate syn
49% GO:0003723;GO:0009982;GO:0001522 272568.GDI_2274 pseudouridine synthase, RluA family (EC:3.2.1.17) 88.22% COG0564 _ _ K06179 rluC

orf1552 825 gi|517915030|ref|WP_019085238.1| membrane assembly protein AsmA [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07289 asmA

orf1553 257 gi|517915031|ref|WP_019085239.1| ATP synthase F1 [Komagataeibacter europaeus] 100% _ _ _ GO:0043461 _ _ _ _ _ _ None _

orf1554 342 gi|648237377|ref|WP_026018526.1|
2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase [Komagataeibacter

europaeus]
100%

gi|62510908|sp|Q5FQD6.2|ISPDF_GLUO

X

RecName: Full=Bifunctional enzyme IspD/IspF; Includes: RecName: Full=2-C-methyl-D-erythritol 4-

phosphate cytidylyltransferase; AltName: Full=4-diphosphocytidyl-2C-
80% GO:0006694;GO:0050518;GO:0046872;GO:0008685;GO:0016114;GO:0019288 272568.GDI_2269

IspD/IspF bifunctional enzyme; Catalyzes the formation of 4-diphosphocytidyl-2-

C- methyl-D-e [...]
91.03%

COG0245;COG121

1
_ _ K12506 ispDF

orf1555 84 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1556 377 gi|517915032|ref|WP_019085240.1| diguanylate cyclase [Komagataeibacter europaeus] 100% gi|1171716|sp|P45672.1|DUS_AZOBR RecName: Full=Probable tRNA-dihydrouridine synthase [Azospirillum brasilense] 74% GO:0017150;GO:0002943;GO:0050660;GO:0055114 272568.GDI_2267 tRNA-dihydrouridine synthase 89.84% COG0042 _ _ K05540 dusB

orf1557 379 gi|498192930|ref|WP_010507086.1| ATPase [Komagataeibacter europaeus] 100% gi|7387947|sp|Q52977.2|NTRB_RHIME RecName: Full=Nitrogen regulation protein NtrB [Sinorhizobium meliloti 1021] 70% GO:0000155;GO:0016020;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0006355;GO:00 272568.GDI_2266 putative histidine kinase, nitrogen regulation protein NtrB 83.14% COG3852 _ _ K07708 glnL, ntrB

orf1558 483 gi|517915033|ref|WP_019085241.1| chemotaxis protein CheY [Komagataeibacter europaeus] 100% gi|1171795|sp|P45671.1|NTRC_AZOBR RecName: Full=Nitrogen assimilation regulatory protein [Azospirillum brasilense] 83%
GO:0005524;GO:0006355;GO:0006808;GO:0035556;GO:0000160;GO:0005667;GO:0017111;GO:00

43565;GO:0045449;GO:0000156;GO:0008134
634452.APA01_17510 two component response regulator NtrC 86.02% COG2204 _ _ K07712 glnG, ntrC

orf1559 755 gi|648238597|ref|WP_026019746.1| histidine kinase [Komagataeibacter europaeus] 100% gi|585587|sp|Q04850.1|NTRY_AZOC5 RecName: Full=Nitrogen regulation protein NtrY [Azorhizobium caulinodans ORS 571] 64% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 272568.GDI_2264 multi-sensor signal transduction histidine kinase 86.02% COG5000 _ _ K13598 ntrY

orf1560 463 gi|498192924|ref|WP_010507080.1| ATPase AAA [Komagataeibacter europaeus] 100% gi|585586|sp|Q04849.1|NTRX_AZOC5 RecName: Full=Nitrogen assimilation regulatory protein NtrX [Azorhizobium caulinodans ORS 571] 75%
GO:0005524;GO:0006355;GO:0035556;GO:0000160;GO:0005667;GO:0017111;GO:0043565;GO:00

45449;GO:0000156;GO:0008134
272568.GDI_2263 nitrogen assimilation regulatory protein NtrX 91.21% COG2204 _ _ K13599 ntrX

orf1561 94 gi|498192922|ref|WP_010507078.1| RNA chaperone Hfq [Komagataeibacter europaeus] 100% gi|189028177|sp|A9HLS1.1|HFQ_GLUDA RecName: Full=RNA-binding protein Hfq [Gluconacetobacter diazotrophicus PA1 5] 87% GO:0003723;GO:0006355;GO:0006950 272568.GDI_2262
RNA chaperone Hfq; RNA chaperone that binds small regulatory RNA (sRNAs)

and mRNAs to facili [...]
97.40% COG1923 _ _ K03666 hfq

orf1562 436 gi|498192920|ref|WP_010507076.1| GTPase HflX [Komagataeibacter europaeus] 100%
gi|347602422|sp|A0L4B2.1|HFLX_MAGS

M

RecName: Full=GTPase HflX; AltName: Full=GTP-binding protein HflX [Magnetococcus marinus

MC-1]
65% GO:0000287;GO:0006184;GO:0005525;GO:0005737;GO:0003924 272568.GDI_2261 GTP-binding proten HflX 92.08% COG2262 _ _ K03665 hflX

orf1563 279 gi|517915038|ref|WP_019085246.1| inositol monophosphatase [Komagataeibacter europaeus] 100% gi|2497352|sp|P55450.1|Y4FL_RHISN RecName: Full=Uncharacterized protein y4fL [Sinorhizobium fredii NGR234] 49% GO:0046854 272568.GDI_2260 inositol monophosphatase 80.83% COG0483 _ _ None _

orf1564 264 gi|498192915|ref|WP_010507071.1| nucleoside triphosphate pyrophosphohydrolase [Komagataeibacter europaeus] 100% gi|84027876|sp|P0AEY4.1|MAZG_ECO57
RecName: Full=Nucleoside triphosphate pyrophosphohydrolase; Short=NTP-PPase [Escherichia coli

O157:H7]
68% GO:0016787;GO:0008152 272568.GDI_2259 MazG family protein 84.11% COG1694 _ _ K04765 mazG

orf1565 311 gi|498192914|ref|WP_010507070.1| N-acetyl-gamma-glutamyl-phosphate reductase [Komagataeibacter europaeus] 100% gi|28376935|sp|Q9A8H5.1|ARGC_CAUCR
RecName: Full=N-acetyl-gamma-glutamyl-phosphate reductase; Short=AGPR; AltName: Full=N-

acetyl-glutamate semialdehyde dehydrogenase; Short=NAGSA dehydrogenase [Caulo
66% GO:0000051;GO:0003942;GO:0006526;GO:0051287;GO:0055114;GO:0005737 272568.GDI_2258 N-acetyl-gamma-glutamyl-phosphate reductase 81.33% COG0002 _ _ K00145 argC

orf1566 390 gi|648237379|ref|WP_026018528.1| phosphoserine aminotransferase [Komagataeibacter europaeus] 99% gi|29611861|sp|Q8PT12.1|SERC_METMA
RecName: Full=Phosphoserine aminotransferase; AltName: Full=Phosphohydroxythreonine

aminotransferase; Short=PSAT [Methanosarcina mazei Go1]
72% GO:0042816;GO:0006544;GO:0004648;GO:0006564;GO:0006566;GO:0030170;GO:0005737 272568.GDI_2257 phosphoserine aminotransferase 85.75% COG1932 _ _ K00831 serC, PSAT1

orf1567 383 gi|498192912|ref|WP_010507068.1| ATP phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|81351848|sp|Q5FR00.1|HISZ_GLUOX RecName: Full=ATP phosphoribosyltransferase regulatory subunit [Gluconobacter oxydans 621H] 72% GO:0006418;GO:0000105;GO:0004812;GO:0005737 272568.GDI_2256 putative histidyl-tRNA synthetase 79.10% COG3705 _ _ K02502 hisZ

orf1568 429 gi|517921467|ref|WP_019091675.1| adenylosuccinate synthetase [Komagataeibacter europaeus] 100%
gi|189038306|sp|A9HLQ1.1|PURA_GLUD

A

RecName: Full=Adenylosuccinate synthetase; Short=AMPSase; Short=AdSS; AltName: Full=IMP--

aspartate ligase [Gluconacetobacter diazotrophicus PA1 5]
94%

GO:0006522;GO:0000287;GO:0006531;GO:0044208;GO:0006144;GO:0005525;GO:0005737;GO:00

04019
272568.GDI_2255

adenylosuccinate synthetase; Plays an important role in the de novo pathway of

purine nucleo [...]
94.41% COG0104 _ _ K01939 E6.3.4.4, purA

orf1569 300 gi|498192911|ref|WP_010507067.1| RNA polymerase sigma 70 [Komagataeibacter europaeus] 100%
gi|239977584|sp|P0CAW9.1|RPOH_CAUC

R

RecName: Full=RNA polymerase sigma factor RpoH; AltName: Full=RNA polymerase sigma-32

factor [Caulobacter crescentus CB15]
82%

GO:0001123;GO:0003677;GO:0006355;GO:0005737;GO:0009408;GO:0005667;GO:0008270;GO:00

45449;GO:0003700;GO:0016987
272568.GDI_2254

RNA polymerase factor sigma-32; Sigma factors are initiation factors that

promote the attach [...]
96.44% COG0568 _ _ K03089 SIG3.3.1, rpoH

orf1570 323 gi|498192910|ref|WP_010507066.1| ribosomal large subunit pseudouridine synthase D [Komagataeibacter europaeus] 100% gi|59803028|sp|P50513.2|RLUD_ZYMMO
RecName: Full=Ribosomal large subunit pseudouridine synthase D; AltName: Full=23S rRNA

pseudouridine(1911/1915/1917) synthase; AltName: Full=rRNA pseudouridylate sy
68% GO:0003723;GO:0009982;GO:0001522 272568.GDI_2253 pseudouridine synthase, RluA family (EC:3.2.1.17) 86.55% COG0564 _ _ K06180 rluD



orf1571 133 gi|517920916|ref|WP_019091124.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1572 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1573 100 gi|517915044|ref|WP_019085252.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf1574 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1575 354 gi|517915045|ref|WP_019085253.1| endoglucanase [Komagataeibacter europaeus] 100% gi|585232|sp|P37696.1|GUNA_KOMHA
RecName: Full=Probable endoglucanase; AltName: Full=Cellulase; AltName: Full=Endo-1,4-beta-

glucanase; Flags: Precursor [Komagataeibacter hansenii]
86% GO:0005982;GO:0005985;GO:0008810 _ _ _ _ _ _ K01179 E3.2.1.4

orf1576 321 gi|517915046|ref|WP_019085254.1| hypothetical protein [Komagataeibacter europaeus] 92% gi|75425707|sp|Q76KK0.1|CCPA_KOMX RecName: Full=Cellulose-complementing protein [Komagataeibacter xylinus] 60% _ _ _ _ _ _ _ K16075 MRS2, MFM1

orf1577 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1578 691 gi|648237380|ref|WP_026018529.1| cellulose synthase [Komagataeibacter europaeus] 100% gi|22001544|sp|Q9WX61.1|BCSA3_KOM RecName: Full=Cellulose synthase 1 catalytic subunit [Komagataeibacter xylinus] 96% GO:0016020;GO:0016760;GO:0005982;GO:0006011;GO:0030244;GO:0005985;GO:0035438 _ _ _ _ _ _ K00694 bcsA

orf1579 802 gi|648238497|ref|WP_026019646.1| cation tolerance protein CutA [Komagataeibacter europaeus] 100%
gi|22001545|sp|Q9WX62.1|BCSB3_KOM

XY

RecName: Full=Cyclic di-GMP-binding protein; AltName: Full=CDGBP; AltName: Full=Cellulose

synthase regulatory subunit; Short=Cellulose synthase protein B; Flags: P
97% GO:0006011;GO:0016021;GO:0030244;GO:0005886 _ _ _ _ _ _ K00694 bcsA

orf1580 1293 gi|648238498|ref|WP_026019647.1| cellulose synthase [Komagataeibacter europaeus] 100% gi|22001546|sp|Q9WX63.1|BCSC3_KOM RecName: Full=Cellulose synthase 1 operon protein C; Flags: Precursor [Komagataeibacter xylinus] 96% GO:0009279;GO:0006011;GO:0042802;GO:0030244 _ _ _ _ _ _ None _

orf1581 156 gi|498192890|ref|WP_010507046.1| cellulose synthase [Komagataeibacter europaeus] 100% gi|22001547|sp|Q9WX64.1|BCSD3_KOM RecName: Full=Cellulose synthase operon protein D [Komagataeibacter xylinus] 100% _ _ _ _ _ _ _ None _

orf1582 734 gi|498192888|ref|WP_010507044.1| beta-glucosidase [Komagataeibacter europaeus] 100% gi|74598759|sp|Q5BFG8.1|BGLB_EMENI
RecName: Full=Beta-glucosidase B; AltName: Full=Beta-D-glucoside glucohydrolase B; AltName:

Full=Cellobiase B; AltName: Full=Gentiobiase B
53% GO:0008422;GO:0005975 _ _ _ _ _ _ K05349 bglX

orf1583 224 gi|498192886|ref|WP_010507042.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1584 173 gi|498192884|ref|WP_010507040.1| cupin [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K09705 K09705

orf1585 209 gi|517915049|ref|WP_019085257.1| ADP-ribose pyrophosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 246197.MXAN_5418 NUDIX family hydrolase 76.81% COG1051 _ _ None _

orf1586 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1587 628 gi|517920922|ref|WP_019091130.1| heat shock protein Hsp90 [Komagataeibacter europaeus] 100% gi|81557099|sp|Q5FS51.1|HTPG_GLUOX
RecName: Full=Chaperone protein HtpG; AltName: Full=Heat shock protein HtpG; AltName:

Full=High temperature protein G [Gluconobacter oxydans 621H]
79% GO:0006457;GO:0005524;GO:0051082;GO:0006950;GO:0005737 272568.GDI_2234 heat shock protein 90 87.02% COG0326 _ _ K04079 htpG, HSP90A

orf1588 382 gi|582021077|gb|AHI24419.1| methylthioribose-1-phosphate isomerase [Gluconacetobacter xylinus E25] 98%
gi|81351752|sp|Q5FQK0.1|MTNA_GLUO

X

RecName: Full=Methylthioribose-1-phosphate isomerase; Short=M1Pi; Short=MTR-1-P isomerase;

AltName: Full=S-methyl-5-thioribose-1-phosphate isomerase [Gluconobacter
79% GO:0046523;GO:0019284;GO:0019509 272568.GDI_2233 methylthioribose-1-phosphate isomerase 86.23% COG0182 _ _ K08963 mtnA

orf1589 79 gi|517915051|ref|WP_019085259.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1590 598 gi|517915053|ref|WP_019085261.1| aspartyl-tRNA synthetase [Komagataeibacter europaeus] 100%
gi|62287513|sp|Q5FQ60.1|SYDND_GLUO

X

RecName: Full=Aspartate--tRNA(Asp/Asn) ligase; AltName: Full=Aspartyl-tRNA synthetase;

Short=AspRS; AltName: Full=Non-discriminating aspartyl-tRNA synthetase; Shor
89%

GO:0006531;GO:0005524;GO:0004815;GO:0050560;GO:0005737;GO:0003676;GO:0006522;GO:00

06422
272568.GDI_2232 aspartyl-tRNA synthetase 95.72% COG0173 _ _ K01876 DARS, aspS

orf1591 301 gi|498192874|ref|WP_010507030.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1592 261 gi|657221309|ref|WP_029335027.1| exodeoxyribonuclease III [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006281;GO:0005622;GO:0090305;GO:0004519 272568.GDI_2228 exodeoxyribonuclease III Xth 84.52% COG0708 _ _ K01142 E3.1.11.2, xthA

orf1593 121 gi|498192867|ref|WP_010507023.1|
iron-sulfur (Fe-S) cluster assembly protein YadR/YfhF [Komagataeibacter

europaeus]
100% gi|81307172|sp|Q4UZE2.1|ERPA_XANC8

RecName: Full=Iron-sulfur cluster insertion protein ErpA [Xanthomonas campestris pv. campestris str.

8004]
68% GO:0016226;GO:0005198;GO:0051536 272568.GDI_2227 putative iron-sulfur assembly protein 89.02% COG0316 _ _ None _

orf1594 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1595 392 gi|517915058|ref|WP_019085266.1| deoxyguanosinetriphosphate triphosphohydrolase [Komagataeibacter europaeus] 100% gi|122499035|sp|Q28S90.1|DGTL1_JANS RecName: Full=Deoxyguanosinetriphosphate triphosphohydrolase-like protein [Jannaschia sp. CCS1] 65% GO:0000287;GO:0008832;GO:0008081;GO:0006144;GO:0046039 290633.GOX1752 deoxyguanosinetriphosphate triphosphohydrolase 81.58% COG0232 _ _ K01129 dgt

orf1596 601 gi|517915059|ref|WP_019085267.1| arginyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|81351656|sp|Q5FQ54.1|SYR_GLUOX
RecName: Full=Arginine--tRNA ligase; AltName: Full=Arginyl-tRNA synthetase; Short=ArgRS

[Gluconobacter oxydans 621H]
79% GO:0006525;GO:0004814;GO:0005524;GO:0005737;GO:0006420;GO:0006560 272568.GDI_2225 arginyl-tRNA synthetase 85.54% COG0018 _ _ K01887 RARS, argS

orf1597 273 gi|517920927|ref|WP_019091135.1| hypothetical protein [Komagataeibacter europaeus] 94% gi|123369385|sp|Q1BA94.1|IF2_MYCSS RecName: Full=Translation initiation factor IF-2 [Mycobacterium sp. MCS] 44% _ _ _ _ _ _ _ None _

orf1598 280 gi|517915061|ref|WP_019085269.1| ScpA/B protein [Komagataeibacter europaeus] 100% gi|81629001|sp|Q83CP8.1|SCPA_COXBU RecName: Full=Segregation and condensation protein A [Coxiella burnetii RSA 493] 55% _ 272568.GDI_2223
putative segregation and condensation protein A; Participates in chromosomal

partition durin [...]
77.47% COG1354 _ _ K05896 scpA

orf1599 219 gi|517920929|ref|WP_019091137.1| RNA 3-phosphate cyclase [Komagataeibacter europaeus] 100% gi|527504065|sp|Q3A508.2|SCPB_PELCD RecName: Full=Segregation and condensation protein B [Pelobacter carbinolicus DSM 2380] 59% GO:0051304;GO:0051301;GO:0005737 272568.GDI_2222
putative segregation and condensation protein B; Participates in chromosomal

partition durin [...]
84.81% COG1386 _ _ K06024 scpB

orf1600 192 gi|517915063|ref|WP_019085271.1| preprotein translocase subunit TatB [Komagataeibacter europaeus] 100% gi|122545236|sp|Q2ND29.1|TATB_ERYL RecName: Full=Sec-independent protein translocase protein TatB [Erythrobacter litoralis 70% GO:0009306;GO:0016021;GO:0043953 272568.GDI_2221 twin-arginine translocation protein, TatB subunit 92.68% COG1826 _ _ K03117 tatB

orf1601 276 gi|648238499|ref|WP_026019648.1| preprotein translocase subunit TatC [Komagataeibacter europaeus] 100% gi|60390851|sp|Q8FBI6.3|TATC_ECOL6 RecName: Full=Sec-independent protein translocase protein TatC [Escherichia coli CFT073] 60% GO:0006886;GO:0008320;GO:0005887;GO:0033281;GO:0043953 272568.GDI_2220 sec-independent protein translocase, TatC subunit 90.36% COG0805 _ _ K03118 tatC

orf1602 423 gi|517915065|ref|WP_019085273.1| seryl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|189083571|sp|A9HLG2.1|SYS_GLUDA
RecName: Full=Serine--tRNA ligase; AltName: Full=Seryl-tRNA synthetase; Short=SerRS;

AltName: Full=Seryl-tRNA(Ser/Sec) synthetase [Gluconacetobacter diazotrophicus
85%

GO:0005524;GO:0004828;GO:0006566;GO:0005737;GO:0006434;GO:0006563;GO:0016260;GO:00

97056;GO:0006544
272568.GDI_2219

seryl-tRNA synthetase; Catalyzes the attachment of serine to tRNA(Ser). Is also

able to amin [...]
86.22% COG0172 _ _ K01875 SARS, serS

orf1603 815 gi|498192853|ref|WP_010507009.1| RNA helicase [Komagataeibacter europaeus] 100% gi|74676199|sp|O94445.1|SUV3_SCHPO
RecName: Full=ATP-dependent RNA helicase suv3, mitochondrial; Flags: Precursor

[Schizosaccharomyces pombe 972h-]
62% GO:0005524;GO:0008152;GO:0004386;GO:0003676 272568.GDI_2218 helicase domain protein 92.28% COG0513 _ _ K17675 SUPV3L1, SUV3

orf1604 292 gi|498192851|ref|WP_010507007.1| ferredoxin--NADP reductase [Komagataeibacter europaeus] 100% gi|3913664|sp|Q44532.3|FENR_AZOVI RecName: Full=Ferredoxin--NADP reductase; Short=FNR; Short=Protein X [Azotobacter vinelandii] 75% _ 272568.GDI_2217 ferredoxin--NADP reductase 94.51% COG1018 _ _ K00528 E1.18.1.2, fpr

orf1605 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1606 466 gi|517915068|ref|WP_019085276.1| glutathione reductase [Komagataeibacter europaeus] 100% gi|19860133|sp|P48642.2|GSHRC_ORYSJ RecName: Full=Glutathione reductase, cytosolic; Short=GR; Short=GRase [Oryza sativa Japonica 62% GO:0006749;GO:0006094;GO:0050660;GO:0006118;GO:0055114;GO:0004362;GO:0045454 634452.APA01_01050 glutathione reductase 81.44% COG1249 _ _ K00383 GSR, gor

orf1607 114 gi|498192847|ref|WP_010507003.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_19140 hypothetical protein 82.35% _ _ NOG271556 None _

orf1608 440 gi|498192845|ref|WP_010507001.1| phospho-2-dehydro-3-deoxyheptonate aldolase [Komagataeibacter europaeus] 100% gi|20141225|sp|P29976.2|AROF_ARATH
RecName: Full=Phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplastic; AltName: Full=3-

deoxy-D-arabino-heptulosonate 7-phosphate synthase 1; AltName: Full=DAHP
74% GO:0009094;GO:0006571;GO:0003849;GO:0000162 272568.GDI_2214 phospho-2-dehydro-3-deoxyheptonate aldolase (EC:2.5.1.54) 90.89% COG3200 _ _ K01626

E2.5.1.54, aroF,

aroG, aroH

orf1609 373 gi|498192843|ref|WP_010506999.1| nicotinate phosphoribosyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0004514;GO:0046497;GO:0009435 272568.GDI_2213 hypothetical protein 88.77% COG1488 _ _ K00763 pncB, NAPRT1

orf1610 122 gi|498192842|ref|WP_010506998.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2212 hypothetical protein 85.22% _ _ NOG125045 None _

orf1611 445 gi|498192840|ref|WP_010506996.1| glutamyl-tRNA synthetase [Komagataeibacter europaeus] 100%
gi|229470586|sp|A9HLD9.1|SYE2_GLUD

A

RecName: Full=Glutamate--tRNA ligase 2; AltName: Full=Glutamyl-tRNA synthetase 2;

Short=GluRS 2 [Gluconacetobacter diazotrophicus PA1 5]
87% GO:0009332;GO:0005524;GO:0015994;GO:0006424;GO:0000049;GO:0004818 272568.GDI_2211

glutamyl-tRNA synthetase; Catalyzes the attachment of glutamate to tRNA(Glu)

in a two-step r [...]
87.64% COG0008 _ _ K01885 EARS, gltX

orf1612 261 gi|657221304|ref|WP_029335022.1| RNA methyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0006396;GO:0003723;GO:0006418;GO:0001510;GO:0008173;GO:0004812 272568.GDI_2199 putative cysteinyl-tRNA synthetase 95.74% COG0565 _ _ K02533 lasT

orf1613 454 gi|498192836|ref|WP_010506992.1| cysteinyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|61216109|sp|Q5FQ31.1|SYC_GLUOX
RecName: Full=Cysteine--tRNA ligase; AltName: Full=Cysteinyl-tRNA synthetase; Short=CysRS

[Gluconobacter oxydans 621H]
80% GO:0006534;GO:0004817;GO:0005524;GO:0006423;GO:0008270;GO:0005737 634452.APA01_26050 cysteinyl-tRNA synthetase 84.44% COG0215 _ _ K01883 CARS, cysS

orf1614 520 gi|648237252|ref|WP_026018401.1| peptide chain release factor 3 [Komagataeibacter europaeus] 100% gi|81311251|sp|Q5FA25.1|RF3_NEIG1 RecName: Full=Peptide chain release factor 3; Short=RF-3 [Neisseria gonorrhoeae FA 1090] 68% GO:0005840;GO:0018444;GO:0006444;GO:0006184;GO:0003924;GO:0006449;GO:0005525;GO:00 272568.GDI_2197 peptide chain release factor 3 95.52% COG4108 _ _ K02837 prfC

orf1615 205 gi|498192833|ref|WP_010506989.1| MULTISPECIES: 30S ribosomal protein S4 [Komagataeibacter] 100% gi|189045383|sp|A9HL98.1|RS4_GLUDA RecName: Full=30S ribosomal protein S4 [Gluconacetobacter diazotrophicus PA1 5] 98% GO:0042254;GO:0006412;GO:0003735;GO:0015935;GO:0019843 272568.GDI_2196
30S ribosomal protein S4; One of the primary rRNA binding proteins, it binds

directly to 16S [...]
98.05% COG0522 _ _ K02986 RP-S4, rpsD

orf1616 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1617 182 gi|498192831|ref|WP_010506987.1| hdeD [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2195 hypothetical protein 85.12% COG3247 _ _ None _

orf1618 257 gi|517914455|ref|WP_019084663.1| oxidoreductase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06988 K06988

orf1619 115 gi|498192829|ref|WP_010506985.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1620 287 gi|517920935|ref|WP_019091143.1| endonuclease/exonuclease/phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0004527;GO:0090305;GO:0004519 272568.GDI_2189 endonuclease/exonuclease/phosphatase 75.00% _ _ NOG43154 None _

orf1621 230 gi|498192827|ref|WP_010506983.1| carbonic anhydrase [Komagataeibacter europaeus] 100% gi|81783746|sp|Q9I262.1|CYNT_PSEAE
RecName: Full=Carbonic anhydrase; AltName: Full=Carbonate dehydratase [Pseudomonas

aeruginosa PAO1]
66% GO:0006807;GO:0015976;GO:0006730;GO:0004089;GO:0008270 272568.GDI_2188 carbonic anhydrase 1 89.50% COG0288 _ _ K01673 cynT, can

orf1622 880 gi|517914459|ref|WP_019084667.1| alanyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|81556989|sp|Q5FQ21.1|SYA_GLUOX
RecName: Full=Alanine--tRNA ligase; AltName: Full=Alanyl-tRNA synthetase; Short=AlaRS

[Gluconobacter oxydans 621H]
84%

GO:0006531;GO:0005524;GO:0000049;GO:0005737;GO:0006522;GO:0008270;GO:0006419;GO:00

04813
272568.GDI_2187 alanyl-tRNA synthetase 90.02% COG0013 _ _ K01872 AARS, alaS

orf1623 234 gi|517914460|ref|WP_019084668.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|74582833|sp|O94266.1|THI22_SCHPO
RecName: Full=Putative hydroxymethylpyrimidine/phosphomethylpyrimidine kinase 2; AltName:

Full=Hydroxymethylpyrimidine kinase 2; Short=HMP kinase 2; AltName: Full=
52% _ _ _ _ _ _ _ K03707 tenA

orf1624 278 gi|498196570|ref|WP_010510726.1| chloroperoxidase [Komagataeibacter europaeus] 100% gi|131124|sp|P25026.3|PRXC_PSEPY
RecName: Full=Non-heme chloroperoxidase; AltName: Full=Chloride peroxidase; AltName:

Full=Chloroperoxidase P; Short=CPO-P [Burkholderia pyrrocinia]
86% GO:0006979;GO:0006804;GO:0004601;GO:0055114 272568.GDI_0081 alpha/beta hydrolase, chloride peroxidase 94.89% COG0596 _ _ K00433 cpo

orf1625 175 gi|498196568|ref|WP_010510724.1| MerR family transcriptional regulator [Komagataeibacter europaeus] 97% _ _ _ GO:0003677;GO:0006355 290633.GOX0739 MerR family transcriptional regulator 92.75% COG0789 _ _ None _

orf1626 167 gi|647504661|ref|WP_025811973.1| dimethyl sulfoxide reductase [Komagataeibacter kakiaceti] 98% _ _ _ GO:0006508;GO:0008233 290633.GOX0740 putative protease 91.52% COG0693 _ _ None _

orf1627 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1628 306 gi|498196564|ref|WP_010510720.1| NAD-dependent dehydratase [Komagataeibacter europaeus] 98% _ _ _ GO:0003824;GO:0044237;GO:0050662 290633.GOX0741 hypothetical protein 95.16% COG0451 _ NOG295544 None _

orf1629 280 gi|582021390|gb|AHI24732.1| phenazine biosynthesis protein PhzF family [Gluconacetobacter xylinus E25] 96% gi|731643|sp|P38765.1|YHI9_YEAST RecName: Full=Uncharacterized isomerase YHI9 [Saccharomyces cerevisiae S288c] 72% GO:0009058;GO:0003824 264203.ZMO1800 phenazine biosynthesis protein 78.39% COG0384 _ _ None _

orf1630 179 gi|582021391|gb|AHI24733.1| maltose O-acetyltransferase [Gluconacetobacter xylinus E25] 94% gi|128478|sp|P08632.1|NODL_RHILV RecName: Full=Nodulation protein L [Rhizobium leguminosarum bv. viciae] 80% GO:0042967;GO:0016407 634452.APA01_15820 maltose O-acetyltransferase 92.94% COG0110 _ _ K00661 maa

orf1631 231 gi|582021392|gb|AHI24734.1| hypothetical protein H845_782 [Gluconacetobacter xylinus E25] 94% gi|731965|sp|P40893.1|REE1_YEAST RecName: Full=Regulation of enolase protein 1 [Saccharomyces cerevisiae S288c] 80% _ 634452.APA01_15830 hypothetical protein 93.62% COG3506 _ _ K09702 K09702

orf1632 186 gi|582021393|gb|AHI24735.1| transcriptional regulator, TetR family [Gluconacetobacter xylinus E25] 98% gi|20140513|sp|P75811.3|RCDA_ECOLI
RecName: Full=HTH-type transcriptional regulator RcdA; AltName: Full=Regulator of csgD

[Escherichia coli K-12]
62% GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf1633 289 gi|498202283|ref|WP_010516439.1| molecular chaperone [Komagataeibacter oboediens] 96% gi|122258175|sp|Q02IV5.1|HCHA_PSEAB
RecName: Full=Molecular chaperone Hsp31 and glyoxalase 3; AltName: Full=Glyoxalase III;

AltName: Full=Holdase; AltName: Full=Holding molecular chaperone [Pseudomon
78% _ 5518.FG08137.1 hypothetical protein 82.93% COG0693 _ _ K05523 hchA

orf1634 504 gi|517922090|ref|WP_019092298.1| hypothetical protein [Komagataeibacter europaeus] 98% gi|81626193|sp|O07561.1|YHJG_BACSU
RecName: Full=Uncharacterized aromatic compound monooxygenase YhjG [Bacillus subtilis subsp.

subtilis str. 168]
66% _ 391165.GbCGDNIH1_1787 hypothetical protein 82.58% COG0654 _ _ None _

orf1635 150 gi|517922091|ref|WP_019092299.1| MarR family transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ _ 391165.GbCGDNIH1_1788 MarR family transcriptional regulator 89.86% COG1846 _ _ None _

orf1636 45 gi|517916892|ref|WP_019087100.1| hypothetical protein [Komagataeibacter europaeus] 82% _ _ _ _ _ _ _ _ _ _ None _

orf1637 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1638 134 gi|493607175|ref|WP_006559689.1| prolyl-tRNA synthetase [Acetobacter tropicalis] 98% gi|81637660|sp|P71000.1|YWHH_BACSU RecName: Full=Uncharacterized protein YwhH [Bacillus subtilis subsp. subtilis str. 168] 68% GO:0002161;GO:0006450 634452.APA01_13460 hypothetical protein 96.99% COG2606 _ _ None _

orf1639 218 gi|647582257|ref|WP_025859865.1| hypothetical protein [Acetobacter papayae] 74% _ _ _ GO:1901360;GO:0006725 _ _ _ _ _ _ K02624 pcaR

orf1640 409 gi|498201287|ref|WP_010515443.1|
FAD-dependent pyridine nucleotide-disulfide oxidoreductase [Komagataeibacter

oboediens]
61% gi|1174665|sp|P43494.2|THCD_RHOER RecName: Full=Rhodocoxin reductase [Rhodococcus erythropolis] 54% _ _ _ _ _ _ _ K00529 hcaD

orf1641 83 gi|647582260|ref|WP_025859868.1| hypothetical protein [Acetobacter papayae] 84% gi|585130|sp|P37098.1|FER2_CAUCR RecName: Full=2Fe-2S ferredoxin; AltName: Full=FdII [Caulobacter crescentus CB15] 76% GO:0009055;GO:0046872;GO:0051537;GO:0006118 296591.Bpro_5152 ferredoxin 82.93% COG0633 _ _ K04755 fdx

orf1642 442 gi|498201289|ref|WP_010515445.1| dioxygenase [Komagataeibacter oboediens] 86% gi|3913213|sp|Q44256.1|CBAA_COMTE RecName: Full=3-chlorobenzoate-3,4-dioxygenase oxygenase subunit 55% GO:0051537;GO:0019439;GO:0016708;GO:0005506;GO:0055114 114615.BRADO6657 putative dioxygenase; putative phtalate dioxygenase oxygenase subunit 85.19% COG4638 _ _ None _

orf1643 478 gi|647582258|ref|WP_025859866.1| glutamine synthetase [Acetobacter papayae] 79% gi|121357|sp|P19064.3|GLNA_BACCE RecName: Full=Glutamine synthetase; AltName: Full=Glutamate--ammonia ligase 52% GO:0006807;GO:0016874 224911.bll1069 glutamine synthetase 76.09% COG0174 _ _ K01915 glnA

orf1644 683 gi|518357817|ref|WP_019528024.1| hypothetical protein [Dasania marina] 58% _ _ _ _ _ _ _ _ _ _ K02014 TC.FEV.OM

orf1645 84 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1646 308 gi|517922176|ref|WP_019092384.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 290633.GOX0456 hypothetical protein 79.27% COG0697 _ _ None _

orf1647 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1648 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1649 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1650 666 gi|517922173|ref|WP_019092381.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|48474944|sp|Q9ABX9.1|Y091_CAUCR RecName: Full=Uncharacterized signaling protein CC_0091 [Caulobacter crescentus CB15] 64% GO:0016849;GO:0009190;GO:0035556 272568.GDI_2568 GGDEF family signaling protein 78.28% COG2200 _ _ None _

orf1651 755 gi|517916688|ref|WP_019086896.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
58% GO:0016849;GO:0009190;GO:0004871;GO:0035556 _ _ _ _ _ _ None _

orf1652 597 gi|517916687|ref|WP_019086895.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1653 321 gi|517921672|ref|WP_019091880.1| Fis family transcriptional regulator [Komagataeibacter europaeus] 100% gi|124028541|sp|P28614.2|ACOR_CUPNH RecName: Full=Acetoin catabolism regulatory protein [Ralstonia eutropha H16] 46% GO:0006355;GO:0043565 _ _ _ _ _ _ None _

orf1654 333 gi|648237655|ref|WP_026018804.1| ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% gi|113136|sp|P27745.3|ACOA_CUPNH
RecName: Full=Acetoin:2,6-dichlorophenolindophenol oxidoreductase subunit alpha;

Short=Acetoin:DCPIP oxidoreductase-alpha; Short=Ao:DCPIP OR [Ralstonia eutropha H16]
72%

GO:0009099;GO:0009098;GO:0045254;GO:0006094;GO:0006096;GO:0009097;GO:0004739;GO:00

55114
272568.GDI_1722 pyruvate dehydrogenase (acetyl-transferring) (EC:1.2.4.1) 91.85% COG1071 _ _ K00161 PDHA, pdhA

orf1655 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1656 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1657 342 gi|517916684|ref|WP_019086892.1| pyruvate dehydrogenase subunit beta [Komagataeibacter europaeus] 100% gi|113137|sp|P27746.3|ACOB_CUPNH
RecName: Full=Acetoin:2,6-dichlorophenolindophenol oxidoreductase subunit beta;

Short=Acetoin:DCPIP oxidoreductase-beta; Short=Ao:DCPIP OR; AltName: Full=TPP-dependen
79% GO:0008152;GO:0003824 272568.GDI_1721 transketolase central region 92.84% COG0022 _ _ K00162 PDHB, pdhB

orf1658 380 gi|517916683|ref|WP_019086891.1|
branched-chain alpha-keto acid dehydrogenase subunit E2 [Komagataeibacter

europaeus]
99% gi|7531037|sp|Q59695.1|ACOC_PSEPU

RecName: Full=Dihydrolipoyllysine-residue acetyltransferase component of acetoin cleaving system;

AltName: Full=Acetoin dehydrogenase E2 component; AltName: Full=Dih
63% _ 272568.GDI_1720 branched-chain alpha-keto acid dehydrogenase subunit E2 76.32%

COG0596;COG050

8
_ _ K00627 DLAT, aceF, pdhC

orf1659 489 gi|517916682|ref|WP_019086890.1| xylulokinase [Komagataeibacter europaeus] 99% gi|139849|sp|P09099.1|XYLB_ECOLI RecName: Full=Xylulose kinase; Short=Xylulokinase [Escherichia coli K-12] 60% GO:0004856;GO:0046835;GO:0005997 _ _ _ _ _ _ K00854 xylB, XYLB

orf1660 358 gi|648238634|ref|WP_026019783.1| gluconolactonase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0014 hypothetical protein 75.29% COG3386 _ _ None _

orf1661 455 gi|517916680|ref|WP_019086888.1| sugar transporter [Komagataeibacter europaeus] 100% gi|3915309|sp|O52733.1|XYLT_LACBR RecName: Full=D-xylose-proton symporter; AltName: Full=D-xylose transporter 57% GO:0055085;GO:0016021;GO:0022891 290633.GOX0925 sugar-proton symporter 79.44% COG0477 _ _ None _

orf1662 462 gi|648238633|ref|WP_026019782.1| aminotransferase DegT [Komagataeibacter europaeus] 100% _ _ _ GO:0008483;GO:0055114 _ _ _ _ _ _ None _

orf1663 382 gi|648238632|ref|WP_026019781.1| pleiotropic regulatory protein DnrJ/EryC1/StrS [Komagataeibacter europaeus] 99% gi|75423427|sp|Q9XCW4.1|VIOA_ECOLX RecName: Full=dTDP-4-amino-4,6-dideoxy-D-glucose transaminase 43% GO:0008152;GO:0008483;GO:0030170 _ _ _ _ _ _ None _

orf1664 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1665 241 gi|517921670|ref|WP_019091878.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1666 270 gi|517916526|ref|WP_019086734.1| dTDP-4-dehydrorhamnose reductase [Komagataeibacter europaeus] 100% gi|2500165|sp|P55463.1|RMLD_RHISN
RecName: Full=Probable dTDP-4-dehydrorhamnose reductase; AltName: Full=dTDP-4-keto-L-

rhamnose reductase; AltName: Full=dTDP-6-deoxy-L-lyxo-4-hexulose reductase; AltN
57% GO:0030639;GO:0045226;GO:0019872;GO:0009225;GO:0008831;GO:0055114 _ _ _ _ _ _ K00067 rfbD, rmlD

orf1667 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1668 185 gi|517916527|ref|WP_019086735.1| dTDP-4-dehydrorhamnose 3,5-epimerase [Komagataeibacter europaeus] 99% gi|585832|sp|P37780.1|RMLC_SHIFL
RecName: Full=dTDP-4-dehydrorhamnose 3,5-epimerase; AltName: Full=Thymidine diphospho-4-

keto-rhamnose 3,5-epimerase; AltName: Full=dTDP-4-keto-6-deoxyglucose 3,5-epim
66% GO:0030639;GO:0009103;GO:0019872;GO:0008830;GO:0009117 272568.GDI_3376 dTDP-4-dehydrorhamnose 3,5-epimerase 80.87% COG1898 _ _ K01790 rfbC, rmlC

orf1669 325 gi|517916528|ref|WP_019086736.1| endoglucanase [Komagataeibacter europaeus] 100% gi|20138179|sp|P58599.1|GUN_RALSO
RecName: Full=Endoglucanase; AltName: Full=Cellulase; AltName: Full=Endo-1,4-beta-glucanase;

Flags: Precursor [Ralstonia solanacearum GMI1000]
60% GO:0005982;GO:0005985;GO:0008810 _ _ _ _ _ _ K01179 E3.2.1.4

orf1670 421 gi|517921668|ref|WP_019091876.1| surface polysaccharide polymerase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K13662 gumE

orf1671 364 gi|517916530|ref|WP_019086738.1| acyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0016020;GO:0008152;GO:0016747 _ _ _ _ _ _ None _

orf1672 343 gi|517921666|ref|WP_019091874.1| GumK protein [Komagataeibacter europaeus] 100%
gi|357580531|sp|Q7CLR5.2|GUMK_XAN

CP

RecName: Full=UDP-glucuronate:glycolipid 2-beta-glucuronosyltransferase; Short=UDP-

GlcA:glycolipid glucuronosyltransferase; AltName: Full=D-man-alpha-(1-)3)-D-Glc-
56% _ 272568.GDI_2542 GumK protein 79.82% _ _ NOG04092 K13659 gumK

orf1673 386 gi|517916532|ref|WP_019086740.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf1674 398 gi|517921664|ref|WP_019091872.1| colanic acid biosynthesis glycosyl transferase [Komagataeibacter europaeus] 99% gi|81760215|sp|Q8NNK8.1|PIMB_CORGL
RecName: Full=GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside

mannosyltransferase; AltName: Full=Alpha-D-mannose-alpha-(1-6)-phosphatidylmyo-in
51% GO:0009058;GO:0016740 272568.GDI_2543 glycosyl transferase group 1 76.41% COG0438 _ _ None _

orf1675 317 gi|517916534|ref|WP_019086742.1| glycosyltransferase [Komagataeibacter europaeus] 100% gi|17380424|sp|P33697.2|EXOO_RHIME RecName: Full=Succinoglycan biosynthesis protein ExoO [Sinorhizobium meliloti 1021] 60% GO:0006013;GO:0008928;GO:0009058;GO:0006000 _ _ _ _ _ _ K16555 exoO

orf1676 435 gi|517916535|ref|WP_019086743.1| UDP-glucose 6-dehydrogenase [Komagataeibacter europaeus] 100% gi|7388344|sp|O54068.2|UDG_RHIME
RecName: Full=UDP-glucose 6-dehydrogenase; Short=UDP-Glc dehydrogenase; Short=UDP-GlcDH;

Short=UDPGDH [Sinorhizobium meliloti 1021]
74% GO:0005982;GO:0003979;GO:0005985;GO:0000271;GO:0051287;GO:0055114;GO:0009117 272568.GDI_2545 putative UDP-glucose 6-dehydrogenase 83.22% COG1004 _ _ K00012 UGDH, ugd

orf1677 84 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1678 489 gi|517920575|ref|WP_019090783.1| mannose-1-phosphate guanylyltransferase [Komagataeibacter europaeus] 100% gi|33112662|sp|P24174.3|MANC_ECOLI
RecName: Full=Mannose-1-phosphate guanylyltransferase; AltName: Full=GDP-mannose

pyrophosphorylase; Short=GMP; Short=GMPP [Escherichia coli K-12]
65% GO:0006013;GO:0004475;GO:0006000;GO:0016853;GO:0000271 349163.Acry_0548 mannose-1-phosphate guanylyltransferase/mannose-6-phosphate isomerase 86.86% COG0662 _ _ K16011 algA, xanB, rfbA

orf1679 493 gi|517920574|ref|WP_019090782.1|
colanic biosynthesis UDP-glucose lipid carrier transferase [Komagataeibacter

europaeus]
100% gi|75346394|sp|Q44576.1|ACEA_KOMXY RecName: Full=Undecaprenyl-phosphate glucose phosphotransferase [Komagataeibacter xylinus] 92% GO:0016757;GO:0016021;GO:0000271 272568.GDI_2547 putative polysaccharide biosynthesis glycosyltransferase 80.91% COG2148 _ _ None _

orf1680 271 gi|517916243|ref|WP_019086451.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0009058;GO:0016757 272568.GDI_2548 putative glycosyl transferase 76.42% COG1922 _ _ K05946 E2.4.1.187, tagA

orf1681 736 gi|517916244|ref|WP_019086452.1| succinoglycan biosynthesis protein ExoP [Komagataeibacter europaeus] 100% gi|229462849|sp|P58764.2|ETK_ECO27 RecName: Full=Tyrosine-protein kinase etk [Escherichia coli O127:H6 str. E2348/69] 45% GO:0016020;GO:0009103;GO:0004713;GO:0005524;GO:0018108 _ _ _ _ _ _ K16692 etk-wzc

orf1682 383 gi|517920572|ref|WP_019090780.1| glycosyl transferase [Komagataeibacter europaeus] 99%
gi|75346391|sp|Q44571.1|GUMH_KOMX

Y

RecName: Full=GDP-mannose:cellobiosyl-diphosphopolyprenol alpha-mannosyltransferase

[Komagataeibacter xylinus]
91% GO:0009058;GO:0016740 _ _ _ _ _ _ K13657 gumH

orf1683 492 gi|517916246|ref|WP_019086454.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0000271 _ _ _ _ _ _ None _

orf1684 453 gi|517920571|ref|WP_019090779.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1685 185 gi|517916249|ref|WP_019086457.1| exopolysaccharide biosynthesis protein [Komagataeibacter europaeus] 100% gi|399464|sp|Q02728.1|EXOF_RHIME
RecName: Full=Exopolysaccharide production protein ExoF; Flags: Precursor [Sinorhizobium

meliloti 1021]
69% GO:0016020;GO:0015774;GO:0015159 272568.GDI_2552 polysaccharide export protein 77.12% COG1596 _ _ K01991 ABC-2.OM, wza

orf1686 383 gi|517916250|ref|WP_019086458.1| peptidoglycan O-acetyltransferase yrhL [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0008152;GO:0016747 _ _ _ _ _ _ None _

orf1687 342 gi|517920569|ref|WP_019090777.1| dTDP-glucose 4,6-dehydratase [Komagataeibacter europaeus] 99% gi|55977781|sp|P27830.3|RMLB2_ECOLI RecName: Full=dTDP-glucose 4,6-dehydratase 2 [Escherichia coli K-12] 69% GO:0030639;GO:0019872;GO:0009225;GO:0008460;GO:0050662 634452.APA01_18080 dTDP-glucose 4,6-dehydratase 86.23% COG1088 _ _ K01710 E4.2.1.46, rfbB, rffG



orf1688 306 gi|517916252|ref|WP_019086460.1| glucose-1-phosphate thymidylyltransferase [Komagataeibacter europaeus] 100% gi|1710100|sp|P55254.1|RMLA_SALAN
RecName: Full=Glucose-1-phosphate thymidylyltransferase; AltName: Full=dTDP-glucose

pyrophosphorylase; AltName: Full=dTDP-glucose synthase [Salmonella enterica subsp
75% GO:0046075;GO:0030639;GO:0045226;GO:0008879;GO:0046872;GO:0019872 634452.APA01_25910

glucose-1-phosphate thymidylyltransferase; Catalyzes the formation of dTDP-

glucose, from dTT [...]
84.56% COG1209 _ _ K00973 E2.7.7.24, rfbA, rffH

orf1689 256 gi|498195689|ref|WP_010509845.1| 3-beta-hydroxysteroid dehydrogenase [Komagataeibacter europaeus] 100% gi|62286565|sp|Q8GAV9.1|CPNA_COMS9 RecName: Full=Cyclopentanol dehydrogenase [Comamonas sp. NCIMB 9872] 64% GO:0055114;GO:0016491 272568.GDI_2584 short-chain dehydrogenase/reductase SDR 92.77% COG1028 _ _ None _

orf1690 328 gi|498195686|ref|WP_010509842.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1691 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1692 141 gi|517916255|ref|WP_019086463.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf1693 201 gi|648237578|ref|WP_026018727.1| PA-phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0008152;GO:0003824 _ _ _ _ _ _ None _

orf1694 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1695 386 gi|498195676|ref|WP_010509832.1| helix-turn-helix domain-containing protein [Komagataeibacter europaeus] 100% gi|20138935|sp|P72171.1|ORUR_PSEAE RecName: Full=Ornithine utilization regulator [Pseudomonas aeruginosa PAO1] 45% GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf1696 71 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1697 316 gi|498195674|ref|WP_010509830.1| dehydrogenase [Komagataeibacter europaeus] 100%
gi|75484122|sp|Q57QM2.1|GHRA_SALC

H

RecName: Full=Glyoxylate/hydroxypyruvate reductase A; AltName: Full=2-ketoacid reductase

[Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67]
50% GO:0016616;GO:0048037;GO:0055114 _ _ _ _ _ _ K12972 ghrA

orf1698 460 gi|498195672|ref|WP_010509828.1| voltage-gated chloride channel protein [Komagataeibacter europaeus] 98% gi|81729588|sp|Q87WD2.1|ERIC_PSESM RecName: Full=Chloride/fluoride channel protein [Pseudomonas syringae pv. tomato str. DC3000] 74% GO:0006821;GO:0034220;GO:0005247;GO:0005886;GO:0044070 272568.GDI_3763 chloride channel core 80.64% COG0038 _ _ None _

orf1699 160 gi|498195670|ref|WP_010509826.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1700 161 gi|517917009|ref|WP_019087217.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1701 276 gi|517917008|ref|WP_019087216.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2496731|sp|P55607.1|Y4OV_RHISN RecName: Full=Uncharacterized protein y4oV [Sinorhizobium fredii NGR234] 82% GO:0008152;GO:0003824 272568.GDI_0597 hypothetical protein 90.58% COG5564 _ _ None _

orf1702 409 gi|517917007|ref|WP_019087215.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|46577414|sp|Q7WHB9.1|Y3289_BORB RecName: Full=UPF0261 protein BB3289 [Bordetella bronchiseptica RB50] 70% _ 272568.GDI_0598 hypothetical protein 76.79% COG5441 _ _ None _

orf1703 392 gi|517920562|ref|WP_019090770.1| transporter [Komagataeibacter europaeus] 100% gi|189038529|sp|A9MJ53.1|Y052_SALAR
RecName: Full=UPF0226 membrane protein SARI_00527 [Salmonella enterica subsp. arizonae

serovar 62:z4,z23:-]
64% GO:0055085;GO:0016021 _ _ _ _ _ _ None _

orf1704 98 gi|517917005|ref|WP_019087213.1| antibiotic biosynthesis monooxygenase [Komagataeibacter europaeus] 100% _ _ _ GO:0004497;GO:0055114 _ _ _ _ _ _ None _

orf1705 453 gi|517917004|ref|WP_019087212.1| GntR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81671886|sp|P96681.1|YDFD_BACSU
RecName: Full=Uncharacterized HTH-type transcriptional regulator YdfD [Bacillus subtilis subsp.

subtilis str. 168]
49% GO:0003677;GO:0005667;GO:0006355;GO:0008483;GO:0045449;GO:0030170;GO:0003700 _ _ _ _ _ _ None _

orf1706 433 gi|517920560|ref|WP_019090768.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|88911328|sp|Q2YIJ8.1|GLUP_BRUA2 RecName: Full=Glucose/galactose transporter [Brucella abortus 2308] 57% GO:0015758;GO:0009276;GO:0005355;GO:0016021;GO:0015757;GO:0005354 _ _ _ _ _ _ None _

orf1707 716 gi|657221811|ref|WP_029335529.1| beta-N-acetylhexosaminidase [Komagataeibacter europaeus] 99% gi|74854992|sp|Q54SC9.1|HEXA2_DICDI
RecName: Full=Beta-hexosaminidase subunit A2; AltName: Full=Beta-N-acetylhexosaminidase

subunit A2; AltName: Full=N-acetyl-beta-glucosaminidase subunit A2; Flags:
46% GO:0001575;GO:0004563;GO:0006040;GO:0005975;GO:0006027 _ _ _ _ _ _ K12373 HEXA_B

orf1708 161 gi|498195652|ref|WP_010509808.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1709 228 gi|517915516|ref|WP_019085724.1| protein-L-isoaspartate O-methyltransferase [Komagataeibacter europaeus] 100% gi|123004724|sp|Q2J302.1|PIMT1_RHOP2
RecName: Full=Protein-L-isoaspartate O-methyltransferase 1; AltName: Full=L-isoaspartyl protein

carboxyl methyltransferase 1; AltName: Full=Protein L-isoaspartyl
54% GO:0046500;GO:0004719;GO:0006479 _ _ _ _ _ _ K00573 E2.1.1.77, pcm

orf1710 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1711 478 gi|517915517|ref|WP_019085725.1| secretion protein [Komagataeibacter europaeus] 100% _ _ _ GO:0019867;GO:0015031;GO:0005215 272568.GDI_1762 putative Outer membrane protein tolC precursor 77.95% COG1538 _ _ K12340 tolC

orf1712 898 gi|498195644|ref|WP_010509800.1| valyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|81818999|sp|Q5FN28.1|SYV_GLUOX
RecName: Full=Valine--tRNA ligase; AltName: Full=Valyl-tRNA synthetase; Short=ValRS

[Gluconobacter oxydans 621H]
81%

GO:0005524;GO:0002161;GO:0004832;GO:0006438;GO:0009097;GO:0005737;GO:0006450;GO:00

09098;GO:0009099
272568.GDI_1763

valyl-tRNA synthetase; Catalyzes the attachment of valine to tRNA(Val). As

ValRS can inadver [...]
89.27% COG0525 _ _ K01873 VARS, valS

orf1713 193 gi|517915519|ref|WP_019085727.1| methionine sulfoxide reductase A [Komagataeibacter europaeus] 100%
gi|122325971|sp|Q0BPD5.1|MSRA_GRAB

C

RecName: Full=Peptide methionine sulfoxide reductase MsrA; Short=Protein-methionine-S-oxide

reductase; AltName: Full=Peptide-methionine (S)-S-oxide reductase; Shor
70% GO:0006979;GO:0006464;GO:0008113;GO:0030091;GO:0055114 272568.GDI_1764 peptide methionine sulfoxide reductase MsrA 79.65% COG0225 _ _ K07304 msrA

orf1714 451 gi|517915520|ref|WP_019085728.1| nitrate ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|2492576|sp|Q57855.1|Y412_METJA
RecName: Full=Uncharacterized ABC transporter ATP-binding protein MJ0412

[Methanocaldococcus jannaschii DSM 2661]
68% GO:0005524;GO:0006200;GO:0016887 272568.GDI_1765 ABC transporter related 92.68%

COG4754;COG111

6
_ _ K02049 ABC.SN.A

orf1715 572 gi|517920554|ref|WP_019090762.1| sulfonate ABC transporter permease [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021 272568.GDI_1766
putative glycine betaine transport system permease protein; Part of a binding-

protein-depend [...]
80.47% COG4986 _ _ K02050 ABC.SN.P

orf1716 153 gi|498195639|ref|WP_010509795.1| deoxyuridine 5'-triphosphate nucleotidohydrolase [Komagataeibacter europaeus] 100% gi|81556891|sp|Q5FN20.1|DUT_GLUOX
RecName: Full=Deoxyuridine 5'-triphosphate nucleotidohydrolase; Short=dUTPase; AltName:

Full=dUTP pyrophosphatase [Gluconobacter oxydans 621H]
79% GO:0000287;GO:0006206;GO:0006226;GO:0046080;GO:0004170 634452.APA01_12370 deoxyuridine 5'-triphosphate nucleotidohydrolase 83.21% COG0756 _ _ K01520 dut, DUT

orf1717 407 gi|517915522|ref|WP_019085730.1| phosphopantothenate synthase [Komagataeibacter europaeus] 99%
gi|81170409|sp|Q8DDX8.1|COABC_VIBV

U

RecName: Full=Coenzyme A biosynthesis bifunctional protein CoaBC; AltName:

Full=DNA/pantothenate metabolism flavoprotein; Includes: RecName: Full=Phosphopantotheno
61% GO:0015940;GO:0010181;GO:0004632;GO:0015941;GO:0004633;GO:0015937 272568.GDI_1767

coenzyme A biosynthesis bifunctional protein CoaBC; This enzyme is involved in

nucleotide me [...]
77.66% COG0452 _ _ K13038 coaBC, dfp

orf1718 265 gi|517915523|ref|WP_019085731.1|
ubiquinone/menaquinone biosynthesis methyltransferase [Komagataeibacter

europaeus]
100% gi|167011604|sp|A5FZ96.1|UBIE_ACICJ

RecName: Full=Ubiquinone/menaquinone biosynthesis C-methyltransferase UbiE; AltName: Full=2-

methoxy-6-polyprenyl-1,4-benzoquinol methylase; AltName: Full=Demethylm
80% GO:0009234;GO:0008168;GO:0006744;GO:0032259 272568.GDI_1768 ubiquinone/menaquinone biosynthesis methyltransferase 90.60% COG2226 _ _ K03183 ubiE

orf1719 278 gi|517915524|ref|WP_019085732.1| 5-hydroxymethyluracil DNA glycosylase [Komagataeibacter europaeus] 99% gi|189044595|sp|A9HI30.1|FPG_GLUDA
RecName: Full=Formamidopyrimidine-DNA glycosylase; Short=Fapy-DNA glycosylase; AltName:

Full=DNA-(apurinic or apyrimidinic site) lyase MutM; Short=AP lyase MutM [Gl
73% GO:0006285;GO:0003684;GO:0008270;GO:0000737;GO:0008534;GO:0006289 _ _ _ _ _ _ K10563 mutM, fpg

orf1720 104 gi|494642083|ref|WP_007400027.1| 30S ribosomal protein S20 [Gluconacetobacter sp. SXCC-1] 96% gi|189044866|sp|A9HI31.1|RS20_GLUDA RecName: Full=30S ribosomal protein S20 [Gluconacetobacter diazotrophicus PA1 5] 92% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0019843 272568.GDI_1770 30S ribosomal protein S20; Binds directly to 16S ribosomal RNA (By similarity) 92.05% COG0268 _ _ K02968 RP-S20, rpsT

orf1721 563 gi|517915525|ref|WP_019085733.1| chromosomal replication initiation protein [Komagataeibacter europaeus] 100%
gi|71151799|sp|Q5FUU1.1|DNAA_GLUO

X
RecName: Full=Chromosomal replication initiator protein DnaA [Gluconobacter oxydans 621H] 95% GO:0003688;GO:0005524;GO:0046809;GO:0006275;GO:0006270;GO:0017111;GO:0005737 272568.GDI_1771

chromosomal replication initiator protein DnaA; Plays an important role in the

initiation an [...]
87.29% COG0593 _ _ K02313 dnaA

orf1722 388 gi|498195633|ref|WP_010509789.1| DNA polymerase III subunit beta [Komagataeibacter europaeus] 100%
gi|239977224|sp|B8GXP6.1|DPO3B_CAU

CN
RecName: Full=DNA polymerase III subunit beta [Caulobacter crescentus NA1000] 65% GO:0008408;GO:0003677;GO:0003887;GO:0009360;GO:0090305;GO:0006261;GO:0005737 272568.GDI_1772

DNA polymerase III subunit beta; DNA polymerase III is a complex, multichain

enzyme responsi [...]
91.44% COG0592 _ _ K02338 DPO3B, dnaN

orf1723 374 gi|498195632|ref|WP_010509788.1| recombinase RecF [Komagataeibacter europaeus] 99% gi|123262032|sp|Q1MN15.1|RECF_RHIL3 RecName: Full=DNA replication and repair protein RecF [Rhizobium leguminosarum bv. viciae 55% GO:0003697;GO:0005524;GO:0006281;GO:0006260;GO:0017111;GO:0005737;GO:0009432 272568.GDI_1773 recombination protein F 77.81% COG1195 _ _ K03629 recF

orf1724 848 gi|648238432|ref|WP_026019581.1| DNA gyrase subunit B [Komagataeibacter europaeus] 100%
gi|239977278|sp|B8GXQ0.1|GYRB_CAU

CN
RecName: Full=DNA gyrase subunit B [Caulobacter crescentus NA1000] 72%

GO:0000287;GO:0003677;GO:0005524;GO:0003918;GO:0005694;GO:0005737;GO:0006200;GO:00

06261;GO:0006265
272568.GDI_1774

putative DNA gyrase subunit B; DNA gyrase negatively supercoils closed circular

double- stra [...]
92.26% COG0187 _ _ K02470 gyrB

orf1725 455 gi|498195629|ref|WP_010509785.1| N-acetylglucosamine-1-phosphate uridyltransferase [Komagataeibacter europaeus] 100%
gi|189041274|sp|A9HI46.1|GLMU_GLUD

A

RecName: Full=Bifunctional protein GlmU; Includes: RecName: Full=UDP-N-acetylglucosamine

pyrophosphorylase; AltName: Full=N-acetylglucosamine-1-phosphate uridyltra
82%

GO:0000287;GO:0042967;GO:0005737;GO:0008360;GO:0009245;GO:0009103;GO:0009252;GO:00

19134;GO:0003977;GO:0006048
272568.GDI_1777

putative bifunctional protein GlmU; Catalyzes the last two sequential reactions in

the de no [...]
83.22% COG1207 _ _ K04042 glmU

orf1726 213 gi|498195630|ref|WP_010509786.1| phosphoglycolate phosphatase [Komagataeibacter europaeus] 100% gi|17433080|sp|Q9S586.1|GPH1_PSEAE
RecName: Full=Phosphoglycolate phosphatase 1; Short=PGP 1; Short=PGPase 1 [Pseudomonas

aeruginosa PAO1]
52% GO:0046487;GO:0016311;GO:0008967;GO:0046295 272568.GDI_1776 phosphoglycolate phosphatase 77.17% COG0546 _ _ K01091 E3.1.3.18, gph

orf1727 607 gi|498195628|ref|WP_010509784.1| glucosamine--fructose-6-phosphate aminotransferase [Komagataeibacter 100% gi|73919661|sp|Q5FUY5.3|GLMS_GLUO RecName: Full=Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 81% GO:0006541;GO:0030246;GO:0006040;GO:0016051;GO:0005737;GO:0004360 272568.GDI_1778 glucosamine--fructose-6-phosphate aminotransferase 90.12% COG0449 _ _ K00820 E2.6.1.16, glmS

orf1728 310 gi|648237455|ref|WP_026018604.1| thiamine biosynthesis protein thio [Komagataeibacter europaeus] 100% gi|7388300|sp|O34292.1|THIO_RHIEC RecName: Full=Putative thiamine biosynthesis oxidoreductase ThiO [Rhizobium etli CFN 42] 68% GO:0050660;GO:0055114;GO:0016491 634452.APA01_11000 thiamine biosynthesis oxidoreductase ThiO 81.34% COG0665 _ _ K03153 thiO

orf1729 62 gi|498195626|ref|WP_010509782.1| thiamine biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1780 thiamine biosynthesis protein ThiS 78.69% COG2104 _ _ K03154 thiS

orf1730 256 gi|498195625|ref|WP_010509781.1| thiazole synthase [Komagataeibacter europaeus] 100% gi|189030602|sp|A9HI56.1|THIG_GLUDA RecName: Full=Thiazole synthase [Gluconacetobacter diazotrophicus PA1 5] 94% GO:0009228;GO:0016783;GO:0036355;GO:0009229;GO:0005737 272568.GDI_1781
thiazole synthase; Required for the synthesis of the thiazole moiety of thiamine

(By similarity)
93.68% COG2022 _ _ K03149 thiG

orf1731 206 gi|517915531|ref|WP_019085739.1| thiamine-phosphate synthase [Komagataeibacter europaeus] 100% gi|7388302|sp|O34294.1|THIE_RHIEC
RecName: Full=Thiamine-phosphate synthase; Short=TP synthase; Short=TPS; AltName:

Full=Thiamine-phosphate pyrophosphorylase; Short=TMP pyrophosphorylase; Short=TMP-P
72% GO:0009228;GO:0004789 272568.GDI_1782 thiamine-phosphate pyrophosphorylase 81.73% COG0352 _ _ K00788 thiE

orf1732 864 gi|498195623|ref|WP_010509779.1| sodium:proton antiporter [Komagataeibacter europaeus] 100%
gi|75174530|sp|Q9LKW9.1|NHX7_ARAT

H

RecName: Full=Sodium/hydrogen exchanger 7; AltName: Full=Na(+)/H(+) exchanger 7;

Short=NHE-7; AltName: Full=Protein SALT OVERLY SENSITIVE 1 [Arabidopsis thaliana]
59% GO:1902600;GO:0006885;GO:0016021;GO:0015299 272568.GDI_1784 putative Na+/H+ antiporter 93.87% COG0025 _ _ K03316 TC.CPA1

orf1733 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1734 914 gi|517920549|ref|WP_019090757.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1735 456 gi|498195610|ref|WP_010509766.1| diaminopimelate decarboxylase [Komagataeibacter europaeus] 100%
gi|13124113|sp|Q9Z661.1|DCDA_ZYMM

O

RecName: Full=Diaminopimelate decarboxylase; Short=DAP decarboxylase; Short=DAPDC

[Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821]
63% GO:0008836;GO:0009089;GO:0030170 272568.GDI_2973 diaminopimelate decarboxylase 83.37% COG0019 _ _ K01586 lysA

orf1736 132 gi|498195608|ref|WP_010509764.1| cytidine deaminase [Komagataeibacter europaeus] 100% gi|116041|sp|P19079.1|CDD_BACSU
RecName: Full=Cytidine deaminase; Short=CDA; AltName: Full=Cytidine aminohydrolase [Bacillus

subtilis subsp. subtilis str. 168]
56% GO:0009972;GO:0004126;GO:0008270;GO:0006206 272568.GDI_2974 cytidine deaminase 79.07% COG0295 _ _ K01489 cdd, CDA

orf1737 53 gi|582021490|gb|AHI24832.1| hypothetical protein H845_881 [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf1738 479 gi|498195603|ref|WP_010509759.1| argininosuccinate lyase [Komagataeibacter europaeus] 100%
gi|189045987|sp|A9HRH6.1|ARLY_GLUD

A

RecName: Full=Argininosuccinate lyase; Short=ASAL; AltName: Full=Arginosuccinase

[Gluconacetobacter diazotrophicus PA1 5]
90% GO:0006522;GO:0006531;GO:0004056;GO:0042450;GO:0005737;GO:0006560 272568.GDI_2969 argininosuccinate lyase 92.49% COG0165 _ _ K01755 argH, ASL

orf1739 272 gi|498195601|ref|WP_010509757.1| N-formylglutamate amidohydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0009252;GO:0008745;GO:0009253 272568.GDI_2967 N-formylglutamate amidohydrolase 77.57% COG3931 _ _ None _

orf1740 291 gi|498195599|ref|WP_010509755.1| shikimate dehydrogenase [Komagataeibacter europaeus] 100% gi|81351527|sp|Q5FPK1.1|AROE_GLUOX RecName: Full=Shikimate dehydrogenase [Gluconobacter oxydans 621H] 65% GO:0009094;GO:0009423;GO:0006571;GO:0000162;GO:0055114;GO:0019632;GO:0050661;GO:00 272568.GDI_2966 shikimate 5-dehydrogenase 78.38% COG0169 _ _ K00014 aroE

orf1741 209 gi|517915538|ref|WP_019085746.1| dephospho-CoA kinase [Komagataeibacter europaeus] 100%
gi|109824016|sp|Q2VYH5.1|COAE_MAG

SA

RecName: Full=Dephospho-CoA kinase; AltName: Full=Dephosphocoenzyme A kinase

[Magnetospirillum magneticum AMB-1]
68% GO:0015940;GO:0016310;GO:0005524;GO:0004140;GO:0005737;GO:0015937 272568.GDI_2965 putative dephospho-CoA kinase 80.68% COG0237 _ _ K00859 coaE

orf1742 235 gi|498195596|ref|WP_010509752.1| DNA polymerase III subunit epsilon [Komagataeibacter europaeus] 100% gi|75536966|sp|Q4UN31.1|DPO3E_RICFE RecName: Full=DNA polymerase III subunit epsilon [Rickettsia felis URRWXCal2] 61% GO:0003677;GO:0004527;GO:0003887;GO:0090305;GO:0006261;GO:0042575 634452.APA01_08710 DNA polymerase III exonuclease epsilon subunit 88.04% COG0847 _ _ K02342 DPO3E, dnaQ

orf1743 781 gi|498195594|ref|WP_010509750.1| adenylate cyclase [Komagataeibacter europaeus] 100% _ _ _ GO:0016849;GO:0009190;GO:0035556 272568.GDI_2962 putative adenylate cyclase 81.52% COG2114 _ _ None _

orf1744 300 gi|517920546|ref|WP_019090754.1| ABC transporter permease [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2961 protein of unknown function DUF140 91.52% COG0767 _ NOG235654 K02066 ABC.X1.P

orf1745 231 gi|517917199|ref|WP_019087407.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0008483 272568.GDI_2960 putative aspartate aminotransferase B 82.06% _ _ NOG225767 K02065 ABC.X1.A

orf1746 317 gi|517920544|ref|WP_019090752.1| ABC transporter substrate-binding protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_2959 mammalian cell entry related domain protein 85.49% _ _ NOG148476 K02067 ABC.X1.S

orf1747 402 gi|498195586|ref|WP_010509742.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1748 486 gi|517920542|ref|WP_019090750.1| sulfate transporter [Komagataeibacter europaeus] 100% gi|20141935|sp|P55189.2|YBAR_BACSU RecName: Full=Putative sulfate transporter YbaR [Bacillus subtilis subsp. subtilis str. 168] 72% GO:1902358;GO:0016021;GO:0008271 395963.Bind_1264 sulphate transporter 83.82% COG0659 _ _ K03321 TC.SULP

orf1749 175 gi|498195581|ref|WP_010509737.1| 6-pyruvoyl tetrahydropterin synthase [Komagataeibacter europaeus] 99% _ _ _ GO:0003874;GO:0046656 272568.GDI_2956 hypothetical protein 78.74% _ _ NOG224323 K01737 queD, ptpS, PTS

orf1750 245 gi|498195580|ref|WP_010509736.1| 7-cyano-7-deazaguanine synthase [Komagataeibacter europaeus] 100%
gi|189038916|sp|A9HRF6.1|QUEC_GLUD

A

RecName: Full=7-cyano-7-deazaguanine synthase; AltName: Full=7-cyano-7-carbaguanine synthase;

AltName: Full=PreQ(0) synthase; AltName: Full=Queuosine biosynthesis
85% GO:0008616;GO:0016879;GO:0005524;GO:0008270 634452.APA01_11570 queuosine biosynthesis protein QueC/ExsB 91.23% COG0603 _ _ K06920 queC

orf1751 225 gi|582021504|gb|AHI24846.1| hypothetical protein H845_895 [Gluconacetobacter xylinus E25] 96% gi|81738877|sp|Q89SC0.1|QUEE_BRADU
RecName: Full=7-carboxy-7-deazaguanine synthase; Short=CDG synthase; AltName:

Full=Queuosine biosynthesis protein QueE [Bradyrhizobium diazoefficiens USDA 110]
79% GO:0008616;GO:0016840;GO:0046872;GO:0051539 272568.GDI_2954 hypothetical protein 81.99% COG0602 _ _ None _

orf1752 186 gi|498195576|ref|WP_010509732.1| biotin synthase [Komagataeibacter europaeus] 100%
gi|257096338|sp|A9HRF2.2|BIOB_GLUD

A
RecName: Full=Biotin synthase [Gluconacetobacter diazotrophicus PA1 5] 91% GO:0004076;GO:0051537;GO:0005506;GO:0051539;GO:0009102 272568.GDI_2953

putative biotin synthase; Catalyzes the conversion of dethiobiotin (DTB) to biotin

by the in [...]
91.76% COG0502 _ _ K01012 bioB

orf1753 197 gi|498195576|ref|WP_010509732.1| biotin synthase [Komagataeibacter europaeus] 100%
gi|257096338|sp|A9HRF2.2|BIOB_GLUD

A
RecName: Full=Biotin synthase [Gluconacetobacter diazotrophicus PA1 5] 98% GO:0004076;GO:0051537;GO:0005506;GO:0051539;GO:0009102 272568.GDI_2953

putative biotin synthase; Catalyzes the conversion of dethiobiotin (DTB) to biotin

by the in [...]
93.41% COG0502 _ _ K01012 bioB

orf1754 290 gi|498195575|ref|WP_010509731.1| succinyl-CoA synthetase subsunit alpha [Komagataeibacter europaeus] 100% gi|122425252|sp|Q1RH56.1|SUCD_RICBR RecName: Full=Succinyl-CoA ligase [ADP-forming] 82% GO:0004775;GO:0003878;GO:0005524;GO:0019643;GO:0042709;GO:0048037 272568.GDI_2952 succinyl-CoA synthetase, alpha subunit 91.00% COG0074 _ _ K01902 sucD

orf1755 399 gi|498195573|ref|WP_010509729.1| malate--CoA ligase subunit beta [Komagataeibacter europaeus] 100% gi|189046870|sp|A5FYZ9.1|SUCC_ACICJ RecName: Full=Succinyl-CoA ligase [ADP-forming] 81% GO:0004775;GO:0000287;GO:0005524;GO:0019643;GO:0042709;GO:0030145 272568.GDI_2951 putative succinyl-CoA synthetase beta chain 86.08% COG0045 _ _ K01903 sucC

orf1756 274 gi|498195571|ref|WP_010509727.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0055114;GO:0016491 272568.GDI_2950 hypothetical protein 88.32% _ _ NOG85527 None _

orf1757 205 gi|517915959|ref|WP_019086167.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1758 252 gi|498195567|ref|WP_010509723.1| glycine/betaine ABC transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0005215 272568.GDI_2947 putative ABC-type proline/glycine betaine transport protein 75.79% _ _ NOG294728 K02002 proX

orf1759 424 gi|648237530|ref|WP_026018679.1| methyltransferase [Komagataeibacter europaeus] 100% gi|140216|sp|P08442.1|Y1184_SYNP6 RecName: Full=Uncharacterized protein syc1184_c [Synechococcus elongatus PCC 6301] 58% GO:0008168;GO:0032259 634452.APA01_11780 methyltransferase 82.87% COG0500 _ _ None _

orf1760 179 gi|498195563|ref|WP_010509719.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_2945 hypothetical protein 75.42% COG1434 _ _ None _

orf1761 308 gi|517915955|ref|WP_019086163.1| ACP S-malonyltransferase [Komagataeibacter europaeus] 99% gi|77416723|sp|P0AAJ0.2|FABD_ECOL6 RecName: Full=Malonyl CoA-acyl carrier protein transacylase; Short=MCT [Escherichia coli 59% GO:0005835;GO:0042967;GO:0006633;GO:0004314 272568.GDI_2944 malonyl CoA-acyl carrier protein transacylase 86.51% COG0331 _ _ K00645 fabD

orf1762 260 gi|657221793|ref|WP_029335511.1| 3-oxoacyl-ACP synthase [Komagataeibacter europaeus] 100% gi|6093520|sp|P72332.1|NODG_RHIS3 RecName: Full=Nodulation protein G 71% GO:0005835;GO:0004316;GO:0042967;GO:0051287;GO:0006633;GO:0055114 272568.GDI_2943 3-oxoacyl-(acyl-carrier-protein) reductase 88.71% COG1028 _ _ K00059 fabG

orf1763 79 gi|489714344|ref|WP_003618476.1| MULTISPECIES: acyl carrier protein [Acetobacteraceae] 100% gi|81672604|sp|Q5FPB9.1|ACP_GLUOX RecName: Full=Acyl carrier protein; Short=ACP [Gluconobacter oxydans 621H] 99% GO:0006810;GO:0042967;GO:0006633;GO:0000036;GO:0005737 634452.APA01_11740 acyl carrier protein 100.00% COG0236 _ _ K02078 acpP

orf1764 410 gi|498195549|ref|WP_010509705.1| 3-oxoacyl-ACP synthase [Komagataeibacter europaeus] 100% gi|14916989|sp|P56902.2|FABF_RHIME RecName: Full=3-oxoacyl-[acyl-carrier-protein] 79% GO:0006633;GO:0033817 272568.GDI_2941 3-oxoacyl-(acyl carrier protein) synthase II 94.15% COG0304 _ _ K09458 fabF

orf1765 306 gi|498195547|ref|WP_010509703.1| aminodeoxychorismate lyase [Komagataeibacter europaeus] 99% gi|2506639|sp|P28306.2|YCEG_ECOLI RecName: Full=UPF0755 protein YceG [Escherichia coli K-12] 63% GO:0016829;GO:0008152;GO:0003676 _ _ _ _ _ _ K07082 K07082

orf1766 274 gi|498195545|ref|WP_010509701.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2939 hypothetical protein 84.88% COG2930 _ _ None _

orf1767 262 gi|498195544|ref|WP_010509700.1| myo-inositol-1(or 4)-monophosphatase [Komagataeibacter europaeus] 100% gi|20140308|sp|Q9PAM0.1|SUHB_XYLFA
RecName: Full=Inositol-1-monophosphatase; Short=I-1-Pase; Short=IMPase; Short=Inositol-1-

phosphatase [Xylella fastidiosa 9a5c]
54% GO:0052833;GO:0052832;GO:0019872;GO:0008934;GO:0016311;GO:0046854 272568.GDI_2938 inositol-1-monophosphatase 87.45% COG0483 _ _ K01092

E3.1.3.25, IMPA,

suhB

orf1768 166 gi|517915950|ref|WP_019086158.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1769 255 gi|517915949|ref|WP_019086157.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2935 hypothetical protein 78.95% _ _ NOG09673 None _

orf1770 260 gi|648237528|ref|WP_026018677.1| fatty acid hydroxylase [Komagataeibacter europaeus] 100% _ _ _ GO:0005506;GO:0006633;GO:0055114;GO:0016491 634452.APA01_16120 fatty acid hydroxylase 85.32% _ _ NOG87107 None _

orf1771 369 gi|498195536|ref|WP_010509692.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016021 _ _ _ _ _ _ K11720 lptG

orf1772 392 gi|648238428|ref|WP_026019577.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016021 _ _ _ _ _ _ K07091 lptF

orf1773 305 gi|498195533|ref|WP_010509689.1| metallophosphoesterase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf1774 326 gi|498195531|ref|WP_010509687.1| diacylglycerol kinase [Komagataeibacter europaeus] 100% _ _ _ GO:0009395;GO:0006769;GO:0004143;GO:0007205;GO:0016310;GO:0003951;GO:0046486;GO:00 _ _ _ _ _ _ None _

orf1775 325 gi|498195529|ref|WP_010509685.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1776 400 gi|498195527|ref|WP_010509683.1| 8-amino-7-oxononanoate synthase [Komagataeibacter europaeus] 100%
gi|254813388|sp|B9M8U3.1|BIOF_GEOD

F

RecName: Full=8-amino-7-oxononanoate synthase; Short=AONS; AltName: Full=7-keto-8-amino-

pelargonic acid synthase; Short=7-KAP synthase; Short=KAPA synthase; AltNam
60% GO:0009058;GO:0016740;GO:0030170;GO:0016874 272568.GDI_2928 2-amino-3-ketobutyrate coenzyme A ligase 93.94% COG0156 _ _ K00652 bioF

orf1777 83 gi|494642141|ref|WP_007400085.1| MULTISPECIES: acyl carrier protein [Acetobacteraceae] 100% _ _ _ _ 272568.GDI_2927 phosphopantetheine-binding 98.78% _ _ NOG71388 None _

orf1778 568 gi|498195524|ref|WP_010509680.1| acyl-CoA synthetase [Komagataeibacter europaeus] 100% gi|302595980|sp|A0R3D6.1|Y5435_MYCS RecName: Full=Putative ligase MSMEG_5435/MSMEI_5285 [Mycobacterium smegmatis str. MC2 53% GO:0008152;GO:0003824 272568.GDI_2925 acyl-CoA synthetase 89.73% COG0318 _ _ K00666 K00666

orf1779 104 gi|498195522|ref|WP_010509678.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1780 264 gi|498195522|ref|WP_010509678.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2924 hypothetical protein 75.38% _ _
NOG229548

;NOG72803
None _

orf1781 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1782 74 gi|494639962|ref|WP_007397906.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 95% _ _ _ _ _ _ _ _ _ _ None _

orf1783 112 gi|494639964|ref|WP_007397908.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 96% _ _ _ _ 288000.BBta_7736 hypothetical protein 82.73% COG5489 _ _ None _

orf1784 213 gi|494639965|ref|WP_007397909.1| murein transglycosylase [Gluconacetobacter sp. SXCC-1] 87% gi|251757362|sp|O31976.2|YOMI_BACSU
RecName: Full=SPBc2 prophage-derived uncharacterized transglycosylase YomI [Bacillus subtilis

subsp. subtilis str. 168]
52% _ 224911.bll0045 transglycosylase 81.45% COG0741 _ _ K01238 E3.2.1.-

orf1785 578 gi|657901286|ref|WP_029604265.1| type VI secretion protein [Kozakia baliensis] 96% _ _ _ _ 224911.bll0044 hypothetical protein 86.70% COG3843 _ _ None _

orf1786 836 gi|612091445|gb|EZP49964.1| hypothetical protein BW41_03289 [Sphingomonas sp. RIT328] 78% _ _ _ _ _ _ _ _ _ _ None _

orf1787 616 gi|612091444|gb|EZP49963.1| CHAT domain protein [Sphingomonas sp. RIT328] 68% _ _ _ _ _ _ _ _ _ _ None _

orf1788 359 gi|612091443|gb|EZP49962.1| hypothetical protein BW41_03287 [Sphingomonas sp. RIT328] 73% _ _ _ _ _ _ _ _ _ _ None _

orf1789 103 gi|657902714|ref|WP_029605668.1| CcdB cytotoxin-like protein [Kozakia baliensis] 92% _ _ _ GO:0008657;GO:2000372;GO:0006276 _ _ _ _ _ _ None _

orf1790 89 gi|489714872|ref|WP_003619000.1| hypothetical protein [Komagataeibacter hansenii] 90% _ _ _ _ 272568.GDI_0127 hypothetical protein 93.67% _ _ NOG71249 None _

orf1791 668 gi|651264364|ref|WP_026397636.1| conjugal transfer protein TraG [Acetobacter nitrogenifigens] 97% gi|464924|sp|Q00185.1|TRAG4_ECOLX RecName: Full=Conjugal transfer protein TraG 64% GO:0016020;GO:0009291 224911.bll0043 conjugal transfer coupling protein TraG 87.37% COG3505 _ _ K03205 virD4, lvhD4

orf1792 148 gi|565900235|ref|WP_023979799.1| CopG family transcripitonal regulator [Asaia sp. SF2.1] 99% _ _ _ _ 224911.bll0042 hypothetical protein 93.18% _ _ NOG08174 None _

orf1793 334 gi|647506376|ref|WP_025812599.1| conjugal transfer protein TrbB [Komagataeibacter kakiaceti] 95% gi|1730018|sp|P54907.1|TRBB_RHIRD RecName: Full=Conjugal transfer protein TrbB [Agrobacterium tumefaciens] 68% GO:0006810;GO:0005524;GO:0000746;GO:0005737 272568.GDI_0130 putative type IV secretion system protein 92.38% COG4962 _ _ K03196 virB11, lvhB11

orf1794 122 gi|501548951|ref|WP_012553465.1| conjugal transfer protein TrbC [Gluconacetobacter diazotrophicus] 98% gi|2499043|sp|P55396.1|TRBC_RHISN RecName: Full=Probable conjugal transfer protein TrbC [Sinorhizobium fredii NGR234] 51% _ 272568.GDI_0131 conjugal transfer protein TrbC 96.49% COG3838 _ _ K03197 virB2, lvhB2

orf1795 91 gi|498201845|ref|WP_010516001.1| conjugal transfer protein [Komagataeibacter oboediens] 100% _ _ _ _ 272568.GDI_0132 putative conjugal transfer protein TrbD 96.39% COG5268 _ _ K03198 virB3, lvhB3

orf1796 790 gi|501548949|ref|WP_012553463.1| conjugal transfer protein TrbE [Gluconacetobacter diazotrophicus] 98% gi|1730021|sp|P54910.1|TRBE_RHIRD RecName: Full=Conjugal transfer protein TrbE; Flags: Precursor [Agrobacterium tumefaciens] 59% GO:0005524;GO:0008152;GO:0017111 272568.GDI_2742 conjugal transfer ATPase TrbE 96.44% COG3451 _ _ K03199 virB4, lvhB4

orf1797 241 gi|647506368|ref|WP_025812596.1| conjugal transfer protein TrbJ [Komagataeibacter kakiaceti] 98% _ _ _ _ 272568.GDI_0134 conjugal transfer protein TrbJ 99.07% COG5314 _ _ None _

orf1798 468 gi|501548947|ref|WP_012553461.1| conjugal transfer protein TrbL [Gluconacetobacter diazotrophicus] 99% _ _ _ GO:0030255 272568.GDI_0135 conjugal transfer protein TrbL 97.94% COG3846 _ _ K07344 trbL

orf1799 227 gi|517119288|ref|WP_018308106.1| MULTISPECIES: conjugal transfer protein TrbF [Acetobacteraceae] 98% _ _ _ GO:0016020 272568.GDI_2738 conjugal transfer protein TrbF 96.04% COG3701 _ _ K03200 virB5, lvhB5

orf1800 333 gi|657903350|ref|WP_029606278.1| conjugal transfer protein TrbG [Kozakia baliensis] 96% _ _ _ _ 272568.GDI_2737 putative type IV secretion system 95.94% COG3504 _ _ K03204 virB9, lvhB9

orf1801 399 gi|494494484|ref|WP_007283953.1| conjugal transfer protein TrbI [Gluconobacter thailandicus] 95% _ _ _ _ 634452.APA01_23840 conjugal transfer protein TrbI 89.81% COG2948 _ _ K03195 virB10, lvhB10

orf1802 481 gi|227015868|gb|ACP17965.1| putative coniferyl aldehyde dehydrogenase [Pseudomonas nitroreducens] 77% gi|20137265|sp|O86447.3|CALB_PSEUH RecName: Full=Coniferyl aldehyde dehydrogenase; Short=CALDH [Pseudomonas sp. HR199] 77% GO:0006558;GO:0006094;GO:0006096;GO:0006547;GO:0006570;GO:0004030 _ _ _ _ _ _ K00154 E1.2.1.68

orf1803 216 gi|652885353|ref|WP_027146515.1| TetR family transcriptional regulator [Mesorhizobium sp. WSM3626] 74% _ _ _ _ _ _ _ _ _ _ None _

orf1804 195 gi|640001157|ref|WP_024777852.1| short-chain dehydrogenase [Pseudomonas corrugata] 92% gi|3123307|sp|P40397.2|YHXC_BACSU
RecName: Full=Uncharacterized oxidoreductase YhxC; AltName: Full=ORFX [Bacillus subtilis

subsp. subtilis str. 168]
56% _ 339670.Bamb_3531 short chain dehydrogenase 89.47% COG1028 _ _ None _

orf1805 146 gi|495159746|ref|WP_007884547.1| ArsR family transcriptional regulator [Herbaspirillum sp. CF444] 79% gi|6226791|sp|P96673.2|YDEP_BACSU
RecName: Full=Uncharacterized HTH-type transcriptional regulator YdeP [Bacillus subtilis subsp.

subtilis str. 168]
58% _ 218491.ECA1206 transcriptional regulator 84.75% COG1733 _ _ None _



orf1806 300 gi|582023024|gb|AHI26366.1| Transcriptional regulator, LysR family [Gluconacetobacter xylinus E25] 97% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700
491916.RHECIAT_CH0000

672
putative transcriptional regulator protein, LysR family 78.50% COG0583 _ _ None _

orf1807 203 gi|582023023|gb|AHI26365.1| FMN-dependent NADH-azoreductase [Gluconacetobacter xylinus E25] 95%
gi|110278857|sp|Q39M92.1|AZOR7_BUR

S3

RecName: Full=FMN-dependent NADH-azoreductase 7; AltName: Full=Azo-dye reductase 7;

AltName: Full=FMN-dependent NADH-azo compound oxidoreductase 7 [Burkholderia l
72% GO:0009055;GO:0010181;GO:0016652;GO:0006118;GO:0055114;GO:0008752;GO:0016661 406425.Bcenmc03_6485 NAD(P)H dehydrogenase (quinone) 75.68% COG1182 _ _ K01118 acpD, azoR

orf1808 207 gi|582023022|gb|AHI26364.1| YceI family protein [Gluconacetobacter xylinus E25] 95% gi|167013013|sp|A6UYN3.1|Y523_PSEA7 RecName: Full=UPF0312 protein PSPA7_0523; Flags: Precursor [Pseudomonas aeruginosa PA7] 58% _ 272568.GDI_1483 YceI family protein 76.57% COG2353 _ _ None _

orf1809 62 gi|655962609|ref|WP_029005346.1| transcriptional regulator [Azorhizobium doebereinerae] 77% _ _ _ _ _ _ _ _ _ _ None _

orf1810 86 gi|653509371|ref|WP_027564180.1| MULTISPECIES: phosphohydrolase [Bradyrhizobium] 93% _ _ _ GO:0046872;GO:0008081;GO:0008152 _ _ _ _ _ _ None _

orf1811 44 gi|498195441|ref|WP_010509597.1| transposase (class I) [Komagataeibacter europaeus] 80% _ _ _ _ _ _ _ _ _ _ None _

orf1812 510 gi|501549960|ref|WP_012554474.1| secretion protein [Gluconacetobacter diazotrophicus] 84% _ _ _ _ 272568.GDI_1605 putative Outer membrane protein 84.68% COG1538 _ _ None _

orf1813 726 gi|501549959|ref|WP_012554473.1| fusaric acid resistance protein FusB [Gluconacetobacter diazotrophicus] 67% _ _ _ _ 272568.GDI_3760 hypothetical protein 76.97% COG1289 _ _ None _

orf1814 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1815 40 gi|498194358|ref|WP_010508514.1| short-chain dehydrogenase [Komagataeibacter europaeus] 100% gi|108885236|sp|Q75KH3.2|GRDH_ORYS RecName: Full=Glucose and ribitol dehydrogenase homolog [Oryza sativa Japonica Group] 90% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf1816 442 gi|498194357|ref|WP_010508513.1| sugar isomerase [Komagataeibacter europaeus] 100% gi|3916003|sp|P32140.2|SQUS_ECOLI RecName: Full=Sulfoquinovose isomerase; Short=SQ isomerase [Escherichia coli K-12] 58% GO:0008152;GO:0003824 272568.GDI_3752 putative sugar isomerase 82.59% COG2942 _ _ None _

orf1817 333 gi|498194355|ref|WP_010508511.1| peptide ABC transporter permease [Komagataeibacter europaeus] 100% gi|6015027|sp|P94312.1|DPPC_BACPE RecName: Full=Dipeptide transport system permease protein DppC [Bacillus pseudofirmus OF4] 60% GO:0006810;GO:0016021 272568.GDI_3534
putative transport/binding protein; Part of a binding-protein-dependent transport

system. Pr [...]
87.93% COG1173 _ _ K02034 ABC.PE.P1

orf1818 323 gi|498194354|ref|WP_010508510.1| peptide ABC transporter permease [Komagataeibacter europaeus] 100% gi|81774127|sp|Q8ZQM2.1|GSIC_SALTY
RecName: Full=Glutathione transport system permease protein GsiC [Salmonella enterica subsp.

enterica serovar Typhimurium str. LT2]
60% GO:0006810;GO:0016021 634452.APA01_15110

oligopeptide transporter permease protein OppB; Part of a binding-protein-

dependent transpor [...]
92.77% COG0601 _ _ K02033 ABC.PE.P

orf1819 344 gi|517915266|ref|WP_019085474.1| peptide ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% gi|2492595|sp|Q53193.1|Y4TR_RHISN
RecName: Full=Probable peptide ABC transporter ATP-binding protein y4tR [Sinorhizobium fredii

NGR234]
65% GO:0016020;GO:0005524;GO:0015197;GO:0006200;GO:0015833;GO:0016887 634452.APA01_15120 oligopeptide transporter ATP-binding protein OppD 87.26% COG0444 _ _ K02031 ABC.PE.A

orf1820 326 gi|498194352|ref|WP_010508508.1| peptide ABC transporter ATP-binding protein [Komagataeibacter europaeus] 98% gi|81309276|sp|Q577J4.1|Y3097_BRUAB
RecName: Full=Putative peptide import ATP-binding protein BruAb2_0797 [Brucella abortus bv. 1

str. 9-941]
65% GO:0016020;GO:0005524;GO:0015197;GO:0006200;GO:0015833;GO:0016887 634452.APA01_15130 oligopeptide transporter ATP-binding protein OppF 85.44% COG4608 _ _ None _

orf1821 268 gi|648238445|ref|WP_026019594.1| 2-keto-4-pentenoate hydratase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0003824 _ _ _ _ _ _ None _

orf1822 309 gi|517915269|ref|WP_019085477.1| dihydrofolate reductase [Komagataeibacter europaeus] 100% gi|75288825|sp|Q65CJ7.2|HPPR_SOLSC RecName: Full=Hydroxyphenylpyruvate reductase; Short=HPPR 63% _ 272568.GDI_1197 D-2-hydroxyacid dehydrogensase 79.80% COG1052 _ _ None _

orf1823 338 gi|498194349|ref|WP_010508505.1| alkane 1-monooxygenase [Komagataeibacter europaeus] 99% gi|83288020|sp|P0ADV6.1|YHBW_ECOL RecName: Full=Uncharacterized protein YhbW [Escherichia coli CFT073] 67% GO:0016705;GO:0055114 272568.GDI_3105 luciferase-like monooxygenase 75.47% COG2141 _ _ None _

orf1824 57 gi|498194347|ref|WP_010508503.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf1825 62 gi|498194346|ref|WP_010508502.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1826 306 gi|648237407|ref|WP_026018556.1| bile acid:sodium symporter [Komagataeibacter europaeus] 100% gi|81342338|sp|O34524.1|YOCS_BACSU
RecName: Full=Uncharacterized sodium-dependent transporter YocS [Bacillus subtilis subsp. subtilis

str. 168]
64% GO:0016020;GO:0008508;GO:0015721;GO:0006814 290633.GOX0682 Na+-dependent transporter 87.54% COG0385 _ _ K03453 TC.BASS

orf1827 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1828 644 gi|517920642|ref|WP_019090850.1| N-acyl-D-glutamate deacylase [Komagataeibacter europaeus] 100% gi|54040633|sp|P65531.1|Y2937_MYCBO
RecName: Full=Uncharacterized protein Mb2937c [Mycobacterium bovis Y2913_MYCTO

RecName: Full=Uncharacterized protein MT2981 [My
54% GO:0006807;GO:0016810 272568.GDI_0658 hypothetical protein 84.41% COG3653 _ _ None _

orf1829 387 gi|498194342|ref|WP_010508498.1| porin [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07221 oprO_P

orf1830 237 gi|648238444|ref|WP_026019593.1| aromatic ring-opening dioxygenase LigA [Komagataeibacter europaeus] 100% gi|42558922|sp|Q7XA48.1|DODA_PORG RecName: Full=4,5-DOPA dioxygenase extradiol [Portulaca grandiflora] 66% GO:0016701;GO:0008270;GO:0006725;GO:0051213;GO:0055114;GO:0008198 _ _ _ _ _ _ None _

orf1831 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1832 202 gi|498194339|ref|WP_010508495.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|90102028|sp|Q32E67.1|YCEI_SHIDS RecName: Full=Protein YceI; Flags: Precursor [Shigella dysenteriae Sd197] 54% _ 290633.GOX2139 hypothetical protein 76.65% COG2353 _ _ None _

orf1833 213 gi|498194338|ref|WP_010508494.1| transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1834 387 gi|517920638|ref|WP_019090846.1| multidrug ABC transporter permease [Komagataeibacter europaeus] 99% gi|2506509|sp|P52599.2|EMRK_ECOLI RecName: Full=Probable multidrug resistance protein EmrK [Escherichia coli K-12] 49% _ _ _ _ _ _ _ K03543 emrA

orf1835 511 gi|498194335|ref|WP_010508491.1| DSBA oxidoreductase [Komagataeibacter europaeus] 100% gi|1169524|sp|P44927.1|EMRB_HAEIN RecName: Full=Multidrug export protein EmrB [Haemophilus influenzae Rd KW20] 60% GO:0055085;GO:0016021;GO:0005886 316056.RPC_3596 EmrB/QacA family drug resistance transporter 79.65% COG0477 _ _ K03446 emrB

orf1836 507 gi|517916839|ref|WP_019087047.1| RND transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1837 484 gi|648238443|ref|WP_026019592.1| Tat pathway signal protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_24960 hypothetical protein 81.97% COG5368 _ _ None _

orf1838 463 gi|517920635|ref|WP_019090843.1| succinate-semialdehyde dehdyrogenase [Komagataeibacter europaeus] 100% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 68% GO:0016620;GO:0055114 395963.Bind_0775 aldehyde dehydrogenase 87.94% COG1012 _ _ K00135 gabD

orf1839 527 gi|498194330|ref|WP_010508486.1| alkyl hydroperoxide reductase subunit F [Komagataeibacter europaeus] 100% gi|60391220|sp|P0A155.1|AHPF_PSEPK RecName: Full=Alkyl hydroperoxide reductase subunit F [Pseudomonas putida KT2440] 77%
GO:0015035;GO:0009055;GO:0003954;GO:0050660;GO:0006118;GO:0051287;GO:0055114;GO:00

00302;GO:0045454;GO:0004791;GO:0008785;GO:0009321;GO:0006206
272568.GDI_0773 alkyl hydroperoxide reductase, F subunit 86.27% COG3634 _ _ K03387 ahpF

orf1840 187 gi|498194329|ref|WP_010508485.1| alkyl hydroperoxide reductase subunit C [Komagataeibacter europaeus] 100% gi|61218500|sp|P0A251.2|AHPC_SALTY
RecName: Full=Alkyl hydroperoxide reductase subunit C; AltName: Full=Alkyl hydroperoxide

reductase protein C22; AltName: Full=Peroxiredoxin; AltName: Full=Thioredox
83% GO:0006804;GO:0006979;GO:0004601;GO:0055114;GO:0051920 290633.GOX1332 Alkyl hydroperoxide reductase subunit C 90.37% COG0450 _ _ K03386

E1.11.1.15, PRDX,

ahpC

orf1841 321 gi|517916940|ref|WP_019087148.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|82582232|sp|P0ACQ6.1|OXYR_ECO57
RecName: Full=Hydrogen peroxide-inducible genes activator; AltName: Full=Morphology and auto-

aggregation control protein [Escherichia coli O157:H7]
57% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_0775 transcriptional regulator, LysR family 82.25% COG0583 _ _ K04761 oxyR

orf1842 1386 gi|517920632|ref|WP_019090840.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1843 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1844 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1845 444 gi|648237521|ref|WP_026018670.1| hemolysin C [Komagataeibacter europaeus] 100% gi|1176922|sp|P44717.1|Y452_HAEIN RecName: Full=UPF0053 protein HI_0452 [Haemophilus influenzae Rd KW20] 58% GO:0016614;GO:0030554;GO:0050660;GO:0055114 272568.GDI_3202 putative transporter protein 86.73% COG1253 _ _ None _

orf1846 370 gi|517915913|ref|WP_019086121.1| NADP-dependent oxidoreductase [Komagataeibacter europaeus] 100% gi|71152947|sp|P0A9T4.1|TAS_ECOLI RecName: Full=Protein tas [Escherichia coli K-12] 67% _ 290633.GOX1598 putative oxidoreductase 90.52% COG0667 _ _ K00100 E1.1.1.-

orf1847 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1848 389 gi|517915911|ref|WP_019086119.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0050660;GO:0006118;GO:0003995;GO:0055114 _ _ _ _ _ _ None _

orf1849 38 gi|657221622|ref|WP_029335340.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf1850 459 gi|648238442|ref|WP_026019591.1| manganese transporter [Komagataeibacter europaeus] 100% gi|20455067|sp|Q98I99.1|MNTH_RHILO RecName: Full=Divalent metal cation transporter MntH [Mesorhizobium loti MAFF303099] 85% GO:0055085;GO:0046872;GO:0016021;GO:0015293;GO:0005886;GO:0030001 634452.APA01_40840 transporter of manganese MntH 93.21% COG1914 _ _ K03322 mntH

orf1851 781 gi|517915909|ref|WP_019086117.1| small mechanosensitive ion channel protein MscS [Komagataeibacter europaeus] 100% gi|3915948|sp|P75783.2|YBIO_ECOLI
RecName: Full=Moderate conductance mechanosensitive channel YbiO; Flags: Precursor [Escherichia

coli K-12]
48% GO:0016020;GO:0055085 634452.APA01_26330 mechanosensitive ion channel Small-conductance MscS 81.73% COG0668 _ _ None _

orf1852 157 gi|517920627|ref|WP_019090835.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1853 104 gi|498194318|ref|WP_010508474.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1854 284 gi|498194317|ref|WP_010508473.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1855 93 gi|517915906|ref|WP_019086114.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1856 78 gi|498194315|ref|WP_010508471.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1857 149 gi|498194314|ref|WP_010508470.1| cytochrome C [Komagataeibacter europaeus] 99% _ _ _ GO:0009055;GO:0020037;GO:0006118 _ _ _ _ _ _ None _

orf1858 427 gi|582021927|gb|AHI25269.1| D-amino acid oxidase [Gluconacetobacter xylinus E25] 98% _ _ _
GO:0006118;GO:0006566;GO:0055114;GO:0006563;GO:0006560;GO:0006525;GO:0006544;GO:00

03884;GO:0006591
634452.APA01_04970 D-amino acid oxidase 79.90% _ _ NOG85708 None _

orf1859 914 gi|517920623|ref|WP_019090831.1| malto-oligosyltrehalose synthase [Komagataeibacter europaeus] 99%
gi|615880472|sp|P9WQ20.1|TREY_MYCT

O

RecName: Full=Putative maltooligosyl trehalose synthase; AltName: Full=(1,4)-alpha-D-glucan 1-

alpha-D-glucosylmutase [Mycobacterium tuberculosis CDC1551]
53% GO:0043169;GO:0005975;GO:0003824 _ _ _ _ _ _ K06044 treY, glgY

orf1860 695 gi|498194310|ref|WP_010508466.1| 4-alpha-glucanotransferase [Komagataeibacter europaeus] 99% gi|54037774|sp|P65337.1|MALQ_MYCBO
RecName: Full=4-alpha-glucanotransferase; AltName: Full=Amylomaltase; AltName:

Full=Disproportionating enzyme; Short=D-enzyme [Mycobacterium bovis AF2122/97]
55% GO:0005977;GO:0005982;GO:0004134;GO:0005985 _ _ _ _ _ _ K00705 malQ

orf1861 593 gi|498194309|ref|WP_010508465.1| malto-oligosyltrehalose trehalohydrolase [Komagataeibacter europaeus] 99% gi|81624955|sp|Q9RX51.1|TREZ_DEIRA
RecName: Full=Malto-oligosyltrehalose trehalohydrolase; Short=MTHase; AltName: Full=4-alpha-

D-((1-)4)-alpha-D-glucano)trehalose trehalohydrolase; AltName: Full=Malt
60% GO:0043169;GO:0005992;GO:0033942;GO:0005737 272568.GDI_0546 malto-oligosyltrehalose trehalohydrolase 80.00% COG0296 _ _ K01236 treZ, glgZ

orf1862 704 gi|498194308|ref|WP_010508464.1| glycogen debranching protein [Komagataeibacter europaeus] 100% gi|61224549|sp|P0A4Y5.1|GLGX_MYCB RecName: Full=Glycogen operon protein GlgX homolog [Mycobacterium bovis AF2122/97] 61% GO:0043169;GO:0005980;GO:0004553;GO:0004133 398527.Bphyt_6824 glycogen debranching enzyme GlgX 75.40% COG1523 _ _ K02438 treX, glgX

orf1863 739 gi|498194307|ref|WP_010508463.1| glycogen branching protein [Komagataeibacter europaeus] 100%
gi|34098586|sp|Q8PE48.1|GLGB1_XANC

P

RecName: Full=1,4-alpha-glucan branching enzyme GlgB 1; AltName: Full=1,4-alpha-D-glucan:1,4-

alpha-D-glucan 6-glucosyl-transferase 1; AltName: Full=Alpha-(1-)4)-gl
71% GO:0043169;GO:0005978;GO:0004553;GO:0005982;GO:0003844;GO:0005985 272568.GDI_0544 1,4-alpha-glucan branching enzyme 78.89% COG0296 _ _ K00700 glgB

orf1864 540 gi|517920619|ref|WP_019090827.1| glycogen synthase [Komagataeibacter europaeus] 100% gi|61213467|sp|Q6NCT7.1|GLGA_RHOP RecName: Full=Glycogen synthase; AltName: Full=Starch [bacterial glycogen] 68% GO:0005978;GO:0005982;GO:0009011;GO:0005985 272568.GDI_0543 putative glycogen synthase 75.52% COG0297 _ _ K00703 E2.4.1.21, glgA

orf1865 835 gi|517920618|ref|WP_019090826.1| alpha-glucan phosphorylase [Komagataeibacter europaeus] 99% gi|74507468|sp|Q9YGA7.1|PHSG_THELN RecName: Full=Maltodextrin phosphorylase [Thermococcus litoralis DSM 5473] 59% GO:0005975;GO:0008184;GO:0030170 _ _ _ _ _ _ K00688 E2.4.1.1, glgP, PYG

orf1866 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1867 96 gi|517915896|ref|WP_019086104.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1868 177 gi|517920617|ref|WP_019090825.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K08995 K08995

orf1869 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1870 123 gi|498196859|ref|WP_010511015.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf1871 155 gi|498196858|ref|WP_010511014.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3550 hypothetical protein 86.75% _ _
NOG282679

;NOG08569
None _

orf1872 228 gi|498196855|ref|WP_010511011.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1873 128 gi|517917330|ref|WP_019087538.1| glyoxalase [Komagataeibacter europaeus] 100% _ _ _ GO:0016829;GO:0008152 634452.APA01_05560 glyoxalase/bleomycin resistance dioxygenase 75.83% COG0346 _ _ None _

orf1874 514 gi|498196850|ref|WP_010511006.1| benzene 1,2-dioxygenase [Komagataeibacter europaeus] 100% _ _ _ GO:0005488 _ _ _ _ _ _ None _

orf1875 162 gi|498196849|ref|WP_010511005.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1876 255 gi|648237657|ref|WP_026018806.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|29336564|sp|Q9LBG2.1|LVR_LEIAQ
RecName: Full=Levodione reductase; AltName: Full=(6R)-2,2,6-trimethyl-1,4-cyclohexanedione

reductase
57% GO:0055114;GO:0016491 272568.GDI_3269 dehydrogenase 84.31% COG1028 _ _ None _

orf1877 244 gi|517920614|ref|WP_019090822.1| CDP-diacylglycerol pyrophosphatase [Komagataeibacter europaeus] 99% gi|21541992|sp|Q8ZA34.1|CDH_YERPE
RecName: Full=CDP-diacylglycerol pyrophosphatase; AltName: Full=CDP-diacylglycerol

phosphatidylhydrolase; AltName: Full=CDP-diglyceride hydrolase [Yersinia pestis]
58% GO:0008654;GO:0016020;GO:0046486;GO:0008715 _ _ _ _ _ _ K01521 cdh

orf1878 495 gi|517916696|ref|WP_019086904.1| peptide transporter [Komagataeibacter europaeus] 100% gi|300680924|sp|C6DH09.1|DTPA_PECCP
RecName: Full=Dipeptide and tripeptide permease A [Pectobacterium carotovorum subsp.

carotovorum PC1]
55% GO:0016020;GO:0015197;GO:0015833 _ _ _ _ _ _ K03305 TC.POT

orf1879 647 gi|648238439|ref|WP_026019588.1| glutaryl-7-ACA acylase [Komagataeibacter europaeus] 100% gi|20138019|sp|Q9L9D7.1|COCE_RHOSM RecName: Full=Cocaine esterase [Rhodococcus sp. MB1 'Bresler 1999'] 55% GO:0006508;GO:0008239 272568.GDI_3149 peptidase S15 86.48% COG2936 _ _ K06978 K06978

orf1880 428 gi|517916695|ref|WP_019086903.1| heat shock protein DnaK [Komagataeibacter europaeus] 100% _ _ _ GO:0005524;GO:0006950 272568.GDI_0818 putative chaperone protein DnaK 80.48% COG0443 _ _ K04046 yegD

orf1881 76 gi|498196838|ref|WP_010510994.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1882 82 gi|517916693|ref|WP_019086901.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf1883 261 gi|498196831|ref|WP_010510987.1| membrane protein [Komagataeibacter europaeus] 100% gi|81342352|sp|O34578.1|YJNA_BACSU RecName: Full=UPF0721 transmembrane protein YjnA [Bacillus subtilis subsp. subtilis str. 168] 60% GO:0016021 264203.ZMO0055 permease 77.09% COG0730 _ _ K07090 K07090

orf1884 664 gi|517920606|ref|WP_019090814.1| peptidase M1 [Komagataeibacter europaeus] 99% _ _ _ GO:0006508 272568.GDI_1307 peptidase 79.56% COG0308 _ _ None _

orf1885 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1886 166 gi|498197690|ref|WP_010511846.1| MucR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|7388546|sp|O33682.1|Y4338_RHIME
RecName: Full=Putative MucR family transcriptional regulatory protein RA0938 [Sinorhizobium

meliloti 1021]
69% GO:0003677;GO:0006355;GO:0008270 272568.GDI_3161 transcriptional regulator, MucR family 83.61% COG4957 _ _ None _

orf1887 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1888 64 gi|498197689|ref|WP_010511845.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf1889 264 gi|657222230|ref|WP_029335948.1| iron ABC transporter ATP-binding protein [Komagataeibacter europaeus] 98% gi|2506102|sp|P07821.3|FHUC_ECOLI
RecName: Full=Iron(3+)-hydroxamate import ATP-binding protein FhuC; AltName: Full=Ferric

hydroxamate uptake protein C; AltName: Full=Ferrichrome transport ATP-bindin
55% GO:0005524;GO:0006200;GO:0016887 272568.GDI_2060 ABC transporter related 76.56% COG1120 _ _ K02013 ABC.FEV.A

orf1890 367 gi|517917122|ref|WP_019087330.1| iron-siderophore ABC transporter permease [Komagataeibacter europaeus] 100% gi|313104084|sp|Q47085.2|CBRB_DICD3 RecName: Full=Achromobactin transport system permease protein CbrB [Dickeya dadantii 3937] 51% _ 272568.GDI_2061 transport system permease protein 87.91% COG0609 _ _ K02015 ABC.FEV.P

orf1891 378 gi|517920603|ref|WP_019090811.1| iron ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2062 periplasmic binding protein 84.50% COG0614 _ _ K02016 ABC.FEV.S

orf1892 180 gi|648237731|ref|WP_026018880.1| sugar ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% gi|75495460|sp|Q577H1.1|Y820_BRUAB RecName: Full=UPF0423 protein BruAb2_0820; Flags: Precursor [Brucella abortus bv. 1 str. 9-941] 54% _ 272568.GDI_0651 hypothetical protein 81.82% COG3470 _ _ K07230 K07230

orf1893 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1894 164 gi|517917125|ref|WP_019087333.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1895 401 gi|493059984|ref|WP_006115753.1| Putative protein YkfC [Acetobacter pomorum] 72% _ _ _ GO:0016740 _ _ _ _ _ _ None _

orf1896 1023 gi|489726785|ref|WP_003630901.1| hypothetical protein [Acetobacter pasteurianus] 98% _ _ _ GO:0003677;GO:0005524;GO:0090305;GO:0006304;GO:0004519 _ _ _ _ _ _ K01153 hsdR

orf1897 295 gi|489716288|ref|WP_003620409.1| methionine sulfoxide reductase [Komagataeibacter hansenii] 93% _ _ _ _ _ _ _ _ _ _ None _

orf1898 448 gi|494640438|ref|WP_007398382.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 86% _ _ _ GO:0003677;GO:0006304 _ _ _ _ _ _ K01154 hsdS

orf1899 562 gi|489726789|ref|WP_003630905.1| type I restriction endonuclease subunit M [Acetobacter pasteurianus] 96% _ _ _ GO:0003677;GO:0032775;GO:0008170;GO:0009007 164546.RALTA_A0832 type I restriction-modification methylase M subunit, N-6 DNA Methylase 81.67% COG0286 _ _ K03427 hsdM

orf1900 131 gi|499570761|ref|WP_011251544.1| death-on-curing protein [Gluconobacter oxydans] 95% gi|1169386|sp|Q06259.2|DOC_BPP1
RecName: Full=Protein kinase doc; AltName: Full=Death on curing protein; AltName: Full=Toxin

doc [Enterobacteria phage P1]
51% _ 290633.GOX2674 death on curing protein 95.90% COG3654 _ _ K07341 doc

orf1901 75 gi|493062774|ref|WP_006116887.1| regulator [Acetobacter pomorum] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1902 108 gi|494494784|ref|WP_007284253.1| hypothetical protein [Gluconobacter thailandicus] 58% _ _ _ _ _ _ _ _ _ _ None _

orf1903 555 gi|494638915|ref|WP_007396859.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 88% _ _ _ _ _ _ _ _ _ _ None _

orf1904 42 gi|651216307|gb|KDU95081.1| hypothetical protein GLUCORHAEAF1_10305 [Gluconacetobacter rhaeticus 92% _ _ _ _ _ _ _ _ _ _ None _

orf1905 234 gi|493606941|ref|WP_006559463.1|
integrase [Acetobacter phage DNA recombinase [Acetobacter tropicalis NBRC

101654]
77% _ _ _ _ 290633.GOX1513 DNA integration/recombination/invertion protein 76.68% COG0582 _ _ None _

orf1906 616 gi|517920662|ref|WP_019090870.1| recombinase RecJ [Komagataeibacter europaeus] 100% gi|2507106|sp|P21893.2|RECJ_ECOLI RecName: Full=Single-stranded-DNA-specific exonuclease RecJ [Escherichia coli K-12] 56% GO:0008409;GO:0006281;GO:0090305;GO:0006310;GO:0003676;GO:0030145 272568.GDI_1031 single-stranded-DNA-specific exonuclease RecJ 83.27% COG0608 _ _ K07462 recJ

orf1907 445 gi|517914817|ref|WP_019085025.1| homoserine dehydrogenase [Komagataeibacter europaeus] 100% gi|54036972|sp|P63630.1|DHOM_MYCBO RecName: Full=Homoserine dehydrogenase; Short=HDH [Mycobacterium bovis AF2122/97] 57%
GO:0016597;GO:0009085;GO:0009097;GO:0009088;GO:0004412;GO:0055114;GO:0006563;GO:00

50661;GO:0006544;GO:0009086
272568.GDI_1033 homoserine dehydrogenase 83.72% COG0460 _ _ K00003 E1.1.1.3

orf1908 440 gi|498193943|ref|WP_010508099.1| aminotransferase [Komagataeibacter europaeus] 100% gi|7387510|sp|O87320.2|AATC_RHIME RecName: Full=Putative aminotransferase AatC [Sinorhizobium meliloti 1021] 81% GO:0009058;GO:0010285;GO:0030170 272568.GDI_1034 aminotransferase 94.75% COG0436 _ _ K14261 alaC

orf1909 43 gi|494639866|ref|WP_007397810.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 81% _ _ _ _ _ _ _ _ _ _ None _

orf1910 299 gi|498193944|ref|WP_010508100.1| aankyrin [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1911 221 gi|498193945|ref|WP_010508101.1| ATP-dependent Clp protease ClpP [Komagataeibacter europaeus] 100%
gi|67460437|sp|Q5FQT4.1|CLPP2_GLUO

X

RecName: Full=ATP-dependent Clp protease proteolytic subunit 2; AltName: Full=Endopeptidase

Clp 2 [Gluconobacter oxydans 621H]
88% GO:0004252;GO:0006508;GO:0005737 272568.GDI_1036 ATP-dependent Clp protease proteolytic subunit 95.56% COG0740 _ _ K01358 clpP, CLPP

orf1912 334 gi|648237332|ref|WP_026018481.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1037 hypothetical protein 86.34% _ _ NOG83068 None _

orf1913 173 gi|498193948|ref|WP_010508104.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1914 155 gi|498193949|ref|WP_010508105.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1915 175 gi|498193950|ref|WP_010508106.1| cytochrome B561 [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0022904 _ _ _ _ _ _ K12262 cybB

orf1916 697 gi|648237331|ref|WP_026018480.1| signal peptide protein [Komagataeibacter europaeus] 100% gi|48474944|sp|Q9ABX9.1|Y091_CAUCR RecName: Full=Uncharacterized signaling protein CC_0091 [Caulobacter crescentus CB15] 58% GO:0016849;GO:0009190;GO:0035556 _ _ _ _ _ _ None _

orf1917 752 gi|517914812|ref|WP_019085020.1| c-di-GMP phosphodiesterase A [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
59% GO:0018106;GO:0016849;GO:0009190;GO:0004871;GO:0035556;GO:0009365;GO:0004673 _ _ _ _ _ _ None _

orf1918 740 gi|517920667|ref|WP_019090875.1| c-di-GMP phosphodiesterase A [Komagataeibacter europaeus] 100% gi|48474964|sp|Q9I310.1|Y1727_PSEAE RecName: Full=Uncharacterized signaling protein PA1727 [Pseudomonas aeruginosa PAO1] 58% GO:0016849;GO:0009190;GO:0004871;GO:0035556 _ _ _ _ _ _ None _

orf1919 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1920 446 gi|517920668|ref|WP_019090876.1| dihydroorotase [Komagataeibacter europaeus] 100% gi|9087185|sp|Q9UXV6.1|PYRC_PYRAB RecName: Full=Dihydroorotase; Short=DHOase [Pyrococcus abyssi GE5] 51% GO:0046872;GO:0044205;GO:0004151;GO:0006206 634452.APA01_01040 dihydroorotase 86.34% COG0044 _ _ K01465 URA4, pyrC

orf1921 74 gi|582023118|gb|AHI26460.1| hypothetical protein H845_2536 [Gluconacetobacter xylinus E25] 96% gi|172047994|sp|A8IC06.1|YACG_AZOC5 RecName: Full=DNA gyrase inhibitor YacG [Azorhizobium caulinodans ORS 571] 65% GO:0008657;GO:2000372;GO:0006355;GO:0008270 634452.APA01_19930 hypothetical protein 80.00% COG3024 _ NOG69705 K09862 K09862

orf1922 372 gi|517914808|ref|WP_019085016.1| ribonuclease [Komagataeibacter europaeus] 100% _ _ _ GO:0003723;GO:0008152;GO:0016787 272568.GDI_1437 putative ribonuclease 85.22% COG1530 _ _ K01128 E3.1.4.-

orf1923 212 gi|498193955|ref|WP_010508111.1| septum formation protein Maf [Komagataeibacter europaeus] 99% gi|81557101|sp|Q5FS71.1|Y1003_GLUOX RecName: Full=Maf-like protein GOX1003 [Gluconobacter oxydans 621H] 77% GO:0005737 272568.GDI_1438 maf protein 83.07% COG0424 _ _ K06287 maf

orf1924 72 gi|494641930|ref|WP_007399874.1| translation initiation factor IF-1 [Gluconacetobacter sp. SXCC-1] 100% gi|73920041|sp|Q5FS72.1|IF1_GLUOX RecName: Full=Translation initiation factor IF-1 [Gluconobacter oxydans 621H] 99% GO:0005840;GO:0006446;GO:0003743 634452.APA01_19900 translation initiation factor IF-1 97.22% COG0361 _ _ K02518 infA

orf1925 434 gi|498193959|ref|WP_010508115.1| histidinol dehydrogenase [Komagataeibacter europaeus] 100% gi|81819106|sp|Q5FS83.1|HISX_GLUOX RecName: Full=Histidinol dehydrogenase; Short=HDH [Gluconobacter oxydans 621H] 81% GO:0000105;GO:0008270;GO:0051287;GO:0004399;GO:0055114 272568.GDI_1440
histidinol dehydrogenase; Catalyzes the sequential NAD-dependent oxidations of

L- histidinol [...]
85.92% COG0141 _ _ K00013 hisD

orf1926 266 gi|517914804|ref|WP_019085012.1| ATP phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|81557103|sp|Q5FS84.1|HIS1_GLUOX
RecName: Full=ATP phosphoribosyltransferase; Short=ATP-PRT; Short=ATP-PRTase

[Gluconobacter oxydans 621H]
83% GO:0005524;GO:0000105;GO:0003879;GO:0005737 272568.GDI_1441

ATP phosphoribosyltransferase catalytic subunit; Catalyzes the condensation of

ATP and 5-pho [...]
88.48% COG0040 _ _ K00765 hisG

orf1927 420 gi|517920673|ref|WP_019090881.1|
UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Komagataeibacter

europaeus]
100%

gi|189028951|sp|A9HFN0.1|MURA_GLU

DA

RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; AltName: Full=Enoylpyruvate

transferase; AltName: Full=UDP-N-acetylglucosamine enolpyruvyl transfe
94% GO:0009252;GO:0019277;GO:0051301;GO:0008760;GO:0005737;GO:0008360;GO:0007049 272568.GDI_1442

UDP-N-acetylglucosamine 1-carboxyvinyltransferase; Cell wall formation. Adds

enolpyruvyl to  [...]
93.57% COG0766 _ _ K00790 murA

orf1928 181 gi|498193962|ref|WP_010508118.1| deoxycytidine triphosphate deaminase [Komagataeibacter europaeus] 100% gi|81557121|sp|Q5FSM1.1|DCD_GLUOX
RecName: Full=Deoxycytidine triphosphate deaminase; Short=dCTP deaminase [Gluconobacter

oxydans 621H]
92% GO:0008829;GO:0009220;GO:0006206;GO:0006226;GO:0006229 272568.GDI_1443 deoxycytidine triphosphate deaminase 93.33% COG0717 _ _ K01494 E3.5.4.13, dcd



orf1929 63 gi|498193963|ref|WP_010508119.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1930 382 gi|498193964|ref|WP_010508120.1| Rieske (2Fe-2S) protein [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0051537;GO:0055114;GO:0016491 272568.GDI_0549 Rieske (2Fe-2S) domain protein 84.84% COG4638 _ _ None _

orf1931 59 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1932 410 gi|498193966|ref|WP_010508122.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf1933 105 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1934 295 gi|498193967|ref|WP_010508123.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1935 300 gi|517920674|ref|WP_019090882.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016757 272568.GDI_1447 glycosyl transferase family 9 78.19% COG0859 _ _ None _

orf1936 627 gi|498193969|ref|WP_010508125.1| threonyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|189083610|sp|A9HFP5.1|SYT_GLUDA
RecName: Full=Threonine--tRNA ligase; AltName: Full=Threonyl-tRNA synthetase; Short=ThrRS

[Gluconacetobacter diazotrophicus PA1 5]
92%

GO:0005524;GO:0004829;GO:0006566;GO:0005737;GO:0006563;GO:0046872;GO:0006544;GO:00

06435
272568.GDI_1448 threonyl-tRNA synthetase 92.72% COG0441 _ _ K01868 TARS, thrS

orf1937 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1938 144 gi|498193971|ref|WP_010508127.1| translation initiation factor IF-3 [Komagataeibacter europaeus] 100% gi|238690134|sp|B4R9C1.1|IF3_PHEZH RecName: Full=Translation initiation factor IF-3 [Phenylobacterium zucineum HLK1] 86% GO:0005840;GO:0006446;GO:0003743 272568.GDI_1449
translation initiation factor IF-3; IF-3 binds to the 30S ribosomal subunit and

shifts the e [...]
96.53% COG0290 _ _ K02520 infC, MTIF3

orf1939 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1940 253 gi|517920676|ref|WP_019090884.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1941 107 gi|498193974|ref|WP_010508130.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1454 hypothetical protein 83.61% _ _ NOG270772 None _

orf1942 527 gi|517914795|ref|WP_019085003.1| histidine kinase [Komagataeibacter europaeus] 100% _ _ _ GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 272568.GDI_1455 putative two-component sensor histidine kinase 86.14% COG0642 _ _ None _

orf1943 226 gi|498193977|ref|WP_010508133.1| XRE family transcriptional regulator [Komagataeibacter europaeus] 100% gi|82583735|sp|P0AD00.1|CUSR_ECO57 RecName: Full=Transcriptional regulatory protein CusR [Escherichia coli O157:H7] 67% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_1456 two-component response regulator 94.22% COG0745 _ _ K02483 K02483

orf1944 405 gi|517920677|ref|WP_019090885.1| endopeptidase [Komagataeibacter europaeus] 100%
gi|60392175|sp|P0A3Z5.1|DEGPL_BRUS

U

RecName: Full=Probable periplasmic serine endoprotease DegP-like; AltName: Full=Protease Do;

Flags: Precursor [Brucella suis 1330]
72% GO:0004252;GO:0006508;GO:0006144;GO:0003968;GO:0031379;GO:0001172 272568.GDI_1457 putative protease protein 84.69% COG0265 _ _ None _

orf1945 852 gi|517920678|ref|WP_019090886.1| ATP-dependent helicase [Komagataeibacter europaeus] 100% gi|2507332|sp|P37024.3|HRPB_ECOLI RecName: Full=ATP-dependent RNA helicase HrpB [Escherichia coli K-12] 63% GO:0005524;GO:0003968;GO:0001172;GO:0008026;GO:0003676;GO:0006200;GO:0006144;GO:00 _ _ _ _ _ _ K03579 hrpB

orf1946 703 gi|498193980|ref|WP_010508136.1| thiol:disulfide interchange protein DsbD [Komagataeibacter europaeus] 99% _ _ _ GO:0047134;GO:0017004;GO:0016021;GO:0055114 _ _ _ _ _ _ K04084 dsbD

orf1947 308 gi|498193981|ref|WP_010508137.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1948 320 gi|657221535|ref|WP_029335253.1| heat shock protein Hsp33 [Komagataeibacter europaeus] 100% _ _ _ GO:0006457;GO:0051082;GO:0005737 272568.GDI_1461 HSP33 protein 81.18% COG1281 _ _ K04083 hslO

orf1949 106 gi|517920681|ref|WP_019090889.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1950 328 gi|517920682|ref|WP_019090890.1| ornithine carbamoyltransferase [Komagataeibacter europaeus] 100% gi|122294390|sp|Q07GY2.1|OTC_RHOP5 RecName: Full=Ornithine carbamoyltransferase; Short=OTCase [Rhodopseudomonas palustris 74% GO:0006525;GO:0009348;GO:0016597;GO:0004585;GO:0006591;GO:0006560 272568.GDI_1463 ornithine carbamoyltransferase 89.22% COG0078 _ _ None _

orf1951 401 gi|517914787|ref|WP_019084995.1| acetylornithine aminotransferase [Komagataeibacter europaeus] 100% gi|54036739|sp|P63567.1|ARGD_BRUSU RecName: Full=Acetylornithine aminotransferase; Short=ACOAT [Brucella suis 1330] 70% GO:0003992;GO:0000051;GO:0006526;GO:0030170;GO:0005737 272568.GDI_1464 acetylornithine transaminase protein 89.62% COG4992 _ _ K00821 argD

orf1952 198 gi|498193988|ref|WP_010508144.1| RecA repressor protein RecX [Komagataeibacter europaeus] 100% _ _ _ GO:0006282 _ _ _ _ _ _ K03565 recX

orf1953 154 gi|517920684|ref|WP_019090892.1| amidase [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_07320 hypothetical protein 80.34% COG3942 _ _ None _

orf1954 78 gi|648237326|ref|WP_026018475.1| transporter [Komagataeibacter europaeus] 100%
gi|189029820|sp|A9H8F8.1|TATA_GLUD

A

RecName: Full=Sec-independent protein translocase protein TatA [Gluconacetobacter diazotrophicus

PA1 5]
72% GO:0006886;GO:0009306;GO:0008320;GO:0005887;GO:0033281;GO:0043953 634452.APA01_07330 protein translocase TatA/E 91.30% COG1826 _ NOG265396 K03116 tatA

orf1955 203 gi|498193991|ref|WP_010508147.1| methylthioribulose-1-phosphate dehydratase [Komagataeibacter europaeus] 100%
gi|218527021|sp|A9H8G1.2|MTNB_GLU

DA

RecName: Full=Methylthioribulose-1-phosphate dehydratase; Short=MTRu-1-P dehydratase

[Gluconacetobacter diazotrophicus PA1 5]
81% GO:0008270;GO:0019284;GO:0019509;GO:0005737;GO:0046570 272568.GDI_0585

methylthioribulose-1-phosphate dehydratase; Catalyzes the dehydration of

methylthioribulose- [...]
80.83% COG0235 _ _ K08964 mtnB

orf1956 180 gi|498193992|ref|WP_010508148.1| acireductone dioxygenase [Komagataeibacter europaeus] 100% gi|81557064|sp|Q5FRJ2.1|MTND_GLUOX
RecName: Full=Acireductone dioxygenase; AltName: Full=1,2-dihydroxy-3-keto-5-

methylthiopentene dioxygenase; Short=DHK-MTPene dioxygenase 1; AltName: Full=Acireducto
74% GO:0010309;GO:0005506;GO:0019284;GO:0019509;GO:0010308;GO:0055114;GO:0016151 _ _ _ _ _ _ K08967 mtnD, mtnZ, ADI1

orf1957 238 gi|498193993|ref|WP_010508149.1| haloacid dehalogenase [Komagataeibacter europaeus] 100%
gi|218527011|sp|A9H8G7.2|MTNC_GLU

DA

RecName: Full=Enolase-phosphatase E1; AltName: Full=2,3-diketo-5-methylthio-1-phosphopentane

phosphatase [Gluconacetobacter diazotrophicus PA1 5]
78% GO:0000287;GO:0016311;GO:0019509;GO:0043874 272568.GDI_0587

enolase-phosphatase; Bifunctional enzyme that catalyzes the enolization of 2,3-

diketo-5-meth [...]
80.30% COG4229 _ _ K09880 mtnC, ENOPH1

orf1958 319 gi|498193994|ref|WP_010508150.1| riboflavin kinase [Komagataeibacter europaeus] 100% gi|2500205|sp|P73651.1|RIBF_SYNY3
RecName: Full=Riboflavin biosynthesis protein RibF; Includes: RecName: Full=Riboflavin kinase;

AltName: Full=Flavokinase; Includes: RecName: Full=FMN adenylyltransfe
58% GO:0003919;GO:0016310;GO:0009231;GO:0008531 272568.GDI_0588 riboflavin biosynthesis protein RibF 85.62% COG0196 _ _ K11753 ribF

orf1959 970 gi|517920685|ref|WP_019090893.1| isoleucyl-tRNA synthase [Komagataeibacter europaeus] 100% gi|81819090|sp|Q5FRI6.1|SYI_GLUOX
RecName: Full=Isoleucine--tRNA ligase; AltName: Full=Isoleucyl-tRNA synthetase; Short=IleRS

[Gluconobacter oxydans 621H]
83%

GO:0016020;GO:0005524;GO:0002161;GO:0009097;GO:0005737;GO:0006450;GO:0004190;GO:00

04822;GO:0009099;GO:0009098;GO:0046872;GO:0006508;GO:0006428
634452.APA01_07380 isoleucyl-tRNA synthetase 83.99% COG0060 _ _ K01870 IARS, ileS

orf1960 157 gi|498193998|ref|WP_010508154.1| peptidase A8 [Komagataeibacter europaeus] 100%
gi|226801494|sp|A9W565.1|LSPA_METE

P

RecName: Full=Lipoprotein signal peptidase; AltName: Full=Prolipoprotein signal peptidase;

AltName: Full=Signal peptidase II; Short=SPase II [Methylobacterium exto
62%

GO:0016020;GO:0005524;GO:0002161;GO:0009097;GO:0005737;GO:0006450;GO:0004190;GO:00

04822;GO:0009099;GO:0009098;GO:0046872;GO:0006508;GO:0006428
272568.GDI_0590

lipoprotein signal peptidase; This protein specifically catalyzes the removal of

signal pept [...]
76.82% COG0597 _ _ K03101 lspA

orf1961 162 gi|498193999|ref|WP_010508155.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0591 hypothetical protein 84.18% _ _
NOG69150;

NOG126779
None _

orf1962 622 gi|498194000|ref|WP_010508156.1| DNA mismatch repair protein MutL [Komagataeibacter europaeus] 100% gi|238690138|sp|B4RA70.1|MUTL_PHEZ RecName: Full=DNA mismatch repair protein MutL [Phenylobacterium zucineum HLK1] 60% GO:0005524;GO:0006298;GO:0032300;GO:0030983 634452.APA01_07410 DNA mismatch repair protein MutL 81.77% COG0323 _ _ K03572 mutL

orf1963 506 gi|517920687|ref|WP_019090895.1| NADH:ubiquinone oxidoreductase subunit M [Komagataeibacter europaeus] 100% gi|464242|sp|P26848.2|NU4M_MARPO
RecName: Full=NADH-ubiquinone oxidoreductase chain 4; AltName: Full=NADH dehydrogenase

subunit 4
63% GO:0006120;GO:0006744;GO:0016021;GO:0015992;GO:0006814;GO:0008137 272568.GDI_0593 putative NADH-quinone oxidoreductase chain M 90.93% COG1008 _ _ K00342 nuoM

orf1964 655 gi|517920688|ref|WP_019090896.1| DNA topoisomerase IV subunit B [Komagataeibacter europaeus] 100% gi|4033401|sp|P94281.1|PARE_BARBK
RecName: Full=DNA topoisomerase 4 subunit B; AltName: Full=Topoisomerase IV subunit B

[Bartonella bacilliformis KC583]
75%

GO:0000287;GO:0003677;GO:0005524;GO:0007059;GO:0003918;GO:0006200;GO:0005694;GO:00

06265
272568.GDI_1476 DNA topoisomerase IV subunit B 95.33% COG0187 _ _ K02622 parE

orf1965 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1966 255 gi|517914775|ref|WP_019084983.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ 272568.GDI_1477 hypothetical protein 79.55% _ _ NOG124352 None _

orf1967 142 gi|517914774|ref|WP_019084982.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf1968 148 gi|648237325|ref|WP_026018474.1| MULTISPECIES: Rrf2 family transcriptional regulator [Komagataeibacter] 100% gi|6136594|sp|O07465.1|BADM_RHOPA
RecName: Full=Putative HTH-type transcriptional regulator BadM [Rhodopseudomonas palustris

CGA009]
61% _ 272568.GDI_1479 putative transcriptional regulator 89.26% _ _ NOG271715 None _

orf1969 329 gi|498194007|ref|WP_010508163.1| cysteine synthase [Komagataeibacter europaeus] 100% gi|12643285|sp|P47999.2|CYSKP_ARATH
RecName: Full=Cysteine synthase, chloroplastic/chromoplastic; AltName: Full=At.OAS.7-4;

AltName: Full=Beta-substituted Ala synthase 2;1; Short=ARAth-Bsas2;1; AltNa
72% GO:0006535;GO:0004124;GO:0016740;GO:0009333 272568.GDI_1480 cysteine synthase 93.27% COG0031 _ _ K01738 cysK

orf1970 369 gi|648238450|ref|WP_026019599.1| membrane protein [Komagataeibacter europaeus] 100%
gi|172046688|sp|P84838.2|OMPC_GLUD

A

RecName: Full=Outer membrane protein; AltName: Full=OMPC; Flags: Precursor

[Gluconacetobacter diazotrophicus PA1 5]
82% GO:0009279;GO:0016021 272568.GDI_0041 Outer membrane protein 86.21% COG2885 _ NOG227567 None _

orf1971 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1972 112 gi|498194009|ref|WP_010508165.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0042 hypothetical protein 76.79% _ _ NOG77249 None _

orf1973 568 gi|657221542|ref|WP_029335260.1| peptidase S41 [Komagataeibacter europaeus] 100% gi|81669151|sp|O34666.1|CTPA_BACSU
RecName: Full=Carboxy-terminal processing protease CtpA; Short=C-terminal processing protease;

Flags: Precursor [Bacillus subtilis subsp. subtilis str. 168]
59% GO:0006508;GO:0008236 272568.GDI_0043 peptidase S41 81.49% COG0793 _ _ K03797

E3.4.21.102, prc,

ctpA

orf1974 683 gi|648237323|ref|WP_026018472.1| ribonuclease R [Komagataeibacter europaeus] 100% gi|731093|sp|P21499.2|RNR_ECOLI RecName: Full=Ribonuclease R; Short=RNase R; AltName: Full=Protein VacB [Escherichia coli K- 57% GO:0003723;GO:0008859;GO:0090503;GO:0051252;GO:0005737 272568.GDI_0044 ribonuclease R 78.14% COG0557 _ _ K12573 rnr, vacB

orf1975 37 gi|648238451|ref|WP_026019600.1| ribonuclease R [Komagataeibacter europaeus] 100% _ _ _ GO:0003723;GO:0008859;GO:0090503;GO:0051252;GO:0005737 _ _ _ _ _ _ K12573 rnr, vacB

orf1976 911 gi|498194012|ref|WP_010508168.1| DNA topoisomerase I [Komagataeibacter europaeus] 100% gi|122425631|sp|Q1RIM1.1|TOP1_RICBR
RecName: Full=DNA topoisomerase 1; AltName: Full=DNA topoisomerase I; AltName:

Full=Omega-protein; AltName: Full=Relaxing enzyme; AltName: Full=Swivelase; AltName:
69% GO:0000287;GO:0003677;GO:0005524;GO:0003917;GO:0005694;GO:0006265 272568.GDI_0045

DNA topoisomerase I; The reaction catalyzed by topoisomerases leads to the

conversion of one [...]
92.34%

COG1754;COG055

0
_ _ K03168 topA

orf1977 391 gi|517914768|ref|WP_019084976.1| DNA polymerase III [Komagataeibacter europaeus] 99% gi|1169419|sp|P43862.1|SMF_HAEIN
RecName: Full=Protein smf; AltName: Full=DNA-processing chain A [Haemophilus influenzae Rd

KW20]
59% GO:0009294 _ _ _ _ _ _ K04096 smf

orf1978 212 gi|517914767|ref|WP_019084975.1| glycerol-3-phosphate acyltransferase [Komagataeibacter europaeus] 100% gi|81351955|sp|Q5FRH0.1|PLSY_GLUOX
RecName: Full=Glycerol-3-phosphate acyltransferase; AltName: Full=Acyl-PO4 G3P acyltransferase;

AltName: Full=Acyl-phosphate--glycerol-3-phosphate acyltransferase;
71% GO:0008654;GO:0043772;GO:0016021;GO:0005886 272568.GDI_0047 hypothetical protein 75.79% COG0344 _ _ K08591 plsY

orf1979 431 gi|498194015|ref|WP_010508171.1| dihydroorotase [Komagataeibacter europaeus] 100% gi|166234176|sp|A1AS12.1|PYRC_PELPD RecName: Full=Dihydroorotase; Short=DHOase [Pelobacter propionicus DSM 2379] 60% GO:0044205;GO:0004151;GO:0008270;GO:0006206 272568.GDI_0048 putative dihydro-orotase protein 88.54% COG0044 _ _ K01465 URA4, pyrC

orf1980 321 gi|498194017|ref|WP_010508173.1| aspartate carbamoyltransferase [Komagataeibacter europaeus] 100%
gi|189038378|sp|A9GZR7.1|PYRB_GLUD

A

RecName: Full=Aspartate carbamoyltransferase; AltName: Full=Aspartate transcarbamylase;

Short=ATCase [Gluconacetobacter diazotrophicus PA1 5]
93% GO:0006522;GO:0044205;GO:0006531;GO:0016597;GO:0009347;GO:0006207;GO:0004070 272568.GDI_0049 aspartate carbamoyltransferase catalytic subunit 93.07% COG0540 _ _ K00609 pyrB, PYR2

orf1981 468 gi|498194018|ref|WP_010508174.1| glutamyl-tRNA synthetase [Komagataeibacter europaeus] 100%
gi|189082157|sp|A9GZS1.1|SYE1_GLUD

A

RecName: Full=Glutamate--tRNA ligase 1; AltName: Full=Glutamyl-tRNA synthetase 1;

Short=GluRS 1 [Gluconacetobacter diazotrophicus PA1 5]
89% GO:0009332;GO:0005524;GO:0015994;GO:0006424;GO:0000049;GO:0004818 272568.GDI_0050

glutamyl-tRNA synthetase; Catalyzes the attachment of glutamate to tRNA(Glu)

in a two-step r [...]
88.91% COG0008 _ _ K01885 EARS, gltX

orf1982 744 gi|498194019|ref|WP_010508175.1| competence protein ComE [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K02238 comEC

orf1983 55 gi|517914764|ref|WP_019084972.1| endonuclease III [Komagataeibacter europaeus] 100% gi|75536019|sp|Q4UK93.1|END3_RICFE
RecName: Full=Endonuclease III; AltName: Full=DNA-(apurinic or apyrimidinic site) lyase

[Rickettsia felis URRWXCal2]
79% GO:0003906;GO:0003677;GO:0046872;GO:0006284;GO:0051539;GO:0019104;GO:0000737 _ _ _ _ _ _ K10773 NTH

orf1984 239 gi|657221549|ref|WP_029335267.1| endonuclease III [Komagataeibacter europaeus] 100% gi|81175286|sp|P0AB84.1|END3_ECOL6
RecName: Full=Endonuclease III; AltName: Full=DNA-(apurinic or apyrimidinic site) lyase

[Escherichia coli CFT073]
71% GO:0003906;GO:0003677;GO:0046872;GO:0006284;GO:0051539;GO:0019104;GO:0000737 272568.GDI_0052 putative endonuclease III 90.31% COG0177 _ _ K10773 NTH

orf1985 594 gi|648237322|ref|WP_026018471.1| multidrug ABC transporter ATPase [Komagataeibacter europaeus] 100%
gi|123749722|sp|Q2G506.1|ATM1_NOVA

D

RecName: Full=ATM1-type heavy metal exporter; AltName: Full=ATP-binding cassette transporter

Atm1; Short=NaAtm1 [Novosphingobium aromaticivorans DSM 12444]
56% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 272568.GDI_0053 ABC transporter related 84.46% COG1132 _ _ K06147 ABCB-BAC

orf1986 125 gi|498194022|ref|WP_010508178.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|140775|sp|P26724.1|YHIT_AZOBR RecName: Full=Uncharacterized 13.2 kDa HIT-like protein in hisE 3'region; AltName: Full=ORF2 77% GO:0008152;GO:0003824 272568.GDI_0067 histidine triad (HIT) protein 86.96% COG0537 _ _ None _

orf1987 137 gi|517916934|ref|WP_019087142.1| phosphoribosyl-ATP pyrophosphatase [Komagataeibacter europaeus] 100% gi|81557169|sp|Q5FTN2.1|HIS2_GLUOX RecName: Full=Phosphoribosyl-ATP pyrophosphatase; Short=PRA-PH [Gluconobacter oxydans 90% GO:0004636;GO:0005524;GO:0000105;GO:0005737 272568.GDI_0068 phosphoribosyl-ATP diphosphatase 94.68% COG0140 _ _ K01523 hisE

orf1988 253 gi|498194024|ref|WP_010508180.1| imidazole glycerol phosphate synthase [Komagataeibacter europaeus] 100%
gi|189043422|sp|A9GZW9.1|HIS6_GLUD

A

RecName: Full=Imidazole glycerol phosphate synthase subunit HisF; AltName: Full=IGP synthase

cyclase subunit; AltName: Full=IGP synthase subunit HisF; AltName: Ful
97% GO:0009382;GO:0016829;GO:0016853;GO:0000105;GO:0000107 272568.GDI_0069

imidazole glycerol phosphate synthase subunit HisF; IGPS catalyzes the

conversion of PRFAR a [...]
96.80% COG0107 _ _ K02500 hisF

orf1989 450 gi|582023059|gb|AHI26401.1| 1-(5-phosphoribosyl)-5-[(5- phosphoribosylamino)methylideneamino] 99% gi|122326157|sp|Q0BPX3.1|HIS4_GRABC RecName: Full=1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino] 79% GO:0003949;GO:0000105;GO:0042967;GO:0008080;GO:0005737 272568.GDI_0070 phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase 92.53% COG0106 _ _ K01814 hisA

orf1990 226 gi|498194027|ref|WP_010508183.1| imidazole glycerol phosphate synthase [Komagataeibacter europaeus] 100% gi|122326155|sp|Q0BPX1.1|HIS5_GRABC
RecName: Full=Imidazole glycerol phosphate synthase subunit HisH; AltName: Full=IGP synthase

glutamine amidotransferase subunit; AltName: Full=IGP synthase subunit
73% GO:0009382;GO:0006541;GO:0000105;GO:0000107 272568.GDI_0071 imidazole glycerol phosphate synthase subunit HisH 89.67% COG0118 _ _ K02501 hisH

orf1991 126 gi|498194028|ref|WP_010508184.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf1992 198 gi|498194030|ref|WP_010508186.1| imidazoleglycerol-phosphate dehydratase [Komagataeibacter europaeus] 99%
gi|189043475|sp|A9GZY1.1|HIS7_GLUD

A

RecName: Full=Imidazoleglycerol-phosphate dehydratase; Short=IGPD [Gluconacetobacter

diazotrophicus PA1 5]
87% GO:0000105;GO:0004424;GO:0005737 272568.GDI_0073 imidazoleglycerol-phosphate dehydratase 87.18% COG0131 _ _ K01693 E4.2.1.19, hisB

orf1993 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf1994 195 gi|648238724|ref|WP_026019873.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|1175772|sp|P45244.1|Y1542_HAEIN RecName: Full=Putative NAD(P)H nitroreductase HI_1542 [Haemophilus influenzae Rd KW20] 48% GO:0055114;GO:0016491 272568.GDI_0074 nitroreductase 80.65% COG0778 _ _ None _

orf1995 333 gi|498194032|ref|WP_010508188.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0016709;GO:0006744;GO:0050660;GO:0055114 272568.GDI_0075 hypothetical protein 78.78% COG0654 _ _ None _

orf1996 359 gi|498194850|ref|WP_010509006.1| radical SAM protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0003824;GO:0051536 272568.GDI_0722 putative Fe-S oxidoreductase 97.56% COG0535 _ _ None _

orf1997 429 gi|517914832|ref|WP_019085040.1| hemolysin C [Komagataeibacter europaeus] 100% gi|3024892|sp|P74409.1|Y260_SYNY3 RecName: Full=UPF0053 protein sll0260 [Synechocystis sp. PCC 6803 substr. Kazusa] 59% GO:0016614;GO:0030554;GO:0050660;GO:0055114 272568.GDI_0723 hypothetical protein 86.27% COG1253 _ _ K03699 tlyC

orf1998 624 gi|498194855|ref|WP_010509011.1| lytic transglycosylase [Komagataeibacter europaeus] 100% _ _ _ GO:0004553;GO:0005975;GO:0042597 272568.GDI_0724 lytic transglycosylase catalytic 77.65% COG0741 _ _ None _

orf1999 284 gi|648237334|ref|WP_026018483.1| uracil-DNA glycosylase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K02334 dpo

orf2000 605 gi|517921726|ref|WP_019091934.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2001 308 gi|517921727|ref|WP_019091935.1| 4-diphosphocytidyl-2C-methyl-D-erythritol kinase [Komagataeibacter europaeus] 98% gi|189045514|sp|A9HAC0.1|ISPE_GLUDA
RecName: Full=4-diphosphocytidyl-2-C-methyl-D-erythritol kinase; Short=CMK; AltName: Full=4-

(cytidine-5'-diphospho)-2-C-methyl-D-erythritol kinase [Gluconacetobact
76% GO:0006694;GO:0016310;GO:0005524;GO:0016114;GO:0050515;GO:0019288 272568.GDI_0728

4-diphosphocytidyl-2-C-methyl-D-erythritol kinase; Catalyzes the phosphorylation

of the posi [...]
76.41% COG1947 _ _ K00919 ispE

orf2002 333 gi|517914836|ref|WP_019085044.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|614131132|sp|P9WGP8.1|SADH_MYC RecName: Full=Putative oxidoreductase SadH [Mycobacterium tuberculosis CDC1551] 50% GO:0055114;GO:0016491 272568.GDI_0730 putative short-chain dehydrogenase 87.63% COG4221;COG102 _ _ None _

orf2003 192 gi|498194865|ref|WP_010509021.1| cytochrome B561 [Komagataeibacter europaeus] 99% gi|549775|sp|P36684.1|Y703_HAESO RecName: Full=Uncharacterized protein HI0703 homolog 53% _ 272568.GDI_0731 hypothetical protein 85.38% COG1238 _ _ None _

orf2004 158 gi|498194868|ref|WP_010509024.1| osmotically inducible protein OsmC [Komagataeibacter europaeus] 100% _ _ _ GO:0006950 _ _ _ _ _ _ None _

orf2005 528 gi|517914837|ref|WP_019085045.1| histidine kinase [Komagataeibacter europaeus] 100% gi|1708886|sp|P54302.1|LUXQ_VIBHA RecName: Full=Autoinducer 2 sensor kinase/phosphatase LuxQ [Vibrio harveyi] 58%
GO:0023014;GO:0018106;GO:0003677;GO:0005524;GO:0006355;GO:0035556;GO:0000155;GO:00

00160;GO:0016021;GO:0045449;GO:0000156;GO:0009365
272568.GDI_0732 putative two component sensor histidine kinase 85.04% COG0642 _ _ K00936 E2.7.3.-

orf2006 239 gi|498194872|ref|WP_010509028.1| chemotaxis protein CheY [Komagataeibacter europaeus] 100% gi|1168484|sp|P44918.1|ARCA_HAEIN RecName: Full=Aerobic respiration control protein ArcA homolog [Haemophilus influenzae Rd 56% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_0733 putative two-component response regulator 91.56% COG0745 _ _ K02483 K02483

orf2007 340 gi|517914838|ref|WP_019085046.1| cysteine synthase [Komagataeibacter europaeus] 100% gi|146345409|sp|P50867.2|CYSK_EMENI
RecName: Full=Cysteine synthase; Short=CSase; AltName: Full=O-acetylserine (thiol)-lyase;

Short=OAS-TL; AltName: Full=O-acetylserine sulfhydrylase [Aspergillus nid
68% GO:0006535;GO:0004124;GO:0016740;GO:0009333 272568.GDI_0737 cysteine synthase A 92.26% COG0031 _ _ K01738 cysK

orf2008 136 gi|517914839|ref|WP_019085047.1| sulfurtransferase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2009 297 gi|517914840|ref|WP_019085048.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0739 hypothetical protein 86.50% COG4322 _ _ None _

orf2010 118 gi|517914841|ref|WP_019085049.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2011 588 gi|498194882|ref|WP_010509038.1| sodium:proton antiporter [Komagataeibacter europaeus] 100% gi|189029558|sp|A8FHE3.1|NHAK_BACP RecName: Full=Sodium, potassium, lithium and rubidium/H(+) antiporter [Bacillus pumilus SAFR- 59% GO:1902600;GO:0006885;GO:0016021;GO:0015299 _ _ _ _ _ _ K03316 TC.CPA1

orf2012 313 gi|517914843|ref|WP_019085051.1| molecular chaperone DnaJ [Komagataeibacter europaeus] 100% gi|62900011|sp|Q88VM1.1|DNAJ_LACPL RecName: Full=Chaperone protein DnaJ [Lactobacillus plantarum WCFS1] 57% GO:0006457;GO:0051082;GO:0006950 272568.GDI_0749 chaperone protein DnaJ 84.41% COG2214 _ _ None _

orf2013 109 gi|498194888|ref|WP_010509044.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0750 hypothetical protein 80.77% _ _ NOG139052 None _

orf2014 129 gi|498194890|ref|WP_010509046.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2015 261 gi|549080390|dbj|BAO00818.1| alpha-acetolactate decarboxylase [Komagataeibacter europaeus] 100% gi|113593|sp|P05361.1|ALDC_ENTAE RecName: Full=Alpha-acetolactate decarboxylase 61% GO:0047605;GO:0019751 634452.APA01_03800 alpha-acetolactate decarboxylase AldC 85.34% COG3527 _ _ K01575 E4.1.1.5, alsD

orf2016 548 gi|498194893|ref|WP_010509049.1| acetolactate synthase [Komagataeibacter europaeus] 100% gi|124374|sp|P27696.1|ILVB_KLEPN RecName: Full=Acetolactate synthase, catabolic; Short=ALS [Klebsiella pneumoniae] 73%
GO:0000287;GO:0015940;GO:0009097;GO:0034077;GO:0003984;GO:0005948;GO:0009098;GO:00

09099;GO:0030976
634452.APA01_03810 acetolactate synthase 87.50% COG0028 _ _ K01652

E2.2.1.6L, ilvB,

ilvG, ilvI

orf2017 65 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2018 577 gi|657221700|ref|WP_029335418.1| lactate dehydrogenase [Komagataeibacter europaeus] 100% gi|126035|sp|P06149.3|DLD_ECOLI
RecName: Full=D-lactate dehydrogenase; AltName: Full=Respiratory D-lactate dehydrogenase

[Escherichia coli K-12]
77%

GO:0008762;GO:0055085;GO:0006090;GO:0006089;GO:0050660;GO:0051287;GO:0055114;GO:00

05887;GO:0008720;GO:0006040
634452.APA01_20440 D-lactate dehydrogenase 81.69% COG0277 _ _ K03777 dld

orf2019 564 gi|498194898|ref|WP_010509054.1| pyruvate decarboxylase [Komagataeibacter europaeus] 100% gi|118391|sp|P06672.1|PDC_ZYMMO
RecName: Full=Pyruvate decarboxylase; Short=PDC [Zymomonas mobilis subsp. mobilis ZM4 =

ATCC 31821]
76% GO:0004737;GO:0000287;GO:0006094;GO:0006096;GO:0030976 395963.Bind_3389 thiamine pyrophosphate binding domain-containing protein 84.41% COG3961 _ _ K04103 E4.1.1.74, ipdC

orf2020 139 gi|498194900|ref|WP_010509056.1| ADP-ribose pyrophosphatase [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf2021 61 gi|517920768|ref|WP_019090976.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2022 327 gi|517914849|ref|WP_019085057.1| homoserine kinase [Komagataeibacter europaeus] 100% _ _ _ GO:0016310;GO:0004413;GO:0006544;GO:0006566;GO:0006563 _ _ _ _ _ _ None _

orf2023 484 gi|648238470|ref|WP_026019619.1| porin [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 634452.APA01_18440 porin B carbohydrate-selective OprB 82.45% COG3659 _ _ K07267 oprB

orf2024 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2025 179 gi|648238469|ref|WP_026019618.1| molybdopterin biosynthesis protein B [Komagataeibacter europaeus] 100% gi|38604690|sp|O34457.1|MOAB_BACSU RecName: Full=Molybdenum cofactor biosynthesis protein B [Bacillus subtilis subsp. subtilis str. 65% GO:0006777 272568.GDI_0771 molybdenum cofactor biosynthesis protein B 88.89% COG0521 _ _ K03638 moaB

orf2026 184 gi|498194910|ref|WP_010509066.1| glutamine amidotransferase [Komagataeibacter europaeus] 99% gi|75186486|sp|Q9M8R4.1|DJ1D_ARATH
RecName: Full=Protein DJ-1 homolog D; Short=AtDJ1D; AltName: Full=Lactoylglutathione lyase

DJ1D [Arabidopsis thaliana]
71% GO:0006508;GO:0008233;GO:0016798 272568.GDI_0772 protease protein 90.11% COG0693 _ _ K05520 pfpI

orf2027 201 gi|498194912|ref|WP_010509068.1| GTP cyclohydrolase [Komagataeibacter europaeus] 100%
gi|123583730|sp|Q3BM80.1|GCH1_XANC

5

RecName: Full=GTP cyclohydrolase 1; AltName: Full=GTP cyclohydrolase I; Short=GTP-CH-I

[Xanthomonas campestris pv. vesicatoria str. 85-10]
82%

GO:0046656;GO:0006730;GO:0005737;GO:0003934;GO:0046654;GO:0008270;GO:0005525;GO:00

35998
272568.GDI_0778 GTP cyclohydrolase I 91.80% COG0302 _ _ K01495 GCH1, folE

orf2028 136 gi|657221703|ref|WP_029335421.1| magnesium transporter [Komagataeibacter europaeus] 100% gi|123540480|sp|Q2VZE7.1|APAG_MAGS RecName: Full=Protein ApaG [Magnetospirillum magneticum AMB-1] 66% _ _ _ _ _ _ _ K06195 apaG

orf2029 404 gi|498194916|ref|WP_010509072.1| O-succinylhomoserine sulfhydrylase [Komagataeibacter europaeus] 100%
gi|614092951|sp|P9WGB4.1|METZ_MYC

TO

RecName: Full=O-succinylhomoserine sulfhydrylase; Short=OSH sulfhydrylase; Short=OSHS

sulfhydrylase [Mycobacterium tuberculosis CDC1551]
71% GO:0071268;GO:0003824;GO:0030170 272568.GDI_0780 putative cystathionine gamma-synthase 87.41% COG0626 _ _ K10764 metZ

orf2030 140 gi|657221705|ref|WP_029335423.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2031 225 gi|498194919|ref|WP_010509075.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K09857 K09857

orf2032 321 gi|498194920|ref|WP_010509076.1| paraquat-inducible protein B [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06192 pqiB

orf2033 270 gi|498194922|ref|WP_010509078.1| polyamine ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|81826400|sp|Q6A6X6.1|METN_PROAC RecName: Full=Methionine import ATP-binding protein MetN [Propionibacterium acnes 58% GO:0005524;GO:0006200;GO:0016887 272568.GDI_0787 ABC transporter related 88.02% COG1127 _ _ K02065 ABC.X1.A

orf2034 378 gi|657221707|ref|WP_029335425.1| ABC transporter permease [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0788 hypothetical protein 86.34% COG0767 _ _ K02066 ABC.X1.P

orf2035 357 gi|517920757|ref|WP_019090965.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2036 244 gi|498194929|ref|WP_010509085.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0791 hypothetical protein 83.50% COG4340 _ _ None _

orf2037 828 gi|648237339|ref|WP_026018488.1| mechanosensitive ion channel protein MscS [Komagataeibacter europaeus] 100% gi|3915948|sp|P75783.2|YBIO_ECOLI
RecName: Full=Moderate conductance mechanosensitive channel YbiO; Flags: Precursor [Escherichia

coli K-12]
51% GO:0016020;GO:0055085 634452.APA01_26330 mechanosensitive ion channel Small-conductance MscS 76.92% COG0668 _ _ None _

orf2038 215 gi|498194933|ref|WP_010509089.1| transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2039 411 gi|498194934|ref|WP_010509090.1| N-acetylglutamate synthase [Komagataeibacter europaeus] 100% gi|81557005|sp|Q5FQD0.1|ARGJ_GLUOX
RecName: Full=Arginine biosynthesis bifunctional protein ArgJ; Includes: RecName: Full=Glutamate

N-acetyltransferase; AltName: Full=Ornithine acetyltransferase; Sho
81% GO:0004042;GO:0004358;GO:0000051;GO:0006526;GO:0042967;GO:0005737 272568.GDI_0794 bifunctional ornithine acetyltransferase/N-acetylglutamate synthase protein 87.41% COG1364 _ _ K00620 argJ

orf2040 293 gi|648237340|ref|WP_026018489.1| peptidylprolyl isomerase [Komagataeibacter europaeus] 100% gi|81713668|sp|Q7W5E0.1|PLP1_BORPA
RecName: Full=Probable parvulin-type peptidyl-prolyl cis-trans isomerase; Short=PPIase; AltName:

Full=Rotamase; Flags: Precursor [Bordetella parapertussis 12822]
50% GO:0006457;GO:0003755;GO:0000413 272568.GDI_0795 peptidylprolyl isomerase 83.71% COG0760 _ _ K03769 ppiC

orf2041 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2042 913 gi|498194937|ref|WP_010509093.1| preprotein translocase subunit SecA [Komagataeibacter europaeus] 100%
gi|189046168|sp|A9HAU9.1|SECA_GLUD

A
RecName: Full=Protein translocase subunit SecA [Gluconacetobacter diazotrophicus PA1 5] 91% GO:0006605;GO:0065002;GO:0046872;GO:0005524;GO:0017038;GO:0005886;GO:0005737 272568.GDI_0797

preprotein translocase subunit SecA; Part of the Sec protein translocase complex.

Interacts  [...]
91.34% COG0653 _ _ K03070 secA



orf2043 249 gi|498194938|ref|WP_010509094.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|67462014|sp|Q5FQC7.1|Y1679_GLUO RecName: Full=Probable transcriptional regulatory protein GOX1679 [Gluconobacter oxydans 91% GO:0003677;GO:0006355;GO:0005737 634452.APA01_26280 hypothetical protein 91.97% COG0217 _ _ None _

orf2044 168 gi|498194939|ref|WP_010509095.1| Holliday junction resolvase [Komagataeibacter europaeus] 100%
gi|189046069|sp|A9HAV5.1|RUVC_GLUD

A

RecName: Full=Crossover junction endodeoxyribonuclease RuvC; AltName: Full=Holliday junction

nuclease RuvC; AltName: Full=Holliday junction resolvase RuvC [Glucona
85% GO:0000287;GO:0006281;GO:0000737;GO:0006310;GO:0008821;GO:0003676 272568.GDI_0799

Holliday junction resolvase; Nuclease that resolves Holliday junction

intermediates in genet [...]
85.35% COG0817 _ _ K01159 ruvC

orf2045 206 gi|517914865|ref|WP_019085073.1| Holliday junction DNA helicase RuvA [Komagataeibacter europaeus] 99%
gi|189045754|sp|A9HAV7.1|RUVA_GLU

DA

RecName: Full=Holliday junction ATP-dependent DNA helicase RuvA [Gluconacetobacter

diazotrophicus PA1 5]
78%

GO:0003677;GO:0005524;GO:0006281;GO:0009432;GO:0032508;GO:0009379;GO:0009378;GO:00

06310;GO:0005657
272568.GDI_0800

Holliday junction DNA helicase RuvA; The ruvA-ruvB complex in the presence

of ATP renatures  [...]
82.58% COG0632 _ _ K03550 ruvA

orf2046 348 gi|498194941|ref|WP_010509097.1| Holliday junction DNA helicase RuvB [Komagataeibacter europaeus] 100%
gi|81819055|sp|Q5FQC4.1|RUVB_GLUO

X

RecName: Full=Holliday junction ATP-dependent DNA helicase RuvB [Gluconobacter oxydans

621H]
88%

GO:0003677;GO:0006281;GO:0005524;GO:0032508;GO:0009432;GO:0009379;GO:0009378;GO:00

06310;GO:0005657
272568.GDI_0801 Holliday junction DNA helicase RuvB 95.72% COG2255 _ _ K03551 ruvB

orf2047 139 gi|498194942|ref|WP_010509098.1| 4-hydroxybenzoyl-CoA thioesterase [Komagataeibacter europaeus] 100% gi|1175571|sp|P44679.1|YBGC_HAEIN RecName: Full=Acyl-CoA thioesterase YbgC [Haemophilus influenzae Rd KW20] 55% GO:0016787;GO:0008152 272568.GDI_0802 putative acyl-CoA thioester hydrolase 83.59% COG0824 _ _ K07107 ybgC

orf2048 221 gi|648237342|ref|WP_026018491.1| biopolymer transporter ExbB [Komagataeibacter europaeus] 100% gi|1729993|sp|P50598.1|TOLQ_PSEAE RecName: Full=Protein TolQ [Pseudomonas aeruginosa PAO1] 60% GO:0008565;GO:0016021;GO:0015031 272568.GDI_0803 protein TolQ 94.50% COG0811 _ _ K03562 tolQ

orf2049 146 gi|648237343|ref|WP_026018492.1| biopolymer transporter ExbD [Komagataeibacter europaeus] 99% gi|585112|sp|Q05606.1|EXBD_PSEPU RecName: Full=Biopolymer transport protein ExbD [Pseudomonas putida] 65% GO:0016021;GO:0015031;GO:0005215 272568.GDI_0804 protein TolR 95.08% COG0848 _ _ K03560 tolR

orf2050 330 gi|498194947|ref|WP_010509103.1| cell envelope biogenesis protein TonB [Komagataeibacter europaeus] 100% gi|20138131|sp|Q9FPQ6.1|GP1_CHLRE
RecName: Full=Vegetative cell wall protein gp1; AltName: Full=Hydroxyproline-rich glycoprotein 1;

Flags: Precursor [Chlamydomonas reinhardtii]
38% _ 272568.GDI_0805 hypothetical protein 83.33% _ _ NOG116410 None _

orf2051 447 gi|657221711|ref|WP_029335429.1| translocation protein TolB [Komagataeibacter europaeus] 100% gi|67461870|sp|Q5FQB9.1|TOLB_GLUOX RecName: Full=Protein TolB; Flags: Precursor [Gluconobacter oxydans 621H] 83% GO:0017038;GO:0042597 272568.GDI_0806 translocation protein TolB 88.22% COG0823 _ _ K03641 tolB

orf2052 156 gi|498194965|ref|WP_010509121.1| MULTISPECIES: membrane protein [Komagataeibacter] 100% gi|22653891|sp|Q926C3.1|OMP16_RHIME
RecName: Full=Outer membrane lipoprotein Omp16 homolog; Flags: Precursor [Sinorhizobium

meliloti 1021]
64% GO:0009279;GO:0016021;GO:0005886 272568.GDI_0807 Outer membrane lipoprotein omp16 91.38% COG2885 _ _ K03640 pal

orf2053 238 gi|498194966|ref|WP_010509122.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0808 hypothetical protein 76.04% _ _ NOG68118 None _

orf2054 420 gi|498194967|ref|WP_010509123.1| tRNA(Ile)-lysidine synthetase [Komagataeibacter europaeus] 97% gi|61216387|sp|Q5FQB6.1|TILS_GLUOX
RecName: Full=tRNA(Ile)-lysidine synthase; AltName: Full=tRNA(Ile)-2-lysyl-cytidine synthase;

AltName: Full=tRNA(Ile)-lysidine synthetase
57% GO:0016879;GO:0005524;GO:0006400;GO:0005737 _ _ _ _ _ _ K04075 tilS, mesJ

orf2055 646 gi|517914870|ref|WP_019085078.1| ATP-dependent metalloprotease [Komagataeibacter europaeus] 100%
gi|310943119|sp|A1URA3.1|FTSH_BARB

K
RecName: Full=ATP-dependent zinc metalloprotease FtsH [Bartonella bacilliformis KC583] 78%

GO:0005524;GO:0004222;GO:0030163;GO:0006508;GO:0051301;GO:0016021;GO:0008270;GO:00

06200;GO:0005886;GO:0016887
272568.GDI_0810 cell division protein FtsH 96.73% COG0465 _ _ K03798 ftsH, hflB

orf2056 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2057 346 gi|648237345|ref|WP_026018494.1| dihydropteroate synthase [Komagataeibacter europaeus] 97% gi|2494588|sp|P73248.1|DHPS_SYNY3
RecName: Full=Dihydropteroate synthase; Short=DHPS; AltName: Full=Dihydropteroate

pyrophosphorylase [Synechocystis sp. PCC 6803 substr. Kazusa]
60% GO:0004156;GO:0046656 _ _ _ _ _ _ K00796 folP

orf2058 452 gi|498196736|ref|WP_010510892.1| phosphoglucosamine mutase [Komagataeibacter europaeus] 100%
gi|226722754|sp|A9HB20.1|GLMM_GLU

DA
RecName: Full=Phosphoglucosamine mutase [Gluconacetobacter diazotrophicus PA1 5] 90% GO:0000287;GO:0006040;GO:0005975;GO:0008966 272568.GDI_0812

phosphoglucosamine mutase; Catalyzes the conversion of glucosamine-6-

phosphate to glucosamin [...]
89.89% COG1109 _ _ K03431 glmM

orf2059 267 gi|517914873|ref|WP_019085081.1| phosphomethylpyrimidine kinase [Komagataeibacter europaeus] 100% gi|47606070|sp|P61422.1|THIED_GEOSL
RecName: Full=Thiamine biosynthesis bifunctional protein ThiED; Includes: RecName:

Full=Thiamine-phosphate synthase; Short=TMP-PPase; Short=TP synthase; Short=TPS;
66% GO:0009228;GO:0016310;GO:0005524;GO:0008972 272568.GDI_0813 phosphomethylpyrimidine kinase 79.13% COG0351 _ _ K00941 thiD

orf2060 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2061 203 gi|517920748|ref|WP_019090956.1| regulator [Komagataeibacter europaeus] 100% gi|223635103|sp|A6WZ81.1|CTRA_OCHA RecName: Full=Cell cycle response regulator CtrA [Ochrobactrum anthropi ATCC 49188] 77% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 290633.GOX1693 cell cycle transcriptional regulator CtrA 85.41% COG0745 _ _ K13584 ctrA

orf2062 131 gi|498196730|ref|WP_010510886.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2063 80 gi|498196727|ref|WP_010510883.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|121124|sp|P02989.1|GENL_ECOLX RecName: Full=Protein L [Escherichia coli] 44% _ _ _ _ _ _ _ None _

orf2064 228 gi|582023173|gb|AHI26515.1| hypothetical protein H845_2593 [Gluconacetobacter xylinus E25] 93% _ _ _ _ _ _ _ _ _ _ None _

orf2065 229 gi|498196722|ref|WP_010510878.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2066 347 gi|517920746|ref|WP_019090954.1| DNA polymerase IV [Komagataeibacter europaeus] 99% gi|81557124|sp|Q5FSM8.1|DPO4_GLUOX RecName: Full=DNA polymerase IV; Short=Pol IV [Gluconobacter oxydans 621H] 76% GO:0000287;GO:0003887;GO:0006281;GO:0003684;GO:0006261;GO:0005737;GO:0042575 272568.GDI_0832 putative DNA polymerase IV 79.76% COG0389 _ _ K02346 DPO4, dinB

orf2067 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2068 236 gi|498196717|ref|WP_010510873.1| short-chain dehydrogenase [Komagataeibacter europaeus] 100% gi|14917052|sp|P37440.3|UCPA_ECOLI RecName: Full=Oxidoreductase UcpA [Escherichia coli K-12] 50% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf2069 195 gi|648237346|ref|WP_026018495.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_03650 hypothetical protein 86.57% COG4333 _ _ None _

orf2070 428 gi|498196714|ref|WP_010510870.1|
FAD-dependent pyridine nucleotide-disulfide oxidoreductase [Komagataeibacter

europaeus]
100% gi|74996502|sp|Q54DK1.1|SQRD_DICDI

RecName: Full=Sulfide:quinone oxidoreductase, mitochondrial; Flags: Precursor [Dictyostelium

discoideum]
61% GO:0055114;GO:0016491 290633.GOX0572 putative oxidoreductase 79.32% COG0446 _ _ K17218 sqr

orf2071 262 gi|498196711|ref|WP_010510867.1| beta-lactamase [Komagataeibacter europaeus] 100% gi|123598966|sp|Q3JRV4.1|Y2304_BURP RecName: Full=Probable metallo-hydrolase BURPS1710b_2304 [Burkholderia pseudomallei 1710b] 75% GO:0016787;GO:0008152 634452.APA01_23590 metallo-beta-lactamase 89.62% COG0491 _ _ None _

orf2072 80 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2073 223 gi|517914882|ref|WP_019085090.1| peroxiredoxin [Komagataeibacter europaeus] 100% gi|23822256|sp|Q979N7.1|TDXH_THEVO RecName: Full=Peroxiredoxin [Thermoplasma volcanium GSS1] 69% GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 634452.APA01_23580 peroxiredoxin 78.11% COG0450 _ _ K03386
E1.11.1.15, PRDX,

ahpC

orf2074 293 gi|648237347|ref|WP_026018496.1| formyltetrahydrofolate deformylase [Komagataeibacter europaeus] 99% gi|2500008|sp|Q55135.1|PURU_SYNY3
RecName: Full=Formyltetrahydrofolate deformylase; AltName: Full=Formyl-FH(4) hydrolase

[Synechocystis sp. PCC 6803 substr. Kazusa]
63% GO:0008864;GO:0016597;GO:0016742;GO:0046487;GO:0006189 290633.GOX2073 formyltetrahydrofolate deformylase 78.93% COG0788 _ _ K01433 purU

orf2075 146 gi|517914884|ref|WP_019085092.1| manganese transporter [Komagataeibacter europaeus] 100% gi|71159422|sp|P0A9F2.1|MNTR_ECOL6
RecName: Full=Transcriptional regulator MntR; AltName: Full=Manganese transport regulator

[Escherichia coli CFT073]
72% GO:0003677;GO:0005667;GO:0006355;GO:0046914;GO:0045449;GO:0003700;GO:0046983 272568.GDI_0653 manganese transport regulator MntR 84.73% COG1321 _ _ K11924 mntR

orf2076 446 gi|517914885|ref|WP_019085093.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _
491916.RHECIAT_PC0000

435
hypothetical protein 81.22% COG1415 _ _ K09003 K09003

orf2077 633 gi|498196705|ref|WP_010510861.1| ABC transporter [Komagataeibacter europaeus] 100% gi|2492568|sp|Q57180.1|Y1051_HAEIN
RecName: Full=Uncharacterized ABC transporter ATP-binding protein HI_1051 [Haemophilus

influenzae Rd KW20]
59% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 272568.GDI_2287 ABC transporter related 77.21% COG1132 _ _ K06147 ABCB-BAC

orf2078 362 gi|517914887|ref|WP_019085095.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2079 77 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2080 286 gi|498196702|ref|WP_010510858.1| ATP-sensitive potassium transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0005242;GO:0071805;GO:0008076 272568.GDI_2414 putative inward rectifier potassium channel 79.10% _ _ NOG72812 K08715 IRPC

orf2081 291 gi|498196701|ref|WP_010510857.1| DNA polymerase III subunit epsilon [Komagataeibacter europaeus] 100% gi|166217457|sp|A5IJJ8.1|DPO3_THEP1 RecName: Full=DNA polymerase III PolC-type; Short=PolIII [Thermotoga petrophila RKU-1] 52% GO:0004527;GO:0003887;GO:0090305;GO:0006261;GO:0042575;GO:0003676 _ _ _ _ _ _ K02342 DPO3E, dnaQ

orf2082 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2083 869 gi|517920738|ref|WP_019090946.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2084 278 gi|657221574|ref|WP_029335292.1| hydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0046487;GO:0016311;GO:0008967 272568.GDI_0289 phosphatase 75.19% COG0561 _ _ K07024 K07024

orf2085 509 gi|517916263|ref|WP_019086471.1| glucose 6-phosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|93141266|sp|P29686.2|G6PD_SYNE7
RecName: Full=Glucose-6-phosphate 1-dehydrogenase; Short=G6PD [Synechococcus elongatus PCC

7942]
65% GO:0050661;GO:0006749;GO:0006098;GO:0004345 272568.GDI_0288 glucose-6-phosphate 1-dehydrogenase 84.29% COG0364 _ _ K00036 G6PD, zwf

orf2086 332 gi|517920582|ref|WP_019090790.1| 6-phosphogluconate dehydrogenase [Komagataeibacter europaeus] 100% gi|5902692|sp|O83351.1|6PGD_TREPA
RecName: Full=6-phosphogluconate dehydrogenase, decarboxylating [Treponema pallidum subsp.

pallidum str. Nichols]
56% GO:0050661;GO:0006098;GO:0004616;GO:0019521 272568.GDI_0287 6-phosphogluconate dehydrogenase-like protein 89.06% COG1023 _ _ K00033 PGD, gnd

orf2087 952 gi|498194143|ref|WP_010508299.1| phosoglucose isomerase [Komagataeibacter europaeus] 100% gi|254764740|sp|B8GMX9.1|TAL_THISH RecName: Full=Transaldolase [Thioalkalivibrio sulfidiphilus HL-EbGr7] 67% GO:0004347;GO:0006098;GO:0005982;GO:0004801;GO:0006094;GO:0006096;GO:0005985;GO:00 272568.GDI_0286 bifunctional transaldolase/phosoglucose isomerase 86.55% COG0166;COG017 _ _ K13810 tal-pgi

orf2088 688 gi|648237579|ref|WP_026018728.1| transketolase [Komagataeibacter europaeus] 100% gi|18203172|sp|Q9KAD7.1|TKT_BACHD RecName: Full=Transketolase; Short=TK [Bacillus halodurans C-125] 70% GO:0015976;GO:0006098;GO:0046872;GO:0004802 272568.GDI_0285 transketolase 85.52% COG0021 _ _ K00615 E2.2.1.1, tktA, tktB

orf2089 341 gi|517920585|ref|WP_019090793.1| membrane protein [Komagataeibacter europaeus] 99% gi|81864936|sp|Q769K2.1|NAPEP_RAT
RecName: Full=N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D; Short=N-acyl

phosphatidylethanolamine phospholipase D; Short=NAPE-PLD; Short=NAPE-hydrolyz
56% GO:0008152;GO:0008270;GO:0070290 _ _ _ _ _ _ None _

orf2090 50 gi|582023476|gb|AHI26818.1| hypothetical protein H845_2911 [Gluconacetobacter xylinus E25] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2091 182 gi|498194138|ref|WP_010508294.1| ankyrin [Komagataeibacter europaeus] 100% gi|14916937|sp|Q9HYV6.1|Y3287_PSEAE RecName: Full=Putative ankyrin repeat protein PA3287 [Pseudomonas aeruginosa PAO1] 59% _ 272568.GDI_0283 ankyrin 77.93% COG0666 _ _ None _

orf2092 356 gi|498194137|ref|WP_010508293.1| aspartate aminotransferase [Komagataeibacter europaeus] 99% gi|189043539|sp|A9H311.1|HIS8_GLUDA
RecName: Full=Histidinol-phosphate aminotransferase; AltName: Full=Imidazole acetol-phosphate

transaminase [Gluconacetobacter diazotrophicus PA1 5]
82%

GO:0006536;GO:0009094;GO:0006571;GO:0080130;GO:0000105;GO:0004400;GO:0000162;GO:00

30170
272568.GDI_0282 histidinol-phosphate aminotransferase 82.71% COG0079 _ _ K00817 hisC

orf2093 86 gi|498194135|ref|WP_010508291.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0281 hypothetical protein 77.38% _ _ NOG295481 None _

orf2094 438 gi|498194134|ref|WP_010508290.1| alpha-ketoglutarate transporter [Komagataeibacter europaeus] 100% gi|251757480|sp|O05390.3|CSBX_BACSU RecName: Full=Alpha-ketoglutarate permease [Bacillus subtilis subsp. subtilis str. 168] 60% GO:0055085;GO:0016021 634452.APA01_14470 alpha-ketoglutarate transporter 92.74% COG0477 _ _ None _

orf2095 183 gi|498194131|ref|WP_010508287.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2096 58 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2097 673 gi|498194130|ref|WP_010508286.1| glucosyltransferase [Komagataeibacter europaeus] 100% gi|122297503|sp|Q07T77.1|OPGH_RHOP5 RecName: Full=Glucans biosynthesis glucosyltransferase H [Rhodopseudomonas palustris BisA53] 66% GO:0008152;GO:0016740 272568.GDI_0890 glucosyltransferase MdoH 85.02% COG2943 _ _ K03669 mdoH

orf2098 501 gi|648238436|ref|WP_026019585.1| glucan biosynthesis protein D [Komagataeibacter europaeus] 100% gi|32469702|sp|Q89BU4.2|OPGG_BRADU
RecName: Full=Glucans biosynthesis protein G; Flags: Precursor [Bradyrhizobium diazoefficiens

USDA 110]
65% GO:0030246;GO:0016051;GO:0003824;GO:0042597 272568.GDI_0889 glucan biosynthesis protein G 86.65% COG3131 _ _ K03670 mdoG

orf2099 111 gi|498194128|ref|WP_010508284.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_0888 LysR family transcriptional regulator 89.47% COG2005 _ _ K02019 modE

orf2100 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2101 148 gi|517916274|ref|WP_019086482.1| acetyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0042967;GO:0008080 _ _ _ _ _ _ None _

orf2102 487 gi|498194126|ref|WP_010508282.1| polyol:NADP oxidoreductase [Komagataeibacter europaeus] 100% gi|61252084|sp|P80354.2|POR_GLUOX RecName: Full=Polyol:NADP oxidoreductase [Gluconobacter oxydans 621H] 72% GO:0019594;GO:0016616;GO:0055114;GO:0050662 272568.GDI_0886 mannitol 2-dehydrogenase 77.47% COG0246 _ _ K00045 E1.1.1.67, mtlK

orf2103 375 gi|498194125|ref|WP_010508281.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0005886 _ _ _ _ _ _ None _

orf2104 512 gi|517920591|ref|WP_019090799.1| serine protease [Komagataeibacter europaeus] 100% gi|51704299|sp|P54925.2|DEGPL_BARHE
RecName: Full=Probable periplasmic serine endoprotease DegP-like; AltName: Full=Antigen HtrA;

AltName: Full=Protease Do; Flags: Precursor [Bartonella henselae str.
65% GO:0004252;GO:0006508 272568.GDI_0884 protease Do (EC:1.3.1.74) 87.88% COG0265 _ _ None _

orf2105 387 gi|517915440|ref|WP_019085648.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0882 hypothetical protein 77.29% COG4645 _ _ None _

orf2106 425 gi|648237440|ref|WP_026018589.1| [Fe-S] 100% gi|2497977|sp|P72190.1|YCAB_PSEFR RecName: Full=Uncharacterized ATP-binding protein in capB 3'region [Pseudomonas fragi] 66% _ 272568.GDI_0881 hypothetical protein 84.72% COG0489 _ _ K03593 mrp

orf2107 271 gi|498194120|ref|WP_010508276.1| molecular chaperone DnaJ [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0880 DnaJ-like protein 81.48% COG1076 _ _ K05801 djlA

orf2108 101 gi|657221569|ref|WP_029335287.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_0879 hypothetical protein 79.41% _ _ NOG82110 None _

orf2109 358 gi|517915443|ref|WP_019085651.1| 4Fe-4S ferredoxin [Komagataeibacter europaeus] 100%
gi|380877118|sp|F7ZDR3.1|QUEG_ROSL

O

RecName: Full=Epoxyqueuosine reductase; AltName: Full=Queuosine biosynthesis protein QueG

[Roseobacter litoralis Och 149]
68% GO:0008616;GO:0052693;GO:0046872;GO:0051539;GO:0055114;GO:0005737 272568.GDI_0878 domain of unknown function DUF1730 78.62% COG1600 _ _ None _

orf2110 386 gi|498194117|ref|WP_010508273.1| queuine tRNA-ribosyltransferase [Komagataeibacter europaeus] 100% gi|189029870|sp|A9HBJ2.1|TGT_GLUDA
RecName: Full=Queuine tRNA-ribosyltransferase; AltName: Full=Guanine insertion enzyme;

AltName: Full=tRNA-guanine transglycosylase [Gluconacetobacter diazotrophicus
93% GO:0008616;GO:0046872;GO:0008479 272568.GDI_0877

queuine tRNA-ribosyltransferase; Exchanges the guanine residue with 7-

aminomethyl-7- deazagu [...]
92.97% COG0343 _ _ K00773 tgt, QTRT1

orf2111 75 gi|498194114|ref|WP_010508270.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0875 hypothetical protein 78.08% _ _ NOG239583 None _

orf2112 352 gi|517915445|ref|WP_019085653.1| S-adenosylmethionine tRNA ribosyltransferase [Komagataeibacter europaeus] 100%
gi|189038525|sp|A9HBI8.1|QUEA_GLUD

A

RecName: Full=S-adenosylmethionine:tRNA ribosyltransferase-isomerase; AltName: Full=Queuosine

biosynthesis protein QueA [Gluconacetobacter diazotrophicus PA1 5]
83% GO:0008616;GO:0016853;GO:0016740;GO:0005737 272568.GDI_0876

S-adenosylmethionine:tRNA ribosyltransferase-isomerase; Transfers and

isomerizes the ribose  [...]
82.89% COG0809 _ _ K07568 queA

orf2113 164 gi|498194113|ref|WP_010508269.1| kinase inhibitor protein [Komagataeibacter europaeus] 100% gi|2506624|sp|P12994.2|YBHB_ECOLI RecName: Full=UPF0098 protein YbhB [Escherichia coli K-12] 72% GO:0016310;GO:0016301 272568.GDI_0874 putative kinase inhibitor protein 86.62% COG1881 _ _ K06910 K06910

orf2114 130 gi|498194112|ref|WP_010508268.1| virulence protein [Komagataeibacter europaeus] 100% gi|81521689|sp|Q8ZM36.1|VIR17_SALTY
RecName: Full=Virulence protein STM3117 [Salmonella enterica subsp. enterica serovar

Typhimurium str. LT2]
60% GO:0055114;GO:0051213 272568.GDI_0871 putative glyoxalase 94.53% COG0346 _ _ None _

orf2115 550 gi|517920596|ref|WP_019090804.1| fumarate hydratase [Komagataeibacter europaeus] 100% gi|17865742|sp|P40720.3|FUMA_SALTY
RecName: Full=Fumarate hydratase class I, aerobic; Short=Fumarase [Salmonella enterica subsp.

enterica serovar Typhimurium str. LT2]
79% GO:0019643;GO:0004333 272568.GDI_0870 fumarate hydratase class 94.05%

COG1951;COG183

8
_ _ K01676

E4.2.1.2A, fumA,

fumB

orf2116 195 gi|517920597|ref|WP_019090805.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_0869 hypothetical protein 88.03% COG3814 _ _ K09985 K09985

orf2117 80 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2118 326 gi|503871978|ref|WP_014105972.1| FAD-dependent thymidylate synthase [Komagataeibacter medellinensis] 98% gi|122425966|sp|Q1RJV8.1|THYX_RICBR RecName: Full=Thymidylate synthase ThyX; Short=TS; Short=TSase [Rickettsia bellii RML369-C] 73% GO:0006231;GO:0050797;GO:0050660;GO:0006206;GO:0032259 272568.GDI_0868 FAD-dependent thymidylate synthase 87.68% COG1351 _ _ K03465 E2.1.1.148, thyX,

orf2119 245 gi|498194106|ref|WP_010508262.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 272568.GDI_0865 VacJ family lipoprotein 89.04% COG2853 _ _ K04754 vacJ

orf2120 205 gi|498194105|ref|WP_010508261.1| toluene transporter [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0864 putative toluene tolerance 85.14% COG2854 _ _ K07323 ttg2

orf2121 176 gi|517915450|ref|WP_019085658.1| GCN5 family acetyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0042967;GO:0008080 _ _ _ _ _ _ K00680 E2.3.1.-

orf2122 559 gi|498194102|ref|WP_010508258.1| heme ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|1176478|sp|P45127.1|Y1252_HAEIN
RecName: Full=Uncharacterized ABC transporter ATP-binding protein HI_1252 [Haemophilus

influenzae Rd KW20]
76% GO:0005524;GO:0006200;GO:0016887 272568.GDI_3490 putative ABC transporter ATP-binding protein 96.41% COG0488 _ _ None _

orf2123 175 gi|498194101|ref|WP_010508257.1| inorganic pyrophosphatase [Komagataeibacter europaeus] 100% gi|61252125|sp|O05545.3|IPYR_GLUOX
RecName: Full=Inorganic pyrophosphatase; AltName: Full=Pyrophosphate phospho-hydrolase;

Short=PPase [Gluconobacter oxydans 621H]
87% GO:0006119;GO:0000287;GO:0004427;GO:0005737 272568.GDI_3491 inorganic pyrophosphatase 94.08% COG0221 _ _ K01507 ppa

orf2124 433 gi|517915452|ref|WP_019085660.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016740 272568.GDI_3493 glycosyl transferase group 1 76.39% COG0438 _ _ None _

orf2125 363 gi|498194099|ref|WP_010508255.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2126 983 gi|498194098|ref|WP_010508254.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf2127 594 gi|517920395|ref|WP_019090603.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K07126 K07126

orf2128 481 gi|517920396|ref|WP_019090604.1| multidrug ABC transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0009306;GO:0055085;GO:0009276;GO:0016021 _ _ _ _ _ _ K02022 ABC.MR.TX

orf2129 750 gi|517915456|ref|WP_019085664.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100%
gi|460425282|sp|P0DKX5.1|CYAB_BORP

E

RecName: Full=Cyclolysin secretion/processing ATP-binding protein CyaB [Bordetella pertussis

Tohama I]
56% GO:0055085;GO:0005524;GO:0006508;GO:0008233;GO:0006200;GO:0042626;GO:0016021 272568.GDI_3499 ABC transporter related 83.02% COG2274 _ _ K06147 ABCB-BAC

orf2130 125 gi|517920398|ref|WP_019090606.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2131 1169 gi|498194091|ref|WP_010508247.1| methionine synthase [Komagataeibacter europaeus] 100% gi|13638433|sp|Q49775.3|METH_MYCLE
RecName: Full=Methionine synthase; AltName: Full=5-methyltetrahydrofolate--homocysteine

methyltransferase; AltName: Full=Methionine synthase, vitamin-B12 dependent;
67%

GO:0008898;GO:0005622;GO:0008705;GO:0031419;GO:0008270;GO:0042558;GO:0032259;GO:00

09086
272568.GDI_3502 methionine synthase 96.28%

COG0646;COG141

0
_ _ K00548 metH, MTR

orf2132 137 gi|517915459|ref|WP_019085667.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|172047768|sp|A5FYE6.1|HIS2_ACICJ RecName: Full=Phosphoribosyl-ATP pyrophosphatase; Short=PRA-PH [Acidiphilium cryptum JF-5] 72% _ _ _ _ _ _ _ K01523 hisE

orf2133 174 gi|517915460|ref|WP_019085668.1| colicin V production protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0009403 _ _ _ _ _ _ K03558 cvpA

orf2134 507 gi|498194088|ref|WP_010508244.1| amidophosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|75206042|sp|Q9SI61.1|ASE1_ARATH
RecName: Full=Amidophosphoribosyltransferase 1, chloroplastic; Short=AtATase1; Short=PRPP1;

AltName: Full=Glutamine phosphoribosylpyrophosphate amidotransferase 1;
71%

GO:0009116;GO:0004044;GO:0009113;GO:0006189;GO:0051536;GO:0006536;GO:0006541;GO:00

46872
272568.GDI_3505 amidophosphoribosyltransferase 94.08% COG0034 _ _ K00764 purF, PPAT

orf2135 247 gi|517920402|ref|WP_019090610.1| short-chain dehydrogenase [Komagataeibacter europaeus] 99% gi|14548046|sp|Q9KQH7.2|FABG_VIBCH RecName: Full=3-oxoacyl-[acyl-carrier-protein] 55% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf2136 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2137 157 gi|517915463|ref|WP_019085671.1| prolyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|586403|sp|P37174.1|YBAK_SALTY
RecName: Full=Cys-tRNA(Pro)/Cys-tRNA(Cys) deacylase YbaK [Salmonella enterica subsp.

enterica serovar Typhimurium str. LT2]
59% GO:0016829;GO:0002161;GO:0006450 190650.CC_0963 regulatory protein 75.80% COG2606 _ _ None _

orf2138 234 gi|498194084|ref|WP_010508240.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0051082 _ _ _ _ _ _ None _

orf2139 137 gi|498194083|ref|WP_010508239.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2140 126 gi|648237443|ref|WP_026018592.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ GO:0009405 _ _ _ _ _ _ None _

orf2141 486 gi|498194079|ref|WP_010508235.1| exodeoxyribonuclease VII large subunit [Komagataeibacter europaeus] 100% gi|259646298|sp|B6IXD4.1|EX7L_RHOCS
RecName: Full=Exodeoxyribonuclease 7 large subunit; AltName: Full=Exodeoxyribonuclease VII

large subunit; Short=Exonuclease VII large subunit [Rhodospirillum cente
72% GO:0009318;GO:0000738;GO:0005737;GO:0008855;GO:0003676 272568.GDI_3519

putative exodeoxyribonuclease VII large subunit; Bidirectionally degrades single-

stranded DN [...]
76.87% COG1570 _ _ K03601 xseA

orf2142 427 gi|498194078|ref|WP_010508234.1| phosphoribosylamine--glycine ligase [Komagataeibacter europaeus] 100% gi|20139625|sp|Q986A5.1|PUR2_RHILO
RecName: Full=Phosphoribosylamine--glycine ligase; AltName: Full=GARS; AltName:

Full=Glycinamide ribonucleotide synthetase; AltName: Full=Phosphoribosylglycinamide
65% GO:0000287;GO:0005524;GO:0009113;GO:0004637;GO:0006189;GO:0030145 272568.GDI_3520 phosphoribosylamine--glycine ligase 85.05% COG0151 _ _ K01945 purD

orf2143 464 gi|498194077|ref|WP_010508233.1| transporter [Komagataeibacter europaeus] 100% gi|13634050|sp|P76269.2|YEBQ_ECOLI RecName: Full=Uncharacterized transporter YebQ [Escherichia coli K-12] 61% GO:0055085;GO:0016021 272568.GDI_3254 putative transporter protein 75.91% COG0477 _ _ K08169 yebQ

orf2144 436 gi|498194076|ref|WP_010508232.1| uracil permease [Komagataeibacter europaeus] 100% gi|6920086|sp|Q46821.2|UACT_ECOLI RecName: Full=Uric acid transporter UacT [Escherichia coli K-12] 61% GO:0055085;GO:0016021;GO:0005215 205922.Pfl01_2729 xanthine/uracil permease 76.53% COG2233 _ _ K03458 TC.NCS2

orf2145 806 gi|648237446|ref|WP_026018595.1| TonB-dependent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0006810;GO:0007165;GO:0004872;GO:0005215 290633.GOX0907 TonB-dependent outer membrane receptor 93.79% COG1629 _ _ None _

orf2146 145 gi|498194074|ref|WP_010508230.1| biopolymer transporter ExbD [Komagataeibacter europaeus] 100% gi|189037835|sp|B0RLE8.1|EXBD2_XAN RecName: Full=Biopolymer transport protein exbD2 [Xanthomonas campestris pv. campestris str. 59% GO:0016021;GO:0015031;GO:0005215 272568.GDI_1386 biopolymer transport protein ExbD/TolR 88.10% COG0848 _ NOG278882 K03559 exbD

orf2147 127 gi|498194073|ref|WP_010508229.1| biopolymer transporter ExbD [Komagataeibacter europaeus] 100% gi|190359309|sp|B0RLE7.1|EXBD1_XAN RecName: Full=Biopolymer transport protein exbD1 [Xanthomonas campestris pv. campestris str. 56% GO:0016021;GO:0015031;GO:0005215 272568.GDI_1385 putative biopolymer transport 79.49% COG0848 _ _ K03559 exbD

orf2148 320 gi|503871950|ref|WP_014105944.1| biopolymer transporter ExbB [Komagataeibacter medellinensis] 93% gi|190359307|sp|B0RLE6.1|EXBB_XANC RecName: Full=Biopolymer transport protein ExbB [Xanthomonas campestris pv. campestris str. 61% GO:0008565;GO:0016021;GO:0015031 272568.GDI_1384 MotA/TolQ/ExbB proton channel 93.43% COG0811 _ _ K03561 exbB

orf2149 199 gi|498194070|ref|WP_010508226.1| cell envelope biogenesis protein TonB [Komagataeibacter europaeus] 100% gi|190410955|sp|B0RLE5.1|TONB_XANC RecName: Full=Protein TonB [Xanthomonas campestris pv. campestris str. B100] 41% GO:0006810 _ _ _ _ _ _ K03832 tonB

orf2150 275 gi|517915474|ref|WP_019085682.1| ring hydroxylating dioxygenase subunit alpha [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2151 233 gi|648238411|ref|WP_026019560.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2152 292 gi|498194066|ref|WP_010508222.1| integrase [Komagataeibacter europaeus] 99% gi|21264107|sp|O50655.1|XERD_SELRU RecName: Full=Integrase/recombinase xerD homolog 46% GO:0015074;GO:0003677;GO:0006310;GO:0005737 _ _ _ _ _ _ None _

orf2153 562 gi|648237447|ref|WP_026018596.1| adenine deaminase [Komagataeibacter europaeus] 100% gi|62510414|sp|Q5FQ87.1|ADEC_GLUOX
RecName: Full=Adenine deaminase; Short=Adenase; Short=Adenine aminase [Gluconobacter

oxydans 621H]
86% GO:0006146;GO:0000034 290633.GOX1719 adenine deaminase 86.10% COG1001 _ _ K01486 ade

orf2154 613 gi|517915479|ref|WP_019085687.1| phosphomethylpyrimidine synthase [Komagataeibacter europaeus] 100% gi|109895185|sp|Q2K206.1|THIC_RHIEC
RecName: Full=Phosphomethylpyrimidine synthase; AltName: Full=Hydroxymethylpyrimidine

phosphate synthase; Short=HMP-P synthase; Short=HMP-phosphate synthase; Short
83% GO:0009228;GO:0016829;GO:0008270;GO:0051539;GO:0009229 634452.APA01_25230 thiamine biosynthesis protein ThiC 87.21% COG0422 _ _ K03147 thiC

orf2155 157 gi|498194061|ref|WP_010508217.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2156 59 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2157 179 gi|498197537|ref|WP_010511693.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|2506663|sp|P34209.3|YDCF_ECOLI RecName: Full=Protein YdcF [Escherichia coli K-12] 58% _ _ _ _ _ _ _ None _

orf2158 549 gi|498197536|ref|WP_010511692.1| capsular polysaccharide biosynthesis protein [Komagataeibacter europaeus] 99% gi|1170705|sp|P42217.1|KPSC5_ECOLX RecName: Full=Capsule polysaccharide export protein KpsC [Escherichia coli] 58% _ _ _ _ _ _ _ K07266 kpsC, lipA

orf2159 415 gi|657222194|ref|WP_029335912.1| capsular biosynthesis protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2160 206 gi|657222192|ref|WP_029335910.1| fatty acid hydroxylase [Komagataeibacter europaeus] 99% gi|75075768|sp|Q4R4P4.1|FA2H_MACFA RecName: Full=Fatty acid 2-hydroxylase; AltName: Full=Fatty acid alpha-hydroxylase 48% GO:0044710 _ _ _ _ _ _ None _



orf2161 384 gi|657215895|ref|WP_029329634.1| glycosyl transferase family 1 [Komagataeibacter oboediens] 89% gi|141359|sp|P26402.1|RFBU_SALTY RecName: Full=Protein RfbU [Salmonella enterica subsp. enterica serovar Typhimurium str. LT2] 59% _ _ _ _ _ _ _ None _

orf2162 411 gi|498197532|ref|WP_010511688.1| glycosyl transferase family 1 [Komagataeibacter europaeus] 99% gi|141359|sp|P26402.1|RFBU_SALTY RecName: Full=Protein RfbU [Salmonella enterica subsp. enterica serovar Typhimurium str. LT2] 65% _ _ _ _ _ _ _ None _

orf2163 411 gi|498197531|ref|WP_010511687.1| capsular polysaccharide biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ GO:0015774;GO:0000271 _ _ _ _ _ _ K07265 kpsS, lipB

orf2164 215 gi|498198201|ref|WP_010512357.1| ATP-binding protein [Komagataeibacter europaeus] 100% gi|114926|sp|P10640.1|BEXA_HAEIN RecName: Full=ATP-binding protein BexA 75% GO:0005524;GO:0006200;GO:0016887 272568.GDI_2409 capsule polysaccharide export ATP-binding protein CtrD 86.98% COG1134 _ _ K09689 ABC-2.CPSE.A

orf2165 346 gi|657222368|ref|WP_029336086.1| capsule biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K10107 ABC-2.CPSE.P1

orf2166 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2167 376 gi|498198206|ref|WP_010512362.1| sugar transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K01991 ABC-2.OM, wza

orf2168 323 gi|498194479|ref|WP_010508635.1| thioredoxin [Komagataeibacter europaeus] 100% gi|61248483|sp|P0A4L1.2|THIO1_NOSS1 RecName: Full=Thioredoxin-1; Short=Trx-1; AltName: Full=Thioredoxin-M [Nostoc sp. PCC 7120] 64% _ 272568.GDI_0184 thioredoxin domain 88.14% COG3118 _ _ K05838 ybbN

orf2169 255 gi|582020926|gb|AHI24268.1| peptidase S16 lon domain protein [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0004252;GO:0005524;GO:0006508;GO:0006200;GO:0004176;GO:0030163;GO:0006510 _ _ _ _ _ _ K07157 K07157

orf2170 69 gi|498202212|ref|WP_010516368.1| hypothetical protein [Komagataeibacter oboediens] 100% gi|226696093|sp|A9H298.1|Y182_GLUDA RecName: Full=UPF0434 protein GDI0182/Gdia_2252 [Gluconacetobacter diazotrophicus PA1 5] 92% _ 272568.GDI_0182 hypothetical protein 93.55% COG2835 _ _ K09791 K09791

orf2171 299 gi|657221660|ref|WP_029335378.1| pantoate--beta-alanine ligase [Komagataeibacter europaeus] 99% gi|123161932|sp|Q11F81.1|PANC_MESSB
RecName: Full=Pantothenate synthetase; Short=PS; AltName: Full=Pantoate--beta-alanine ligase;

AltName: Full=Pantoate-activating enzyme [Chelativorans sp. BNC1]
69% GO:0015940;GO:0019482;GO:0005524;GO:0004592;GO:0005737 272568.GDI_0181 pantoate--beta-alanine ligase 75.18% COG0414 _ _ K01918 panC

orf2172 68 gi|498194483|ref|WP_010508639.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2173 465 gi|498194484|ref|WP_010508640.1| sirohydrochlorin ferrochelatase [Komagataeibacter europaeus] 99%
gi|187471026|sp|A9H259.1|CYSG_GLUD

A

RecName: Full=Siroheme synthase; Includes: RecName: Full=Uroporphyrinogen-III C-

methyltransferase; Short=Urogen III methylase; AltName: Full=SUMT; AltName: Full=Ur
84%

GO:0015994;GO:0019354;GO:0009236;GO:0043115;GO:0051287;GO:0055114;GO:0051266;GO:00

04851;GO:0032259
272568.GDI_0165

putative siroheme synthase; Multifunctional enzyme that catalyzes the SAM-

dependent methylat [...]
80.46%

COG1648;COG000

7
_ _ K02302 cysG

orf2174 687 gi|498194485|ref|WP_010508641.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005886 290633.GOX0730 hypothetical protein 76.17% COG1289 _ _ None _

orf2175 64 gi|498194486|ref|WP_010508642.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ GO:0016021 290633.GOX0729 hypothetical protein 90.62% _ _ NOG248015 None _

orf2176 316 gi|517917156|ref|WP_019087364.1| membrane protein [Komagataeibacter europaeus] 100% gi|14917088|sp|P76185.2|YDHJ_ECOLI RecName: Full=Uncharacterized protein YdhJ [Escherichia coli K-12] 60% GO:0016020;GO:0055085 290633.GOX0728 putative multidrug resistance efflux pump 84.64% COG1566 _ _ None _

orf2177 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2178 85 gi|582020919|gb|AHI24261.1| hypothetical protein H845_298 [Gluconacetobacter xylinus E25] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2179 169 gi|498194491|ref|WP_010508647.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2180 172 gi|582020917|gb|AHI24259.1| CMP/dCMP deaminase [Gluconacetobacter xylinus E25] 97% gi|74626752|sp|O59834.1|FCYS_SCHPO
RecName: Full=Probable cytosine deaminase; AltName: Full=Cytosine aminohydrolase

[Schizosaccharomyces pombe 972h-]
57% GO:0008152;GO:0016787;GO:0008270 311402.Avi_5084 CMP/dCMP deaminase zinc-binding 77.18% COG0590 _ _ None _

orf2181 86 gi|517915616|ref|WP_019085824.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2182 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2183 108 gi|498194494|ref|WP_010508650.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf2184 103 gi|517915618|ref|WP_019085826.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2185 215 gi|498194496|ref|WP_010508652.1| D-alanyl-D-alanine dipeptidase [Komagataeibacter europaeus] 99% _ _ _ GO:0006508;GO:0008237;GO:0005618;GO:0016805 _ _ _ _ _ _ K08641 vanX

orf2186 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2187 69 gi|498194497|ref|WP_010508653.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2188 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2189 153 gi|498194500|ref|WP_010508656.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2190 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2191 846 gi|657221663|ref|WP_029335381.1| excinuclease ABC subunit A [Komagataeibacter europaeus] 100% gi|1718063|sp|P52087.1|UVRA_PSELE
RecName: Full=UvrABC system protein A; Short=UvrA protein; AltName: Full=Excinuclease ABC

subunit A
73% GO:0005524;GO:0006200;GO:0016887 290633.GOX1359 excinuclease ABC subunit A 80.02% COG0178 _ _ K03701 uvrA

orf2192 466 gi|498194502|ref|WP_010508658.1| transporter [Komagataeibacter europaeus] 100% gi|7388523|sp|Q46892.1|YGBN_ECOLI RecName: Full=Inner membrane permease YgbN [Escherichia coli K-12] 62% GO:0016020;GO:0035429;GO:0015128 _ _ _ _ _ _ K03299 TC.GNTP

orf2193 56 gi|498194503|ref|WP_010508659.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2194 171 gi|498194504|ref|WP_010508660.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2195 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2196 192 gi|498194506|ref|WP_010508662.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2197 367 gi|517915625|ref|WP_019085833.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2198 119 gi|517921293|ref|WP_019091501.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2199 175 gi|517915627|ref|WP_019085835.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2200 398 gi|517921292|ref|WP_019091500.1| aldose 1-epimerase [Komagataeibacter europaeus] 99% gi|127542|sp|P05149.1|GALM_ACICA
RecName: Full=Aldose 1-epimerase; AltName: Full=Galactose mutarotase; AltName: Full=Type-1

mutarotase; Flags: Precursor [Acinetobacter calcoaceticus]
63% GO:0030246;GO:0004034;GO:0006094;GO:0006096 272568.GDI_0866 aldose 1-epimerase (EC:5.1.3.3) 76.57% COG2017 _ _ K01785 E5.1.3.3, galM

orf2201 65 gi|582020900|gb|AHI24242.1| hypothetical protein H845_279 [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2202 64 gi|498194512|ref|WP_010508668.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2203 39 gi|494639594|ref|WP_007397538.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 79% _ _ _ _ _ _ _ _ _ _ None _

orf2204 58 gi|582020897|gb|AHI24239.1| hypothetical protein H845_276 [Gluconacetobacter xylinus E25] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2205 53 gi|582020896|gb|AHI24238.1| hypothetical protein H845_275 [Gluconacetobacter xylinus E25] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2206 57 gi|517915630|ref|WP_019085838.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2207 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2208 119 gi|657221666|ref|WP_029335384.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2209 110 gi|498194519|ref|WP_010508675.1| multidrug transporter [Komagataeibacter europaeus] 100% gi|84027809|sp|P0AGC9.1|QACE_ECOLX
RecName: Full=Quaternary ammonium compound-resistance protein QacE; AltName:

Full=Quaternary ammonium determinant E [Escherichia coli]
72% GO:0006810;GO:0016021;GO:0005886 392499.Swit_3009 small multidrug resistance protein 76.70% COG2076 _ _ K03297 TC.SMR, emrE

orf2210 62 gi|517915633|ref|WP_019085841.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2211 351 gi|517915634|ref|WP_019085842.1| restriction endonuclease [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0009307;GO:0090305;GO:0004519 _ _ _ _ _ _ None _

orf2212 199 gi|517921285|ref|WP_019091493.1| GDSL family lipase [Komagataeibacter europaeus] 97% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf2213 144 gi|517921284|ref|WP_019091492.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2214 549 gi|498194529|ref|WP_010508685.1| phosphoethanolamine transferase [Komagataeibacter europaeus] 99% gi|2495686|sp|P71367.1|Y1064_HAEIN RecName: Full=Putative phosphoethanolamine transferase HI_1064 [Haemophilus influenzae Rd 53% GO:0008152;GO:0008484 _ _ _ _ _ _ None _

orf2215 394 gi|498194531|ref|WP_010508687.1| isocitrate dehydrogenase [Komagataeibacter europaeus] 100% gi|1708409|sp|P50215.1|IDH_SPHYA RecName: Full=Isocitrate dehydrogenase [NADP] 82% GO:0000287;GO:0004450;GO:0006749;GO:0019643;GO:0006102;GO:0051287 634452.APA01_06250 isocitrate dehydrogenase 94.90% COG0538 _ _ K00031 IDH1, IDH2, icd

orf2216 419 gi|498194533|ref|WP_010508689.1| C4-dicarboxylate ABC transporter [Komagataeibacter europaeus] 100% gi|81555757|sp|O07605.1|GLTT_BACSU
RecName: Full=Proton/sodium-glutamate symport protein; AltName: Full=Glutamate-aspartate

carrier protein [Bacillus subtilis subsp. subtilis str. 168]
62% GO:0006835;GO:0017153;GO:0016021;GO:0006812 634452.APA01_14440 C4-dicarboxylate transporter 82.76% COG1301 _ _ None _

orf2217 195 gi|498194536|ref|WP_010508692.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|259647045|sp|C6DJS4.1|Y431_PECCP RecName: Full=UPF0114 protein PC1_0431 [Pectobacterium carotovorum subsp. carotovorum PC1] 67% GO:0016021;GO:0005886 290633.GOX1629 hypothetical protein 85.26% COG2862 _ _ None _

orf2218 144 gi|498194538|ref|WP_010508694.1| Rrf2 family transcriptional regulator [Komagataeibacter europaeus] 100% gi|6136719|sp|O07573.1|NSRR_BACSU RecName: Full=HTH-type transcriptional regulator NsrR [Bacillus subtilis subsp. subtilis str. 168] 68% _ _ _ _ _ _ _ K13771 nsrR

orf2219 204 gi|517915640|ref|WP_019085848.1| membrane protein [Komagataeibacter europaeus] 100% gi|8039818|sp|Q49642.2|Y467_MYCLE RecName: Full=Uncharacterized membrane protein ML0467 [Mycobacterium leprae TN] 55% _ 272568.GDI_1233 hypothetical protein 86.51% COG0586 _ _ None _

orf2220 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2221 199 gi|498194544|ref|WP_010508700.1| Cob(II)yrinic acid a c-diamide reductase [Komagataeibacter europaeus] 100%
gi|123525509|sp|Q2RNG5.1|BLUB_RHOR

T

RecName: Full=5,6-dimethylbenzimidazole synthase; Short=DMB synthase [Rhodospirillum rubrum

ATCC 11170]
67% GO:0055114;GO:0016491 272568.GDI_0656 putative nitroreductase protein 80.21% COG0778 _ _ K04719 bluB

orf2222 204 gi|517915643|ref|WP_019085851.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2223 67 gi|498194547|ref|WP_010508703.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2224 302 gi|648238740|ref|WP_026019889.1| aldose epimerase [Komagataeibacter europaeus] 99% _ _ _ GO:0030246;GO:0016853;GO:0005975 _ _ _ _ _ _ None _

orf2225 156 gi|498194551|ref|WP_010508707.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2226 150 gi|517915646|ref|WP_019085854.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2227 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2228 45 gi|494639567|ref|WP_007397511.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 92% _ _ _ _ _ _ _ _ _ _ None _

orf2229 318 gi|498194559|ref|WP_010508715.1| dehydrogenase [Komagataeibacter europaeus] 100% gi|84027955|sp|P0AG85.1|YGHA_ECO57 RecName: Full=Uncharacterized oxidoreductase YghA [Escherichia coli O157:H7] 75% GO:0055114;GO:0016491 379731.PST_2128 short chain dehydrogenase/reductase family oxidoreductase 83.27% COG1028 _ _ None _

orf2230 116 gi|498194562|ref|WP_010508718.1| endoribonuclease [Komagataeibacter europaeus] 99% gi|6136706|sp|P71394.1|Y1627_HAEIN RecName: Full=RutC family protein HI_1627 [Haemophilus influenzae Rd KW20] 67% _ 634452.APA01_19500 translation initiation inhibitor YjgF 88.79% COG0251 _ _ None _

orf2231 731 gi|582020889|gb|AHI24231.1| fusaric acid resistance protein FusB [Gluconacetobacter xylinus E25] 96% gi|61252750|sp|O05543.2|Y755_GLUOX RecName: Full=Uncharacterized transporter GOX0755 [Gluconobacter oxydans 621H] 50% GO:0006810;GO:0005886 _ _ _ _ _ _ None _

orf2232 293 gi|517915650|ref|WP_019085858.1| ribosomal large subunit pseudouridine synthase [Komagataeibacter europaeus] 99% gi|81414895|sp|Q743W2.1|Y479_MYCPA
RecName: Full=Uncharacterized tRNA/rRNA methyltransferase MAP_0479 [Mycobacterium avium

subsp. paratuberculosis K-10]
55% _ 272568.GDI_3614 RNA methyltransferase, TrmH family, group 3 80.89% COG0566 _ _ K03218 rlmB

orf2233 700 gi|657221671|ref|WP_029335389.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|6166117|sp|Q44002.1|DHET_KOMEU RecName: Full=Alcohol dehydrogenase [cytochrome c] 81% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0006118;GO:0055114;GO:0005509;GO:00 272568.GDI_2040 alcohol dehydrogenase [acceptor] precursor 81.04% COG4993 _ _ K00114 exaA

orf2234 349 gi|498194570|ref|WP_010508726.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2235 423 gi|498194572|ref|WP_010508728.1| allantoate amidohydrolase [Komagataeibacter europaeus] 100%
gi|302595996|sp|A0QZE3.1|Y3995_MYCS

2

RecName: Full=Putative hydrolase MSMEG_3995/MSMEI_3903 [Mycobacterium smegmatis str.

MC2 155]
51% GO:0006807;GO:0016813 634452.APA01_21600 N-carbamyl-L-amino acid amidohydrolase 87.35% COG0624 _ _ K06016 E3.5.1.87

orf2236 466 gi|517915654|ref|WP_019085862.1| sodium:solute symporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K03307 TC.SSS

orf2237 470 gi|498194576|ref|WP_010508732.1| amidase [Komagataeibacter europaeus] 100% gi|576011085|sp|K9NBS6.1|AAM_RHOER RecName: Full=Acylamidase [Rhodococcus erythropolis] 49% GO:0003824 _ _ _ _ _ _ K02433 gatA, QRSL1

orf2238 785 gi|517917139|ref|WP_019087347.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2239 448 gi|498194580|ref|WP_010508736.1| major facilitator family transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2240 346 gi|498194582|ref|WP_010508738.1| acetoin utilization protein [Komagataeibacter europaeus] 100% gi|56749066|sp|Q70I53.3|HDAH_ALCSD
RecName: Full=Histone deacetylase-like amidohydrolase; Short=HDAC-like amidohydrolase;

Short=HDAH [Alcaligenaceae bacterium FB188]
64% _ 381754.PSPA7_1341 putative acetylpolyamine aminohydrolase 75.51% COG0123 _ _ None _

orf2241 149 gi|498194584|ref|WP_010508740.1| cupin [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3647 hypothetical protein 82.20% COG1917 _ _ None _

orf2242 848 gi|498194586|ref|WP_010508742.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
61% GO:0023014;GO:0000155;GO:0016849;GO:0000160;GO:0009190;GO:0035556;GO:0009365 _ _ _ _ _ _ None _

orf2243 268 gi|498194588|ref|WP_010508744.1| lactate dehydrogenase [Komagataeibacter europaeus] 99% gi|401675|sp|P31777.1|RLMJ_HAEIN
RecName: Full=Ribosomal RNA large subunit methyltransferase J; AltName: Full=23S rRNA

(adenine(2030)-N6)-methyltransferase; AltName: Full=23S rRNA m6A2030 methyltrans
56% GO:0003723;GO:0070475;GO:0036307 _ _ _ _ _ _ K07115 rlmJ

orf2244 317 gi|517917162|ref|WP_019087370.1| ribokinase [Komagataeibacter europaeus] 99% gi|71152935|sp|P0A9J7.1|RBSK_ECO57 RecName: Full=Ribokinase [Escherichia coli O157:H7] 52% GO:0046835;GO:0006098;GO:0004747;GO:0006014 _ _ _ _ _ _ K00852 rbsK, RBKS

orf2245 378 gi|504661068|ref|WP_014848170.1|
hypothetical protein [Zymomonas hypothetical protein ZZ6_0049 [Zymomonas

mobilis subsp. mobilis ATCC 29191]
65% _ _ _ _ _ _ _ _ _ _ None _

orf2246 243 gi|498197041|ref|WP_010511197.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2247 539 gi|498197043|ref|WP_010511199.1| capsular polysaccharide biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2248 133 gi|498197044|ref|WP_010511200.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 360109.JJD26997_1802 capsule biosynthesis phosphatase 77.24% _ _ NOG70909 None _

orf2249 354 gi|657222076|ref|WP_029335794.1| sugar transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K01991 ABC-2.OM, wza

orf2250 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2251 320 gi|582023301|gb|AHI26643.1| UDP-glucose 4-epimerase [Gluconacetobacter xylinus E25] 92% gi|6225406|sp|O84903.1|GALE_LACCA
RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-

galactose 4-epimerase [Lactobacillus casei]
61% GO:0009225;GO:0006012;GO:0003978;GO:0050662 290633.GOX1487 UDP-glucose 4-epimerase 78.10% COG1087 _ _ K01784 galE, GALE

orf2252 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2253 353 gi|657222078|ref|WP_029335796.1| magnesium transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0055085;GO:0046873;GO:0030001 272568.GDI_1425 hypothetical protein 92.98% COG0598 _ _ K16074 zntB

orf2254 133 gi|648238728|ref|WP_026019877.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ 391038.Bphy_5538 hypothetical protein 75.19% _ _ NOG13288 None _

orf2255 432 gi|498197053|ref|WP_010511209.1| S-adenosyl-L-homocysteine hydrolase [Komagataeibacter europaeus] 100%
gi|122328287|sp|Q0BW40.1|SAHH_GRAB

C

RecName: Full=Adenosylhomocysteinase; AltName: Full=S-adenosyl-L-homocysteine hydrolase;

Short=AdoHcyase [Granulibacter bethesdensis CGDNIH1]
92% GO:0004013;GO:0006555;GO:0006730;GO:0005737 272568.GDI_1429 S-adenosyl-L-homocysteine hydrolase 95.55% COG0499 _ _ K01251 E3.3.1.1, ahcY

orf2256 349 gi|648237500|ref|WP_026018649.1| diguanylate cyclase [Komagataeibacter europaeus] 99% gi|341958643|sp|E9CV02.1|DPEP2_COCP RecName: Full=Putative dipeptidase CPSG_01350 [Coccidioides posadasii str. Silveira] 51% GO:0006508;GO:0016805 272568.GDI_1430 putative peptidase 77.68% COG2355 _ _ K01273 E3.4.13.19, DPEP1

orf2257 278 gi|498197056|ref|WP_010511212.1| oxidoreductase [Komagataeibacter europaeus] 99%
gi|254801320|sp|A0QV10.1|Y2408_MYCS

2

RecName: Full=Uncharacterized oxidoreductase MSMEG_2408/MSMEI_2347 [Mycobacterium

smegmatis str. MC2 155]
71% GO:0055114;GO:0016491 _ _ _ _ _ _ K06221 dkgA

orf2258 412 gi|517915782|ref|WP_019085990.1| murein transglycosylase [Komagataeibacter europaeus] 100% gi|81341887|sp|O31608.1|YJBJ_BACSU RecName: Full=Putative murein lytic transglycosylase YjbJ [Bacillus subtilis subsp. subtilis str. 168] 51% _ 272568.GDI_1422 lytic transglycosylase catalytic 86.18% COG0741 _ _ None _

orf2259 205 gi|498197060|ref|WP_010511216.1| thioredoxin peroxidase [Komagataeibacter europaeus] 100%
gi|614130113|sp|P9WID8.1|BCPB_MYCT

O

RecName: Full=Putative peroxiredoxin MT1643; AltName: Full=Bacterioferritin comigratory

protein; AltName: Full=Thioredoxin reductase [Mycobacterium tuberculosis CD
51% GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 272568.GDI_1421 putative peroxiredoxin 84.28% COG1225 _ _ None _

orf2260 241 gi|498194735|ref|WP_010508891.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_40890 hypothetical protein 77.18% _ _ NOG42434 None _

orf2261 397 gi|498194736|ref|WP_010508892.1|
spermidine/putrescine ABC transporter substrate-binding protein

[Komagataeibacter europaeus]
99% _ _ _ GO:0015846;GO:0019808;GO:0042597 _ _ _ _ _ _ K11069 potD

orf2262 376 gi|517921577|ref|WP_019091785.1| 1-acyl-sn-glycerol-3-phosphate acyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008654;GO:0046486;GO:0042967;GO:0003841 634452.APA01_10790 1-acyl-sn-glycerol-3-phosphate acyltransferase 86.03% COG0204 _ _ K00655 plsC

orf2263 745 gi|517921578|ref|WP_019091786.1| c-di-GMP phosphodiesterase A [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
63% GO:0018106;GO:0016849;GO:0009190;GO:0004871;GO:0035556;GO:0009365;GO:0004673 _ _ _ _ _ _ None _

orf2264 577 gi|498194739|ref|WP_010508895.1| diguanylate cyclase [Komagataeibacter europaeus] 100% gi|48474944|sp|Q9ABX9.1|Y091_CAUCR RecName: Full=Uncharacterized signaling protein CC_0091 [Caulobacter crescentus CB15] 50% GO:0023014;GO:0000155;GO:0016849;GO:0000160;GO:0009190;GO:0035556;GO:0009365 265072.Mfla_1114 diguanylate cyclase/phosphodiesterase 80.46% COG2202 _ _ None _

orf2265 149 gi|498194740|ref|WP_010508896.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2266 376 gi|498194741|ref|WP_010508897.1| mannose-6-phosphate isomerase [Komagataeibacter europaeus] 99% gi|266502|sp|P29954.1|MANA_RHIME
RecName: Full=Mannose-6-phosphate isomerase; AltName: Full=Phosphohexomutase; AltName:

Full=Phosphomannose isomerase; Short=PMI [Sinorhizobium meliloti 1021]
43% GO:0008152;GO:0016853 _ _ _ _ _ _ K01809 E5.3.1.8, manA

orf2267 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2268 482 gi|517921581|ref|WP_019091789.1| nucleotidyltransferase [Komagataeibacter europaeus] 99% gi|81352104|sp|Q5FS52.1|HLDE_GLUOX
RecName: Full=Bifunctional protein HldE; Includes: RecName: Full=D-beta-D-heptose 7-phosphate

kinase; AltName: Full=D-beta-D-heptose 7-phosphotransferase; AltName:
77% GO:0046835;GO:0033786;GO:0005524;GO:0033785;GO:0016773;GO:0097171 290633.GOX1023

bifunctional protein RfaE (involved in ADP-L-glycero-D-manno-heptose

synthesis); Catalyzes t [...]
76.82% COG2870 _ _ K03272

gmhC, hldE, waaE,

rfaE

orf2269 134 gi|498194743|ref|WP_010508899.1| molecular chaperone DnaK [Komagataeibacter europaeus] 100% gi|239977202|sp|B8H0C0.1|DKSA_CAUC RecName: Full=RNA polymerase-binding transcription factor DksA [Caulobacter crescentus 85% GO:0010468;GO:0008270;GO:0005737 272568.GDI_3797 putative DnaK suppressor protein 97.71% COG1734 _ _ K06204 dksA

orf2270 535 gi|517915775|ref|WP_019085983.1| secretion protein [Komagataeibacter europaeus] 100% gi|9911073|sp|P24126.2|FUSA_BURCE RecName: Full=Fusaric acid resistance protein FusA; Flags: Precursor 50% GO:0016020;GO:0008289;GO:0006810;GO:0005215 272568.GDI_3796 putative outer membrane protein 78.07% COG1538 _ _ None _

orf2271 241 gi|498194747|ref|WP_010508903.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 272568.GDI_3795 TetR family transcriptional regulator 77.27% COG1309 _ _ None _

orf2272 736 gi|517921583|ref|WP_019091791.1| outer membrane colicin I receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0006810;GO:0007165;GO:0004872;GO:0005215 272568.GDI_0552 TonB-dependent receptor 80.98% COG1629 _ _ None _

orf2273 173 gi|498194752|ref|WP_010508908.1| acetyltransferase [Komagataeibacter europaeus] 99% _ _ _ GO:0042967;GO:0008080 _ _ _ _ _ _ None _

orf2274 459 gi|498194754|ref|WP_010508910.1| ammonia channel protein [Komagataeibacter europaeus] 100% gi|585576|sp|Q07429.1|NRGA_BACSU
RecName: Full=Ammonium transporter NrgA; AltName: Full=Membrane protein NrgA; AltName:

Full=Protein AmtB [Bacillus subtilis subsp. subtilis str. 168]
68% GO:0008519;GO:0016020;GO:0072488 634452.APA01_18280 transporter of Ammonium AmtB 90.50% COG0004 _ _ K03320 amt, AMT, MEP

orf2275 112 gi|498194756|ref|WP_010508912.1| nitrogen regulatory protein P-II 1 [Komagataeibacter europaeus] 100% gi|81175333|sp|P0AC57.1|GLNK_ECO57 RecName: Full=Nitrogen regulatory protein P-II 2 [Escherichia coli O157:H7] 80% GO:0006355;GO:0030234;GO:0006808;GO:0050790 272568.GDI_0707 nitrogen regulatory protein P-II 86.61% COG0347 _ _ K04752 glnK

orf2276 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2277 424 gi|498194760|ref|WP_010508916.1| chloride channel protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006821;GO:0034220;GO:0005247;GO:0005886;GO:0044070 _ _ _ _ _ _ None _

orf2278 58 gi|582023274|gb|AHI26616.1| hypothetical protein H845_2698 [Gluconacetobacter xylinus E25] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2279 283 gi|498194765|ref|WP_010508921.1| vanillate O-demethylase oxygenase subunit [Komagataeibacter europaeus] 99%
gi|510785786|sp|F0E1K6.1|NDMC_PSED

T

RecName: Full=Probable methylxanthine N7-demethylase NdmC; AltName: Full=7-methylxanthine

demethylase
65% GO:0008168;GO:0032259 272568.GDI_3213 hypothetical protein 77.23% COG4638 _ _ None _

orf2280 221 gi|498194767|ref|WP_010508923.1| 3-chlorobenzoate-3,4-dioxygenase oxygenase [Komagataeibacter europaeus] 99% gi|510785787|sp|H9N291.1|NDMD_PSEP RecName: Full=Oxidoreductase NdmD 58% GO:0051537;GO:0016705;GO:0005506;GO:0055114 _ _ _ _ _ _ None _

orf2281 205 gi|517915766|ref|WP_019085974.1| glutathione S-transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ K00799 GST, gst

orf2282 201 gi|498194771|ref|WP_010508927.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2283 734 gi|517915765|ref|WP_019085973.1| fusaric acid resistance protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0005886 _ _ _ _ _ _ None _

orf2284 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2285 165 gi|648237496|ref|WP_026018645.1| MarR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ K06075 slyA

orf2286 445 gi|648238613|ref|WP_026019762.1| permease DsdX [Komagataeibacter europaeus] 100% gi|7387721|sp|Q9Z670.1|GNTP_ZYMMO RecName: Full=Gluconate permease [Zymomonas mobilis subsp. mobilis ZM4 = ATCC 31821] 70% GO:0016020;GO:0035429;GO:0015128 _ _ _ _ _ _ K03299 TC.GNTP

orf2287 108 gi|498194780|ref|WP_010508936.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2288 497 gi|657221692|ref|WP_029335410.1| paraquat-inducible protein A [Komagataeibacter europaeus] 100% gi|84029454|sp|P0AFM0.1|PQIA_ECOL6 RecName: Full=Paraquat-inducible protein A [Escherichia coli CFT073] 72% _ 272568.GDI_0685 putative paraquat-inducible protein 86.73% COG2995 _ _ K03808 pqiA

orf2289 554 gi|498194784|ref|WP_010508940.1| paraquat-inducible protein B [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX1303 paraquat-inducible protein B 75.05% COG3008 _ _ K06192 pqiB

orf2290 200 gi|498194786|ref|WP_010508942.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K09857 K09857



orf2291 176 gi|498194787|ref|WP_010508943.1| MULTISPECIES: transcription antitermination protein NusG [Komagataeibacter] 100% gi|54037929|sp|P65592.1|NUSG_NEIMB
RecName: Full=Transcription termination/antitermination protein NusG [Neisseria meningitidis

NUSG_NEIMA RecName: Full=Transcription te
80% GO:0032784;GO:0031564 272568.GDI_0688

transcription antitermination protein NusG; Influences transcription termination

and antiter [...]
96.02% COG0250 _ _ K02601 nusG

orf2292 72 gi|503871378|ref|WP_014105372.1| preprotein translocase subunit SecE [Komagataeibacter medellinensis] 100% _ _ _ _ 272568.GDI_0689 preprotein translocase, SecE subunit 93.55% COG0690 _ NOG72464 K03073 secE

orf2293 67 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2294 474 gi|517915719|ref|WP_019085927.1| MFS transporter [Komagataeibacter europaeus] 100% gi|730908|sp|P39886.1|TCMA_STRGA RecName: Full=Tetracenomycin C resistance and export protein 54% GO:0055085;GO:0016021;GO:0005886 272568.GDI_0690 putative MFS transporter 80.27% COG0477 _ _ None _

orf2295 198 gi|498194790|ref|WP_010508946.1| F0F1 ATP synthase subunit delta [Komagataeibacter europaeus] 100%
gi|257096181|sp|A9H9A1.1|ATPD_GLUD

A

RecName: Full=ATP synthase subunit delta; AltName: Full=ATP synthase F(1) sector subunit delta;

AltName: Full=F-type ATPase subunit delta; Short=F-ATPase subunit d
86% GO:0042777;GO:0045261;GO:0005886;GO:0046933 272568.GDI_0693

ATP synthase delta chain; F(1)F(0) ATP synthase produces ATP from ADP in the

presence of a p [...]
86.29% COG0712 _ _ K02113 ATPF1D, atpH

orf2296 513 gi|498194792|ref|WP_010508948.1| F0F1 ATP synthase subunit alpha [Komagataeibacter europaeus] 100%
gi|190358174|sp|A9H9A4.1|ATPA_GLUD

A

RecName: Full=ATP synthase subunit alpha; AltName: Full=ATP synthase F1 sector subunit alpha;

AltName: Full=F-ATPase subunit alpha [Gluconacetobacter diazotrophicu
97%

GO:0045261;GO:0005524;GO:0042777;GO:0006119;GO:0015991;GO:0005886;GO:0046961;GO:00

46933
272568.GDI_0694

F0F1 ATP synthase subunit alpha; Produces ATP from ADP in the presence of a

proton gradient  [...]
96.67% COG0056 _ _ K02111 ATPF1A, atpA

orf2297 293 gi|517921193|ref|WP_019091401.1| F0F1 ATP synthase subunit gamma [Komagataeibacter europaeus] 100%
gi|189081457|sp|A9H9A6.1|ATPG_GLUD

A

RecName: Full=ATP synthase gamma chain; AltName: Full=ATP synthase F1 sector gamma subunit;

AltName: Full=F-ATPase gamma subunit [Gluconacetobacter diazotrophicus
89% GO:0006119;GO:0045261;GO:0042777;GO:0005524;GO:0005886;GO:0046933;GO:0046961 272568.GDI_0695

F0F1 ATP synthase subunit gamma; Produces ATP from ADP in the presence of a

proton gradient  [...]
88.74% COG0224 _ _ K02115 ATPF1G, atpG

orf2298 436 gi|498194799|ref|WP_010508955.1| F0F1 ATP synthase subunit beta [Komagataeibacter europaeus] 100%
gi|190358669|sp|A9H9A8.1|ATPB_GLUD

A

RecName: Full=ATP synthase subunit beta; AltName: Full=ATP synthase F1 sector subunit beta;

AltName: Full=F-ATPase subunit beta [Gluconacetobacter diazotrophicus P
97% GO:0045261;GO:0042777;GO:0015991;GO:0005524;GO:0005886;GO:0046933 272568.GDI_0696

F0F1 ATP synthase subunit beta; Produces ATP from ADP in the presence of a

proton gradient a [...]
96.45% COG0055 _ _ K02112 ATPF1B, atpD

orf2299 141 gi|498194801|ref|WP_010508957.1| MULTISPECIES: ATP synthase subunit epsilon [Komagataeibacter] 100%
gi|189081366|sp|A9H9B1.1|ATPE_GLUD

A

RecName: Full=ATP synthase epsilon chain; AltName: Full=ATP synthase F1 sector epsilon subunit;

AltName: Full=F-ATPase epsilon subunit [Gluconacetobacter diazotrop
82% GO:0006119;GO:0045261;GO:0042777;GO:0005524;GO:0005886;GO:0046933;GO:0046961 272568.GDI_0697

ATP synthase epsilon chain; Produces ATP from ADP in the presence of a proton

gradient acros [...]
80.23% COG0355 _ _ K02114 ATPF1E, atpC

orf2300 200 gi|648237485|ref|WP_026018634.1| 7-cyano-7-deazaguanine reductase [Komagataeibacter europaeus] 100% gi|81557148|sp|Q5FT82.1|QUEF_GLUOX
RecName: Full=NADPH-dependent 7-cyano-7-deazaguanine reductase; AltName: Full=7-cyano-7-

carbaguanine reductase; AltName: Full=NADPH-dependent nitrile oxidoreductase
88% GO:0008616;GO:0046857;GO:0055114;GO:0033739;GO:0005737 272568.GDI_0698 7-cyano-7-deazaguanine reductase 90.41% COG0780 _ _ K09457 queF1, queF

orf2301 362 gi|498194806|ref|WP_010508962.1| ribonuclease D [Komagataeibacter europaeus] 100% gi|342179222|sp|A9H9B7.1|RND_GLUDA RecName: Full=Ribonuclease D; Short=RNase D [Gluconacetobacter diazotrophicus PA1 5] 84% GO:0042780;GO:0016779;GO:0005737;GO:0003676;GO:0033890;GO:0008408;GO:0090503;GO:00 272568.GDI_0699 ribonuclease D 84.64% COG0349 _ _ K03684 rnd

orf2302 207 gi|648237486|ref|WP_026018635.1| GcrA cell cycle regulator [Komagataeibacter europaeus] 99% _ _ _ _ 634452.APA01_01260 hypothetical protein 90.57% COG5352 _ _ K13583 gcrA

orf2303 163 gi|498194811|ref|WP_010508967.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0701 hypothetical protein 79.25% _ _ NOG77638 None _

orf2304 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2305 336 gi|498194812|ref|WP_010508968.1| carbohydrate kinase [Komagataeibacter europaeus] 100% gi|3915361|sp|O29891.1|Y356_ARCFU RecName: Full=Uncharacterized sugar kinase AF_0356 [Archaeoglobus fulgidus DSM 4304] 51% GO:0016310;GO:0016301;GO:0016773 272568.GDI_0702 PfkB domain protein 85.27% COG0524 _ _ None _

orf2306 607 gi|498194813|ref|WP_010508969.1| GTP-binding protein TypA [Komagataeibacter europaeus] 100% gi|3123132|sp|O25225.1|TYPA_HELPY RecName: Full=GTP-binding protein TypA/BipA homolog [Helicobacter pylori 26695] 73% GO:0006184;GO:0005525;GO:0003924 272568.GDI_0703 GTP-binding protein TypA 97.69% COG1217 _ _ K06207 typA, bipA

orf2307 91 gi|498194815|ref|WP_010508971.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2308 421 gi|517915727|ref|WP_019085935.1| D-amino acid dehydrogenase small subunit [Komagataeibacter europaeus] 100% gi|167011383|sp|A1B072.1|DADA_PARD RecName: Full=D-amino acid dehydrogenase small subunit [Paracoccus denitrificans PD1222] 75% GO:0006558;GO:0009324;GO:0055130;GO:0008718;GO:0055114 272568.GDI_0709 D-amino acid dehydrogenase small subunit 84.38% COG0665 _ _ K00285 dadA

orf2309 341 gi|498194821|ref|WP_010508977.1| ferredoxin--NADP reductase [Komagataeibacter europaeus] 100%
gi|224492985|sp|A9H9C9.2|FENR_GLUD

A

RecName: Full=Ferredoxin--NADP reductase; Short=FNR; Short=Fd-NADP(+) reductase

[Gluconacetobacter diazotrophicus PA1 5]
86% GO:0050661;GO:0004324;GO:0050660;GO:0006118;GO:0055114 272568.GDI_0711 thioredoxin reductase 86.10% COG0492 _ _ K00384 E1.8.1.9, trxB

orf2310 157 gi|517915729|ref|WP_019085937.1| ATP/GTP hydrolase [Komagataeibacter europaeus] 100% gi|84028057|sp|P0AF68.1|TSAE_ECO57
RecName: Full=tRNA threonylcarbamoyladenosine biosynthesis protein TsaE; AltName:

Full=t(6)A37 threonylcarbamoyladenosine biosynthesis protein TsaE [Escherichia col
54% GO:0070526 _ _ _ _ _ _ K06925 tsaE

orf2311 249 gi|517921200|ref|WP_019091408.1| mannose-1-phosphate guanylyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ K00966 GMPP

orf2312 1016 gi|498194824|ref|WP_010508980.1| nuclease [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0714 hypothetical protein 87.73% COG3893 _ _ None _

orf2313 1189 gi|517915732|ref|WP_019085940.1| DNA helicase II [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0005524;GO:0032508;GO:0008854;GO:0004003;GO:0009338;GO:0000738;GO:00 272568.GDI_0715 putative UvrD/REP helicase 78.06% COG1074 _ _ None _

orf2314 109 gi|498194828|ref|WP_010508984.1| thioredoxin [Komagataeibacter europaeus] 100% gi|135741|sp|P00275.1|THIO1_CORNE RecName: Full=Thioredoxin C-1 [Corynebacterium nephridii] 79% GO:0006662;GO:0015035;GO:0006118;GO:0055114;GO:0045454 272568.GDI_0716 thioredoxin 92.59% COG0526 _ _ K03671 trxA

orf2315 284 gi|498194830|ref|WP_010508986.1| sugar phosphotransferase system protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006807;GO:0005975;GO:0016810 272568.GDI_0717 putative cellobiose phosphate 90.84% COG3394 _ NOG276895 None _

orf2316 474 gi|648237487|ref|WP_026018636.1| MULTISPECIES: radical SAM protein [Komagataeibacter] 100% _ _ _ GO:0008168;GO:0032259;GO:0051536 272568.GDI_0718 radical SAM family Fe-S protein 96.52% COG1032 _ _ None _

orf2317 393 gi|498194834|ref|WP_010508990.1| ceramide glucosyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016757 272568.GDI_0719 putative glycosyl transferase protein 83.82% COG1215 _ _ K00720 UGCG

orf2318 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2319 457 gi|517917293|ref|WP_019087501.1| hypothetical protein, partial [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2320 225 gi|498193832|ref|WP_010507988.1| hemolysin III [Komagataeibacter europaeus] 100% _ _ _ GO:0019835;GO:0016021 _ _ _ _ _ _ K11068 hlyIII

orf2321 125 gi|517916749|ref|WP_019086957.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2322 408 gi|517920854|ref|WP_019091062.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|74676545|sp|Q12179.1|YP245_YEAST RecName: Full=Uncharacterized protein YPL245W [Saccharomyces cerevisiae S288c] 77% _ 634452.APA01_00140 hypothetical protein 82.72% COG3410 _ _ K09384 K09384

orf2323 79 gi|498193837|ref|WP_010507993.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2324 62 gi|517920853|ref|WP_019091061.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2325 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2326 462 gi|498193840|ref|WP_010507996.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|110288497|sp|P0C155.1|CBPS2_YEAS RecName: Full=Putative carboxypeptidase YOL153C [Saccharomyces cerevisiae S288c] 54% GO:0004180;GO:0006508 290633.GOX1176 hypothetical protein 78.75% COG0624 _ _ None _

orf2327 296 gi|517916743|ref|WP_019086951.1| thiosulfate sulfurtransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 634452.APA01_03780 thiosulfate sulfurtransferase 83.70% COG2897 _ _ K01011 TST, MPST, sseA

orf2328 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2329 302 gi|517920849|ref|WP_019091057.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2330 59 gi|517916742|ref|WP_019086950.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2331 65 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2332 40 gi|517916740|ref|WP_019086948.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2333 429 gi|498193843|ref|WP_010507999.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2334 71 gi|517916739|ref|WP_019086947.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2335 409 gi|498193846|ref|WP_010508002.1| mechanosensitive ion channel protein MscS [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0055085 272568.GDI_1788 MscS mechanosensitive ion channel 89.23% COG0668 _ NOG72935 None _

orf2336 285 gi|498193848|ref|WP_010508004.1| UDP pyrophosphate phosphatase [Komagataeibacter europaeus] 100% gi|189037458|sp|A9HI81.1|UPPP_GLUDA
RecName: Full=Undecaprenyl-diphosphatase; AltName: Full=Bacitracin resistance protein; AltName:

Full=Undecaprenyl pyrophosphate phosphatase [Gluconacetobacter diaz
77% GO:0009252;GO:0046677;GO:0050380;GO:0016021;GO:0016311;GO:0005886;GO:0008360 272568.GDI_1791

undecaprenyl pyrophosphate phosphatase; Catalyzes the dephosphorylation of

undecaprenyl diph [...]
76.83% COG1968 _ _ K06153 E3.6.1.27, bacA

orf2337 163 gi|648237533|ref|WP_026018682.1|
organic solvent ABC transporter substrate-binding protein [Komagataeibacter

europaeus]
100% _ _ _ _ 272568.GDI_1792 putative toluene tolerance protein 80.00% COG1463 _ _ K02067 ABC.X1.S

orf2338 364 gi|498193850|ref|WP_010508006.1| D-alanine--D-alanine ligase [Komagataeibacter europaeus] 99% _ _ _ GO:0005524;GO:0008152;GO:0016874 272568.GDI_1793 hypothetical protein 79.71% _ _ NOG28293 None _

orf2339 191 gi|582022428|gb|AHI25770.1| hypothetical protein H845_1830 [Gluconacetobacter xylinus E25] 99% _ _ _ _ 272568.GDI_1794 hypothetical protein 83.89% _ _ NOG237976 None _

orf2340 316 gi|498193852|ref|WP_010508008.1| lytic transglycosylase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1795 lytic murein transglycosylase 78.05% COG2951 _ _ K08305 mltB

orf2341 425 gi|517921068|ref|WP_019091276.1| D-alanyl-D-alanine carboxypeptidase [Komagataeibacter europaeus] 100% gi|1169208|sp|P44466.1|DACA_HAEIN
RecName: Full=D-alanyl-D-alanine carboxypeptidase DacA; Short=DD-carboxypeptidase;

Short=DD-peptidase; AltName: Full=Penicillin-binding protein 5; Short=PBP-5; Flags
53% GO:0006508;GO:0009002 272568.GDI_1797 putative penicillin-binding protein 5 precursor 88.52% COG1686 _ _ K07258 dacC, dacA, dacD

orf2342 214 gi|517915970|ref|WP_019086178.1| thymidylate kinase [Komagataeibacter europaeus] 100% gi|81557238|sp|Q5FUU6.1|KTHY_GLUO RecName: Full=Thymidylate kinase; AltName: Full=dTMP kinase [Gluconobacter oxydans 621H] 70% GO:0004798;GO:0005524;GO:0046939;GO:0006233;GO:0006235;GO:0006206 _ _ _ _ _ _ K00943 E2.7.4.9, tmk

orf2343 320 gi|498193855|ref|WP_010508011.1| DNA polymerase III subunit delta' [Komagataeibacter europaeus] 99% _ _ _ GO:0003887;GO:0006261;GO:0042575 _ _ _ _ _ _ K02341 DPO3D2, holB

orf2344 512 gi|498193856|ref|WP_010508012.1| methionyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|25009345|sp|P59078.1|SYM_BRUSU
RecName: Full=Methionine--tRNA ligase; AltName: Full=Methionyl-tRNA synthetase; Short=MetRS

[Brucella suis 1330]
71% GO:0006555;GO:0005524;GO:0006431;GO:0004825;GO:0005737 272568.GDI_1800 methionyl-tRNA synthetase 89.04% COG0143 _ _ K01874 MARS, metG

orf2345 265 gi|498193857|ref|WP_010508013.1| LuxR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|1175659|sp|P44718.1|Y454_HAEIN RecName: Full=Uncharacterized deoxyribonuclease HI_0454 [Haemophilus influenzae Rd KW20] 62% GO:0016888;GO:0000737 272568.GDI_1801 hydrolase, TatD family 81.01% COG0084 _ _ K03424 tatD

orf2346 264 gi|517915971|ref|WP_019086179.1| hydrolase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152;GO:0016740 272568.GDI_1802 putative beta-lactamase-like 79.62% COG1235 _ _ K06167 phnP

orf2347 500 gi|498193859|ref|WP_010508015.1| inosine-5`-monophosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|6016372|sp|O67820.1|IMDH_AQUAE
RecName: Full=Inosine-5'-monophosphate dehydrogenase; Short=IMP dehydrogenase; Short=IMPD;

Short=IMPDH [Aquifex aeolicus VF5]
75% GO:0042720;GO:0046872;GO:0006177;GO:0030554;GO:0006144;GO:0003938;GO:0055114 272568.GDI_1811 inosine-5'-monophosphate dehydrogenase 95.45%

COG0516;COG051

7
_ _ K00088 guaB

orf2348 431 gi|517915972|ref|WP_019086180.1| rRNA cytosine-C5-methylase [Komagataeibacter europaeus] 100% gi|46396984|sp|Q8ZJ81.1|RSMB_YERPE
RecName: Full=Ribosomal RNA small subunit methyltransferase B; AltName: Full=16S rRNA

m5C967 methyltransferase; AltName: Full=rRNA (cytosine-C(5)-)-methyltransferas
49% GO:0003723;GO:0008168;GO:0032259 272568.GDI_1812 Fmu (Sun) domain protein 81.37% COG0144 _ _ K03500 rsmB, sun

orf2349 630 gi|517921065|ref|WP_019091273.1| sodium:proton antiporter [Komagataeibacter europaeus] 100% _ _ _ GO:1902600;GO:0006885;GO:0016021;GO:0015299 272568.GDI_1813 sodium/hydrogen exchanger 89.34% COG0025 _ _ None _

orf2350 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2351 57 gi|517915974|ref|WP_019086182.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf2352 221 gi|648237535|ref|WP_026018684.1| MULTISPECIES: transcriptional regulator [Komagataeibacter] 100% gi|68053219|sp|Q8GP20.2|RSSB_SERMA RecName: Full=Swarming motility regulation protein RssB 54% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_1815 putative DNA-binding response regulator MtrA 97.65% COG0745 _ _ None _

orf2353 309 gi|498193865|ref|WP_010508021.1| exodeoxyribonuclease III [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006281;GO:0005622;GO:0090305;GO:0004519 272568.GDI_1816 exodeoxyribonuclease III Xth 81.47% COG0708 _ _ K01142 E3.1.11.2, xthA

orf2354 639 gi|517915976|ref|WP_019086184.1| excinuclease ABC subunit C [Komagataeibacter europaeus] 100% gi|81351338|sp|Q5FNP1.1|UVRC_GLUOX
RecName: Full=UvrABC system protein C; Short=Protein UvrC; AltName: Full=Excinuclease ABC

subunit C [Gluconobacter oxydans 621H]
84% GO:0003677;GO:0000737;GO:0009381;GO:0009432;GO:0005737;GO:0006289;GO:0009380 272568.GDI_1818 excinuclease ABC subunit C 84.54% COG0322 _ _ K03703 uvrC

orf2355 199 gi|498193867|ref|WP_010508023.1|
CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase

[Komagataeibacter europaeus]
100% gi|81692327|sp|Q68XS5.1|PGSA_RICTY

RecName: Full=CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase [Rickettsia typhi

str. Wilmington]
65% GO:0008654;GO:0046486;GO:0008444;GO:0016021 272568.GDI_1819 CDP-diacylglycerol/glycerol-3-phosphate 3-phosphatidyltransferase 88.04% COG0558 _ _ K00995

E2.7.8.5, pgsA,

PGS1

orf2356 162 gi|498193868|ref|WP_010508024.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2357 84 gi|498193871|ref|WP_010508027.1| molybdenum cofactor biosynthesis protein MoaD [Komagataeibacter europaeus] 100% gi|2507065|sp|P30748.2|MOAD_ECOLI
RecName: Full=Molybdopterin synthase sulfur carrier subunit; AltName: Full=MPT synthase subunit

1; AltName: Full=Molybdenum cofactor biosynthesis protein D; AltName:
58% GO:0006777 _ _ _ _ _ _ K03636 moaD

orf2358 154 gi|517915979|ref|WP_019086187.1| molybdenum cofactor biosynthesis protein MoaE [Komagataeibacter europaeus] 100% gi|20139054|sp|Q92QX5.1|MOAE_RHIME
RecName: Full=Molybdopterin synthase catalytic subunit; AltName: Full=MPT synthase subunit 2;

AltName: Full=Molybdenum cofactor biosynthesis protein E; AltName: Ful
65% GO:0006777 272568.GDI_1822 molybdopterin biosynthesis MoaE protein 76.39% COG0314 _ _ K03635 MOCS2, moaE

orf2359 637 gi|517921062|ref|WP_019091270.1| ribonucleotide-diphosphate reductase subunit alpha [Komagataeibacter europaeus] 100% gi|82002921|sp|Q6GZT8.1|RIR1_FRG3G
RecName: Full=Putative ribonucleoside-diphosphate reductase large subunit; AltName:

Full=Ribonucleotide reductase large subunit [Frog virus 3 (isolate Goorha)]
57%

GO:0005524;GO:0006260;GO:0055114;GO:0005971;GO:0004748;GO:0006144;GO:0009186;GO:00

06206
272568.GDI_1823

ribonucleotide-diphosphate reductase subunit alpha; Provides the precursors

necessary for DN [...]
93.37% COG0209 _ _ K00525

E1.17.4.1A, nrdA,

nrdE

orf2360 336 gi|657221502|ref|WP_029335220.1| ribonucleotide-diphosphate reductase subunit beta [Komagataeibacter europaeus] 100% gi|82002917|sp|Q6GZQ8.1|RIR2_FRG3G
RecName: Full=Putative ribonucleoside-diphosphate reductase small subunit 067L [Frog virus 3

(isolate Goorha)]
59%

GO:0009263;GO:0006260;GO:0055114;GO:0005971;GO:0046872;GO:0004748;GO:0009186;GO:00

06144;GO:0006206
272568.GDI_1824 ribonucleotide-diphosphate reductase subunit beta 92.77% COG0208 _ _ K00526

E1.17.4.1B, nrdB,

nrdF

orf2361 251 gi|517915983|ref|WP_019086191.1| methyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008168;GO:0032259 _ _ _ _ _ _ None _

orf2362 334 gi|498193877|ref|WP_010508033.1| farnesyltranstransferase [Komagataeibacter europaeus] 100% gi|83286883|sp|P0AD57.1|ISPB_ECOLI
RecName: Full=Octaprenyl-diphosphate synthase; AltName: Full=All-trans-octaprenyl-diphosphate

synthase; AltName: Full=Octaprenyl pyrophosphate synthase; Short=OPP s
62% GO:0006694;GO:0004337;GO:0016114;GO:0004161 272568.GDI_1826 polyprenyl synthetase 91.19% COG0142 _ _ K02523 ispB

orf2363 276 gi|498193878|ref|WP_010508034.1| glutamate racemase [Komagataeibacter europaeus] 98% gi|122327492|sp|Q0BTT2.1|MURI_GRAB RecName: Full=Glutamate racemase [Granulibacter bethesdensis CGDNIH1] 61% GO:0006541;GO:0009252;GO:0008881;GO:0008360 272568.GDI_1827 putative glutamate racemase 75.86% COG0796 _ _ K01776 E5.1.1.3, murI

orf2364 229 gi|648237494|ref|WP_026018643.1| orotate phosphoribosyltransferase [Komagataeibacter europaeus] 100%
gi|259547579|sp|C6BW21.1|PYRE_DESA

D

RecName: Full=Orotate phosphoribosyltransferase; Short=OPRT; Short=OPRTase [Desulfovibrio

salexigens DSM 2638]
74% GO:0000287;GO:0044205;GO:0006206;GO:0004588 290633.GOX1998

orotate phosphoribosyltransferase; Catalyzes the transfer of a ribosyl phosphate

group from  [...]
96.23% COG0461 _ _ K00762 pyrE

orf2365 84 gi|503870674|ref|WP_014104668.1| hypothetical protein [Komagataeibacter medellinensis] 99% _ _ _ _ 272568.GDI_1829 hypothetical protein 88.61% _ _ NOG230157 None _

orf2366 432 gi|517915760|ref|WP_019085968.1| type II citrate synthase [Komagataeibacter europaeus] 100% gi|116462|sp|P20901.1|CISY_ACEAC RecName: Full=Citrate synthase; AltName: Full=Acetic acid resistance protein [Acetobacter aceti] 92% GO:0006099;GO:0046487;GO:0044262;GO:0004108;GO:0005737 272568.GDI_1830 citrate synthase 94.35% COG0372 _ _ K01647 CS, gltA

orf2367 183 gi|498193883|ref|WP_010508039.1| phosphohistidine phosphatase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K08296 sixA

orf2368 355 gi|517915757|ref|WP_019085965.1| phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 272568.GDI_1833 metallophosphoesterase 89.04% COG0639 _ NOG124399 K01090 E3.1.3.16

orf2369 505 gi|517921210|ref|WP_019091418.1| acetyl-CoA hydrolase [Komagataeibacter europaeus] 100% gi|729048|sp|P38946.1|CAT1_CLOK5 RecName: Full=Succinyl-CoA:coenzyme A transferase [Clostridium kluyveri DSM 555] 67% _ 272568.GDI_1836 Acetyl-CoA hydrolase 92.79% COG0427 _ _ K01067 E3.1.2.1, ACH1

orf2370 84 gi|494642465|ref|WP_007400409.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 69% _ _ _ _ _ _ _ _ _ _ None _

orf2371 1516 gi|498193887|ref|WP_010508043.1| chromosome partitioning protein Smc [Komagataeibacter europaeus] 99% gi|334351160|sp|A3PMS2.2|SMC_RHOS1 RecName: Full=Chromosome partition protein Smc [Rhodobacter sphaeroides ATCC 17029] 54% GO:0030261;GO:0003677;GO:0005524;GO:0007062;GO:0006260;GO:0005737 634452.APA01_10730 chromosome segregation protein SMC 84.93% COG1196 _ _ K03529 smc

orf2372 207 gi|517921212|ref|WP_019091420.1| thiol:disulfide interchange protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1838 DsbA oxidoreductase 91.45% COG1651 _ _ None _

orf2373 318 gi|517921213|ref|WP_019091421.1| hemolysin C [Komagataeibacter europaeus] 100% gi|75536025|sp|Q4UK99.1|HLYC_RICFE RecName: Full=Hemolysin C [Rickettsia felis URRWXCal2] 61% GO:0016614;GO:0030554;GO:0050660;GO:0055114 272568.GDI_1840 CBS domain containing protein 90.20% COG1253 _ _ None _

orf2374 163 gi|498193892|ref|WP_010508048.1| metalloprotease [Komagataeibacter europaeus] 100% gi|62901405|sp|Q5FPF3.1|YBEY_GLUOX RecName: Full=Endoribonuclease YbeY 65% GO:0004521;GO:0006508;GO:0004222;GO:0008270;GO:0090502;GO:0051252;GO:0006364;GO:00 _ _ _ _ _ _ K07042 ybeY, yqfG

orf2375 351 gi|498193893|ref|WP_010508049.1| phosphate starvation protein PhoH [Komagataeibacter europaeus] 100% gi|251757449|sp|P46343.3|PHOL_BACSU RecName: Full=PhoH-like protein [Bacillus subtilis subsp. subtilis str. 168] 81% GO:0005524 634452.APA01_10770 phosphate starvation-inducible protein PhoH 78.01% COG1702 _ _ K06217 phoH, phoL

orf2376 437 gi|648238546|ref|WP_026019695.1|
(dimethylallyl)adenosine tRNA methylthiotransferase [Komagataeibacter

europaeus]
100%

gi|229890548|sp|A9HIM2.1|MIAB_GLUD

A

RecName: Full=tRNA-2-methylthio-N(6)-dimethylallyladenosine synthase; AltName:

Full=(Dimethylallyl)adenosine tRNA methylthiotransferase MiaB; AltName: Full=tRNA-i(
87% GO:0005506;GO:0051539;GO:0006400;GO:0016740;GO:0005737 272568.GDI_1843

hypothetical protein; Catalyzes the methylthiolation of N6-

(dimethylallyl)adenosine (i(6)A) [...]
87.38% COG0621 _ _ K06168 miaB

orf2377 42 gi|582022391|gb|AHI25733.1| hypothetical protein H845_1793 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2378 41 gi|582022390|gb|AHI25732.1| hypothetical protein H845_1792 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2379 615 gi|657221509|ref|WP_029335227.1| membrane protein [Komagataeibacter europaeus] 100%
gi|395455096|sp|E1WAU4.1|TAMA_SAL

TS

RecName: Full=Translocation and assembly module TamA; AltName: Full=Autotransporter assembly

factor TamA; Flags: Precursor
54% GO:0019867 272568.GDI_1844 surface antigen (D15) 76.79% COG0729 _ _ K07278 ytfM

orf2380 1400 gi|498193896|ref|WP_010508052.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K09800 K09800

orf2381 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2382 407 gi|657221511|ref|WP_029335229.1| membrane protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2383 198 gi|648237491|ref|WP_026018640.1| MULTISPECIES: CarD family transcriptional regulator [Komagataeibacter] 99% _ _ _ _ 272568.GDI_1850 CarD family transcriptional regulator 96.82% COG1329 _ _ K07736 K07736

orf2384 323 gi|657221513|ref|WP_029335231.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|20140726|sp|Q98E66.1|Y4386_RHILO RecName: Full=UPF0187 protein mll4386 [Mesorhizobium loti MAFF303099] 51% _ 272568.GDI_1851 hypothetical protein 85.36% COG3781 _ _ K08994 yneE

orf2385 395 gi|498193901|ref|WP_010508057.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|1169602|sp|P45382.1|FADH_PARDE
RecName: Full=S-(hydroxymethyl)glutathione dehydrogenase; AltName: Full=Glutathione-dependent

formaldehyde dehydrogenase; Short=FALDH; Short=FDH; Short=GSH-FDH [Para
82% GO:0004022;GO:0006069;GO:0008270;GO:0051903 272568.GDI_1852 putative alcohol dehydrogenase class 3 96.50% COG1062 _ _ K00121 frmA, ADH5, adhC

orf2386 284 gi|498193902|ref|WP_010508058.1| S-formylglutathione hydrolase [Komagataeibacter europaeus] 100% gi|62900337|sp|Q9R0P3.1|ESTD_MOUSE
RecName: Full=S-formylglutathione hydrolase; Short=FGH; AltName: Full=Esterase 10; AltName:

Full=Esterase D; AltName: Full=Sid 478 [Mus musculus]
67% GO:0046294;GO:0015947;GO:0018738 272568.GDI_1853 esterase protein 83.09% COG0627 _ _ K01070 frmB, ESD, fghA

orf2387 139 gi|498193903|ref|WP_010508059.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|3025207|sp|P74125.1|Y1880_SYNY3 RecName: Full=UPF0047 protein sll1880 [Synechocystis sp. PCC 6803 substr. Kazusa] 69% _ 272568.GDI_1854 hypothetical protein 85.61% COG0432 _ _ None _

orf2388 343 gi|648238548|ref|WP_026019697.1| tryptophanyl-tRNA synthetase [Komagataeibacter europaeus] 99% gi|25009445|sp|Q9AC05.1|SYW_CAUCR
RecName: Full=Tryptophan--tRNA ligase; AltName: Full=Tryptophanyl-tRNA synthetase;

Short=TrpRS [Caulobacter crescentus CB15]
70% GO:0004830;GO:0005524;GO:0006568;GO:0006436;GO:0005737 272568.GDI_1855 putative tryptophanyl-tRNA synthetase 87.50% COG0180 _ _ K01867 WARS, trpS

orf2389 178 gi|498193905|ref|WP_010508061.1| cytochrome C biogenesis protein CcdA [Komagataeibacter europaeus] 100% _ _ _ GO:0009055;GO:0020037;GO:0005506;GO:0006118 _ _ _ _ _ _ None _

orf2390 149 gi|498193907|ref|WP_010508063.1| peptidylprolyl isomerase [Komagataeibacter europaeus] 100% gi|12231005|sp|P30417.2|FKBZ_PSEAE
RecName: Full=Probable FKBP-type 25 kDa peptidyl-prolyl cis-trans isomerase; Short=PPIase;

AltName: Full=Rotamase [Pseudomonas aeruginosa PAO1]
53% GO:0006457;GO:0003755;GO:0000413 272568.GDI_1856 peptidylprolyl isomerase FKBP-type 88.18% COG0545 _ _ K03773 fklB

orf2391 389 gi|498193908|ref|WP_010508064.1| argininosuccinate synthase [Komagataeibacter europaeus] 100%
gi|189046390|sp|A9HIQ4.1|ASSY_GLUD

A

RecName: Full=Argininosuccinate synthase; AltName: Full=Citrulline--aspartate ligase

[Gluconacetobacter diazotrophicus PA1 5]
96% GO:0006522;GO:0006531;GO:0005524;GO:0004055;GO:0006526;GO:0005737;GO:0006560 634452.APA01_14980 argininosuccinate synthase 97.15% COG0137 _ _ K01940 E6.3.4.5, argG

orf2392 414 gi|498193909|ref|WP_010508065.1| 50S rRNA methyltransferase [Komagataeibacter europaeus] 100%
gi|81352583|sp|Q5FUA9.1|RLMN_GLUO

X

RecName: Full=Dual-specificity RNA methyltransferase RlmN; AltName: Full=23S rRNA

(adenine(2503)-C(2))-methyltransferase; AltName: Full=23S rRNA m2A2503 methyltrans
89%

GO:0030488;GO:0000049;GO:0005737;GO:0046872;GO:0051539;GO:0070040;GO:0070475;GO:00

02935;GO:0019843
272568.GDI_1858 hypothetical protein 95.45% COG0820 _ _ K06941 rlmN

orf2393 187 gi|517921223|ref|WP_019091431.1| hemolysin [Komagataeibacter europaeus] 100% gi|251757425|sp|P19672.3|YQXC_BACSU RecName: Full=Putative rRNA methyltransferase YqxC [Bacillus subtilis subsp. subtilis str. 168] 63% GO:0003723;GO:0008168;GO:0032259 272568.GDI_1859 hemolysin A 88.33% COG1189 _ _ K06442 tlyA

orf2394 170 gi|498194603|ref|WP_010508759.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0949 hypothetical protein 84.38% COG1430 _ _ K09005 K09005

orf2395 219 gi|498194605|ref|WP_010508761.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2494856|sp|P75849.1|YCBL_ECOLI RecName: Full=Uncharacterized protein YcbL [Escherichia coli K-12] 64% GO:0006090;GO:0004416 272568.GDI_0948 Beta-lactamase-like protein 79.52% COG0491 _ _ None _

orf2396 126 gi|498194607|ref|WP_010508763.1| attachment protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2397 360 gi|517915871|ref|WP_019086079.1| xanthine dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0947 hypothetical protein 80.46% COG1975 _ _ K07402 xdhC

orf2398 212 gi|517915872|ref|WP_019086080.1| molybdopterin biosynthesis protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ K07141 mocA

orf2399 116 gi|498194613|ref|WP_010508769.1| translation initiation inhibitor [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0945 endoribonuclease L-PSP 88.29% COG0251 _ _ None _

orf2400 253 gi|648238501|ref|WP_026019650.1| amidase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0944 putative CHAP protein 83.76% COG3942 _ _ None _

orf2401 143 gi|517915874|ref|WP_019086082.1| 50S rRNA methyltransferase [Komagataeibacter europaeus] 100%
gi|229564360|sp|A9HC19.2|RLMH_GLUD

A

RecName: Full=Ribosomal RNA large subunit methyltransferase H; AltName: Full=23S rRNA

(pseudouridine1915-N3)-methyltransferase; AltName: Full=23S rRNA m3Psi1915 me
87% GO:0008168;GO:0032259;GO:0006364;GO:0005737 634452.APA01_03770 hypothetical protein 79.86% COG1576 _ _ K00783 rlmH

orf2402 149 gi|517920940|ref|WP_019091148.1| hypothetical protein [Komagataeibacter europaeus] 100%
gi|81354685|sp|Q5NLX3.1|IOJAP_ZYMM

O

RecName: Full=Ribosomal silencing factor RsfS [Zymomonas mobilis subsp. mobilis ZM4 = ATCC

31821]
69% GO:0017148;GO:0090071;GO:0042256;GO:0005737 272568.GDI_0942 hypothetical protein 86.36% COG0799 _ _ K09710 ybeB

orf2403 210 gi|517920941|ref|WP_019091149.1| nicotinic acid mononucleotide adenylyltransferase [Komagataeibacter europaeus] 100%
gi|189083453|sp|A9HC14.1|NADD_GLUD

A

RecName: Full=Probable nicotinate-nucleotide adenylyltransferase; AltName: Full=Deamido-

NAD(+) diphosphorylase; AltName: Full=Deamido-NAD(+) pyrophosphorylase; Alt
77% GO:0019357;GO:0005524;GO:0004515;GO:0009435 272568.GDI_0941

iojap-like protein; Catalyzes the reversible adenylation of nicotinate

mononucleotide (NaMN) [...]
78.69% COG1057 _ _ K00969 nadD

orf2404 427 gi|498194623|ref|WP_010508779.1| gamma-glutamyl phosphate reductase [Komagataeibacter europaeus] 100% gi|73921787|sp|Q5FRT2.1|PROA_GLUOX
RecName: Full=Gamma-glutamyl phosphate reductase; Short=GPR; AltName: Full=Glutamate-5-

semialdehyde dehydrogenase; AltName: Full=Glutamyl-gamma-semialdehyde dehydro
83% GO:0050661;GO:0055129;GO:0000051;GO:0004350;GO:0006537;GO:0055114;GO:0005737 634452.APA01_03740 gamma-glutamyl phosphate reductase 88.32% COG0014 _ _ K00147 proA

orf2405 364 gi|498194624|ref|WP_010508780.1| GTP-binding protein YchF [Komagataeibacter europaeus] 100% gi|47605652|sp|Q7VMI2.3|YCHF_HAEDU RecName: Full=Ribosome-binding ATPase YchF [Haemophilus ducreyi 35000HP] 74% _ 272568.GDI_0937 GTP-dependent nucleic acid-binding protein EngD 95.05% COG0012 _ _ K06942 K06942

orf2406 177 gi|498194626|ref|WP_010508782.1| peptidyl-tRNA hydrolase [Komagataeibacter europaeus] 99% gi|119390946|sp|Q0BPN7.1|PTH_GRABC RecName: Full=Peptidyl-tRNA hydrolase; Short=PTH [Granulibacter bethesdensis CGDNIH1] 85% GO:0008152;GO:0005737;GO:0004045 272568.GDI_0936 peptidyl-tRNA hydrolase 93.68% COG0193 _ _ K01056 PTH1, pth, spoVC

orf2407 178 gi|498194628|ref|WP_010508784.1| 50S ribosomal protein L25 [Komagataeibacter europaeus] 100%
gi|189042360|sp|A9HC01.1|RL25_GLUD

A

RecName: Full=50S ribosomal protein L25; AltName: Full=General stress protein CTC

[Gluconacetobacter diazotrophicus PA1 5]
81% GO:0005840;GO:0042254;GO:0006412;GO:0003735;GO:0008097 272568.GDI_0935

50S ribosomal protein L25; This is one of the proteins that binds to the 5S RNA in

the ribos [...]
83.33% COG1825 _ _ K02897 RP-L25, rplY

orf2408 196 gi|517915878|ref|WP_019086086.1| phosphoglycerate mutase [Komagataeibacter europaeus] 99% gi|81341015|sp|O07617.1|PHOE_BACSU RecName: Full=Uncharacterized phosphatase PhoE [Bacillus subtilis subsp. subtilis str. 168] 76% _ 272568.GDI_0934 phosphoglycerate mutase 79.47% COG0406 _ _ K15634 gpmB



orf2409 329 gi|498194632|ref|WP_010508788.1| ribose-phosphate pyrophosphokinase [Komagataeibacter europaeus] 100%
gi|122326074|sp|Q0BPP0.1|KPRS_GRAB

C

RecName: Full=Ribose-phosphate pyrophosphokinase; Short=RPPK; AltName: Full=Phosphoribosyl

pyrophosphate synthase; Short=P-Rib-PP synthase; Short=PRPP synthase [Gr
90%

GO:0000287;GO:0004749;GO:0016310;GO:0005524;GO:0016301;GO:0009165;GO:0005737;GO:00

06098;GO:0006144;GO:0009156;GO:0006015
272568.GDI_0933 ribose-phosphate pyrophosphokinase 93.56% COG0462 _ _ K00948 PRPS, prsA

orf2410 471 gi|648237515|ref|WP_026018664.1| Titin [Komagataeibacter europaeus] 97% gi|172048015|sp|A8IG20.1|IF2_AZOC5 RecName: Full=Translation initiation factor IF-2 [Azorhizobium caulinodans ORS 571] 38% _ _ _ _ _ _ _ None _

orf2411 259 gi|657221677|ref|WP_029335395.1| hypothetical protein [Komagataeibacter europaeus] 98% gi|11135915|sp|Q9RT03.1|Y1966_DEIRA RecName: Full=Laccase domain protein DR_1966 [Deinococcus radiodurans R1] 47% _ 272568.GDI_0931 hypothetical protein 76.76% COG1496 _ _ K05810 yfiH

orf2412 349 gi|498194638|ref|WP_010508794.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|74868997|sp|Q9VGR2.1|NDUF7_DRO RecName: Full=NADH dehydrogenase [ubiquinone] 57% _ _ _ _ _ _ _ None _

orf2413 287 gi|498194639|ref|WP_010508795.1| prolipoprotein diacylglyceryl transferase [Komagataeibacter europaeus] 100% gi|189046576|sp|A9HBY2.1|LGT_GLUDA RecName: Full=Prolipoprotein diacylglyceryl transferase [Gluconacetobacter diazotrophicus PA1 5] 85% GO:0008961;GO:0016021;GO:0042158;GO:0005886;GO:0009249 272568.GDI_0929
prolipoprotein diacylglyceryl transferase; Transfers the N-acyl diglyceride group

on what wi [...]
87.84% COG0682 _ _ K13292 lgt, umpA

orf2414 326 gi|517915882|ref|WP_019086090.1| ADP-L-glycero-D-manno-heptose-6-epimerase [Komagataeibacter europaeus] 100%
gi|167017153|sp|A1VGB0.1|HLDD_DESV

V

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-

D-manno-heptose-6-epimerase; Short=ADP-glyceromanno-heptose 6-epimerase;
61% GO:0009103;GO:0050661;GO:0008712;GO:0097171 272568.GDI_0928

ADP-L-glycero-D-manno-heptose-6-epimerase; Catalyzes the interconversion

between ADP-D-glyce [...]
82.41% COG0451 _ _ K03274 gmhD, rfaD

orf2415 95 gi|498194643|ref|WP_010508799.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0927 hypothetical protein 88.24% COG2960 _ NOG147578 None _

orf2416 149 gi|648238504|ref|WP_026019653.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0926 hypothetical protein 90.60% COG5465 _ _ None _

orf2417 263 gi|648237518|ref|WP_026018667.1| pyrroline-5-carboxylate reductase [Komagataeibacter europaeus] 100% gi|130971|sp|P22008.2|P5CR_PSEAE
RecName: Full=Pyrroline-5-carboxylate reductase; Short=P5C reductase; Short=P5CR [Pseudomonas

aeruginosa PAO1]
54% GO:0006525;GO:0006561;GO:0055114;GO:0004735 272568.GDI_0925 putative pyrroline-5-carboxylate reductase 79.53% COG0345 _ _ K00286 E1.5.1.2, proC

orf2418 163 gi|498194649|ref|WP_010508805.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677 634452.APA01_26420 transcriptional regulator TetR 81.05% _ _ NOG84840 None _

orf2419 351 gi|517915885|ref|WP_019086093.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0174 hypothetical protein 80.32% COG2307 _ _ None _

orf2420 485 gi|517920952|ref|WP_019091160.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2496793|sp|Q55587.1|Y335_SYNY3 RecName: Full=Uncharacterized protein sll0335 [Synechocystis sp. PCC 6803 substr. Kazusa] 70% _ 272568.GDI_0175 hypothetical protein 91.28% COG2308 _ _ None _

orf2421 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2422 305 gi|517920954|ref|WP_019091162.1| transglutaminase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2423 360 gi|498194658|ref|WP_010508814.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|54040565|sp|P65010.1|Y2598_MYCBO
RecName: Full=Uncharacterized protein Mb2598c [Mycobacterium bovis Y2568_MYCTO

RecName: Full=Uncharacterized protein MT2644 [My
56% _ _ _ _ _ _ _ None _

orf2424 76 gi|494640872|ref|WP_007398816.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 84% _ _ _ _ _ _ _ _ _ _ None _

orf2425 314 gi|517920957|ref|WP_019091165.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 98% gi|461503|sp|Q04778.1|ALSR_BACSU
RecName: Full=HTH-type transcriptional regulator AlsR; AltName: Full=Als operon regulatory

protein [Bacillus subtilis subsp. subtilis str. 168]
56% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 634452.APA01_03790 transcriptional regulator LysR 83.45% COG0583 _ _ None _

orf2426 247 gi|498194664|ref|WP_010508820.1| Fe-S oxidoreductase [Komagataeibacter europaeus] 100% gi|81786964|sp|Q9KBU2.1|LUTA_BACH RecName: Full=Lactate utilization protein A [Bacillus halodurans C-125] 65% _ 634452.APA01_03840 iron-sulfur (Fe-S) oxidoreductase 93.83% COG0247 _ _ None _

orf2427 470 gi|498194666|ref|WP_010508822.1| 4Fe-4S ferredoxin [Komagataeibacter europaeus] 100% gi|259495060|sp|A7GMJ3.1|LUTB_BACC RecName: Full=Lactate utilization protein B [Bacillus cytotoxicus NVH 391-98] 58% GO:0051536 634452.APA01_03850 iron-sulfur binding oxidoreductase 91.82% COG1139 _ _ None _

orf2428 195 gi|498194667|ref|WP_010508823.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_03860 hypothetical protein 81.87% _ _ NOG78994 K00782 ykgG

orf2429 89 gi|498194669|ref|WP_010508825.1| integration host factor [Komagataeibacter europaeus] 100% _ _ _ GO:0003677 272568.GDI_0923 putative DNA-binding protein HU-alpha 98.88% COG0776 _ _ K03530 hupB

orf2430 468 gi|517920960|ref|WP_019091168.1| membrane protein [Komagataeibacter europaeus] 100% gi|1706912|sp|P55126.1|FRPA_NEIMC RecName: Full=Iron-regulated protein FrpA 51% _ _ _ _ _ _ _ None _

orf2431 658 gi|498194673|ref|WP_010508829.1| NAD+ synthetase [Komagataeibacter europaeus] 100% gi|61228447|sp|P0A5L7.1|NADE_MYCBO
RecName: Full=Glutamine-dependent NAD(+) synthetase; AltName: Full=NAD(+) synthase

[Mycobacterium bovis AF2122/97]
77% GO:0005524;GO:0003952;GO:0016810;GO:0046497;GO:0009435 426117.M446_4906 NAD synthetase 81.46% COG0171 _ _ K01950

E6.3.5.1,

NADSYN1, QNS1,

orf2432 58 gi|498194675|ref|WP_010508831.1| MULTISPECIES: membrane protein [Komagataeibacter] 100% gi|119369521|sp|Q3ILE8.1|Y537_PSEHT RecName: Full=UPF0391 membrane protein PSHAa0537 [Pseudoalteromonas haloplanktis 73% GO:0016021;GO:0005886 _ _ _ _ _ _ None _

orf2433 162 gi|648238506|ref|WP_026019655.1| dihydrolipoamide acyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0015035;GO:0016021;GO:0006118;GO:0005886;GO:0055114 272568.GDI_0917 hypothetical protein 79.26% _ _ NOG131676 None _

orf2434 450 gi|498194679|ref|WP_010508835.1| alpha,alpha-trehalose-phosphate synthase [Komagataeibacter europaeus] 100% gi|123519468|sp|Q2NTK9.1|OTSA_SODG RecName: Full=Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 68% GO:0005982;GO:0005992;GO:0003825;GO:0005985 272568.GDI_0916 putative alpha,alpha-trehalose-phosphate synthase 86.29% COG0380 _ _ K00697 otsA

orf2435 251 gi|517920963|ref|WP_019091171.1| trehalose-phosphatase [Komagataeibacter europaeus] 100% gi|730245|sp|P31678.2|OTSB_ECOLI
RecName: Full=Trehalose-6-phosphate phosphatase; Short=TPP; AltName: Full=Osmoregulatory

trehalose synthesis protein B; AltName: Full=Trehalose 6-phosphate phosphatas
54% GO:0004805;GO:0046872;GO:0005982;GO:0005992;GO:0005985;GO:0016311 272568.GDI_0915 trehalose-phosphatase 81.39% COG1877 _ _ K01087 otsB

orf2436 216 gi|582023397|gb|AHI26739.1| hypothetical protein H845_2829 [Gluconacetobacter xylinus E25] 86% _ _ _ _ _ _ _ _ _ _ None _

orf2437 48 gi|517916281|ref|WP_019086489.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0913 hypothetical protein 78.26% _ _ NOG47438 None _

orf2438 171 gi|498194687|ref|WP_010508843.1|
organic solvent ABC transporter substrate-binding protein [Komagataeibacter

europaeus]
100% _ _ _ _ 272568.GDI_0912 hypothetical protein 88.07% COG1463 _ _ K02067 ABC.X1.S

orf2439 122 gi|498194689|ref|WP_010508845.1| NADH dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0009055;GO:0006744;GO:0006118;GO:0006120;GO:0008137;GO:0006814;GO:00 272568.GDI_0911 NADH:ubiquinone oxidoreductase 17.2 kD subunit 88.14% COG3761 _ _ None _

orf2440 532 gi|657221681|ref|WP_029335399.1| vitamin B12-dependent ribonucleotide reductase [Komagataeibacter europaeus] 100% gi|81591416|sp|Q8UEM4.1|NRDJ_AGRT5
RecName: Full=Vitamin B12-dependent ribonucleotide reductase; AltName: Full=Ribonucleoside-

diphosphate reductase NrdJ [Agrobacterium fabrum str. C58]
67% GO:0004748;GO:0009186;GO:0006144;GO:0006206;GO:0005971;GO:0055114 634452.APA01_02280 vitamin B12-dependent ribonucleotide reductase 89.38% COG0209 _ _ None _

orf2441 155 gi|517916284|ref|WP_019086492.1| endoribonuclease [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_02270 translation initiation inhibitor YjgF 91.39% COG0251 _ _ None _

orf2442 384 gi|648238507|ref|WP_026019656.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0908 hypothetical protein 81.10% COG3146 _ _ K09919 K09919

orf2443 325 gi|648238508|ref|WP_026019657.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100%
gi|613779274|sp|P9WQC0.1|ADHA_MYC

TO
RecName: Full=Probable alcohol dehydrogenase AdhA [Mycobacterium tuberculosis CDC1551] 58% GO:0008270;GO:0055114;GO:0016491 272568.GDI_0902 alcohol dehydrogenase 86.77% COG1064 _ _ K13953 adhP

orf2444 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2445 588 gi|498194700|ref|WP_010508856.1| DEAD/DEAH box helicase [Komagataeibacter europaeus] 100% gi|134039178|sp|P96614.2|CSHA_BACSU
RecName: Full=DEAD-box ATP-dependent RNA helicase CshA [Bacillus subtilis subsp. subtilis str.

168]
56% GO:0005524;GO:0006200;GO:0008026;GO:0003676 272568.GDI_0901 DEAD/DEAH box helicase domain protein 87.50% COG0513 _ _ K05592 deaD

orf2446 251 gi|517920968|ref|WP_019091176.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2447 156 gi|498194704|ref|WP_010508860.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2448 72 gi|498194706|ref|WP_010508862.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2449 223 gi|498194709|ref|WP_010508865.1| phage repressor protein [Komagataeibacter europaeus] 100% _ _ _ GO:0003677 _ _ _ _ _ _ None _

orf2450 601 gi|498194711|ref|WP_010508867.1| elongation factor 4 [Komagataeibacter europaeus] 100%
gi|189046443|sp|A9HG78.1|LEPA_GLUD

A

RecName: Full=Elongation factor 4; Short=EF-4; AltName: Full=Ribosomal back-translocase LepA

[Gluconacetobacter diazotrophicus PA1 5]
95%

GO:0005840;GO:0043022;GO:0006184;GO:0006448;GO:0003746;GO:0045727;GO:0003924;GO:00

05525;GO:0005886
634452.APA01_06360 GTP-binding protein LepA 96.48% COG0481 _ _ K03596 lepA

orf2451 470 gi|498196941|ref|WP_010511097.1| alginate O-acetyltransferase [Komagataeibacter europaeus] 99% gi|33300927|sp|Q51392.2|ALGI_PSEAE
RecName: Full=Probable alginate O-acetylase AlgI; AltName: Full=Alginate biosynthesis protein

AlgI [Pseudomonas aeruginosa PAO1]
54% GO:0042121;GO:0016740 _ _ _ _ _ _ None _

orf2452 373 gi|517917205|ref|WP_019087413.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf2453 65 gi|498196936|ref|WP_010511092.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2454 492 gi|498196934|ref|WP_010511090.1| lytic murein transglycosylase [Komagataeibacter europaeus] 99% _ _ _ GO:0016020;GO:0008933;GO:0004553;GO:0005975;GO:0000270;GO:0042597 _ _ _ _ _ _ K01238 E3.2.1.-

orf2455 197 gi|517916667|ref|WP_019086875.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ K09795 K09795

orf2456 274 gi|498196925|ref|WP_010511081.1| 3-ketodihydrosphingosine reductase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf2457 455 gi|657222051|ref|WP_029335769.1| hydroxydechloroatrazine ethylaminohydrolase [Komagataeibacter europaeus] 100% gi|81622610|sp|Q9I6Z0.1|OXODE_PSEAE RecName: Full=8-oxoguanine deaminase [Pseudomonas aeruginosa PAO1] 57% GO:0006807;GO:0016810 634452.APA01_12810 hydroxydechloroatrazine ethylaminohydrolase 79.96% COG0402 _ _ K03382 atzB

orf2458 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2459 187 gi|582023422|gb|AHI26764.1| hypothetical protein H845_2855 [Gluconacetobacter xylinus E25] 99% _ _ _ _ 272568.GDI_3513 hypothetical protein 83.52% _ _
NOG148954

;NOG67970
None _

orf2460 708 gi|498196916|ref|WP_010511072.1| lipopolysaccharide biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K07290 yhjG

orf2461 620 gi|498196914|ref|WP_010511070.1| dihydroxy-acid dehydratase [Komagataeibacter europaeus] 100% gi|81556892|sp|Q5FN26.1|ILVD_GLUOX RecName: Full=Dihydroxy-acid dehydratase; Short=DAD [Gluconobacter oxydans 621H] 87% GO:0009098;GO:0009099;GO:0015940;GO:0004160;GO:0046872;GO:0051539;GO:0009097 272568.GDI_3847 dihydroxy-acid dehydratase 91.07% COG0129 _ _ K01687 ilvD

orf2462 85 gi|498196912|ref|WP_010511068.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2463 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2464 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2465 140 gi|498196909|ref|WP_010511065.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2466 119 gi|517916659|ref|WP_019086867.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2467 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2468 201 gi|648237648|ref|WP_026018797.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|75497318|sp|Q57F20.1|Y366_BRUAB
RecName: Full=Invasion protein B homolog BruAb1_0366; Flags: Precursor [Brucella abortus bv. 1

str. 9-941]
60% _ _ _ _ _ _ _ None _

orf2469 1028 gi|517922285|ref|WP_019092493.1| hypothetical protein, partial [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2470 351 gi|648237386|ref|WP_026018535.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2471 55 gi|517922048|ref|WP_019092256.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2472 72 gi|498194189|ref|WP_010508345.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2473 229 gi|498194190|ref|WP_010508346.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2474 361 gi|517915088|ref|WP_019085296.1| NADH:flavin oxidoreductase [Komagataeibacter europaeus] 100% gi|2499420|sp|P77258.1|NEMA_ECOLI
RecName: Full=N-ethylmaleimide reductase; AltName: Full=N-ethylmaleimide reducing enzyme

[Escherichia coli K-12]
66% GO:0010181;GO:0055114;GO:0016491 272568.GDI_0232 flavin oxidoreductase 88.54% COG1902 _ _ None _

orf2475 175 gi|657221585|ref|WP_029335303.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2476 222 gi|498194193|ref|WP_010508349.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2477 178 gi|517922050|ref|WP_019092258.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX0922 hypothetical protein 86.09% COG3193 _
NOG145560

;NOG24238
None _

orf2478 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2479 440 gi|517915086|ref|WP_019085294.1| sugar transporter [Komagataeibacter europaeus] 100% gi|3915488|sp|O34961.1|YJMB_BACSU RecName: Full=Uncharacterized symporter YjmB [Bacillus subtilis subsp. subtilis str. 168] 62% GO:0008643 634452.APA01_14100 sugar transporter 95.34% COG2211 _ _ K03292 TC.GPH

orf2480 243 gi|517921886|ref|WP_019092094.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2481 141 gi|498194198|ref|WP_010508354.1| aromatic ring-cleaving dioxygenase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0051213 _ _ _ _ _ _ K10253 K10253

orf2482 203 gi|517915084|ref|WP_019085292.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2483 341 gi|523699673|ref|WP_020817922.1| hypothetical protein [Sphingobium chinhatense] 77% _ _ _ _ _ _ _ _ _ _ None _

orf2484 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2485 63 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2486 300 gi|657216069|ref|WP_029329808.1| hypothetical protein [Komagataeibacter oboediens] 86% _ _ _ _ _ _ _ _ _ _ None _

orf2487 157 gi|498203876|ref|WP_010518032.1| hypothetical protein [Komagataeibacter oboediens] 86% _ _ _ _ _ _ _ _ _ _ None _

orf2488 153 gi|498203718|ref|WP_010517874.1| hypothetical protein [Komagataeibacter oboediens] 70% _ _ _ _ _ _ _ _ _ _ None _

orf2489 207 gi|647535490|ref|WP_025824904.1| hypothetical protein [Asaia astilbis] 84% _ _ _ _ _ _ _ _ _ _ None _

orf2490 231 gi|635175419|gb|KDE19698.1| hypothetical protein AZ09_10550 [Acetobacter aceti 1023] 78% _ _ _ GO:0004518 _ _ _ _ _ _ None _

orf2491 62 gi|517916580|ref|WP_019086788.1| hypothetical protein [Komagataeibacter europaeus] 89% _ _ _ _ _ _ _ _ _ _ None _

orf2492 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2493 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2494 115 gi|498194215|ref|WP_010508371.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2495 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2496 57 gi|517809251|ref|WP_018979459.1| hypothetical protein [Saccharibacter floricola] 70% _ _ _ _ _ _ _ _ _ _ None _

orf2497 94 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2498 50 gi|498194223|ref|WP_010508379.1| hypothetical protein [Komagataeibacter europaeus] 92% _ _ _ _ _ _ _ _ _ _ None _

orf2499 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2500 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2501 375 gi|657221592|ref|WP_029335310.1| restriction endonuclease subunit R [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K17677 IRC3

orf2502 61 gi|498194228|ref|WP_010508384.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2503 838 gi|498194229|ref|WP_010508385.1| topoisomerase [Komagataeibacter europaeus] 98% _ _ _ _ 272568.GDI_3661 hypothetical protein 80.00% _ _ NOG83396 K06919 K06919

orf2504 99 gi|498194238|ref|WP_010508394.1| hypothetical protein [Komagataeibacter europaeus] 78% _ _ _ _ _ _ _ _ _ _ None _

orf2505 139 gi|498194271|ref|WP_010508427.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2506 253 gi|565860279|ref|WP_023942217.1| hypothetical protein [Gluconobacter frateurii] 73% _ _ _ _ _ _ _ _ _ _ None _

orf2507 110 gi|490278353|ref|WP_004174301.1| Terminase small subunit [Nitrosospira sp. APG3] 58% _ _ _ _ _ _ _ _ _ _ None _

orf2508 405 gi|489717630|ref|WP_003621747.1| phage terminase, large subunit [Komagataeibacter hansenii] 60% _ _ _ _ _ _ _ _ _ _ K06909 xtmB

orf2509 489 gi|84662665|ref|YP_453629.1| hypothetical protein OP2_ORF12 [Xanthomonas phage OP2] 52% _ _ _ _ _ _ _ _ _ _ K09961 K09961

orf2510 250 gi|648232170|ref|WP_026013319.1| head morphogenesis protein [Pseudomonas agarici] 61% _ _ _ _ _ _ _ _ _ _ None _

orf2511 423 gi|503965403|ref|WP_014199397.1| hypothetical protein [Azospirillum brasilense] 60% _ _ _ _ _ _ _ _ _ _ None _

orf2512 248 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2513 354 gi|496129868|ref|WP_008854375.1| hypothetical protein [Commensalibacter intestini] 55% _ _ _ _ _ _ _ _ _ _ None _

orf2514 103 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2515 159 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2516 205 gi|494327827|ref|WP_007181673.1| hypothetical protein [Burkholderia sp. Ch1-1] 58% _ _ _ _ _ _ _ _ _ _ None _

orf2517 122 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2518 98 gi|517810123|ref|WP_018980331.1| hypothetical protein [Saccharibacter floricola] 58% _ _ _ _ _ _ _ _ _ _ None _

orf2519 99 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2520 574 gi|654301582|ref|WP_027815223.1| hypothetical protein [Burkholderia bannensis] 49% _ _ _ _ _ _ _ _ _ _ None _

orf2521 165 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2522 193 gi|517810117|ref|WP_018980325.1| hypothetical protein [Saccharibacter floricola] 54% _ _ _ _ _ _ _ _ _ _ None _

orf2523 724 gi|493061323|ref|WP_006116152.1| Lytic Transglycosylase [Acetobacter pomorum] 54% _ _ _ _ _ _ _ _ _ _ None _

orf2524 241 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2525 103 gi|651247714|ref|WP_026382768.1| hypothetical protein [Achromobacter xylosoxidans] 68% _ _ _ _ _ _ _ _ _ _ None _

orf2526 147 gi|654059346|ref|WP_027705480.1| hypothetical protein [Zymobacter palmae] 55% _ _ _ _ _ _ _ _ _ _ None _

orf2527 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2528 160 gi|489717653|ref|WP_003621770.1| baseplate assembly protein [Komagataeibacter hansenii] 61% _ _ _ _ _ _ _ _ _ _ None _

orf2529 111 gi|578032872|gb|EUK19242.1| hypothetical protein COMX_05810 [Commensalibacter sp. MX01] 59% _ _ _ _ _ _ _ _ _ _ None _

orf2530 418 gi|517810104|ref|WP_018980312.1| hypothetical protein [Saccharibacter floricola] 55% _ _ _ _ _ _ _ _ _ _ None _

orf2531 190 gi|493606780|ref|WP_006559308.1| hypothetical protein [Acetobacter tropicalis] 63% _ _ _ _ _ _ _ _ _ _ None _

orf2532 484 gi|647539590|ref|WP_025827549.1| hypothetical protein [Acetobacter okinawensis] 67% _ _ _ _ _ _ _ _ _ _ None _

orf2533 66 gi|498194279|ref|WP_010508435.1| hypothetical protein [Komagataeibacter europaeus] 82% _ _ _ _ _ _ _ _ _ _ None _

orf2534 127 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2535 137 gi|498194281|ref|WP_010508437.1| hypothetical protein [Komagataeibacter europaeus] 91% _ _ _ _ _ _ _ _ _ _ None _

orf2536 113 gi|517915509|ref|WP_019085717.1| hypothetical protein [Komagataeibacter europaeus] 91% _ _ _ _ _ _ _ _ _ _ None _

orf2537 192 gi|517915508|ref|WP_019085716.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2538 52 gi|494642731|ref|WP_007400675.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 88% _ _ _ _ _ _ _ _ _ _ None _

orf2539 262 gi|517915609|ref|WP_019085817.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ 272568.GDI_3552 hypothetical protein 79.11% _ _ NOG280208 None _

orf2540 173 gi|651216411|gb|KDU95175.1| hypothetical protein GLUCORHAEAF1_09605 [Gluconacetobacter rhaeticus 81% gi|267469|sp|P29941.1|YCB8_PSEDE RecName: Full=Uncharacterized 19.2 kDa protein in cobO 3'region; AltName: Full=ORF8 63% GO:0016787 _ _ _ _ _ _ None _

orf2541 207 gi|498194288|ref|WP_010508444.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2542 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2543 109 gi|498194289|ref|WP_010508445.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2544 322 gi|498194290|ref|WP_010508446.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0043565 634452.APA01_20300 phage transcriptional regulator and peptidase 80.85% COG2932 _ _ None _

orf2545 278 gi|498194292|ref|WP_010508448.1| DNA recombinase [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2546 427 gi|498194293|ref|WP_010508449.1| DNA primase domain-containing protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K06919 K06919



orf2547 607 gi|498194295|ref|WP_010508451.1| amidohydrolase [Komagataeibacter europaeus] 100%
gi|150438838|sp|A1B5X6.1|ADEC_PARD

P

RecName: Full=Adenine deaminase; Short=Adenase; Short=Adenine aminase [Paracoccus

denitrificans PD1222]
60% GO:0006807;GO:0016810 _ _ _ _ _ _ K07047 K07047

orf2548 188 gi|517915079|ref|WP_019085287.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2549 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2550 359 gi|517921881|ref|WP_019092089.1| membrane protein [Komagataeibacter europaeus] 100% gi|123530|sp|P04929.1|HRPX_PLALO RecName: Full=Histidine-rich glycoprotein; Flags: Precursor 39% GO:0016020 504832.OCAR_7706 putative transporter 78.31% COG0697 _ _ None _

orf2551 262 gi|648238675|ref|WP_026019824.1| nitrilase [Komagataeibacter europaeus] 100% gi|81555907|sp|O31664.1|MTNU_BACSU RecName: Full=Hydrolase MtnU [Bacillus subtilis subsp. subtilis str. 168] 49% GO:0006807;GO:0016746;GO:0016810 _ _ _ _ _ _ None _

orf2552 480 gi|517921879|ref|WP_019092087.1| amino acid transporter [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2553 360 gi|498194300|ref|WP_010508456.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2554 359 gi|493494897|ref|WP_006449525.1| AIPR protein [Xanthomonas AIPR protein [Xanthomonas gardneri ATCC 19865] 64% _ _ _ _ _ _ _ _ _ _ None _

orf2555 465 gi|498196203|ref|WP_010510359.1|
N5,N10-methylene tetrahydromethanopterin reductase [Komagataeibacter

europaeus]
99%

gi|403399366|sp|E9JFX9.1|DMOA_HYPS

L

RecName: Full=Dimethyl-sulfide monooxygenase; AltName: Full=Dimethylsulfide monooxygenase

large subunit
73% GO:0016705;GO:0004497;GO:0055114 634452.APA01_14110 monooxygenase 94.59% COG2141 _ _ None _

orf2556 732 gi|648237666|ref|WP_026018815.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 634452.APA01_14120 outer membrane siderophore receptor 96.97% COG1629 _ _ K02014 TC.FEV.OM

orf2557 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2558 181 gi|517916761|ref|WP_019086969.1| flavin mononucleotide (FMN) reductase [Komagataeibacter europaeus] 100% gi|75503286|sp|Q4ZXS1.1|RUTF_PSEU2
RecName: Full=FMN reductase (NADH) RutF; AltName: Full=FMN reductase; AltName:

Full=NADH-flavin reductase RutF; AltName: Full=NADH:flavin oxidoreductase [Pseudomona
67% GO:0042602;GO:0010181;GO:0055114 634452.APA01_14130 flavin mononucleotide (FMN) reductase 90.48% COG1853 _ _ K09024 rutF

orf2559 496 gi|498196212|ref|WP_010510368.1| MFS transporter [Komagataeibacter europaeus] 99% _ _ _ GO:0008643;GO:0055085;GO:0016021;GO:0022857 634452.APA01_14140 sugar transporter 96.98% COG0477 _ _ None _

orf2560 478 gi|517922190|ref|WP_019092398.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_14150 hypothetical protein 85.40% COG4529 _ _ None _

orf2561 387 gi|517916764|ref|WP_019086972.1| alkanesulfonate monooxygenase [Komagataeibacter europaeus] 100% gi|27734578|sp|Q98CB9.1|SSUD1_RHILO
RecName: Full=Alkanesulfonate monooxygenase 1; AltName: Full=FMNH2-dependent aliphatic

sulfonate monooxygenase 1 [Mesorhizobium loti MAFF303099]
85% GO:0006118;GO:0055114;GO:0008726 634452.APA01_14160 alkanesulfonate monooxygenase 98.41% COG2141 _ _ K04091 ssuD

orf2562 476 gi|517922189|ref|WP_019092397.1| monooxygenase [Komagataeibacter europaeus] 100%
gi|403399366|sp|E9JFX9.1|DMOA_HYPS

L

RecName: Full=Dimethyl-sulfide monooxygenase; AltName: Full=Dimethylsulfide monooxygenase

large subunit
65% GO:0016705;GO:0004497;GO:0055114 634452.APA01_14170 monooxygenase 96.70% COG2141 _ _ None _

orf2563 423 gi|657221911|ref|WP_029335629.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0050660;GO:0006118;GO:0003995;GO:0055114 634452.APA01_14180 acyl-CoA dehydrogenase 90.85% COG1960 _ _ None _

orf2564 319 gi|498196223|ref|WP_010510379.1|
aliphatic sulfonate ABC transporter periplasmic ligand-binding protein

[Komagataeibacter europaeus]
100% gi|6094358|sp|P75853.2|SSUA_ECOLI RecName: Full=Putative aliphatic sulfonates-binding protein; Flags: Precursor [Escherichia coli K-12] 63% GO:0016020;GO:0006810;GO:0006790;GO:0005215 _ _ _ _ _ _ K15553 ssuA

orf2565 394 gi|517915180|ref|WP_019085388.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 99% _ _ _ GO:0050660;GO:0006118;GO:0003995;GO:0055114 634452.APA01_14030 acyl-CoA dehydrogenase 91.76% COG1960 _ _ None _

orf2566 416 gi|517915179|ref|WP_019085387.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 100% gi|1711469|sp|P54998.1|SOXC_RHOSG
RecName: Full=Dibenzothiophene desulfurization enzyme C; AltName: Full=DBT sulfur

dioxygenase [Rhodococcus sp. IGTS8]
44% GO:0050660;GO:0006118;GO:0003995;GO:0004497;GO:0055114 _ _ _ _ _ _ None _

orf2567 744 gi|498196229|ref|WP_010510385.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ K02014 TC.FEV.OM

orf2568 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2569 53 gi|582020741|gb|AHI24083.1| hypothetical protein H845_118 [Gluconacetobacter xylinus E25] 91% _ _ _ _ _ _ _ _ _ _ None _

orf2570 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2571 271 gi|517921719|ref|WP_019091927.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_3552 hypothetical protein 79.56% _ _ NOG280208 None _

orf2572 217 gi|517921718|ref|WP_019091926.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2573 413 gi|517915172|ref|WP_019085380.1| MFS transporter [Komagataeibacter europaeus] 100% gi|20178193|sp|P77389.1|YDHP_ECOLI RecName: Full=Inner membrane transport protein YdhP [Escherichia coli K-12] 63% GO:0055085;GO:0016021 622759.Za10_1738 major facilitator superfamily MFS_1 83.00% COG2814 _ _ K08156 araJ

orf2574 49 gi|517915171|ref|WP_019085379.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2575 238 gi|648238644|ref|WP_026019793.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008146;GO:0008152;GO:0016021 _ _ _ _ _ _ None _

orf2576 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2577 229 gi|657221916|ref|WP_029335634.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04830 hypothetical protein 78.48% _ _ NOG118038 None _

orf2578 83 gi|498196245|ref|WP_010510401.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2579 486 gi|498196246|ref|WP_010510402.1| cardiolipin synthase [Komagataeibacter europaeus] 100%
gi|259491278|sp|C6DGY3.1|CLSA_PECC

P

RecName: Full=Cardiolipin synthase A; Short=CL synthase [Pectobacterium carotovorum subsp.

carotovorum PC1]
54% GO:0032049;GO:0008808;GO:0016021;GO:0005886 438753.AZC_2356 phospholipase D 76.91% COG1502 _ _ K06131 cls

orf2580 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2581 575 gi|498196247|ref|WP_010510403.1| transporter [Komagataeibacter europaeus] 100% _ _ _ GO:1902358;GO:0015116;GO:0016021 290633.GOX0526 Sulfate permease 81.63% COG0659 _ _ None _

orf2582 183 gi|498196870|ref|WP_010511026.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2583 54 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2584 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2585 332 gi|517915163|ref|WP_019085371.1| general stress protein [Komagataeibacter europaeus] 100% gi|3123233|sp|P80874.2|GS69_BACSU
RecName: Full=General stress protein 69; Short=GSP69; AltName: Full=AKR11B [Bacillus subtilis

subsp. subtilis str. 168]
77% GO:0055114;GO:0016491 272568.GDI_0740 oxidoreductase 86.96% COG0667 _ _ None _

orf2586 372 gi|498196875|ref|WP_010511031.1| lysophospholipase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2587 71 gi|517915161|ref|WP_019085369.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3538 hypothetical protein 85.94% _ _ NOG71085 None _

orf2588 924 gi|498196879|ref|WP_010511035.1| DNA polymerase [Komagataeibacter europaeus] 100% gi|12229815|sp|Q9S1G2.1|DPO1_RHILE RecName: Full=DNA polymerase I; Short=POL I [Rhizobium leguminosarum] 68% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0042575 391165.GbCGDNIH1_1965 DNA polymerase I 79.21% COG0258;COG074 _ _ K02335 DPO1, polA

orf2589 209 gi|498196883|ref|WP_010511039.1| electron transporter SenC [Komagataeibacter europaeus] 100%
gi|75161513|sp|Q8VYP0.1|SCO11_ARAT

H

RecName: Full=Protein SCO1 homolog 1, mitochondrial; AltName: Full=Homolog of the copper

chaperone SCO1 member 1; Short=HCC1; Flags: Precursor [Arabidopsis thalian
59% _ 272568.GDI_3536 electron transport protein SCO1/SenC 80.50% COG1999 _ _ K07152 SCO1_2

orf2590 562 gi|517920993|ref|WP_019091201.1| peptide ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% gi|139813|sp|P06109.1|XP55_STRLI RecName: Full=Protein XP55; Flags: Precursor 73% GO:0006810;GO:0005215 _ _ _ _ _ _ K02035 ABC.PE.S

orf2591 148 gi|498196887|ref|WP_010511043.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2592 108 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2593 573 gi|517920994|ref|WP_019091202.1| ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|2492566|sp|Q57335.1|Y036_HAEIN
RecName: Full=Uncharacterized ABC transporter ATP-binding protein HI_0036 [Haemophilus

influenzae Rd KW20]
52% GO:0055085;GO:0005524;GO:0006200;GO:0042626;GO:0016021 _ _ _ _ _ _ K02471 yddA

orf2594 299 gi|498196891|ref|WP_010511047.1| metal ABC transporter substrate-binding protein [Komagataeibacter europaeus] 100% gi|14195265|sp|P96116.1|TROA_TREPA
RecName: Full=Periplasmic zinc-binding protein TroA; AltName: Full=Tromp-1; Flags: Precursor

[Treponema pallidum subsp. pallidum str. Nichols]
52% GO:0007155;GO:0046872;GO:0030001 _ _ _ _ _ _ K02077 ABC.ZM.S

orf2595 288 gi|498196893|ref|WP_010511049.1| zinc ABC transporter permease [Komagataeibacter europaeus] 100% gi|1171961|sp|P42361.1|P29K_STRGN
RecName: Full=29 kDa membrane protein in scaA 5'region; AltName: Full=ORF2 [Streptococcus

gordonii]
61% GO:0055085;GO:0005524;GO:0016021;GO:0042626 395965.Msil_1311 ABC-3 protein 84.23% COG1108 _ _ K02075 ABC.ZM.P

orf2596 246 gi|498196895|ref|WP_010511051.1| ABC transporter [Komagataeibacter europaeus] 100% gi|14195421|sp|Q9Z8J5.1|Y348_CHLPN
RecName: Full=Probable metal transport system ATP-binding protein

CPn_0348/CP_0412/CPj0348/CpB0355 [Chlamydia pneumoniae]
52% GO:0005524;GO:0006200;GO:0016887 _ _ _ _ _ _ K02074 ABC.ZM.A

orf2597 47 gi|494639506|ref|WP_007397450.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 82% _ _ _ _ _ _ _ _ _ _ None _

orf2598 209 gi|517920997|ref|WP_019091205.1| homoserine lactone transporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2599 484 gi|498196900|ref|WP_010511056.1| fumarate hydratase [Komagataeibacter europaeus] 100% gi|39931602|sp|Q8TS07.2|FUMC_METAC RecName: Full=Fumarate hydratase class II; Short=Fumarase C [Methanosarcina acetivorans C2A] 79% GO:0019643;GO:0045239;GO:0004333;GO:0006106 634452.APA01_14580 fumarate hydratase 87.74% COG0114 _ _ K01679 E4.2.1.2B, fumC

orf2600 367 gi|517915151|ref|WP_019085359.1| gluconolactonase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K01053 E3.1.1.17, gnl, RGN

orf2601 104 gi|517915150|ref|WP_019085358.1| antibiotic biosynthesis monooxygenase [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX2109 hypothetical protein 85.86% COG2329 _ _ None _

orf2602 253 gi|498196443|ref|WP_010510599.1| glucose-1-dehydrogenase [Komagataeibacter europaeus] 100% gi|2506154|sp|P52037.2|YGFF_ECOLI RecName: Full=Uncharacterized oxidoreductase YgfF [Escherichia coli K-12] 64% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf2603 125 gi|517915148|ref|WP_019085356.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2604 140 gi|498196447|ref|WP_010510603.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2605 466 gi|498196449|ref|WP_010510605.1| deoxyribodipyrimidine photo-lyase [Komagataeibacter europaeus] 100% gi|298286845|sp|Q04449.2|PHR_BACPE
RecName: Full=Deoxyribodipyrimidine photo-lyase; AltName: Full=DNA photolyase; AltName:

Full=Photoreactivating enzyme [Bacillus pseudofirmus OF4]
62% GO:0003904;GO:0006281;GO:0018298 _ _ _ _ _ _ K01669 E4.1.99.3, phrB

orf2606 150 gi|498196451|ref|WP_010510607.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2607 73 gi|498196454|ref|WP_010510610.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2608 67 gi|498196458|ref|WP_010510614.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016021 290633.GOX0650 hypothetical protein 96.67% _ _ NOG41182 None _

orf2609 225 gi|498196460|ref|WP_010510616.1| ubiquinol-cytochrome C reductase [Komagataeibacter europaeus] 100% gi|298286880|sp|O31214.2|UCRI_ALLVD
RecName: Full=Ubiquinol-cytochrome c reductase iron-sulfur subunit; AltName: Full=Rieske iron-

sulfur protein; Short=RISP
61%

GO:0016020;GO:0051537;GO:0008121;GO:0006118;GO:0055114;GO:0006119;GO:0045285;GO:00

46872;GO:1902600
272568.GDI_3179

putative ubiquinol-cytochrome c reductase iron-sulfur subunit; Component of the

ubiquinol-cy [...]
77.54% COG0723 _ _ K00411

UQCRFS1, RIP1,

petA

orf2610 202 gi|498196456|ref|WP_010510612.1| glutaredoxin [Komagataeibacter europaeus] 100% gi|81175339|sp|P0AC61.1|GLRX2_ECO57 RecName: Full=Glutaredoxin-2; Short=Grx2 [Escherichia coli O157:H7] 67% GO:0015035;GO:0009055;GO:0006118;GO:0055114 _ _ _ _ _ _ K03675 grxB

orf2611 373 gi|517921001|ref|WP_019091209.1| gluconolactonase [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_0596 hypothetical protein 79.01% COG3386 _ _ None _

orf2612 178 gi|498196464|ref|WP_010510620.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04170 hypothetical protein 85.19% COG4803 _ _ None _

orf2613 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2614 112 gi|498196468|ref|WP_010510624.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2615 283 gi|648237394|ref|WP_026018543.1| acid phosphatase [Komagataeibacter europaeus] 100% gi|59802958|sp|P14924.2|PPA_ZYMMO
RecName: Full=Acid phosphatase; Flags: Precursor [Zymomonas mobilis subsp. mobilis ZM4 =

ATCC 31821]
52% GO:0019497;GO:0016020;GO:0006771;GO:0003993;GO:0030288;GO:0016311 _ _ _ _ _ _ K09474 phoN

orf2616 69 gi|498196472|ref|WP_010510628.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2617 674 gi|517915140|ref|WP_019085348.1| ATPase AAA [Komagataeibacter europaeus] 100% _ _ _ GO:0005524;GO:0008152;GO:0017111 _ _ _ _ _ _ None _

orf2618 331 gi|498196477|ref|WP_010510633.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2619 58 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2620 291 gi|517921005|ref|WP_019091213.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2621 106 gi|657221957|ref|WP_029335675.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2622 778 gi|498196486|ref|WP_010510642.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0006810;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ None _

orf2623 234 gi|498196488|ref|WP_010510644.1| PhoU family transcriptional regulator [Komagataeibacter europaeus] 100%
gi|239977518|sp|B8GYG5.1|PHOU_CAUC

N

RecName: Full=Phosphate-specific transport system accessory protein PhoU homolog; Short=Pst

system accessory protein PhoU homolog [Caulobacter crescentus NA1000]
63% GO:0006817;GO:0030643;GO:0045936;GO:0005737 272568.GDI_3816 phosphate transporter PhoU 86.82% COG0704 _ _ K02039 phoU

orf2624 241 gi|498196491|ref|WP_010510647.1| PhoB family transcriptional regulator [Komagataeibacter europaeus] 100% gi|23396952|sp|P94413.1|YCLJ_BACSU
RecName: Full=Uncharacterized transcriptional regulatory protein YclJ [Bacillus subtilis subsp.

subtilis str. 168]
56% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 _ _ _ _ _ _ K07657 phoB

orf2625 175 gi|517915133|ref|WP_019085341.1| peptide deformylase [Komagataeibacter europaeus] 99% gi|23396568|sp|Q92QD0.1|DEFL_RHIME
RecName: Full=Peptide deformylase-like; AltName: Full=Polypeptide deformylase-like

[Sinorhizobium meliloti 1021]
71% GO:0006807;GO:0042586;GO:0005506;GO:0006412 _ _ _ _ _ _ K01462 PDF, def

orf2626 173 gi|498196493|ref|WP_010510649.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2627 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2628 60 gi|498194592|ref|WP_010508748.1| porin [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 _ _ _ _ _ _ K07267 oprB

orf2629 481 gi|589306299|gb|AHK70428.1| MFS sugar transporter [Gluconobacter oxydans DSM 3504] 88% gi|239938798|sp|P94493.2|YNCC_BACSU RecName: Full=Putative metabolite transport protein YncC [Bacillus subtilis subsp. subtilis str. 168] 65% _ _ _ _ _ _ _ None _

orf2630 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2631 90 gi|517915938|ref|WP_019086146.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2632 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2633 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2634 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2635 221 gi|498195805|ref|WP_010509961.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2636 128 gi|517917031|ref|WP_019087239.1| tautomerase [Komagataeibacter europaeus] 100% gi|81342424|sp|O34882.1|YOLI_BACSU RecName: Full=Probable tautomerase YolI [Bacillus subtilis subsp. subtilis str. 168] 73% GO:0016853;GO:0006725 290633.GOX0497 hypothetical protein 94.44% _ _ NOG26580 None _

orf2637 511 gi|498195810|ref|WP_010509966.1| choline dehydrogenase [Komagataeibacter europaeus] 100% gi|42558878|sp|Q985M5.1|BETA_RHILO
RecName: Full=Oxygen-dependent choline dehydrogenase; Short=CDH; Short=CHD; AltName:

Full=Betaine aldehyde dehydrogenase; Short=BADH [Mesorhizobium loti MAFF303099]
58% GO:0008812;GO:0006544;GO:0050660;GO:0006566;GO:0006066;GO:0055114;GO:0006563 204722.BRA0958 GMC family oxidoreductase 77.31% COG2303 _ _ K00119 E1.1.99.-

orf2638 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2639 291 gi|498195812|ref|WP_010509968.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf2640 286 gi|648237715|ref|WP_026018864.1| short-chain dehydrogenase [Komagataeibacter europaeus] 100% gi|81916546|sp|Q99J47.1|DRS7B_MOUSE RecName: Full=Dehydrogenase/reductase SDR family member 7B [Mus musculus] 60% _ 634452.APA01_20780 dehydrogenase 80.71% COG1028 _ _ None _

orf2641 218 gi|498195815|ref|WP_010509971.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2642 189 gi|517917026|ref|WP_019087234.1| resolvase [Komagataeibacter europaeus] 99% gi|2497425|sp|P55389.1|Y4CG_RHISN RecName: Full=Probable DNA-invertase y4cG [Sinorhizobium fredii NGR234] 61% GO:0003677;GO:0000150;GO:0006310 _ _ _ _ _ _ None _

orf2643 354 gi|517916107|ref|WP_019086315.1| NAD dependent epimerase/dehydratase [Komagataeibacter europaeus] 100% gi|75223330|sp|Q6PQJ9.1|5BPOR_DIGLA
RecName: Full=3-oxo-Delta(4,5)-steroid 5-beta-reductase; AltName: Full=Delta(4)-3-oxosteroid 5-

beta-reductase; AltName: Full=Delta-4,5-steroid 5-beta-reductase; Sh
53% _ 290633.GOX0911 putative oxidoreductase 80.74% _ _ NOG46937 None _

orf2644 134 gi|657221841|ref|WP_029335559.1| HxlR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX0912 hypothetical protein 84.55% COG1733 _ _ None _

orf2645 378 gi|498195821|ref|WP_010509977.1| aldehyde dismutase [Komagataeibacter europaeus] 100% gi|81856914|sp|Q9HTE3.1|FADH_PSEAE
RecName: Full=Glutathione-independent formaldehyde dehydrogenase; Short=FALDH; Short=FDH

[Pseudomonas aeruginosa PAO1]
80% GO:0008270;GO:0055114;GO:0016491 318586.Pden_1186 alcohol dehydrogenase 87.23% COG1063 _ _ K00148 fdhA

orf2646 528 gi|657221843|ref|WP_029335561.1| secretion protein [Komagataeibacter europaeus] 100% gi|12644685|sp|Q51487.2|OPRM_PSEAE RecName: Full=Outer membrane protein OprM; Flags: Precursor [Pseudomonas aeruginosa PAO1] 58% _ 272568.GDI_3851 Outer membrane protein 81.03% COG1538 _ _ None _

orf2647 395 gi|498195824|ref|WP_010509980.1| multidrug transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0055085 395963.Bind_0123 RND family efflux transporter MFP subunit 78.44% COG0845 _ _ None _

orf2648 1063 gi|498195825|ref|WP_010509981.1| RND transporter [Komagataeibacter europaeus] 100% gi|60389970|sp|Q6D2B0.1|MDTC_PECAS
RecName: Full=Multidrug resistance protein MdtC; AltName: Full=Multidrug transporter MdtC

[Pectobacterium atrosepticum SCRI1043]
47% GO:0016020;GO:0006810;GO:0005215 272568.GDI_3849 acriflavin resistance protein 87.05% COG0841 _ _ None _

orf2649 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2650 52 gi|517921392|ref|WP_019091600.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2651 63 gi|498195827|ref|WP_010509983.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2652 377 gi|498195828|ref|WP_010509984.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016740 272568.GDI_2564 glycosyl transferase family 2 76.61% COG0463 _ _ None _

orf2653 210 gi|498195829|ref|WP_010509985.1| methyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008757;GO:0009877;GO:0009312;GO:0032259 _ _ _ _ _ _ None _

orf2654 242 gi|498195831|ref|WP_010509987.1| GPI biosynthesis protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2561 LmbE family protein 78.33% COG2120 _ _ None _

orf2655 369 gi|498195832|ref|WP_010509988.1| acyl-CoA dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0050660;GO:0006118;GO:0003995;GO:0055114 _ _ _ _ _ _ K00257 E1.3.99.-

orf2656 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2657 202 gi|498195838|ref|WP_010509994.1| glutathione S-transferase [Komagataeibacter europaeus] 100% gi|6226628|sp|P81065.2|GST_OCHAN RecName: Full=Glutathione S-transferase [Ochrobactrum anthropi] 70% GO:0004364;GO:0006749;GO:0006803 634452.APA01_14780 glutathione S-transferase 76.12% COG0625 _ _ K00799 GST, gst

orf2658 159 gi|498195839|ref|WP_010509995.1| heat shock protein Hsp20 [Komagataeibacter europaeus] 100% _ _ _ GO:0006950 _ _ _ _ _ _ K13993 HSP20

orf2659 101 gi|498195841|ref|WP_010509997.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2660 42 gi|582022168|gb|AHI25510.1| hypothetical protein H845_1566 [Gluconacetobacter xylinus E25] 88% _ _ _ _ _ _ _ _ _ _ None _

orf2661 339 gi|517921383|ref|WP_019091591.1| ubiquinol oxidase subunit II, cyanide insensitive [Komagataeibacter europaeus] 100% gi|78099984|sp|P0ABK4.1|CYDB_ECO57
RecName: Full=Cytochrome bd-I ubiquinol oxidase subunit 2; AltName: Full=Cytochrome bd-I

oxidase subunit II; AltName: Full=Cytochrome d ubiquinol oxidase subunit II
49% GO:0016020;GO:0055114 634452.APA01_21490 cytochrome bd ubiquinol oxidase subunit II 90.66% COG1294 _ _ K00426 cydB

orf2662 509 gi|648237559|ref|WP_026018708.1| cytochrome D ubiquinol oxidase subunit I [Komagataeibacter europaeus] 100% gi|2829796|sp|P94364.1|CYDA_BACSU
RecName: Full=Cytochrome bd ubiquinol oxidase subunit 1; AltName: Full=Cytochrome d ubiquinol

oxidase subunit I [Bacillus subtilis subsp. subtilis str. 168]
56% GO:0016020 634452.APA01_21500 cytochrome bd ubiquinol oxidase subunit I 92.33% COG1271 _ _ K00425 cydA

orf2663 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2664 112 gi|498195850|ref|WP_010510006.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2665 483 gi|498048883|ref|WP_010363039.1| hypothetical protein [Pseudoalteromonas citrea] 56% _ _ _ _ _ _ _ _ _ _ None _

orf2666 713 gi|498196596|ref|WP_010510752.1| hypothetical protein [Komagataeibacter europaeus] 64% _ _ _ _ _ _ _ _ _ _ None _

orf2667 72 gi|498195852|ref|WP_010510008.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2668 127 gi|498195855|ref|WP_010510011.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|3915512|sp|P56614.1|YMDF_ECOLI RecName: Full=Uncharacterized protein YmdF [Escherichia coli K-12] 84% _ 272568.GDI_2557 hypothetical protein 75.68% COG3729 _ _ None _

orf2669 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2670 85 gi|498195857|ref|WP_010510013.1| photosystem reaction center subunit H [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2570 PRC-barrel protein 77.22% _ _ NOG07270 None _

orf2671 373 gi|498195859|ref|WP_010510015.1| glucose-fructose oxidoreductase [Komagataeibacter europaeus] 100% gi|59802551|sp|Q07982.2|GFO_ZYMMO
RecName: Full=Glucose--fructose oxidoreductase; Short=GFOR; Flags: Precursor [Zymomonas

mobilis subsp. mobilis ZM4 = ATCC 31821]
57% GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf2672 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2673 71 gi|517916123|ref|WP_019086331.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf2674 127 gi|498195863|ref|WP_010510019.1| membrane protein [Komagataeibacter europaeus] 100% gi|3915047|sp|O69279.1|SUGE_CITFR
RecName: Full=Quaternary ammonium compound-resistance protein SugE  SUGE_SALTH

RecName: Full=Quaternary ammonium compound-resistance protein S
82% GO:0006810;GO:0016021;GO:0005886 441620.Mpop_1392 small multidrug resistance protein 84.62% COG2076 _ _ K11741 sugE

orf2675 59 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2676 38 gi|517916125|ref|WP_019086333.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2677 100 gi|498195866|ref|WP_010510022.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2678 53 gi|582022159|gb|AHI25501.1| hypothetical protein H845_1557 [Gluconacetobacter xylinus E25] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2679 94 gi|517921377|ref|WP_019091585.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2680 143 gi|517916884|ref|WP_019087092.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2681 75 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2682 382 gi|657221847|ref|WP_029335565.1| sugar transporter [Komagataeibacter europaeus] 100% gi|81609461|sp|Q65S74.1|SOTB_MANSM RecName: Full=Probable sugar efflux transporter [Mannheimia succiniciproducens MBEL55E] 55% GO:0055085;GO:0016021 _ _ _ _ _ _ K08159 sotB

orf2683 114 gi|517916882|ref|WP_019087090.1| glutathione S-transferase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2684 362 gi|498195878|ref|WP_010510034.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 398578.Daci_3187 hypothetical protein 77.18% COG0697 _ _ None _

orf2685 269 gi|517916881|ref|WP_019087089.1| cation transporter MgtC/SapB [Komagataeibacter europaeus] 100% gi|84028003|sp|P0AFV3.1|YHID_ECO57 RecName: Full=Uncharacterized protein YhiD [Escherichia coli O157:H7] 70% GO:0016020 290633.GOX1438 hypothetical protein 90.91% COG1285 _ _ K07507 mgtC

orf2686 192 gi|517921372|ref|WP_019091580.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2687 136 gi|648237687|ref|WP_026018836.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2688 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2689 145 gi|517921370|ref|WP_019091578.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2690 142 gi|498195887|ref|WP_010510043.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2691 84 gi|498195889|ref|WP_010510045.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2692 578 gi|517916874|ref|WP_019087082.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2693 205 gi|517922479|ref|WP_019092687.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2694 374 gi|517922430|ref|WP_019092638.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2695 120 gi|498203096|ref|WP_010517252.1| tail protein [Komagataeibacter oboediens] 99% _ _ _ GO:0005507;GO:0048038;GO:0009308 _ _ _ _ _ _ None _

orf2696 220 gi|517917148|ref|WP_019087356.1| baseplate assembly protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2697 56 gi|517921465|ref|WP_019091673.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2698 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2699 382 gi|517921465|ref|WP_019091673.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2700 64 gi|517921464|ref|WP_019091672.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2701 307 gi|648238594|ref|WP_026019743.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2702 72 gi|517921462|ref|WP_019091670.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2703 422 gi|648238593|ref|WP_026019742.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2704 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2705 103 gi|582022133|gb|AHI25475.1| Putative phage protein [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2706 158 gi|517921460|ref|WP_019091668.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2707 76 gi|517921458|ref|WP_019091666.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2708 495 gi|517921457|ref|WP_019091665.1| tail protein [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX1218 Phage tail sheath protein 79.35% _ _ NOG128690 K06907 K06907

orf2709 75 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2710 289 gi|582022129|gb|AHI25471.1| Putative phage protein [Gluconacetobacter xylinus E25] 94% _ _ _ _ _ _ _ _ _ _ None _

orf2711 216 gi|517921456|ref|WP_019091664.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2712 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2713 121 gi|517921455|ref|WP_019091663.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2714 467 gi|582022126|gb|AHI25468.1| Putative phage protein [Gluconacetobacter xylinus E25] 99% _ _ _ _ 290633.GOX1214 hypothetical protein 76.38% _ _ NOG136379 None _

orf2715 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2716 108 gi|648238591|ref|WP_026019740.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2717 60 gi|517921430|ref|WP_019091638.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2718 231 gi|517921430|ref|WP_019091638.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2719 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2720 155 gi|648238590|ref|WP_026019739.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2721 470 gi|517921428|ref|WP_019091636.1| portal protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2722 212 gi|582022121|gb|AHI25463.1| topoisomerase-associated Zn-finger domain protein [Gluconacetobacter xylinus 91% _ _ _ GO:0008152;GO:0016853 _ _ _ _ _ _ None _

orf2723 437 gi|517921426|ref|WP_019091634.1| DNA packaging protein [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX1211 Phage DNA packaging protein 80.85% COG5323 _ _ None _

orf2724 132 gi|582022119|gb|AHI25461.1| phage associated protein [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2725 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2726 472 gi|657221935|ref|WP_029335653.1| esterase [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2727 350 gi|498196310|ref|WP_010510466.1| 2-alkenal reductase [Komagataeibacter europaeus] 100% gi|269849718|sp|P76113.3|CURA_ECOLI
RecName: Full=NADPH-dependent curcumin reductase; AltName: Full=NADPH-dependent

curcumin/dihydrocurcumin reductase [Escherichia coli K-12]
77% _ 398577.BamMC406_4293 alcohol dehydrogenase 77.65% COG2130 _ _ K07119 K07119

orf2728 280 gi|498196311|ref|WP_010510467.1| ribonucleotide-diphosphate reductase subunit beta [Komagataeibacter europaeus] 100% gi|82002917|sp|Q6GZQ8.1|RIR2_FRG3G
RecName: Full=Putative ribonucleoside-diphosphate reductase small subunit 067L [Frog virus 3

(isolate Goorha)]
57%

GO:0009263;GO:0006260;GO:0055114;GO:0005971;GO:0046872;GO:0004748;GO:0009186;GO:00

06144;GO:0006206
335992.SAR11_1158 ribonucleotide-diphosphate reductase subunit beta 79.21% COG0208 _ _ K00526

E1.17.4.1B, nrdB,

nrdF

orf2729 57 gi|498196314|ref|WP_010510470.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf2730 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2731 71 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2732 464 gi|517916467|ref|WP_019086675.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ 634452.APA01_13390 hypothetical protein 76.50% COG4320 _ _ None _

orf2733 75 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2734 581 gi|517916468|ref|WP_019086676.1| hypothetical protein [Komagataeibacter europaeus] 100%
gi|380877059|sp|B9E972.1|OLHYD_MAC

CJ

RecName: Full=Oleate hydratase; AltName: Full=Fatty acid double bond hydratase; AltName:

Full=Fatty acid hydratase [Macrococcus caseolyticus JCSC5402]
68% GO:0050151;GO:0006631 634452.APA01_41290 hypothetical protein 90.02% COG4716 _ _ K10254 mycA

orf2735 487 gi|498196320|ref|WP_010510476.1| sodium:proline symporter [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016021;GO:0005215 _ _ _ _ _ _ None _

orf2736 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2737 392 gi|498196321|ref|WP_010510477.1| beta-lactamase [Komagataeibacter europaeus] 99%
gi|254814137|sp|B5RCU8.1|YFEW_SALG

2

RecName: Full=UPF0214 protein YfeW; Flags: Precursor [Salmonella enterica subsp. enterica

serovar Gallinarum str. 287/91]
50% _ 272568.GDI_1157 beta-lactamase 75.24% COG1680 _ _ None _

orf2738 323 gi|517916472|ref|WP_019086680.1| N-acetylmuramic acid-6-phosphate etherase [Komagataeibacter europaeus] 100% gi|115311801|sp|Q1J3J3.1|MURQ_DEIGD
RecName: Full=N-acetylmuramic acid 6-phosphate etherase; Short=MurNAc-6-P etherase; AltName:

Full=N-acetylmuramic acid 6-phosphate hydrolase; AltName: Full=N-acety
66% GO:0030246;GO:0097175;GO:0097173;GO:0005975;GO:0009254;GO:0016835 634452.APA01_04290 hypothetical protein 77.35% COG2103 _ _ K07106 murQ

orf2739 373 gi|648237615|ref|WP_026018764.1| anhydro-N-acetylmuramic acid kinase [Komagataeibacter europaeus] 99% gi|81352204|sp|Q5FSJ7.1|ANMK_GLUOX
RecName: Full=Anhydro-N-acetylmuramic acid kinase; AltName: Full=AnhMurNAc kinase

[Gluconobacter oxydans 621H]
70%

GO:0016310;GO:0005524;GO:0016301;GO:0016773;GO:0009254;GO:0006040;GO:0097175;GO:00

05975
_ _ _ _ _ _ K09001 anmK

orf2740 267 gi|517916474|ref|WP_019086682.1| glucosamine-6-phosphate deaminase [Komagataeibacter europaeus] 99%
gi|81662641|sp|Q7UVM5.1|NAGB_RHOB

A

RecName: Full=Glucosamine-6-phosphate deaminase; AltName: Full=GlcN6P deaminase;

Short=GNPDA; AltName: Full=Glucosamine-6-phosphate isomerase [Rhodopirellula baltic
61% GO:0004342;GO:0016787;GO:0006044;GO:0005975 _ _ _ _ _ _ K02564 nagB, GNPDA

orf2741 80 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2742 457 gi|648238540|ref|WP_026019689.1| porin [Komagataeibacter europaeus] 100% gi|9087180|sp|Q51485.1|PORB_PSEAE
RecName: Full=Porin B; AltName: Full=Glucose porin; AltName: Full=Outer membrane protein D1;

Flags: Precursor [Pseudomonas aeruginosa PAO1]
55% GO:0006810;GO:0016021;GO:0005215 _ _ _ _ _ _ K07267 oprB

orf2743 161 gi|517916476|ref|WP_019086684.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K11477 glcG

orf2744 159 gi|517916477|ref|WP_019086685.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2745 277 gi|517921176|ref|WP_019091384.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K15977 K15977

orf2746 587 gi|648238542|ref|WP_026019691.1| dihydroxy-acid dehydratase [Komagataeibacter europaeus] 100% gi|81635016|sp|Q92RP0.1|ILVD1_RHIME RecName: Full=Putative dehydratase IlvD1 [Sinorhizobium meliloti 1021] 68% GO:0009099;GO:0009098;GO:0015940;GO:0004160;GO:0009097 634452.APA01_13840 dihydroxy-acid dehydratase 94.25% COG0129 _ _ K01687 ilvD

orf2747 302 gi|517915227|ref|WP_019085435.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|2495402|sp|P77559.1|YNFL_ECOLI RecName: Full=Uncharacterized HTH-type transcriptional regulator YnfL [Escherichia coli K-12] 55% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 634452.APA01_13830 transcriptional regulator LysR 83.04% COG0583 _ _ None _

orf2748 458 gi|582022004|gb|AHI25346.1| glucarate transporter [Gluconacetobacter xylinus E25] 98% gi|239938641|sp|P42237.2|GUDP_BACSU
RecName: Full=Probable glucarate transporter; AltName: Full=D-glucarate permease [Bacillus

subtilis subsp. subtilis str. 168]
71% GO:0055085;GO:0016021;GO:0005215 _ _ _ _ _ _ K03535 gudP

orf2749 388 gi|517915229|ref|WP_019085437.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0055114;GO:0051213 _ _ _ _ _ _ None _

orf2750 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2751 241 gi|517915230|ref|WP_019085438.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K06152 E1.1.99.3G

orf2752 591 gi|517915231|ref|WP_019085439.1| GMC family oxidoreductase [Komagataeibacter europaeus] 100%
gi|75426331|sp|O34214.1|GADH1_PECC

Y

RecName: Full=Gluconate 2-dehydrogenase flavoprotein; AltName: Full=GA 2-DH dehydrogenase

subunit; Short=GADH dehydrogenase subunit; Flags: Precursor
65% GO:0016614;GO:0050660;GO:0055114 _ _ _ _ _ _ K06151 E1.1.99.3A

orf2753 409 gi|517921179|ref|WP_019091387.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|81440182|sp|Q88FX8.1|NICB_PSEPK
RecName: Full=Nicotinate dehydrogenase subunit B; AltName: Full=Nicotinate degradation protein

B; AltName: Full=Nicotinate dehydrogenase large subunit [Pseudomonas
52% GO:0009055;GO:0016614;GO:0016020;GO:0020037;GO:0005506;GO:0006118;GO:0055114 _ _ _ _ _ _ None _

orf2754 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2755 270 gi|517915234|ref|WP_019085442.1| 2,4-dihydroxyhept-2-ene-1,7-dioic acid aldolase [Komagataeibacter europaeus] 98% gi|123561543|sp|Q32BJ0.1|GARL_SHIDS
RecName: Full=5-keto-4-deoxy-D-glucarate aldolase; Short=KDGluc aldolase; Short=KDGlucA;

AltName: Full=2-dehydro-3-deoxy-D-glucarate aldolase; AltName: Full=2-keto
49% GO:0046872;GO:0006725;GO:0016830 311403.Arad_0101 hydroxyacid aldolase protein 87.10% COG3836 _ _ K02510 hpaI, hpcH

orf2756 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2757 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2758 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2759 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2760 192 gi|498194393|ref|WP_010508549.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf2761 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2762 213 gi|498194392|ref|WP_010508548.1| cAMP-binding protein [Komagataeibacter europaeus] 100% gi|120203|sp|P26488.1|FIXK_AZOC5 RecName: Full=Nitrogen fixation regulation protein FixK [Azorhizobium caulinodans ORS 571] 49% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ K15861 fixK

orf2763 197 gi|648238544|ref|WP_026019693.1| cupin [Komagataeibacter europaeus] 100% gi|81342363|sp|O34612.1|YJLB_BACSU RecName: Full=Uncharacterized protein YjlB [Bacillus subtilis subsp. subtilis str. 168] 54% _ 290633.GOX1269 hypothetical protein 75.76% COG4297 _ _ None _

orf2764 319 gi|517921183|ref|WP_019091391.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 290633.GOX0456 hypothetical protein 87.90% COG0697 _ _ None _

orf2765 318 gi|517921184|ref|WP_019091392.1| AraC family transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf2766 460 gi|498194387|ref|WP_010508543.1| cytochrome C biogenesis protein CcdA [Komagataeibacter europaeus] 100% gi|7673989|sp|O52718.1|DALT_KLEPN RecName: Full=D-arabinitol transporter 66% GO:0055085;GO:0016021 _ _ _ _ _ _ None _

orf2767 351 gi|517921186|ref|WP_019091394.1| sulfurtransferase [Komagataeibacter europaeus] 100% gi|33112495|sp|Q92MT4.1|XYLD_RHIME
RecName: Full=Putative D-xylulose reductase; AltName: Full=Xylitol dehydrogenase; Short=XDH

[Sinorhizobium meliloti 1021]
82% GO:0008270;GO:0046526;GO:0055114 272568.GDI_3142 putative D-xylulose reductase 85.96% COG1063 _ _ K05351 E1.1.1.9

orf2768 314 gi|498199145|ref|WP_010513301.1| hypothetical protein [Komagataeibacter oboediens] 89% _ _ _ _ _ _ _ _ _ _ None _

orf2769 221 gi|648237404|ref|WP_026018553.1| thiopurine S-methyltransferase [Komagataeibacter europaeus] 100% gi|81352322|sp|Q5FT39.1|TPMT_GLUOX
RecName: Full=Thiopurine S-methyltransferase; AltName: Full=Thiopurine methyltransferase

[Gluconobacter oxydans 621H]
68% GO:0008119;GO:0010038;GO:0032259;GO:0005737 _ _ _ _ _ _ K00569 TPMT, tpmT

orf2770 52 gi|517915242|ref|WP_019085450.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2771 260 gi|517920658|ref|WP_019090866.1| esterase [Komagataeibacter europaeus] 99%
gi|74751292|sp|Q8NFV4.1|ABHDB_HUM

AN

RecName: Full=Alpha/beta hydrolase domain-containing protein 11; Short=Abhydrolase domain-

containing protein 11; AltName: Full=Williams-Beuren syndrome chromosomal
56% GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf2772 698 gi|498194380|ref|WP_010508536.1| acyltransferase [Komagataeibacter europaeus] 100% gi|22001549|sp|Q9WX70.1|BCSY_KOMX RecName: Full=Putative membrane-bound transacylase BcsY [Komagataeibacter xylinus] 51% GO:0016020;GO:0008152;GO:0016747 _ _ _ _ _ _ None _

orf2773 388 gi|498194379|ref|WP_010508535.1| sugar transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016021 290633.GOX0685 putative sugar efflux protein 79.53% COG2814 _ _ None _

orf2774 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2775 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2776 240 gi|517915245|ref|WP_019085453.1| aspartyl/asparaginyl beta-hydroxylase [Komagataeibacter europaeus] 100% _ _ _ GO:0018193 _ _ _ _ _ _ K12979 lpxO

orf2777 333 gi|498194377|ref|WP_010508533.1| peroxidase [Komagataeibacter europaeus] 100% gi|20140540|sp|P76536.2|YFEX_ECOLI RecName: Full=Probable deferrochelatase/peroxidase YfeX [Escherichia coli K-12] 53% GO:0006979;GO:0006804;GO:0020037;GO:0004601;GO:0055114 272568.GDI_0414 Dyp-type peroxidase family 86.35% COG2837 _ _ K07223 K07223

orf2778 268 gi|498194376|ref|WP_010508532.1| bacteriocin [Komagataeibacter europaeus] 100% gi|75346684|sp|Q45296.1|LIN18_BRELN RecName: Full=Linocin-M18 [Brevibacterium linens] 69% GO:0008233;GO:0006508;GO:0042742 272568.GDI_0415 bacteriocin protein 86.36% COG1659 _ _ None _

orf2779 67 gi|498194375|ref|WP_010508531.1| transporter [Komagataeibacter europaeus] 100% gi|1170996|sp|P45183.1|MOP_HAEIN RecName: Full=Probable molybdenum-pterin-binding protein [Haemophilus influenzae Rd KW20] 72% GO:0055085;GO:0016820;GO:0005524;GO:0030151;GO:0043190 272568.GDI_1946 TOBE domain protein 92.54% COG3585 _ _ None _

orf2780 106 gi|517915249|ref|WP_019085457.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2781 214 gi|498194372|ref|WP_010508528.1| phosphoribosyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0016757;GO:0009116 _ _ _ _ _ _ None _

orf2782 182 gi|648238447|ref|WP_026019596.1| NAD(P)H:quinone oxidoreductase [Komagataeibacter europaeus] 100%
gi|59803069|sp|Q9XBR5.2|NQOR_ZYMM

O

RecName: Full=NAD(P)H dehydrogenase (quinone); AltName: Full=Flavoprotein WrbA; AltName:

Full=NAD(P)H:quinone oxidoreductase; Short=NQO [Zymomonas mobilis subsp. mo
90%

GO:0006694;GO:0045892;GO:0050660;GO:0006118;GO:0051287;GO:0003955;GO:0055114;GO:00

50661;GO:0010181
622759.Za10_0018 flavoprotein WrbA 90.11% COG0655 _ _ K03809 wrbA

orf2783 305 gi|517915252|ref|WP_019085460.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|1711356|sp|P52686.1|SDSB_PSES9 RecName: Full=SDS degradation transcriptional activation protein 69% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 264203.ZMO1336 transcriptional regulator 84.75% COG0583 _ _ None _

orf2784 233 gi|517920654|ref|WP_019090862.1| pirin [Komagataeibacter europaeus] 99%
gi|14195418|sp|Q9XBR7.1|Y1337_ZYMM

O

RecName: Full=Putative quercetin 2,3-dioxygenase ZMO1337; Short=Putative quercetinase;

AltName: Full=Pirin-like protein ZMO1337 [Zymomonas mobilis subsp. mobilis Z
80% _ 272568.GDI_0848 hypothetical protein 84.48% COG1741 _ _ K06911 K06911

orf2785 121 gi|517920653|ref|WP_019090861.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2786 76 gi|517915256|ref|WP_019085464.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2787 485 gi|498194367|ref|WP_010508523.1| phosphomannomutase [Komagataeibacter europaeus] 100% gi|2499515|sp|P55356.1|NOEK_RHISN RecName: Full=Phosphomannomutase; Short=PMM [Sinorhizobium fredii NGR234] 62% GO:0000287;GO:0005975;GO:0016868 272568.GDI_3141 phosphomannomutase 90.32% COG1109 _ _ K01840 manB

orf2788 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2789 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2790 342 gi|517915259|ref|WP_019085467.1| metal-dependent protein hydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0016787;GO:0008152 272568.GDI_0594 hypothetical protein 88.54% COG4286 _ _ None _

orf2791 46 gi|582021966|gb|AHI25308.1| hypothetical protein H845_1363 [Gluconacetobacter xylinus E25] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2792 44 gi|582021965|gb|AHI25307.1| hypothetical protein H845_1362 [Gluconacetobacter xylinus E25] 91% _ _ _ _ _ _ _ _ _ _ None _

orf2793 110 gi|498194361|ref|WP_010508517.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2794 159 gi|498194360|ref|WP_010508516.1| histidine kinase [Komagataeibacter europaeus] 100% gi|238054349|sp|O34553.2|YTSP_BACSU RecName: Full=Protein YtsP [Bacillus subtilis subsp. subtilis str. 168] 70% _ 290633.GOX0848 hypothetical protein 84.06% COG1956 _ _ K07170 K07170

orf2795 133 gi|517920649|ref|WP_019090857.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2796 264 gi|498194358|ref|WP_010508514.1| short-chain dehydrogenase [Komagataeibacter europaeus] 100% gi|3123232|sp|P80873.3|GS39_BACSU RecName: Full=General stress protein 39; Short=GSP39 [Bacillus subtilis subsp. subtilis str. 168] 67% GO:0055114;GO:0016491 272568.GDI_3753 putative glucose and ribitol dehydrogenase 89.58% COG1028 _ _ None _

orf2797 496 gi|635306276|emb|CDN94481.1| Site-specific recombinase XerD [Agrobacterium tumefaciens] 81% _ _ _ GO:0006259 317655.Sala_2535 phage integrase 76.28% COG0582 _ _ None _

orf2798 1053 gi|498354547|ref|WP_010668703.1| DNA polymerase [Acetobacter aceti] 98% gi|71151849|sp|Q8UAY9.1|DNE21_AGRT RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 80% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 272568.GDI_0104 putative DNA polymerase III alpha subunit 88.78% COG0587 _ _ K14162 dnaE2

orf2799 506 gi|498354546|ref|WP_010668702.1| nucleotidyltransferase [Acetobacter aceti] 97% _ _ _ GO:0003887;GO:0006281;GO:0003684;GO:0006261;GO:0042575 272568.GDI_0103 putative DNA polymerase protein 83.95% COG0389 _ _ K14161 imuB

orf2800 64 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2801 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2802 88 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2803 80 gi|498195264|ref|WP_010509420.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2804 442 gi|582022062|gb|AHI25404.1| Bacteriophage-type DNA helicase [Gluconacetobacter xylinus E25] 99% _ _ _ GO:0000166;GO:0006144;GO:0004386;GO:0003968;GO:0031379;GO:0001172 _ _ _ _ _ _ K01144 E3.1.11.5

orf2805 54 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2806 368 gi|498195260|ref|WP_010509416.1| N-acetylglucosamine-6-phosphate deacetylase [Komagataeibacter europaeus] 100% gi|3122428|sp|P96166.1|NAGA_VIBFU
RecName: Full=N-acetylglucosamine-6-phosphate deacetylase; AltName: Full=GlcNAc 6-P

deacetylase
50% GO:0006044;GO:0008448;GO:0005975 634452.APA01_00490 N-acetylglucosamine-6-phosphate deacetylase 78.18% COG1820 _ _ K01443

E3.5.1.25, nagA,

AMDHD2

orf2807 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2808 411 gi|517915283|ref|WP_019085491.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ K01453 E3.5.1.46

orf2809 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2810 44 gi|517921630|ref|WP_019091838.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _



orf2811 847 gi|517921631|ref|WP_019091839.1| cAMP phosphodiesterase [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
61% GO:0023014;GO:0000155;GO:0016849;GO:0000160;GO:0009190;GO:0035556;GO:0009365 _ _ _ _ _ _ K13243 dos

orf2812 66 gi|517915285|ref|WP_019085493.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2813 831 gi|517921632|ref|WP_019091840.1| hisitidine kinase [Komagataeibacter europaeus] 100% gi|12229707|sp|Q9HWR3.1|BPHY_PSEAE
RecName: Full=Bacteriophytochrome; AltName: Full=Phytochrome-like protein [Pseudomonas

aeruginosa PAO1]
56%

GO:0018106;GO:0005524;GO:0006355;GO:0035556;GO:0018298;GO:0004673;GO:0000160;GO:00

09584;GO:0045449;GO:0000156;GO:0009365;GO:0009881
_ _ _ _ _ _ None _

orf2814 369 gi|657221754|ref|WP_029335472.1| sorbosone dehydrogenase [Komagataeibacter europaeus] 99% gi|3915323|sp|O51055.1|Y024_BORBU RecName: Full=Uncharacterized protein BB_0024 [Borrelia burgdorferi B31] 55% GO:0016901;GO:0005975;GO:0048038;GO:0055114 _ _ _ _ _ _ K00100 E1.1.1.-

orf2815 191 gi|498195241|ref|WP_010509397.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2816 455 gi|498195239|ref|WP_010509395.1| chlorohydrolase [Komagataeibacter europaeus] 100% gi|3183406|sp|O14057.1|GUAD_SCHPO
RecName: Full=Probable guanine deaminase; Short=Guanase; Short=Guanine aminase; AltName:

Full=Guanine aminohydrolase; Short=GAH [Schizosaccharomyces pombe 972h-]
55% GO:0006147;GO:0008892;GO:0008270 _ _ _ _ _ _ K01487 E3.5.4.3, guaD

orf2817 65 gi|517915291|ref|WP_019085499.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2818 382 gi|498195237|ref|WP_010509393.1| membrane protein [Komagataeibacter europaeus] 100%
gi|449061899|sp|D4GPW5.1|TSGAD_HAL

VD

RecName: Full=Putative ABC transporter glucose-binding protein TsgA13; Flags: Precursor

[Haloferax volcanii DS2]
57% GO:0005886 272568.GDI_3209 putative lipoprotein 79.75% COG1744 _ _ K02058 ABC.SS.S

orf2819 449 gi|498195236|ref|WP_010509392.1| hydroxydechloroatrazine ethylaminohydrolase [Komagataeibacter europaeus] 100% gi|81622610|sp|Q9I6Z0.1|OXODE_PSEAE RecName: Full=8-oxoguanine deaminase [Pseudomonas aeruginosa PAO1] 59% GO:0006807;GO:0016810 272568.GDI_1732 amidohydrolase 82.34% COG0402 _ _ K03382 atzB

orf2820 235 gi|498195235|ref|WP_010509391.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2821 168 gi|498195234|ref|WP_010509390.1| ATP-binding protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016829;GO:0002161;GO:0006450 _ _ _ _ _ _ None _

orf2822 983 gi|517915294|ref|WP_019085502.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016740 634452.APA01_02360 glycosyl transferase 80.20% COG1216 _ _ None _

orf2823 228 gi|517915295|ref|WP_019085503.1| nucleoside diphosphate hydrolase [Komagataeibacter europaeus] 100% _ _ _ GO:0047631;GO:0006144 272568.GDI_2517 NUDIX hydrolase 75.58% _ _ NOG278522 None _

orf2824 120 gi|517915296|ref|WP_019085504.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_2983 hypothetical protein 79.13% COG3753 _ NOG83812 None _

orf2825 295 gi|498195229|ref|WP_010509385.1| N-formylglutamate amidohydrolase [Komagataeibacter europaeus] 98% _ _ _ GO:0009252;GO:0008745;GO:0009253 _ _ _ _ _ _ K01458 E3.5.1.68

orf2826 56 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2827 78 gi|517922292|ref|WP_019092500.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2828 256 gi|498195227|ref|WP_010509383.1| putative acetyltransferase [Komagataeibacter europaeus] 100% gi|1710855|sp|P50870.1|VATD_ENTFC
RecName: Full=Streptogramin A acetyltransferase; AltName: Full=Virginiamycin acetyltransferase

D; Short=Vat(D) [Enterococcus faecium]
70% _ _ _ _ _ _ _ None _

orf2829 532 gi|648237411|ref|WP_026018560.1| methyltransferase [Komagataeibacter europaeus] 100% gi|6686353|sp|P42349.2|Y1242_SYNY3
RecName: Full=Uncharacterized methyltransferase sll1242; AltName: Full=ORF N [Synechocystis

sp. PCC 6803 substr. Kazusa]
61% GO:0046872;GO:0031419;GO:0008168;GO:0051536;GO:0032259 634452.APA01_15310 methyltransferase 93.86% COG1032 _ _ None _

orf2830 54 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2831 101 gi|648238658|ref|WP_026019807.1| plasmid stabilization protein [Komagataeibacter europaeus] 99% _ _ _ _ 634452.APA01_20840 hypothetical protein 88.89% COG3668 _ _ None _

orf2832 803 gi|648238659|ref|WP_026019808.1| membrane protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 634452.APA01_20650 outer membrane siderophore receptor 86.51% COG1629 _ _ K02014 TC.FEV.OM

orf2833 316 gi|498195222|ref|WP_010509378.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|730105|sp|Q08597.1|NAC_ENTAE
RecName: Full=Nitrogen assimilation regulatory protein nac; AltName: Full=Nitrogen assimilation

control protein [Enterobacter aerogenes]
63% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 634452.APA01_20760 transcriptional regulator LysR 85.66% COG0583 _ _ None _

orf2834 448 gi|648238660|ref|WP_026019809.1| aspartate ammonia-lyase [Komagataeibacter europaeus] 100% gi|114273|sp|P07346.1|ASPA_PSEFL RecName: Full=Aspartate ammonia-lyase; Short=Aspartase [Pseudomonas fluorescens] 71% GO:0006099;GO:0016829 440085.Mchl_4326 fumarate lyase 77.10% COG1027 _ _ K01744 aspA

orf2835 106 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2836 152 gi|498195219|ref|WP_010509375.1| acetyl-CoA carboxylase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2837 455 gi|498195217|ref|WP_010509373.1| acetyl-CoA carboxylase biotin carboxylase subunit [Komagataeibacter europaeus] 100% gi|461457|sp|P24182.2|ACCC_ECOLI
RecName: Full=Biotin carboxylase; AltName: Full=Acetyl-CoA carboxylase subunit A; Short=ACC

[Escherichia coli K-12]
79% GO:0004075;GO:0046872;GO:0005524;GO:0006633;GO:0009343 634452.APA01_20730 acetyl-CoA carboxylase biotin carboxylase subunit 87.25% COG0439 _ _ K01961 accC

orf2838 145 gi|498195215|ref|WP_010509371.1| acetyl-CoA carboxylase [Komagataeibacter europaeus] 99% _ _ _ GO:0003989;GO:0006090;GO:0009317;GO:0006633 _ _ _ _ _ _ None _

orf2839 251 gi|517921804|ref|WP_019092012.1| oxidoreductase [Komagataeibacter europaeus] 100% gi|2492764|sp|P55434.1|Y4EK_RHISN
RecName: Full=Uncharacterized short-chain type dehydrogenase/reductase y4eK [Sinorhizobium

fredii NGR234]
60% GO:0055114;GO:0016491 634452.APA01_20710 oxidoreductase 90.00% COG4221 _ _ None _

orf2840 226 gi|498195211|ref|WP_010509367.1| allophanate hydrolase [Komagataeibacter europaeus] 100% _ _ _ GO:0016787;GO:0008152 634452.APA01_20700 allophanate hydrolase subunit 1 86.19% COG2049 _ _ None _

orf2841 336 gi|517915311|ref|WP_019085519.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|1176146|sp|P44298.1|Y1730_HAEIN RecName: Full=Uncharacterized protein HI_1730 [Haemophilus influenzae Rd KW20] 64% GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf2842 255 gi|498195207|ref|WP_010509363.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|81643465|sp|Q6CYM1.1|Y4486_PECA RecName: Full=UPF0271 protein ECA4486 [Pectobacterium atrosepticum SCRI1043] 74% GO:0005975;GO:0003824 634452.APA01_20680 hypothetical protein 78.80% COG1540 _ _ K07160 K07160

orf2843 307 gi|517915312|ref|WP_019085520.1| multidrug transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016020 634452.APA01_20670 drug/metabolite (DMT) transporter integral membrane protein 87.20% COG0697 _ _ None _

orf2844 400 gi|657221745|ref|WP_029335463.1| glucarate transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0055085;GO:0016021 634452.APA01_20660 glucarate/galactarate transporter 86.02% COG0477 _ _ None _

orf2845 382 gi|498195202|ref|WP_010509358.1| aspartate aminotransferase [Komagataeibacter europaeus] 100% gi|17366295|sp|P58350.1|AATB_RHIME
RecName: Full=Aspartate aminotransferase B; Short=AspAT; AltName: Full=Transaminase A

[Sinorhizobium meliloti 1021]
72%

GO:0009094;GO:0006571;GO:0006531;GO:0000162;GO:0004069;GO:0006560;GO:0006536;GO:00

06522;GO:0006525;GO:0015976;GO:0006534;GO:0006107;GO:0080130;GO:0009821;GO:0030170
634452.APA01_20750 aspartate aminotransferase 89.79% COG0436 _ _ K00812 aspB

orf2846 252 gi|498195200|ref|WP_010509356.1| ferrichrome ABC transporter ATP-binding protein [Komagataeibacter europaeus] 99% gi|119370754|sp|Q47MA5.1|HMUV_THE RecName: Full=Hemin import ATP-binding protein HmuV [Thermobifida fusca YX] 56% GO:0005524;GO:0006200;GO:0016887 272568.GDI_0664 ABC transporter related 81.17% COG1120 _ _ K02013 ABC.FEV.A

orf2847 323 gi|648237416|ref|WP_026018565.1| ABC transporter permease [Komagataeibacter europaeus] 99% gi|254813498|sp|B7L6I4.1|BTUC_ECO55 RecName: Full=Vitamin B12 import system permease protein BtuC [Escherichia coli 55989] 54% _ 272568.GDI_0665 transport system permease protein 91.46% COG0609 _ _ K02015 ABC.FEV.P

orf2848 274 gi|498195196|ref|WP_010509352.1|
ferrichrome ABC transporter substrate-binding protein [Komagataeibacter

europaeus]
99% _ _ _ _ 272568.GDI_0666 ferrichrome ABC transporter 84.55% COG0614 _ _ K02016 ABC.FEV.S

orf2849 699 gi|498195194|ref|WP_010509350.1| TonB-dependent ferrichrome siderophore receptor [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_0667 TonB-dependent receptor 92.76% COG4206 _ _ K16092 btuB

orf2850 447 gi|517915318|ref|WP_019085526.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2851 128 gi|517921910|ref|WP_019092118.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2852 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2853 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2854 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2855 755 gi|517920880|ref|WP_019091088.1| TonB-denpendent receptor [Komagataeibacter europaeus] 99% _ _ _ GO:0044718;GO:0009279;GO:0006826;GO:0007165;GO:0005506;GO:0004872;GO:0015343 634452.APA01_15330 ferrichrome siderophore receptor FcuA 94.76% COG1629 _ _ K02014 TC.FEV.OM

orf2856 175 gi|498193770|ref|WP_010507926.1| superoxide dismutase [Komagataeibacter europaeus] 100% gi|134604|sp|P20379.1|SODC_CAUCR RecName: Full=Superoxide dismutase [Cu-Zn] 76% GO:0004784;GO:0019430;GO:0046872;GO:0055114 290633.GOX1879
superoxide dismutase [Cu-Zn]; Destroys radicals which are normally produced

within the cells [...]
83.92% COG2032 _ _ K04565 SOD1

orf2857 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2858 412 gi|517915324|ref|WP_019085532.1| aminopeptidase [Komagataeibacter europaeus] 100% _ _ _ GO:0006508;GO:0004177 _ _ _ _ _ _ None _

orf2859 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2860 256 gi|498193772|ref|WP_010507928.1| LuxR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf2861 403 gi|498193773|ref|WP_010507929.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2862 357 gi|648238486|ref|WP_026019635.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf2863 282 gi|498193775|ref|WP_010507931.1| 2-dehydro-3-deoxyphosphooctonate aldolase [Komagataeibacter europaeus] 100%
gi|122327535|sp|Q0BTX5.1|KDSA_GRAB

C

RecName: Full=2-dehydro-3-deoxyphosphooctonate aldolase; AltName: Full=3-deoxy-D-manno-

octulosonic acid 8-phosphate synthase; AltName: Full=KDO-8-phosphate synthas
80% GO:0008676;GO:0019294;GO:0005737 272568.GDI_1929 2-dehydro-3-deoxyphosphooctonate aldolase 85.50% COG2877 _ _ K01627 kdsA

orf2864 78 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2865 497 gi|498193777|ref|WP_010507933.1| CTP synthetase [Komagataeibacter europaeus] 100%
gi|226733085|sp|A9HJ81.1|PYRG_GLUD

A

RecName: Full=CTP synthase; AltName: Full=CTP synthetase; AltName: Full=UTP--ammonia

ligase [Gluconacetobacter diazotrophicus PA1 5]
93% GO:0006541;GO:0005524;GO:0044210;GO:0006206;GO:0003883 272568.GDI_1930

CTP synthetase; Catalyzes the ATP-dependent amination of UTP to CTP with

either L-glutamine  [...]
92.84% COG0504 _ _ K01937 E6.3.4.2, pyrG

orf2866 98 gi|498193779|ref|WP_010507935.1| preprotein translocase subunit SecG [Komagataeibacter europaeus] 100% _ _ _ GO:0071806;GO:0009306;GO:0016021;GO:0015450;GO:0009941 272568.GDI_1931 protein translocase subunit SecG 90.82% _ _
NOG284142

;NOG13320
K03075 secG

orf2867 286 gi|517920875|ref|WP_019091083.1| triosephosphate isomerase [Komagataeibacter europaeus] 100% gi|189036012|sp|A9HJ86.1|TPIS_GLUDA
RecName: Full=Triosephosphate isomerase; Short=TIM; AltName: Full=Triose-phosphate isomerase

[Gluconacetobacter diazotrophicus PA1 5]
81%

GO:0046486;GO:0006000;GO:0006094;GO:0006096;GO:0004807;GO:0006020;GO:0005737;GO:00

15976;GO:0006098;GO:0006013
272568.GDI_1932 putative triosephosphate isomerase 81.07% COG0149 _ _ K01803 TPI, tpiA

orf2868 665 gi|657221489|ref|WP_029335207.1| peptidylprolyl isomerase [Komagataeibacter europaeus] 100% _ _ _ GO:0003755;GO:0000413 _ _ _ _ _ _ K03770 ppiD

orf2869 522 gi|498193782|ref|WP_010507938.1| anthranilate synthase subunit I [Komagataeibacter europaeus] 99% gi|136326|sp|P20579.1|TRPE_PSEPU RecName: Full=Anthranilate synthase component 1; Short=AS; Short=ASI 63% GO:0009094;GO:0006571;GO:0005950;GO:0000162;GO:0004049 272568.GDI_1934 anthranilate synthase component 1 82.48% COG0147 _ _ K01657 trpE

orf2870 198 gi|648238484|ref|WP_026019633.1| anthranilate synthase [Komagataeibacter europaeus] 100% gi|136350|sp|P26922.1|TRPG_AZOBR
RecName: Full=Anthranilate synthase component 2; Short=AS; Short=ASII; AltName:

Full=Anthranilate synthase, GATase component; AltName: Full=Anthranilate synthase, glu
77% GO:0008152 272568.GDI_1935 putative mnthranilate synthase component 2 87.77% COG0512 _ _ K01658 trpG

orf2871 464 gi|498193784|ref|WP_010507940.1| anthranilate phosphoribosyltransferase [Komagataeibacter europaeus] 100% gi|81556912|sp|Q5FNM7.1|TRPD_GLUO RecName: Full=Anthranilate phosphoribosyltransferase [Gluconobacter oxydans 621H] 66% GO:0000287;GO:0009094;GO:0006571;GO:0000162;GO:0004048 _ _ _ _ _ _ K00766 trpD

orf2872 291 gi|498193785|ref|WP_010507941.1| indole-3-glycerol phosphate synthase [Komagataeibacter europaeus] 100% gi|123526491|sp|Q2RT48.1|TRPC_RHOR RecName: Full=Indole-3-glycerol phosphate synthase; Short=IGPS 69% GO:0009094;GO:0006571;GO:0004425;GO:0000162 272568.GDI_1937 putative indole-3-glycerol phosphate synthase 91.15% COG0134 _ _ K01609 trpC

orf2873 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2874 163 gi|498193787|ref|WP_010507943.1| molybdenum cofactor biosynthesis protein MoaC [Komagataeibacter europaeus] 100%
gi|167011820|sp|A5UQR2.1|MOAC_ROSS

1

RecName: Full=Cyclic pyranopterin monophosphate synthase accessory protein; AltName:

Full=Molybdenum cofactor biosynthesis protein C [Roseiflexus sp. RS-1]
78% GO:0006777 634452.APA01_12190 molybdopterin biosynthesis protein MoaC 83.44% COG0315 _ _ K03637 moaC

orf2875 337 gi|498193788|ref|WP_010507944.1| pyruvate dehydrogenase E1 subunit alpha [Komagataeibacter europaeus] 100% gi|8474229|sp|Q9R9N5.1|ODPA_RHIME RecName: Full=Pyruvate dehydrogenase E1 component subunit alpha [Sinorhizobium meliloti 1021] 82%
GO:0043231;GO:0006094;GO:0006096;GO:0009097;GO:0055114;GO:0009098;GO:0009099;GO:00

45254;GO:0004739
272568.GDI_1939 pyruvate dehydrogenase E1 component subunit alpha 90.33% COG1071 _ _ K00161 PDHA, pdhA

orf2876 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2877 450 gi|498193789|ref|WP_010507945.1| pyruvate dehydrogenase subunit beta [Komagataeibacter europaeus] 99% gi|8474226|sp|Q9R9N4.2|ODPB_RHIME RecName: Full=Pyruvate dehydrogenase E1 component subunit beta [Sinorhizobium meliloti 1021] 79%
GO:0006094;GO:0006096;GO:0009097;GO:0055114;GO:0009098;GO:0009099;GO:0045254;GO:00

04739;GO:0006086
272568.GDI_1940 pyruvate dehydrogenase subunit beta 94.10%

COG0022;COG050

8
_ _ K00162 PDHB, pdhB

orf2878 418 gi|517920870|ref|WP_019091078.1|
branched-chain alpha-keto acid dehydrogenase subunit E2 [Komagataeibacter

europaeus]
100% gi|119364626|sp|P08461.3|ODP2_RAT

RecName: Full=Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase

complex, mitochondrial; AltName: Full=70 kDa mitochondrial autoantige
64% _ 349163.Acry_2821 pyruvate dehydrogenase complex dihydrolipoamide acetyltransferase 78.12% COG0508 _ _ K00627 DLAT, aceF, pdhC

orf2879 469 gi|517920869|ref|WP_019091077.1| dihydrolipoamide dehydrogenase [Komagataeibacter europaeus] 100% gi|59802832|sp|P50970.3|DLDH_ZYMMO
RecName: Full=Dihydrolipoyl dehydrogenase; AltName: Full=Dihydrolipoamide dehydrogenase;

AltName: Full=E3 component of pyruvate and 2-oxoglutarate dehydrogenases co
73%

GO:0004148;GO:0006094;GO:0006096;GO:0050660;GO:0006118;GO:0006566;GO:0006563;GO:00

45454;GO:0006099;GO:0006544
272568.GDI_1942 dihydrolipoamide dehydrogenase 88.12% COG1249 _ _ K00382 DLD, lpd, pdhD

orf2880 326 gi|648237423|ref|WP_026018572.1| radical SAM protein [Komagataeibacter europaeus] 100% gi|81556910|sp|Q5FNM1.1|LIPA_GLUOX
RecName: Full=Lipoyl synthase; AltName: Full=Lip-syn; Short=LS; AltName: Full=Lipoate

synthase; AltName: Full=Lipoic acid synthase; AltName: Full=Sulfur insertion p
88% GO:0046872;GO:0051539;GO:0005737;GO:0009249;GO:0009107;GO:0016992 272568.GDI_1943 lipoyl synthase 93.20% COG0320 _ _ K03644 lipA

orf2881 74 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2882 162 gi|498193795|ref|WP_010507951.1| cyclase [Komagataeibacter europaeus] 100% gi|6226335|sp|Q9ZDZ7.1|RATA_RICPR RecName: Full=Ribosome association toxin RatA [Rickettsia prowazekii str. Madrid E] 54% _ 272568.GDI_1944 cyclase/dehydrase 91.55% COG2867 _ _ None _

orf2883 92 gi|657221490|ref|WP_029335208.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf2884 158 gi|517915340|ref|WP_019085548.1| competence damage-inducible protein A [Komagataeibacter europaeus] 100% gi|189082539|sp|A0QY28.2|CINAL_MYC RecName: Full=CinA-like protein [Mycobacterium smegmatis str. MC2 155] 65% _ _ _ _ _ _ _ K03743 K03743

orf2885 154 gi|498193798|ref|WP_010507954.1| phosphatidylglycerophosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0009395;GO:0046872;GO:0006655;GO:0016021;GO:0008962;GO:0016311;GO:0005886 272568.GDI_1951 phosphatidylglycerophosphatase A 79.26% COG1267 _ _ K01095 pgpA

orf2886 644 gi|498193799|ref|WP_010507955.1| murein transglycosylase [Komagataeibacter europaeus] 99% _ _ _ GO:0016020;GO:0008933;GO:0004553;GO:0005975;GO:0000270;GO:0042597 _ _ _ _ _ _ K08309 slt

orf2887 201 gi|498193800|ref|WP_010507956.1| membrane protein [Komagataeibacter europaeus] 100% gi|81341883|sp|O31603.1|YJBE_BACSU RecName: Full=Uncharacterized membrane protein YjbE [Bacillus subtilis subsp. subtilis str. 168] 58% GO:0016021 634452.APA01_12080 integral membrane protein TerC 81.07% COG0861 _ _ None _

orf2888 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2889 450 gi|498193803|ref|WP_010507959.1| adenylosuccinate lyase [Komagataeibacter europaeus] 100% gi|6225904|sp|O66856.1|PUR8_AQUAE
RecName: Full=Adenylosuccinate lyase; Short=ASL; AltName: Full=Adenylosuccinase;

Short=ASase [Aquifex aeolicus VF5]
66% GO:0006522;GO:0006531;GO:0070626;GO:0006144;GO:0004018;GO:0009152 272568.GDI_1954 adenylosuccinate lyase 95.71% COG0015 _ _ K01756 purB, ADSL

orf2890 247 gi|498193804|ref|WP_010507960.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1955 hypothetical protein 81.97% COG3332 _ _ None _

orf2891 254 gi|498193805|ref|WP_010507961.1|
phosphoribosylaminoimidazole-succinocarboxamide synthase [Komagataeibacter

europaeus]
100% gi|189038230|sp|A9HJF3.1|PUR7_GLUDA

RecName: Full=Phosphoribosylaminoimidazole-succinocarboxamide synthase; AltName:

Full=SAICAR synthetase [Gluconacetobacter diazotrophicus PA1 5]
97% GO:0005524;GO:0004639;GO:0006144;GO:0006189 272568.GDI_1956 phosphoribosylaminoimidazole-succinocarboxamide synthase 96.85% COG0152 _ _ K01923 purC

orf2892 76 gi|498193806|ref|WP_010507962.1| phosphoribosylformylglycinamidine synthase [Komagataeibacter europaeus] 100% gi|141322|sp|P12049.1|YEXA_BACSU RecName: Full=UPF0062 protein YexA [Bacillus subtilis subsp. subtilis str. 168] 66% GO:0016879;GO:0008152 272568.GDI_1957 phosphoribosylformylglycinamidine synthase, PurS 86.49% COG1828 _ NOG223397 K01952 purL, PFAS

orf2893 127 gi|498193807|ref|WP_010507963.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2894 234 gi|517920863|ref|WP_019091071.1| phosphoribosylformylglycinamidine synthase [Komagataeibacter europaeus] 100% gi|73921867|sp|Q5FNL1.1|PURQ_GLUOX
RecName: Full=Phosphoribosylformylglycinamidine synthase 1; AltName:

Full=Phosphoribosylformylglycinamidine synthase I; Short=FGAM synthase I [Gluconobacter
79% GO:0006541;GO:0004642;GO:0005524;GO:0006144;GO:0006189;GO:0005737 272568.GDI_1959 phosphoribosylformylglycinamidine synthase I 87.45% COG0047 _ _ K01952 purL, PFAS

orf2895 736 gi|498193809|ref|WP_010507965.1| phosphoribosylformylglycinamidine synthase [Komagataeibacter europaeus] 100% gi|67460738|sp|Q5FNL0.1|PURL_GLUOX
RecName: Full=Phosphoribosylformylglycinamidine synthase 2; AltName:

Full=Phosphoribosylformylglycinamidine synthase II; Short=FGAM synthase II [Gluconobacter
85% GO:0000287;GO:0004642;GO:0005524;GO:0006144;GO:0006189;GO:0005737 272568.GDI_1960 phosphoribosylformylglycinamidine synthase II 91.68% COG0046 _ _ K01952 purL, PFAS

orf2896 77 gi|498193811|ref|WP_010507967.1| ATP-binding protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_1961 BolA family protein 89.61% COG0271 _ _ None _

orf2897 111 gi|498193812|ref|WP_010507968.1| glutaredoxin [Komagataeibacter europaeus] 100% gi|3025188|sp|P73056.1|YC64L_SYNY3
RecName: Full=Uncharacterized monothiol glutaredoxin ycf64-like [Synechocystis sp. PCC 6803

substr. Kazusa]
80% GO:0015035;GO:0009055;GO:0006118;GO:0055114;GO:0045454 272568.GDI_1962 glutaredoxin-like protein 87.85% COG0278 _ _ K07390 grxD, GLRX5

orf2898 103 gi|498193813|ref|WP_010507969.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2899 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2900 108 gi|517915349|ref|WP_019085557.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|221222492|sp|A9HJH4.2|Y1964_GLUD RecName: Full=UPF0102 protein GDI1964/Gdia_0189 [Gluconacetobacter diazotrophicus PA1 5] 70% GO:0090305;GO:0004518;GO:0003676 _ _ _ _ _ _ None _

orf2901 472 gi|498193815|ref|WP_010507971.1| phospholipase D [Komagataeibacter europaeus] 100% gi|259491279|sp|C3K1C4.1|CLSA_PSEFS RecName: Full=Cardiolipin synthase A; Short=CL synthase [Pseudomonas fluorescens SBW25] 55% GO:0008152;GO:0003824 272568.GDI_1965 putative cardiolipin synthetase 1 83.66% COG1502 _ _ K06131 cls

orf2902 234 gi|498193816|ref|WP_010507972.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0022904 _ _ _ _ _ _ None _

orf2903 133 gi|582022474|gb|AHI25816.1| hypothetical protein H845_1877 [Gluconacetobacter xylinus E25] 97% _ _ _ GO:0009055;GO:0020037;GO:0006118 _ _ _ _ _ _ None _

orf2904 210 gi|517920860|ref|WP_019091068.1| endonuclease/exonuclease/phosphatase [Komagataeibacter europaeus] 100% _ _ _ GO:0004527;GO:0090305;GO:0004519 272568.GDI_1966 endonuclease/exonuclease/phosphatase 82.44% _ _ NOG115821 None _

orf2905 358 gi|498193821|ref|WP_010507977.1| transporter [Komagataeibacter europaeus] 100% gi|84027918|sp|P0AFS7.1|YDIK_ECOLI RecName: Full=UPF0118 inner membrane protein YdiK [Escherichia coli K-12] 51% _ 272568.GDI_1967 putative inner membrane protein 83.59% COG0628 _ _ None _

orf2906 282 gi|498193822|ref|WP_010507978.1| thiosulfate sulfurtransferase [Komagataeibacter europaeus] 100% gi|3122930|sp|P97532.3|THTM_RAT RecName: Full=3-mercaptopyruvate sulfurtransferase; Short=MST [Rattus norvegicus] 53% GO:0008152;GO:0016740 _ _ _ _ _ _ K01011 TST, MPST, sseA

orf2907 415 gi|498193823|ref|WP_010507979.1| cystathionine beta-lyase [Komagataeibacter europaeus] 100% gi|109940099|sp|Q52811.2|METC_RHIL3
RecName: Full=Putative cystathionine beta-lyase; Short=CBL; AltName: Full=Beta-cystathionase;

AltName: Full=Cysteine lyase; AltName: Full=ORF5 [Rhizobium leguminos
56% GO:0006555;GO:0006534;GO:0004121;GO:0005737;GO:0030170 272568.GDI_1969 cystathionine beta-lyase 77.12% COG0626 _ _ K01760 metC

orf2908 340 gi|498193824|ref|WP_010507980.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|1168351|sp|P42327.1|ADH2_BACST RecName: Full=Alcohol dehydrogenase; Short=ADH 73% GO:0004022;GO:0008270;GO:0055114 634452.APA01_00250 alcohol dehydrogenase 87.80% COG1064 _ _ K13953 adhP

orf2909 40 gi|517915357|ref|WP_019085565.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2910 94 gi|498193825|ref|WP_010507981.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2911 87 gi|498193826|ref|WP_010507982.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2912 98 gi|517915360|ref|WP_019085568.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2913 442 gi|517920857|ref|WP_019091065.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2914 60 gi|498193830|ref|WP_010507986.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2915 484 gi|498193831|ref|WP_010507987.1| D-galactose transporter [Komagataeibacter europaeus] 100% gi|84028323|sp|P0AEP2.1|GALP_ECOL6
RecName: Full=Galactose-proton symporter; AltName: Full=Galactose transporter [Escherichia coli

CFT073]
63% GO:0008643;GO:0055085;GO:0016021;GO:0022891 _ _ _ _ _ _ K08137 galP

orf2916 54 gi|493607166|ref|WP_006559680.1| transposase [Acetobacter transposase [Acetobacter tropicalis NBRC 101654] 73% _ _ _ _ _ _ _ _ _ _ None _

orf2917 363 gi|498194060|ref|WP_010508216.1| branched-chain amino acid aminotransferase [Komagataeibacter europaeus] 100% gi|7227901|sp|O86505.1|ILVE_STRCO
RecName: Full=Probable branched-chain-amino-acid aminotransferase; Short=BCAT [Streptomyces

coelicolor A3(2)]
72% GO:0009098;GO:0009099;GO:0052654;GO:0052656;GO:0009097;GO:0052655 272568.GDI_2479 branched-chain amino acid aminotransferase 82.09% COG0115 _ _ K00826 E2.6.1.42, ilvE

orf2918 289 gi|498194059|ref|WP_010508215.1| nitroreductase [Komagataeibacter europaeus] 100% gi|20141622|sp|Q9Z5Z2.2|NFSA_SALTY
RecName: Full=Oxygen-insensitive NADPH nitroreductase [Salmonella enterica subsp. enterica

serovar Typhimurium str. LT2]
50% GO:0055114;GO:0016491 _ _ _ _ _ _ K00358 E1.6.99.-

orf2919 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2920 326 gi|498194057|ref|WP_010508213.1| alcohol dehydrogenase [Komagataeibacter europaeus] 100% gi|123593177|sp|Q3J6K9.1|ACUI_RHOS4
RecName: Full=Acrylyl-CoA reductase AcuI; AltName: Full=Acryloyl-coenzyme A reductase

[Rhodobacter sphaeroides 2.4.1]
70% GO:0008270;GO:0055114;GO:0016491 _ _ _ _ _ _ K00001 E1.1.1.1, adh

orf2921 40 gi|517915483|ref|WP_019085691.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf2922 74 gi|498194056|ref|WP_010508212.1| cobalt transporter [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_25300 hypothetical protein 87.32% _ _ NOG76702 None _

orf2923 176 gi|498194055|ref|WP_010508211.1| phosphoglycerate mutase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2924 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2925 63 gi|498194054|ref|WP_010508210.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf2926 112 gi|498194052|ref|WP_010508208.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2927 350 gi|517915487|ref|WP_019085695.1| CobW [Komagataeibacter europaeus] 100% gi|231837|sp|P29937.3|COBW_PSEDE RecName: Full=Protein CobW [Pseudomonas denitrificans] 71% GO:0009236 634452.APA01_22530 cobalamin synthesis protein CobW 84.96% COG0523 _ _ K02234 cobW

orf2928 1123 gi|498194050|ref|WP_010508206.1| cobaltochelatase subunit CobN [Komagataeibacter europaeus] 100% gi|231829|sp|P29929.1|COBN_PSEDE
RecName: Full=Aerobic cobaltochelatase subunit CobN; AltName: Full=Hydrogenobyrinic acid a,c-

diamide cobaltochelatase subunit CobN [Pseudomonas denitrificans]
62% GO:0009058 _ _ _ _ _ _ K02230 cobN

orf2929 390 gi|498194049|ref|WP_010508205.1| precorrin-3B synthase [Komagataeibacter europaeus] 98% gi|1352123|sp|P21637.2|COBG_PSEDE RecName: Full=Precorrin-3B synthase [Pseudomonas denitrificans] 48% GO:0046872;GO:0020037;GO:0051539;GO:0055114;GO:0016491 _ _ _ _ _ _ K02229 cobG

orf2930 213 gi|517915490|ref|WP_019085698.1| precorrin-8X methylmutase [Komagataeibacter europaeus] 100% gi|116839|sp|P21638.1|COBH_PSEDE
RecName: Full=Precorrin-8X methylmutase; AltName: Full=HBA synthase; AltName:

Full=Precorrin isomerase [Pseudomonas denitrificans]
83% GO:0016993;GO:0015994;GO:0009236 634452.APA01_14550 cobalamin(vitamin B12) biosynthesis protein Precorrin-8X methylmutase CobH 85.34% COG2082 _ _ K06042 E5.4.1.2, cobH, cbiC



orf2931 245 gi|498194047|ref|WP_010508203.1| precorrin-2 C20-methyltransferase [Komagataeibacter europaeus] 100% gi|116840|sp|P21639.2|COBI_PSEDE
RecName: Full=Precorrin-2 C(20)-methyltransferase; AltName: Full=S-adenosyl-L-methionine--

precorrin-2 methyltransferase; Short=SP2MT [Pseudomonas denitrificans]
63% GO:0030788;GO:0015994;GO:0009236;GO:0043115;GO:0055114;GO:0032259;GO:0006779 _ _ _ _ _ _ K03394 cobI-cbiL

orf2932 257 gi|498194046|ref|WP_010508202.1| precorrin-3B C17-methyltransferase [Komagataeibacter europaeus] 100% gi|116841|sp|P21640.1|COBJ_PSEDE
RecName: Full=Precorrin-3B C(17)-methyltransferase; Short=Precorrin-3 methylase;

Short=Precorrin-3 methyltransferase [Pseudomonas denitrificans]
72% GO:0008168;GO:0009236;GO:0032259 634452.APA01_14530 precorrin-3B C17-methyltransferase 80.00% COG1010 _ _ K05934

E2.1.1.131, cobJ,

cbiH

orf2933 256 gi|648237449|ref|WP_026018598.1| cobalt-precorrin-6X reductase [Komagataeibacter europaeus] 99% gi|54035746|sp|O68098.1|COBK_RHOCB
RecName: Full=Precorrin-6A reductase; AltName: Full=Precorrin-6X reductase [Rhodobacter

capsulatus SB 1003]
60% GO:0016994;GO:0015994;GO:0009236;GO:0055114 _ _ _ _ _ _ K05895 cobK, cbiJ

orf2934 416 gi|517920426|ref|WP_019090634.1| precorrin-6Y C5,15-methyltransferase [Komagataeibacter europaeus] 99% gi|116843|sp|P21921.1|COBL_PSEDE RecName: Full=Precorrin-6Y C(5,15)-methyltransferase [decarboxylating] 64% GO:0046025;GO:0006479;GO:0008276;GO:0009236 _ _ _ _ _ _ K00595 cobL

orf2935 124 gi|517920427|ref|WP_019090635.1| cobalamin biosynthesis protein CbiG [Komagataeibacter europaeus] 99% _ _ _ GO:0009236 _ _ _ _ _ _ K02189 cbiG

orf2936 250 gi|517920428|ref|WP_019090636.1| precorrin-4 C11-methyltransferase [Komagataeibacter europaeus] 100% gi|116844|sp|P21922.1|COBM_PSEDE
RecName: Full=Precorrin-4 C(11)-methyltransferase; AltName: Full=Precorrin-3 methylase

[Pseudomonas denitrificans]
86% GO:0015994;GO:0046026;GO:0009236;GO:0043115;GO:0055114;GO:0032259;GO:0006779 634452.APA01_14490 precorrin-4 C11-methyltransferase 90.76% COG2875 _ _ K05936 cobM, cbiF

orf2937 361 gi|517915496|ref|WP_019085704.1| cobalt-precorrin-6A synthase [Komagataeibacter europaeus] 100%
gi|166225690|sp|A5EGH4.1|CBID_BRAS

B

RecName: Full=Cobalt-precorrin-5B C(1)-methyltransferase; AltName: Full=Cobalt-precorrin-6A

synthase [Bradyrhizobium sp. BTAi1]
71% GO:0008168;GO:0046140;GO:0009236;GO:0032259 _ _ _ _ _ _ K02188 cbiD

orf2938 436 gi|648237450|ref|WP_026018599.1| cobyrinic acid a,c-diamide synthase [Komagataeibacter europaeus] 100% gi|30172936|sp|Q98KP1.1|COBB_RHILO RecName: Full=Cobyrinic acid A,C-diamide synthase [Mesorhizobium loti MAFF303099] 74% GO:0042242;GO:0006541;GO:0015420;GO:0015889;GO:0035461;GO:0009236 _ _ _ _ _ _ K02224 cobB-cbiA

orf2939 82 gi|498194038|ref|WP_010508194.1| iron transporter [Komagataeibacter europaeus] 99% _ _ _ GO:0046914 264198.Reut_B5430 hypothetical protein 81.33% COG1918 _ _ K04758 feoA

orf2940 611 gi|517915498|ref|WP_019085706.1| iron transporter FeoB [Komagataeibacter europaeus] 100% gi|81317647|sp|Q5XPH7.1|FEOB_LEPBP
RecName: Full=Ferrous iron transport protein B [Leptospira biflexa serovar Patoc strain 'Patoc 1

(Paris)']
65% GO:0015093;GO:0015684;GO:0016021;GO:0005525 290633.GOX0674 ferrous iron transport protein B (FeoB) 81.95% COG0370 _ _ K04759 feoB

orf2941 86 gi|498194036|ref|WP_010508192.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2942 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2943 738 gi|517920432|ref|WP_019090640.1| c-di-GMP phosphodiesterase A [Komagataeibacter europaeus] 99% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
60% GO:0016849;GO:0006355;GO:0009190;GO:0004871;GO:0035556 _ _ _ _ _ _ None _

orf2944 555 gi|517920433|ref|WP_019090641.1| diguanylate cyclase [Komagataeibacter europaeus] 100% gi|48474964|sp|Q9I310.1|Y1727_PSEAE RecName: Full=Uncharacterized signaling protein PA1727 [Pseudomonas aeruginosa PAO1] 52% GO:0023014;GO:0000155;GO:0016849;GO:0000160;GO:0009190;GO:0035556;GO:0009365 _ _ _ _ _ _ None _

orf2945 540 gi|498195061|ref|WP_010509217.1| dihydrolipoamide dehydrogenase [Komagataeibacter europaeus] 100%
gi|75264759|sp|Q9M5K3.2|DLDH1_ARAT

H

RecName: Full=Dihydrolipoyl dehydrogenase 1, mitochondrial; Short=AtmLPD1; Short=mtLPD1;

AltName: Full=Dihydrolipoamide dehydrogenase 1; AltName: Full=Glycine clea
73%

GO:0004148;GO:0006094;GO:0006096;GO:0050660;GO:0006118;GO:0006566;GO:0006563;GO:00

45454;GO:0006099;GO:0006544
272568.GDI_1418 dihydrolipoamide dehydrogenase 93.62%

COG0508;COG124

9
_ _ K00382 DLD, lpd, pdhD

orf2946 390 gi|498195059|ref|WP_010509215.1| dihydrolipoamide succinyltransferase [Komagataeibacter europaeus] 100%
gi|81827573|sp|Q6FYD4.1|ODO2_BARQ

U

RecName: Full=Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate

dehydrogenase complex; AltName: Full=2-oxoglutarate dehydrogenase complex
74% GO:0006099;GO:0045252;GO:0033512;GO:0004149;GO:0042967 272568.GDI_1417 2-oxoglutarate dehydrogenase E2 component 89.62% COG0508 _ _ K00658 DLST, sucB

orf2947 69 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2948 957 gi|498195057|ref|WP_010509213.1| MFS transporter [Komagataeibacter europaeus] 100% gi|81852547|sp|Q8YJE4.1|ODO1_BRUME
RecName: Full=2-oxoglutarate dehydrogenase E1 component; AltName: Full=Alpha-ketoglutarate

dehydrogenase [Brucella melitensis bv. 1 str. 16M]
69% GO:0006099;GO:0045252;GO:0006568;GO:0006554;GO:0004591;GO:0030976 272568.GDI_1416 2-oxoglutarate dehydrogenase E1 component 88.57% COG0567 _ _ K00164 OGDH, sucA

orf2949 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2950 112 gi|498195051|ref|WP_010509207.1| alkylhydroperoxidase [Komagataeibacter europaeus] 100% gi|2495685|sp|Q57498.1|Y1053_HAEIN RecName: Full=Uncharacterized protein HI_1053 [Haemophilus influenzae Rd KW20] 67% GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 272568.GDI_1413 alkylhydroperoxidase like protein, AhpD family 85.71% COG0599 _ NOG83192 None _

orf2951 372 gi|498195053|ref|WP_010509209.1| ATPase [Komagataeibacter europaeus] 100% gi|54040246|sp|P64613.1|ZAPE_ECO57
RecName: Full=Cell division protein ZapE; AltName: Full=Z ring-associated protein ZapE

[Escherichia coli O157:H7]
53% GO:0005524 272568.GDI_1414 putative ATPase 87.27% COG1485 _ _ K06916 K06916

orf2952 214 gi|517915017|ref|WP_019085225.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0016706;GO:0055114 272568.GDI_1412 hypothetical protein 82.52% _ _ NOG118362 None _

orf2953 114 gi|582023571|gb|AHI26913.1| hypothetical protein H845_3007 [Gluconacetobacter xylinus E25] 88% _ _ _ _ _ _ _ _ _ _ None _

orf2954 163 gi|498195047|ref|WP_010509203.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0042597 _ _ _ _ _ _ None _

orf2955 497 gi|657221727|ref|WP_029335445.1| glucose-6-phosphate dehydrogenase [Komagataeibacter europaeus] 100% gi|93141266|sp|P29686.2|G6PD_SYNE7
RecName: Full=Glucose-6-phosphate 1-dehydrogenase; Short=G6PD [Synechococcus elongatus PCC

7942]
65% GO:0050661;GO:0006749;GO:0006098;GO:0004345 272568.GDI_1408 glucose-6-phosphate 1-dehydrogenase 86.51% COG0364 _ _ K00036 G6PD, zwf

orf2956 350 gi|498195045|ref|WP_010509201.1| aspartate-semialdehyde dehydrogenase [Komagataeibacter europaeus] 100% gi|6225258|sp|O67716.1|DHAS_AQUAE
RecName: Full=Aspartate-semialdehyde dehydrogenase; Short=ASA dehydrogenase; Short=ASADH;

AltName: Full=Aspartate-beta-semialdehyde dehydrogenase [Aquifex aeolicus V
70%

GO:0000051;GO:0019877;GO:0009097;GO:0051287;GO:0009088;GO:0005737;GO:0071266;GO:00

55114;GO:0006563;GO:0046983;GO:0050661;GO:0009089;GO:0003942;GO:0006544;GO:0004073
272568.GDI_1407 aspartate-semialdehyde dehydrogenase 95.58% COG0136 _ _ K00133 asd

orf2957 117 gi|648237374|ref|WP_026018523.1| succinate dehydrogenase [Komagataeibacter europaeus] 100% _ _ _ GO:0006119;GO:0009055;GO:0045281;GO:0000104;GO:0019643;GO:0006118;GO:0018874 272568.GDI_1406 succinate dehydrogenase, cytochrome b556 subunit 87.34% COG2009 _ _ K00241 sdhC

orf2958 143 gi|498200610|ref|WP_010514766.1| succinate dehydrogenase [Komagataeibacter oboediens] 100% _ _ _ GO:0020037;GO:0019643;GO:0006118;GO:0018874;GO:0006119;GO:0000104;GO:0045281;GO:00 272568.GDI_1405 succinate dehydrogenase, hydrophobic membrane anchor protein 86.89% COG2142 _ _ K00242 sdhD

orf2959 583 gi|648237373|ref|WP_026018522.1| fumarate reductase [Komagataeibacter europaeus] 100% gi|122425298|sp|Q1RHB9.1|SDHA_RICB RecName: Full=Succinate dehydrogenase flavoprotein subunit [Rickettsia bellii RML369-C] 81% GO:0016627;GO:0006099;GO:0022900;GO:0050660 272568.GDI_1404 succinate dehydrogenase flavoprotein subunit 95.54% COG1053 _ _ K00239 sdhA

orf2960 260 gi|498195041|ref|WP_010509197.1| MULTISPECIES: succinate dehydrogenase iron-sulfur subunit 100% gi|6919864|sp|Q9ZEA1.1|SDHB_RICPR RecName: Full=Succinate dehydrogenase iron-sulfur subunit [Rickettsia prowazekii str. Madrid E] 81% GO:0009055;GO:0051537;GO:0019643;GO:0006118;GO:0018874;GO:0006119;GO:0000104;GO:00 272568.GDI_1403 succinate dehydrogenase iron-sulfur subunit 94.59% COG0479 _ _ K00240 sdhB

orf2961 220 gi|498200608|ref|WP_010514764.1| protein tyrosine/serine phosphatase [Komagataeibacter oboediens] 100% _ _ _ GO:0035335;GO:0004725;GO:0006570 272568.GDI_1402 hypothetical protein 85.45% COG2365 _ _ None _

orf2962 140 gi|517920441|ref|WP_019090649.1| Cro/Cl family transcriptional regulator [Komagataeibacter europaeus] 100%
gi|160358932|sp|A6U5H5.1|Y045_SINM

W

RecName: Full=Uncharacterized HTH-type transcriptional regulator Smed_0045 [Sinorhizobium

medicae WSM419]
86% GO:0043565 349163.Acry_0021 XRE family transcriptional regulator 85.06% COG1396 _ _ None _

orf2963 74 gi|494639962|ref|WP_007397906.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 95% _ _ _ _ _ _ _ _ _ _ None _

orf2964 112 gi|494639964|ref|WP_007397908.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ 288000.BBta_7736 hypothetical protein 85.45% COG5489 _ _ None _

orf2965 239 gi|651215994|gb|KDU94772.1| murein transglycosylase [Gluconacetobacter rhaeticus AF1] 95% gi|81341887|sp|O31608.1|YJBJ_BACSU RecName: Full=Putative murein lytic transglycosylase YjbJ [Bacillus subtilis subsp. subtilis str. 168] 57% _ 224911.bll0045 transglycosylase 75.71% COG0741 _ _ None _

orf2966 432 gi|642908464|emb|CDG39837.1| Type IV secretory pathway, VirD2 components (relaxase) [Asaia platycodi SF2.1] 95% _ _ _ _ 224911.bll0044 hypothetical protein 88.19% COG3843 _ _ None _

orf2967 214 gi|494639966|ref|WP_007397910.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 91% _ _ _ _ _ _ _ _ _ _ None _

orf2968 142 gi|517922281|ref|WP_019092489.1| twitching motility protein PilT [Komagataeibacter europaeus] 95% gi|2496669|sp|P55511.1|Y4JK_RHISN
RecName: Full=VapC ribonuclease Y4jK; Short=RNase Y4jK; AltName: Full=Putative plasmid

stability protein Y4jK; AltName: Full=Toxin Y4jK [Sinorhizobium fredii NGR234]
54% _ 290633.GOX2554 plasmid stability-like protein 81.88% COG1487 _ _ K07062 K07062

orf2969 84 gi|602594896|dbj|GAJ30705.1| prevent-host-death protein [Acidomonas methanolica NBRC 104435] 93% _ _ _ _ 290633.GOX2553 hypothetical protein 87.80% _ _ NOG82895 None _

orf2970 708 gi|494639971|ref|WP_007397915.1| conjugal transfer protein TraG [Gluconacetobacter sp. SXCC-1] 95% gi|464924|sp|Q00185.1|TRAG4_ECOLX RecName: Full=Conjugal transfer protein TraG 64% GO:0016020;GO:0009291 224911.bll0043 conjugal transfer coupling protein TraG 86.97% COG3505 _ _ K03205 virD4, lvhD4

orf2971 148 gi|565900235|ref|WP_023979799.1| CopG family transcripitonal regulator [Asaia sp. SF2.1] 97% _ _ _ _ 224911.bll0042 hypothetical protein 93.18% _ _ NOG08174 None _

orf2972 334 gi|501548952|ref|WP_012553466.1| conjugal transfer protein TrbB [Gluconacetobacter diazotrophicus] 95% gi|1730018|sp|P54907.1|TRBB_RHIRD RecName: Full=Conjugal transfer protein TrbB [Agrobacterium tumefaciens] 67% GO:0006810;GO:0005524;GO:0000746;GO:0005737 272568.GDI_0130 putative type IV secretion system protein 93.02% COG4962 _ _ K03196 virB11, lvhB11

orf2973 92 gi|501548951|ref|WP_012553465.1| conjugal transfer protein TrbC [Gluconacetobacter diazotrophicus] 100% gi|2499043|sp|P55396.1|TRBC_RHISN RecName: Full=Probable conjugal transfer protein TrbC [Sinorhizobium fredii NGR234] 52% _ 272568.GDI_0131 conjugal transfer protein TrbC 96.49% COG3838 _ _ K03197 virB2, lvhB2

orf2974 91 gi|501548950|ref|WP_012553464.1| conjugal transfer protein [Gluconacetobacter diazotrophicus] 99% _ _ _ _ 272568.GDI_0132 putative conjugal transfer protein TrbD 93.98% COG5268 _ _ K03198 virB3, lvhB3

orf2975 813 gi|657902722|ref|WP_029605676.1| conjugal transfer protein TrbE [Kozakia baliensis] 97% gi|1730021|sp|P54910.1|TRBE_RHIRD RecName: Full=Conjugal transfer protein TrbE; Flags: Precursor [Agrobacterium tumefaciens] 59% GO:0005524;GO:0008152;GO:0017111 272568.GDI_2911 conjugal transfer ATPase TrbE 96.42% COG3451 _ _ K03199 virB4, lvhB4

orf2976 241 gi|647506368|ref|WP_025812596.1| conjugal transfer protein TrbJ [Komagataeibacter kakiaceti] 94% _ _ _ _ 272568.GDI_0134 conjugal transfer protein TrbJ 94.42% COG5314 _ _ None _

orf2977 464 gi|498201840|ref|WP_010515996.1| conjugal transfer protein TrbL [Komagataeibacter oboediens] 94% _ _ _ GO:0005840;GO:0030255;GO:0006448;GO:0003746 272568.GDI_0135 conjugal transfer protein TrbL 97.94% COG3846 _ _ K07344 trbL

orf2978 227 gi|501548946|ref|WP_012553460.1| conjugal transfer protein TrbF [Gluconacetobacter diazotrophicus] 98% _ _ _ _ 272568.GDI_0136 conjugal transfer protein TrbF 95.59% COG3701 _ _ K03200 virB5, lvhB5

orf2979 333 gi|498201838|ref|WP_010515994.1| conjugative transfer protein TrbG [Komagataeibacter oboediens] 96% _ _ _ _ 272568.GDI_2737 putative type IV secretion system 96.31% COG3504 _ _ K03204 virB9, lvhB9

orf2980 354 gi|648237630|ref|WP_026018779.1| conjugal transfer protein TrbI [Komagataeibacter europaeus] 93% gi|1730026|sp|P54917.1|TRBI_RHIRD RecName: Full=Conjugal transfer protein TrbI [Agrobacterium tumefaciens] 62% _ 272568.GDI_0138 putative type IV secretion system protein 88.76% COG2948 _ _ K03195 virB10, lvhB10

orf2981 41 gi|494639983|ref|WP_007397927.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 90% _ _ _ _ _ _ _ _ _ _ None _

orf2982 423 gi|494639986|ref|WP_007397930.1| aminotransferase [Gluconacetobacter sp. SXCC-1] 100% gi|2492866|sp|Q53196.1|Y4UB_RHISN RecName: Full=Uncharacterized aminotransferase y4uB [Sinorhizobium fredii NGR234] 53% GO:0008152;GO:0008483;GO:0030170 _ _ _ _ _ _ K16871 POP2

orf2983 440 gi|494639987|ref|WP_007397931.1| Methylamine utilization protein mauG [Gluconacetobacter sp. SXCC-1] 99% _ _ _ GO:0009055;GO:0020037;GO:0006118;GO:0055114;GO:0016491 _ _ _ _ _ _ K00428 E1.11.1.5

orf2984 738 gi|494639992|ref|WP_007397936.1| heme transporter CcmD [Gluconacetobacter sp. SXCC-1] 68% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ K16087

TC.FEV.OM3, tbpA,

hemR, lbpA, hpuB,

bhuR, hugA, hmbR
orf2985 68 gi|602597495|dbj|GAJ28294.1| hypothetical protein Amme_018_019 [Acidomonas methanolica NBRC 104435] 84% _ _ _ _ 634452.APA01_15370 hypothetical protein 87.27% _ _ NOG265099 None _

orf2986 379 gi|602597494|dbj|GAJ28293.1|
cytochrome d ubiquinol oxidase subunit II [Acidomonas methanolica NBRC

104435]
88% gi|1169174|sp|P45020.1|CYOB_HAEIN

RecName: Full=Probable cytochrome oxidase subunit 2; AltName: Full=Cytochrome oxidase subunit

II [Haemophilus influenzae Rd KW20]
58% _ 634452.APA01_15380 cytochrome bd ubiquinol oxidase subunit II 82.98% COG1294 _ _ K00426 cydB

orf2987 535 gi|602597493|dbj|GAJ28292.1|
cytochrome bd ubiquinol oxidase subunit I [Acidomonas methanolica NBRC

104435]
91% gi|78099981|sp|P0ABK0.1|CYDA_ECOL6

RecName: Full=Cytochrome bd-I ubiquinol oxidase subunit 1; AltName: Full=Cytochrome bd-I

oxidase subunit I; AltName: Full=Cytochrome d ubiquinol oxidase subunit I [
68% GO:0016020 634452.APA01_15390 cytochrome bd ubiquinol oxidase subunit I 89.33% COG1271 _ _ K00425 cydA

orf2988 557 gi|602597492|dbj|GAJ28291.1|
ABC transporter cysteine exporter CydCD [Acidomonas methanolica NBRC

104435]
68%

gi|67468769|sp|Q7NZU6.1|MSBA_CHRV

O

RecName: Full=Lipid A export ATP-binding/permease protein MsbA [Chromobacterium violaceum

ATCC 12472]
58% _ _ _ _ _ _ _ K16012 cydC

orf2989 552 gi|602597491|dbj|GAJ28290.1| ABC transporter cysteine exporter CydD [Acidomonas methanolica NBRC 72% gi|7387514|sp|Q52402.1|AARD_PROST RecName: Full=Transport ATP-binding protein AarD 59% _ _ _ _ _ _ _ K16013 cydD

orf2990 107 gi|494639998|ref|WP_007397942.1| integrase [Gluconacetobacter sp. SXCC-1] 96% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ None _

orf2991 424 gi|555407137|ref|WP_023263263.1| hypothetical protein [Cupriavidus sp. HPC(L)] 71% _ _ _ _ _ _ _ _ _ _ None _

orf2992 447 gi|494638498|ref|WP_007396442.1| transposase [Gluconacetobacter sp. SXCC-1] 98% _ _ _ GO:0003677;GO:0004803;GO:0006313 272568.GDI_3864 putative transposase 90.43% COG3666 _ _ None _

orf2993 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf2994 391 gi|602595333|dbj|GAJ30366.1|
major facilitator superfamily transporter [Acidomonas methanolica NBRC

104435]
93% gi|27734627|sp|Q8ZNB8.1|YFCJ_SALTY

RecName: Full=UPF0226 protein YfcJ [Salmonella enterica subsp. enterica serovar Typhimurium str.

LT2]
62% _ 264203.ZMO1856 major facilitator superfamily transporter 87.73% COG0477 _ _ None _

orf2995 175 gi|496128183|ref|WP_008852690.1| hypothetical protein [Gluconobacter morbifer] 99% _ _ _ _ _ _ _ _ _ _ None _

orf2996 339 gi|496128184|ref|WP_008852691.1| hypothetical protein [Gluconobacter morbifer] 99% _ _ _ _ _ _ _ _ _ _ K15549 mdtN

orf2997 697 gi|496128185|ref|WP_008852692.1| hypothetical protein [Gluconobacter morbifer] 98% gi|73621210|sp|Q83IQ8.5|MDTO_SHIFL RecName: Full=Multidrug resistance protein MdtO [Shigella flexneri] 60% _ _ _ _ _ _ _ K15547 mdtO

orf2998 500 gi|651217193|gb|KDU95939.1| hypothetical protein GLUCORHAEAF1_05415 [Gluconacetobacter rhaeticus 99% _ _ _ _ _ _ _ _ _ _ None _

orf2999 340 gi|496128187|ref|WP_008852694.1| NADPH:quinone oxidoreductase [Gluconobacter morbifer] 98% gi|74582933|sp|O94564.1|YGD6_SCHPO
RecName: Full=Zinc-type alcohol dehydrogenase-like protein C1773.06c [Schizosaccharomyces

pombe 972h-]
61% _ _ _ _ _ _ _ None _

orf3000 116 gi|496128188|ref|WP_008852695.1| MerR family transcriptional regulator [Gluconobacter morbifer] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf3001 217 gi|494641425|ref|WP_007399369.1| glutathione S-transferase [Gluconacetobacter sp. SXCC-1] 98% gi|2495113|sp|P77526.1|YFCG_ECOLI
RecName: Full=Disulfide-bond oxidoreductase YfcG; AltName: Full=GSH-dependent disulfide-bond

oxidoreductase YfcG; AltName: Full=GST N1-1; AltName: Full=GST-like prot
74% GO:0008152;GO:0016740 340100.Bpet1280 putative glutathione transferase 86.51% COG0625 _ _ K00799 GST, gst

orf3002 226 gi|651217191|gb|KDU95937.1| carboxylesterase [Gluconacetobacter rhaeticus AF1] 97% gi|90111967|sp|Q4I8Q4.1|APTH1_GIBZE RecName: Full=Acyl-protein thioesterase 1 [Fusarium graminearum PH-1] 58% _ _ _ _ _ _ _ K06999 K06999

orf3003 240 gi|651217190|gb|KDU95936.1| DSBA oxidoreductase [Gluconacetobacter rhaeticus AF1] 95% _ _ _ _ 272568.GDI_0146 DsbA oxidoreductase 93.40% COG2761 _ _ None _

orf3004 120 gi|501179254|ref|WP_012222388.1| ArsR family transcriptional regulator [Gluconacetobacter diazotrophicus] 100% _ _ _ _ 272568.GDI_0145 ArsR family transcriptional regulator 100.00% COG0640 _ _ None _

orf3005 382 gi|651217188|gb|KDU95934.1| RND transporter [Gluconacetobacter rhaeticus AF1] 99% _ _ _ _ 272568.GDI_0144 RND efflux system, outer membrane lipoprotein 95.32% COG1538 _ _ None _

orf3006 341 gi|651217187|gb|KDU95933.1| secretion protein HylD [Gluconacetobacter rhaeticus AF1] 99% _ _ _ _ 272568.GDI_0143 HlyD family secretion protein 89.25% COG0845 _ _ None _

orf3007 1008 gi|501179251|ref|WP_012222385.1| acriflavine resistance protein B [Gluconacetobacter diazotrophicus] 99% gi|2833482|sp|Q57124.1|Y895_HAEIN RecName: Full=Uncharacterized transporter HI_0895 [Haemophilus influenzae Rd KW20] 63% _ 272568.GDI_0142 acriflavin resistance protein 99.40% COG0841 _ _ None _

orf3008 171 gi|647504384|ref|WP_025811832.1| DNA-3-methyladenine glycosylase [Komagataeibacter kakiaceti] 97% gi|112785|sp|P05100.1|3MG1_ECOLI
RecName: Full=DNA-3-methyladenine glycosylase 1; AltName: Full=3-methyladenine-DNA

glycosylase I, constitutive; Short=TAG I; AltName: Full=DNA-3-methyladenine glycosi
64% _ _ _ _ _ _ _ K01246 tag

orf3009 41 gi|657902709|ref|WP_029605663.1| alpha-ketoglutarate-dependent dioxygenase [Kozakia baliensis] 95% _ _ _ _ _ _ _ _ _ _ K03919 alkB

orf3010 234 gi|647504391|ref|WP_025811836.1| proline hydroxylase [Komagataeibacter kakiaceti] 100%
gi|614089439|sp|P9WLH6.1|Y2227_MYC

TO

RecName: Full=Uncharacterized protein MT2286 [Mycobacterium tuberculosis Y2227_MYCTU

RecName: Full=Uncharacterized protein Rv222
65% _ 339670.Bamb_4653 hypothetical protein 80.70% COG3826 _ _ K09990 K09990

orf3011 260 gi|657902711|ref|WP_029605665.1| 6-O-methylguanine DNA methyltransferase [Kozakia baliensis] 98% gi|461468|sp|P06134.2|ADA_ECOLI
RecName: Full=Bifunctional transcriptional activator/DNA repair enzyme Ada; AltName:

Full=Regulatory protein of adaptive response; Includes: RecName: Full=Methylphosph
66%

GO:0006281;GO:0006355;GO:0003908;GO:0005667;GO:0008270;GO:0043565;GO:0045449;GO:00

32259;GO:0003700
428406.Rpic12D_2450 transcriptional regulator, AraC family 80.49%

COG2169;COG035

0
_ _ K10778 ada

orf3012 206 gi|657902712|ref|WP_029605666.1| hypothetical protein [Kozakia baliensis] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3013 181 gi|498197000|ref|WP_010511156.1| isochorismatase hydrolase [Komagataeibacter europaeus] 87% gi|81345930|sp|P96654.1|YDDQ_BACSU
RecName: Full=Uncharacterized isochorismatase family protein YddQ [Bacillus subtilis subsp.

subtilis str. 168]
66% GO:0016787;GO:0008152 205922.Pfl01_5042 isochorismatase hydrolase 78.33% COG1335 _ _ None _

orf3014 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3015 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3016 67 gi|503995979|ref|WP_014229973.1| alcohol dehydrogenase [Klebsiella oxytoca] 81% _ _ _ GO:0008270;GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf3017 120 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3018 69 gi|494640915|ref|WP_007398859.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 93% _ _ _ _ _ _ _ _ _ _ None _

orf3019 293 gi|657903339|ref|WP_029606267.1| alcohol dehydrogenase [Kozakia baliensis] 96% _ _ _ GO:0008270;GO:0055114;GO:0016491 272568.GDI_0260 alcohol dehydrogenase GroES domain protein 84.07% COG0604 _ _ None _

orf3020 294 gi|494640914|ref|WP_007398858.1| LysR family transcriptional regulator [Gluconacetobacter sp. SXCC-1] 99% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf3021 199 gi|498195269|ref|WP_010509425.1| transcriptional regulator [Komagataeibacter europaeus] 100% gi|120204|sp|P29286.1|FIXK_BRADU RecName: Full=Nitrogen fixation regulation protein FixK [Bradyrhizobium diazoefficiens USDA 53% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ K01420 fnr

orf3022 782 gi|517921627|ref|WP_019091835.1| c-di-GMP phosphodiesterase A [Komagataeibacter europaeus] 100% gi|161789062|sp|P76129.4|DOSP_ECOLI
RecName: Full=Oxygen sensor protein DosP; AltName: Full=Direct oxygen-sensing

phosphodiesterase; Short=Direct oxygen sensor protein; AltName: Full=Ec DOS; AltName:
63% GO:0016849;GO:0009190;GO:0004871;GO:0035556 _ _ _ _ _ _ None _

orf3023 580 gi|498194156|ref|WP_010508312.1| diguanylate cyclase [Komagataeibacter europaeus] 100% gi|2496701|sp|P55552.1|Y4LL_RHISN RecName: Full=Uncharacterized protein y4lL [Sinorhizobium fredii NGR234] 48% GO:0023014;GO:0000155;GO:0016849;GO:0000160;GO:0009190;GO:0035556;GO:0009365 265072.Mfla_1114 diguanylate cyclase/phosphodiesterase 80.46% COG2202 _ _ None _

orf3024 138 gi|517915129|ref|WP_019085337.1| Rrf2 family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81367334|sp|Q5WL64.1|NSRR_BACSK RecName: Full=HTH-type transcriptional regulator NsrR [Bacillus clausii KSM-K16] 64% _ _ _ _ _ _ _ K13771 nsrR

orf3025 136 gi|498194158|ref|WP_010508314.1| Rrf2 family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K13771 nsrR

orf3026 768 gi|498194159|ref|WP_010508315.1| formate dehydrogenase alpha subunit [Komagataeibacter europaeus] 100% gi|57013255|sp|Q8XAX1.3|YDEP_ECO57 RecName: Full=Protein YdeP [Escherichia coli O157:H7] 67% GO:0015942;GO:0009326;GO:0030151;GO:0015947;GO:0055114;GO:0051539;GO:0008863;GO:00 272568.GDI_1144 formate dehydrogenase alpha subunit 84.69% COG0243 _ _ None _

orf3027 401 gi|517921623|ref|WP_019091831.1| molybdopterin biosynthesis protein MoeA [Komagataeibacter europaeus] 99% gi|38604801|sp|Q8CNE1.1|MOEA_STAES
RecName: Full=Molybdopterin molybdenumtransferase; Short=MPT Mo-transferase [Staphylococcus

epidermidis ATCC 12228]
49% GO:0006777 _ _ _ _ _ _ K03750 moeA

orf3028 168 gi|498194161|ref|WP_010508317.1|
molybdopterin-guanine dinucleotide biosynthesis protein MobB

[Komagataeibacter europaeus]
99% gi|1170986|sp|P32125.3|MOBB_ECOLI

RecName: Full=Molybdopterin-guanine dinucleotide biosynthesis adapter protein; Short=MGD

biosynthesis adapter protein; AltName: Full=Molybdenum cofactor biosynthesis
55% GO:0006777;GO:0005525 _ _ _ _ _ _ K03753 mobB

orf3029 239 gi|648237392|ref|WP_026018541.1|
molybdopterin-guanine dinucleotide biosynthesis protein A [Komagataeibacter

europaeus]
99%

gi|30316112|sp|Q98MK2.1|MOBA_RHIL

O

RecName: Full=Molybdenum cofactor guanylyltransferase; Short=MoCo guanylyltransferase;

AltName: Full=GTP:molybdopterin guanylyltransferase; AltName: Full=Mo-MPT gua
72% GO:0006777;GO:0046872;GO:0005525;GO:0005737;GO:0061603 366394.Smed_5486

molybdopterin-guanine dinucleotide biosynthesis protein A; Links a guanosine 5'-

phosphate to [...]
76.11% COG0746 _ _ K03752 mobA

orf3030 284 gi|657221582|ref|WP_029335300.1| formate dehydrogenase [Komagataeibacter europaeus] 99% gi|259645970|sp|C5CP12.1|FDHD_VARPS RecName: Full=Protein FdhD homolog 59% GO:0015942;GO:0009326;GO:0046487;GO:0008863;GO:0015947;GO:0055114;GO:0005737 _ _ _ _ _ _ K02379 fdhD

orf3031 124 gi|517915121|ref|WP_019085329.1| glycerol dehydrogenase [Komagataeibacter europaeus] 100% gi|75449191|sp|Q8L1D5.3|SLDB_GLUTH
RecName: Full=Glycerol dehydrogenase small subunit; AltName: Full=D-arabitol dehydrogenase

small subunit; Short=ARDH; AltName: Full=D-sorbitol dehydrogenase subunit
75% _ _ _ _ _ _ _ K00117 gcd

orf3032 728 gi|517915120|ref|WP_019085328.1| glucose dehydrogenase [Komagataeibacter europaeus] 100% gi|81402914|sp|Q70JN9.1|SLDA_GLUOX
RecName: Full=Glycerol dehydrogenase large subunit; AltName: Full=D-arabitol dehydrogenase

large subunit; Short=ARDH; AltName: Full=D-sorbitol dehydrogenase subunit
83% GO:0055114;GO:0047955 290633.GOX0854

D-sorbitol dehydrogenase subunit SldA; Catalyzes the oxidation of glycerol to

glycerone. Als [...]
85.47% COG4993 _ _ K00117 gcd

orf3033 88 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3034 197 gi|498194168|ref|WP_010508324.1| DNA-3-methyladenine glycosylase [Komagataeibacter europaeus] 99% gi|112785|sp|P05100.1|3MG1_ECOLI
RecName: Full=DNA-3-methyladenine glycosylase 1; AltName: Full=3-methyladenine-DNA

glycosylase I, constitutive; Short=TAG I; AltName: Full=DNA-3-methyladenine glycosi
60% GO:0008725;GO:0006284 _ _ _ _ _ _ K01246 tag

orf3035 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3036 554 gi|498194169|ref|WP_010508325.1| gamma-glutamyltransferase [Komagataeibacter europaeus] 100% gi|81637454|sp|O05218.1|YWRD_BACSU
RecName: Full=Putative gamma-glutamyltransferase YwrD; AltName: Full=Glutathione hydrolase;

Contains: RecName: Full=Gamma-glutamyltranspeptidase large chain; Contai
54% GO:0006691;GO:0019530;GO:0006749;GO:0006693;GO:0003840 _ _ _ _ _ _ K00681 ggt

orf3037 308 gi|498194170|ref|WP_010508326.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0554 hypothetical protein 82.20% _ _ NOG83115 None _

orf3038 154 gi|498194171|ref|WP_010508327.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3039 147 gi|517915115|ref|WP_019085323.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3040 61 gi|517915114|ref|WP_019085322.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3041 60 gi|498194175|ref|WP_010508331.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3042 92 gi|498194174|ref|WP_010508330.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3043 72 gi|517921920|ref|WP_019092128.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3044 108 gi|517921919|ref|WP_019092127.1| hemolysin [Komagataeibacter europaeus] 98% gi|54040511|sp|P64494.1|YOAF_ECOL6 RecName: Full=Uncharacterized protein YoaF [Escherichia coli CFT073] 60% _ 349101.Rsph17029_0898 hypothetical protein 77.78% COG3042 _ _ K09712 K09712

orf3045 102 gi|498194179|ref|WP_010508335.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3046 175 gi|498194180|ref|WP_010508336.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3047 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3048 488 gi|498194181|ref|WP_010508337.1| monooxygenase [Komagataeibacter europaeus] 100% gi|29429192|sp|P42535.4|PCPB_SPHCR RecName: Full=Pentachlorophenol 4-monooxygenase; AltName: Full=Pentachlorophenol hydroxylase 72% _ 634452.APA01_20900 monooxygenase FAD-binding 81.50% COG0654 _ _ None _

orf3049 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3050 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _



orf3051 152 gi|517915092|ref|WP_019085300.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3052 773 gi|657221584|ref|WP_029335302.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3053 398 gi|648238386|ref|WP_026019535.1| Enamidase [Komagataeibacter europaeus] 99% gi|123337703|sp|Q0QLE9.1|ENA_EUBBA RecName: Full=Enamidase 64% GO:0006807;GO:0016810 224911.bll3830 hypothetical protein 82.87% _ _ NOG80708 K15358 E3.5.2.18

orf3054 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3055 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3056 177 gi|648238385|ref|WP_026019534.1| peptide synthetase [Komagataeibacter europaeus] 98% _ _ _ _ 342108.amb1479 hypothetical protein 76.00% _ _ NOG07324 None _

orf3057 193 gi|517920300|ref|WP_019090508.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3058 418 gi|517920299|ref|WP_019090507.1| phenylhydantoinase [Komagataeibacter europaeus] 100% gi|81622573|sp|Q9I676.1|HYDA_PSEAE RecName: Full=D-hydantoinase/dihydropyrimidinase; Short=DHPase [Pseudomonas aeruginosa 78% GO:0016812;GO:0005737;GO:0006208 272568.GDI_2004 phenylhydantoinase 85.96% COG0044 _ _ K01464 DPYS, dht, hydA

orf3059 209 gi|517920298|ref|WP_019090506.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0045892;GO:0003677 634452.APA01_21710 transcriptional regulator TetR 76.02% COG1309 _ _ K09017 rutR

orf3060 59 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3061 450 gi|517920297|ref|WP_019090505.1| dihydropyrimidine dehydrogenase subunit A [Komagataeibacter europaeus] 100% gi|20178190|sp|P76440.1|PRET_ECOLI
RecName: Full=NAD-dependent dihydropyrimidine dehydrogenase subunit PreT; Short=DPD;

AltName: Full=Dihydrothymine dehydrogenase; AltName: Full=Dihydrouracil dehydro
51% GO:0050660;GO:0055114;GO:0051536;GO:0016491 634452.APA01_21620 putative oxidoreductase 85.45% COG0493 _ _ K00266 gltD

orf3062 424 gi|517920296|ref|WP_019090504.1| dihydropyrimidine dehydrogenase subunit B [Komagataeibacter europaeus] 99% gi|81522477|sp|Q8ZNL7.1|PREA_SALTY
RecName: Full=NAD-dependent dihydropyrimidine dehydrogenase subunit PreA; Short=DPD;

AltName: Full=Dihydrothymine dehydrogenase; AltName: Full=Dihydrouracil dehydro
62% GO:0006222;GO:0004158;GO:0006206;GO:0005737;GO:0051536;GO:0055114 634452.APA01_21610 dihydroorotate dehydrogenase 94.82%

COG0167;COG114

6
_ _ K17723 preA

orf3063 257 gi|517920295|ref|WP_019090503.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ 272568.GDI_2688 hypothetical protein 86.92% COG1801 _ _ None _

orf3064 181 gi|648237722|ref|WP_026018871.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3065 399 gi|498196618|ref|WP_010510774.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ 634452.APA01_15210 hypothetical protein 83.76% _ _ NOG41431 None _

orf3066 541 gi|498196620|ref|WP_010510776.1| feruloyl esterase [Komagataeibacter europaeus] 100% gi|298351672|sp|A1CTK4.1|FAEB_ASPCL
RecName: Full=Probable feruloyl esterase B; AltName: Full=Ferulic acid esterase B; Short=FAEB;

Flags: Precursor [Aspergillus clavatus NRRL 1]
47% _ 634452.APA01_15220 feruloyl esterase 89.45% _ _ NOG13025 K09252 E3.1.1.73

orf3067 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3068 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3069 301 gi|517920292|ref|WP_019090500.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3070 351 gi|517914449|ref|WP_019084657.1| (2Fe-2S)-binding protein [Komagataeibacter europaeus] 100% gi|3915234|sp|O05616.1|VANA_PSEUH
RecName: Full=Vanillate O-demethylase oxygenase subunit; AltName: Full=4-hydroxy-3-

methoxybenzoate demethylase
48% _ 634452.APA01_22330 vanillate O-demethylase oxygenase subunit 92.77% COG4638 _ _ K03862 vanA

orf3071 314 gi|517920290|ref|WP_019090498.1| vanillate O-demethylase oxidoreductase [Komagataeibacter europaeus] 98% gi|3915246|sp|O05617.1|VANB_PSEUH
RecName: Full=Vanillate O-demethylase oxidoreductase; AltName: Full=Vanillate degradation

ferredoxin-like protein
54% _ _ _ _ _ _ _ K03863 vanB

orf3072 522 gi|648238384|ref|WP_026019533.1| multidrug ABC transporter [Komagataeibacter europaeus] 99% gi|75427882|sp|P96712.1|BMR3_BACSU
RecName: Full=Multidrug resistance protein 3; AltName: Full=Multidrug-efflux transporter 3

[Bacillus subtilis subsp. subtilis str. 168]
52% _ 634452.APA01_15230 multidrug resistance transporter EmrB/QacA 92.84% COG0477 _ _ None _

orf3073 199 gi|498196628|ref|WP_010510784.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 634452.APA01_13110 transcriptional regulator TetR 76.44% COG1309 _ _ None _

orf3074 683 gi|517920287|ref|WP_019090495.1| squalene-hopene cyclase [Komagataeibacter europaeus] 100% gi|2851526|sp|P33247.4|SQHC_ALIAD
RecName: Full=Squalene--hopene cyclase; AltName: Full=Squalene--hopanol cyclase

[Alicyclobacillus acidocaldarius subsp. acidocaldarius DSM 446]
62% GO:0019746;GO:0016866 634452.APA01_13100 squalene--hopene cyclase 92.55% COG1657 _ _ K06045 shc

orf3075 196 gi|498196632|ref|WP_010510788.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3076 68 gi|517914443|ref|WP_019084651.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3077 451 gi|517920284|ref|WP_019090492.1| sodium:solute symporter [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K03307 TC.SSS

orf3078 343 gi|498196638|ref|WP_010510794.1| adenosine deaminase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K01488 E3.5.4.4, ADA, add

orf3079 720 gi|517914440|ref|WP_019084648.1| TonB-denpendent receptor [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ K02014 TC.FEV.OM

orf3080 460 gi|498196642|ref|WP_010510798.1| MFS transporter [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3081 206 gi|517914438|ref|WP_019084646.1| homeodomain-like protein [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf3082 510 gi|498196070|ref|WP_010510226.1| glucose-6-phosphate 1-dehydrogenase [Komagataeibacter europaeus] 100% gi|93141266|sp|P29686.2|G6PD_SYNE7
RecName: Full=Glucose-6-phosphate 1-dehydrogenase; Short=G6PD [Synechococcus elongatus PCC

7942]
65% GO:0050661;GO:0006749;GO:0006098;GO:0004345 272568.GDI_0288 glucose-6-phosphate 1-dehydrogenase 82.04% COG0364 _ _ K00036 G6PD, zwf

orf3083 328 gi|517916794|ref|WP_019087002.1| 6-phosphogluconate dehydrogenase [Komagataeibacter europaeus] 100% gi|33518617|sp|P80859.4|6PGD_BACSU
RecName: Full=6-phosphogluconate dehydrogenase, NADP(+)-dependent, decarboxylating;

AltName: Full=GNTZII [Bacillus subtilis subsp. subtilis str. 168]
56% GO:0050661;GO:0006098;GO:0004616;GO:0019521 272568.GDI_0287 6-phosphogluconate dehydrogenase-like protein 89.81% COG1023 _ _ K00033 PGD, gnd

orf3084 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3085 955 gi|517916795|ref|WP_019087003.1| phosoglucose isomerase [Komagataeibacter europaeus] 100% gi|20141759|sp|P48993.2|TAL2_NOSS1 RecName: Full=Transaldolase 2 [Nostoc sp. PCC 7120] 67% _ 272568.GDI_0286 bifunctional transaldolase/phosoglucose isomerase 86.55% COG0166;COG017 _ _ K13810 tal-pgi

orf3086 672 gi|498196074|ref|WP_010510230.1| transketolase [Komagataeibacter europaeus] 100% gi|18203172|sp|Q9KAD7.1|TKT_BACHD RecName: Full=Transketolase; Short=TK [Bacillus halodurans C-125] 70% _ 272568.GDI_0285 transketolase 85.58% COG0021 _ _ K00615 E2.2.1.1, tktA, tktB

orf3087 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3088 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3089 496 gi|517917315|ref|WP_019087523.1| D-galactose transporter [Komagataeibacter europaeus] 100% gi|84028323|sp|P0AEP2.1|GALP_ECOL6
RecName: Full=Galactose-proton symporter; AltName: Full=Galactose transporter [Escherichia coli

CFT073]
71% _ 272568.GDI_3256 sugar transporter (EC:1.3.1.74) 84.23% COG0477 _ _ K08137 galP

orf3090 293 gi|517917316|ref|WP_019087524.1| fructose-bisphosphate aldolase [Komagataeibacter europaeus] 100% gi|60389694|sp|Q73QV3.1|ALF1_TREDE
RecName: Full=Fructose-bisphosphate aldolase class 1; AltName: Full=Fructose-bisphosphate

aldolase class I; Short=FBP aldolase [Treponema denticola ATCC 35405]
71% _ 272568.GDI_0491 fructose-1,6-bisphosphate aldolase 85.47% COG3588 _ _ K01623 ALDO

orf3091 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3092 220 gi|517922383|ref|WP_019092591.1| arylesterase [Komagataeibacter europaeus] 99% gi|126302|sp|P24484.1|LIP2_MORS1 RecName: Full=Lipase 2; AltName: Full=Triacylglycerol lipase [Moraxella sp. TA144] 64% GO:0016787;GO:0008152 634452.APA01_21960 arylesterase 92.45% COG0657 _ _ None _

orf3093 110 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3094 141 gi|517915919|ref|WP_019086127.1| NADH-quinone oxidoreductase subunit A [Komagataeibacter europaeus] 100%
gi|223635465|sp|A9HNA0.1|NUOA_GLU

DA

RecName: Full=NADH-quinone oxidoreductase subunit A; AltName: Full=NADH dehydrogenase I

subunit A; AltName: Full=NDH-1 subunit A; AltName: Full=NUO1 [Gluconacetoba
77%

GO:0006744;GO:0006120;GO:0016021;GO:0048038;GO:0005886;GO:0008137;GO:0006814;GO:00

15992
272568.GDI_2471

putative NADH-quinone oxidoreductase chain A; NDH-1 shuttles electrons from

NADH, via FMN an [...]
75.00% COG0838 _ _ K00330 nuoA

orf3095 211 gi|498196080|ref|WP_010510236.1| NADH dehydrogenase subunit B [Komagataeibacter europaeus] 100%
gi|238065010|sp|A9HN98.1|NUOB1_GLU

DA

RecName: Full=NADH-quinone oxidoreductase subunit B 1; AltName: Full=NADH dehydrogenase I

subunit B 1; AltName: Full=NDH-1 subunit B 1 [Gluconacetobacter diazotro
87%

GO:0005506;GO:0006744;GO:0006120;GO:0051539;GO:0048038;GO:0015992;GO:0005886;GO:00

08137;GO:0006814
272568.GDI_2470

NADH dehydrogenase subunit B; NDH-1 shuttles electrons from NADH, via

FMN and iron- sulfur ( [...]
87.20% COG0377 _ _ K00331 nuoB

orf3096 588 gi|517921896|ref|WP_019092104.1|
bifunctional NADH:ubiquinone oxidoreductase subunit C/D [Komagataeibacter

europaeus]
99%

gi|221272395|sp|A9HN95.1|NUOCD_GLU

DA

RecName: Full=NADH-quinone oxidoreductase subunit C/D; AltName: Full=NADH dehydrogenase

I subunit C/D; AltName: Full=NDH-1 subunit C/D [Gluconacetobacter diazotro
86%

GO:0030964;GO:0006744;GO:0051287;GO:0006120;GO:0048038;GO:0015992;GO:0005886;GO:00

08137;GO:0006814
272568.GDI_2469

bifunctional NADH:ubiquinone oxidoreductase subunit C/D; NDH-1 shuttles

electrons from NADH, [...]
90.91% COG0649 _ _ K13378 nuoCD

orf3097 162 gi|517915922|ref|WP_019086130.1| NADH dehydrogenase subunit E [Komagataeibacter europaeus] 100% gi|81540767|sp|Q9I0J8.1|NUOE_PSEAE
RecName: Full=NADH-quinone oxidoreductase subunit E; AltName: Full=NADH dehydrogenase I

subunit E; AltName: Full=NDH-1 subunit E [Pseudomonas aeruginosa PAO1]
68% GO:0046872;GO:0051537;GO:0055114;GO:0016491 272568.GDI_2468 putative NADH-quinone oxidoreductase chain E 78.62% COG1905 _ _ K00334 nuoE

orf3098 432 gi|498196083|ref|WP_010510239.1| NADH dehydrogenase subunit F [Komagataeibacter europaeus] 100% gi|20141542|sp|P33901.2|NUOF_SALTY
RecName: Full=NADH-quinone oxidoreductase subunit F; AltName: Full=NADH dehydrogenase I

subunit F; AltName: Full=NDH-1 subunit F [Salmonella enterica subsp. enteric
70%

GO:0006744;GO:0046872;GO:0006120;GO:0010181;GO:0051539;GO:0008137;GO:0006814;GO:00

15992
272568.GDI_2467 NADH dehydrogenase (quinone) (EC:1.6.99.5) 86.71% COG1894 _ _ K00335 nuoF

orf3099 913 gi|657221877|ref|WP_029335595.1| NADH-quinone oxidoreductase [Komagataeibacter europaeus] 99% gi|38604774|sp|Q87ZQ4.1|NUOG_PSESM
RecName: Full=NADH-quinone oxidoreductase subunit G; AltName: Full=NADH dehydrogenase I

subunit G; AltName: Full=NDH-1 subunit G [Pseudomonas syringae pv. tomato st
69%

GO:0016020;GO:0009055;GO:0006744;GO:0006118;GO:0051536;GO:0046872;GO:0006120;GO:00

15992;GO:0008137;GO:0006814
272568.GDI_2466 NADH-quinone oxidoreductase, chain G 76.26% COG1034 _ _ K00336 nuoG

orf3100 317 gi|517915925|ref|WP_019086133.1| NADH:ubiquinone oxidoreductase subunit H [Komagataeibacter europaeus] 99%
gi|110287715|sp|Q2YA99.1|NUOH1_NIT

MU

RecName: Full=NADH-quinone oxidoreductase subunit H 1; AltName: Full=NADH dehydrogenase I

subunit H 1; AltName: Full=NDH-1 subunit H 1 [Nitrosospira multiformis A
79% GO:0050136;GO:0016021;GO:0006118;GO:0048038;GO:0005886;GO:0055114 272568.GDI_2465 NADH dehydrogenase (quinone) (EC:1.6.99.5) 87.59% COG1005 _ _ K00337 nuoH

orf3101 170 gi|498196087|ref|WP_010510243.1| NADH dehydrogenase subunit I [Komagataeibacter europaeus] 100%
gi|110287763|sp|Q3JC22.1|NUOI1_NITO

C

RecName: Full=NADH-quinone oxidoreductase subunit I 1; AltName: Full=NADH dehydrogenase I

subunit I 1; AltName: Full=NDH-1 subunit I 1 [Nitrosococcus oceani ATCC
86% _ 349163.Acry_1113 NADH-quinone oxidoreductase, chain I 84.52% COG1143 _ _ K00338 nuoI

orf3102 166 gi|498196089|ref|WP_010510245.1| NADH dehydrogenase subunit J [Komagataeibacter europaeus] 100% gi|84028757|sp|P0AFE2.1|NUOJ_ECO57
RecName: Full=NADH-quinone oxidoreductase subunit J; AltName: Full=NADH dehydrogenase I

subunit J; AltName: Full=NDH-1 subunit J; AltName: Full=NUO10 [Escherichia c
66% GO:0006120;GO:0006744;GO:0015992;GO:0006814;GO:0008137 _ _ _ _ _ _ K00339 nuoJ

orf3103 103 gi|517921902|ref|WP_019092110.1| NADH-quinone oxidoreductase subunit K [Komagataeibacter europaeus] 100%
gi|281312332|sp|A9HN78.1|NUOK_GLUD

A

RecName: Full=NADH-quinone oxidoreductase subunit K; AltName: Full=NADH dehydrogenase I

subunit K; AltName: Full=NDH-1 subunit K [Gluconacetobacter diazotrophicus
85% GO:0050136;GO:0006810;GO:0016021;GO:0006118;GO:0042773;GO:0048038;GO:0005886 272568.GDI_2462

NADH-ubiquinone oxidoreductase chain 4L; NDH-1 shuttles electrons from

NADH, via FMN and iro [...]
85.11% COG0713 _ _ K00340 nuoK

orf3104 655 gi|517915928|ref|WP_019086136.1| NADH-quinone oxidoreductase subunit L [Komagataeibacter europaeus] 99% gi|81857171|sp|Q9I0J1.1|NUOL_PSEAE
RecName: Full=NADH-quinone oxidoreductase subunit L; AltName: Full=NADH dehydrogenase I

subunit L; AltName: Full=NDH-1 subunit L [Pseudomonas aeruginosa PAO1]
62% GO:0006120;GO:0006744;GO:0016021;GO:0015992;GO:0006814;GO:0008137 272568.GDI_2461 putative NADH-quinone oxidoreductase chain L 80.28% COG1009 _ _ K00341 nuoL

orf3105 502 gi|498354499|ref|WP_010668655.1| NADH:ubiquinone oxidoreductase subunit M [Acetobacter aceti] 86% gi|84028765|sp|P0AFE9.1|NUOM_ECO57
RecName: Full=NADH-quinone oxidoreductase subunit M; AltName: Full=NADH dehydrogenase I

subunit M; AltName: Full=NDH-1 subunit M; AltName: Full=NUO13 [Escherichia c
71% _ 272568.GDI_2460 putative NADH-quinone oxidoreductase chain M 79.91% COG1008 _ _ K00342 nuoM

orf3106 321 gi|498196097|ref|WP_010510253.1| NADH-quinone oxidoreductase [Komagataeibacter europaeus] 100%
gi|288559008|sp|A5FXI8.1|NUON2_ACIC

J

RecName: Full=NADH-quinone oxidoreductase subunit N 2; AltName: Full=NADH dehydrogenase I

subunit N 2; AltName: Full=NDH-1 subunit N 2 [Acidiphilium cryptum JF-5]
54%

GO:0006744;GO:0006120;GO:0016021;GO:0048038;GO:0008137;GO:0005886;GO:0006814;GO:00

15992
_ _ _ _ _ _ K00343 nuoN

orf3107 394 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3108 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3109 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3110 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3111 729 gi|648238772|ref|WP_026019921.1| hypothetical protein, partial [Komagataeibacter europaeus] 98% gi|3915756|sp|P15005.3|MCRB_ECOLI
RecName: Full=5-methylcytosine-specific restriction enzyme B; AltName: Full=EcoKMcrBC

[Escherichia coli K-12]
82% _ 386415.NT01CX_1425 endonuclease, putative 78.92% COG1401 _ _ None _

orf3112 415 gi|517916172|ref|WP_019086380.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3113 76 gi|517921505|ref|WP_019091713.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3114 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3115 73 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3116 75 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3117 389 gi|648238601|ref|WP_026019750.1| Vi polysaccharide biosynthesis protein VipA/TviB [Komagataeibacter europaeus] 99% gi|729029|sp|P39861.1|CAPL_STAAU RecName: Full=Protein CapL [Staphylococcus aureus] 63% GO:0016616;GO:0016628;GO:0000271;GO:0051287;GO:0055114 _ _ _ _ _ _ K02474 wbpO

orf3118 897 gi|517921502|ref|WP_019091710.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3119 556 gi|517921501|ref|WP_019091709.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0008152 _ _ _ _ _ _ K01953 asnB, ASNS

orf3120 865 gi|517921500|ref|WP_019091708.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|17433756|sp|Q04975.2|VIPC_SALTI
RecName: Full=Vi polysaccharide biosynthesis protein VipC/TviE [Salmonella enterica subsp.

enterica serovar Typhi]
55% GO:0009058;GO:0016740 _ _ _ _ _ _ None _

orf3121 438 gi|517916180|ref|WP_019086388.1| UDP-glucose 6-dehydrogenase [Komagataeibacter europaeus] 100% gi|7388344|sp|O54068.2|UDG_RHIME
RecName: Full=UDP-glucose 6-dehydrogenase; Short=UDP-Glc dehydrogenase; Short=UDP-GlcDH;

Short=UDPGDH [Sinorhizobium meliloti 1021]
81% _ 78245.Xaut_3551 UDP-glucose 6-dehydrogenase 83.45% COG1004 _ _ K00012 UGDH, ugd

orf3122 289 gi|582023150|gb|AHI26492.1| putative polysialic acid transport protein [Gluconacetobacter xylinus E25] 97% gi|125593|sp|P23889.1|KPSM1_ECOLX RecName: Full=Polysialic acid transport protein KpsM 56% GO:0016020;GO:0055085;GO:0005524;GO:0042626 _ _ _ _ _ _ K09688 ABC-2.CPSE.P

orf3123 223 gi|517921498|ref|WP_019091706.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|125595|sp|P23888.1|KPST1_ECOLX RecName: Full=Polysialic acid transport ATP-binding protein KpsT [Escherichia coli] 65% GO:0005524;GO:0006200;GO:0016887 _ _ _ _ _ _ K09689 ABC-2.CPSE.A

orf3124 89 gi|517916183|ref|WP_019086391.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3125 281 gi|517916183|ref|WP_019086391.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3126 335 gi|517916184|ref|WP_019086392.1| UDP-glucuronate 5-epimerase [Komagataeibacter europaeus] 100% gi|7387853|sp|O54067.2|LPSL_RHIME
RecName: Full=UDP-glucuronate 5'-epimerase; AltName: Full=UDP-glucuronic acid epimerase

[Sinorhizobium meliloti 1021]
73% GO:0005975;GO:0016857;GO:0044237;GO:0050662 272568.GDI_2522 NAD-dependent epimerase/dehydratase 79.75% COG0451 _ _ K08679 E5.1.3.6

orf3127 651 gi|517921496|ref|WP_019091704.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|17433756|sp|Q04975.2|VIPC_SALTI
RecName: Full=Vi polysaccharide biosynthesis protein VipC/TviE [Salmonella enterica subsp.

enterica serovar Typhi]
69% GO:0009058 _ _ _ _ _ _ None _

orf3128 349 gi|517916186|ref|WP_019086394.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0016020;GO:0015774;GO:0015159 _ _ _ _ _ _ K01991 ABC-2.OM, wza

orf3129 404 gi|517921494|ref|WP_019091702.1| hypothetical protein [Komagataeibacter europaeus] 100%
gi|226736750|sp|Q9SFB7.2|QRT2_ARAT

H

RecName: Full=Polygalacturonase QRT2; Short=AtQRT2; Short=PG QRT2; AltName:

Full=Pectinase QRT2; AltName: Full=Protein QUARTET 2; Flags: Precursor [Arabidopsis tha
56% GO:0005982;GO:0005985;GO:0004650 _ _ _ _ _ _ None _

orf3130 447 gi|517916188|ref|WP_019086396.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ K01728 E4.2.2.2, pel

orf3131 119 gi|571921365|gb|ETR77817.1| LysR family transcriptional regulator [Afipia sp. P52-10] 59% _ _ _ _ _ _ _ _ _ _ None _

orf3132 849 gi|493607667|ref|WP_006560158.1| outer membrane siderophore receptor [Acetobacter tropicalis] 68% gi|313104104|sp|Q47162.2|FCT_DICD3 RecName: Full=Ferrichrysobactin receptor; Flags: Precursor [Dickeya dadantii 3937] 60% _ _ _ _ _ _ _ K02014 TC.FEV.OM

orf3133 323 gi|589306320|gb|AHK70449.1| putative FecR family protein [Gluconobacter oxydans DSM 3504] 78% _ _ _ _ _ _ _ _ _ _ None _

orf3134 144 gi|589306322|gb|AHK70451.1| putative RNA polymerase sigma factor [Gluconobacter oxydans DSM 3504] 86% _ _ _ GO:0006351 _ _ _ _ _ _ K03088 SIG3.2, rpoE

orf3135 418 gi|493607548|ref|WP_006560045.1|
membrane protein [Acetobacter hypothetical protein ATPR_3025 [Acetobacter

tropicalis NBRC 101654]
98% _ _ _ _ 634452.APA01_13530 hypothetical protein 95.79% COG3182 _ _ None _

orf3136 84 gi|647507141|ref|WP_025812828.1| hypothetical protein [Komagataeibacter kakiaceti] 94% _ _ _ _ _ _ _ _ _ _ None _

orf3137 236 gi|498197755|ref|WP_010511911.1| biopolymer transporter ExbB [Komagataeibacter europaeus] 95% gi|585111|sp|Q05605.1|EXBB_PSEPU RecName: Full=Biopolymer transport protein ExbB 71% GO:0008565;GO:0016021;GO:0015031 634452.APA01_13510 ExbB/TolQ/MotA 93.27% COG0811 _ _ K03561 exbB

orf3138 169 gi|582021323|gb|AHI24665.1| Biopolymer transport protein ExbD/TolR [Gluconacetobacter xylinus E25] 94% gi|585112|sp|Q05606.1|EXBD_PSEPU RecName: Full=Biopolymer transport protein ExbD [Pseudomonas putida] 77% GO:0016021;GO:0015031;GO:0005215 634452.APA01_13500 ExbD/TolR 97.16% COG0848 _ _ K03559 exbD

orf3139 285 gi|493059446|ref|WP_006115522.1| cell envelope biogenesis protein TonB [Acetobacter pomorum] 92%
gi|215274220|sp|Q70E73.3|RAPH1_HUM

AN

RecName: Full=Ras-associated and pleckstrin homology domains-containing protein 1;

Short=RAPH1; AltName: Full=Amyotrophic lateral sclerosis 2 chromosomal region c
33% GO:0006810 634452.APA01_13490 ferric iron siderophore receptor 97.83% COG0810 _ _ K03832 tonB

orf3140 152 gi|493607343|ref|WP_006559851.1| Fur family transcriptional regulator [Acetobacter tropicalis] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3141 1076 gi|493607345|ref|WP_006559853.1| multidrug transporter [Acetobacter tropicalis] 97%
gi|226700694|sp|B1LNW5.1|MDTC_ECO

SM

RecName: Full=Multidrug resistance protein MdtC; AltName: Full=Multidrug transporter MdtC

[Escherichia coli SMS-3-5]
68% _ _ _ _ _ _ _ K07789 mdtC

orf3142 462 gi|489714489|ref|WP_003618621.1| type VI secretion protein [Komagataeibacter hansenii] 90% _ _ _ _ 439375.Oant_3192 hypothetical protein 79.57% COG3843 _ _ None _

orf3143 127 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3144 234 gi|489713484|ref|WP_003617621.1| lytic transglycosylase [Komagataeibacter hansenii] 84% gi|81341887|sp|O31608.1|YJBJ_BACSU RecName: Full=Putative murein lytic transglycosylase YjbJ [Bacillus subtilis subsp. subtilis str. 168] 54% _ 272568.GDI_0401 putative lytic transglycosylase 78.40% COG0741 _ _ None _

orf3145 113 gi|489713482|ref|WP_003617619.1| hypothetical protein [Komagataeibacter hansenii] 96% _ _ _ _ 272568.GDI_0400 hypothetical protein 83.33% COG5489 _ _ None _

orf3146 191 gi|489714482|ref|WP_003618614.1| conjugal transfer protein TraF [Komagataeibacter hansenii] 84% _ _ _ _ _ _ _ _ _ _ None _

orf3147 150 gi|489714480|ref|WP_003618612.1| hypothetical protein [Komagataeibacter hansenii] 80% _ _ _ _ _ _ _ _ _ _ None _

orf3148 214 gi|489713476|ref|WP_003617613.1| replication initiation protein [Komagataeibacter hansenii] 86% _ _ _ _ _ _ _ _ _ _ None _

orf3149 101 gi|602595021|dbj|GAJ30608.1| hypothetical protein Amme_209_004 [Acidomonas methanolica NBRC 104435] 79% _ _ _ _ 318586.Pden_0131 hypothetical protein 80.00% _ _ NOG14756 None _

orf3150 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3151 74 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3152 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3153 45 gi|494639954|ref|WP_007397898.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3154 107 gi|503872189|ref|WP_014106183.1| hypothetical protein [Komagataeibacter medellinensis] 100% gi|2496613|sp|P55425.1|Y4EB_RHISN RecName: Full=Uncharacterized protein y4eB [Sinorhizobium fredii NGR234] 63% _ 272568.GDI_2805 hypothetical protein 99.07% COG5489 _ _ None _

orf3155 292 gi|489714443|ref|WP_003618575.1| hypothetical protein [Komagataeibacter hansenii] 100% _ _ _ _ 272568.GDI_2808 hypothetical protein 97.60% _ _ NOG10283 None _

orf3156 164 gi|498202769|ref|WP_010516925.1| DNA primase [Komagataeibacter oboediens] 93% _ _ _ _ _ _ _ _ _ _ None _

orf3157 73 gi|504270390|ref|WP_014457492.1| transposase [Acetobacter transposase [Acetobacter pasteurianus IFO 3283-01] 100% gi|60416336|sp|P0A1V2.1|YIS3_SHIFL
RecName: Full=Insertion element IS629 uncharacterized 12 kDa protein S4062 [Shigella

YIS3_SHISO RecName: Full=Insertion element IS
72% GO:0003677;GO:0004803;GO:0006313 634452.APA01_41440 transposase 100.00% COG2963 _ _ None _

orf3158 184 gi|517916073|ref|WP_019086281.1| DNA primase [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3159 91 gi|496128224|ref|WP_008852731.1| integration host factor [Gluconobacter morbifer] 100% gi|3334160|sp|P96045.1|DBH_STRTR RecName: Full=DNA-binding protein HU 66% GO:0003677 272568.GDI_2811 putative DNA binding protein 98.89% COG0776 _ _ K03530 hupB

orf3160 826 gi|517914941|ref|WP_019085149.1| leucyl-tRNA synthetase [Komagataeibacter europaeus] 100% gi|81819158|sp|Q5FTV3.1|SYL_GLUOX
RecName: Full=Leucine--tRNA ligase; AltName: Full=Leucyl-tRNA synthetase; Short=LeuRS

[Gluconobacter oxydans 621H]
84%

GO:0004823;GO:0005524;GO:0002161;GO:0009097;GO:0006429;GO:0005737;GO:0006450;GO:00

09098;GO:0009099
272568.GDI_2393 leucyl-tRNA synthetase 86.98% COG0495 _ _ K01869 LARS, leuS

orf3161 285 gi|498193121|ref|WP_010507277.1| LPS-assembly lipoprotein [Komagataeibacter europaeus] 100% _ _ _ GO:0019867;GO:0043165 _ _ _ _ _ _ K03643 lptE, rlpB

orf3162 339 gi|498193122|ref|WP_010507278.1| DNA polymerase III subunit delta [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0003887;GO:0009360;GO:0006261 272568.GDI_2395 DNA polymerase III subunit delta 82.15% COG1466 _ _ K02340 DPO3D1, holA

orf3163 377 gi|648238665|ref|WP_026019814.1| ferredoxin-NADP reductase [Komagataeibacter europaeus] 100% _ _ _ GO:0004497;GO:0055114 _ _ _ _ _ _ None _

orf3164 430 gi|498193124|ref|WP_010507280.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0046872;GO:0005524;GO:0008152;GO:0003824 _ _ _ _ _ _ None _

orf3165 567 gi|517921819|ref|WP_019092027.1| porin [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_03200 porin O/P polyphosphate-selective 81.43% COG3746 _ _ K07221 oprO_P

orf3166 330 gi|498193127|ref|WP_010507283.1| phosphate ABC transporter substrate-binding protein [Komagataeibacter 100% gi|84029555|sp|P0AG82.1|PSTS_ECOLI RecName: Full=Phosphate-binding protein PstS; Short=PBP; Flags: Precursor [Escherichia coli K-12] 63% GO:0042301;GO:0043190;GO:0035435 272568.GDI_3819 phosphate-binding periplasmic protein precursor 78.46% COG0226 _ _ K02040 pstS

orf3167 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3168 435 gi|498193129|ref|WP_010507285.1| mannose-1-phosphate guanylyltransferase [Komagataeibacter europaeus] 99%
gi|189030074|sp|B0RVK6.1|XANB_XANC

B

RecName: Full=Xanthan biosynthesis protein XanB; Includes: RecName: Full=Mannose-6-phosphate

isomerase; AltName: Full=Phosphohexomutase; AltName: Full=Phosphomanno
68% GO:0006013;GO:0004475;GO:0006000;GO:0016853;GO:0000271 290633.GOX0455 mannose-6-phosphate isomerase 75.55%

COG0836;COG066

2
_ _ K00971 manC, cpsB

orf3169 225 gi|498193130|ref|WP_010507286.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf3170 422 gi|517914951|ref|WP_019085159.1| phosphoanhydride phosphohydrolase [Komagataeibacter europaeus] 99% gi|130735|sp|P07102.2|PPA_ECOLI
RecName: Full=Periplasmic AppA protein; Includes: RecName: Full=Phosphoanhydride

phosphohydrolase; AltName: Full=pH 2.5 acid phosphatase; Short=AP; Includes: RecName:
49% _ _ _ _ _ _ _ K01093 appA

orf3171 439 gi|517914953|ref|WP_019085161.1| DNA methyltransferase [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0032775;GO:0008170;GO:0009007 _ _ _ _ _ _ K07316 mod

orf3172 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3173 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3174 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3175 382 gi|498198320|ref|WP_010512476.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3176 286 gi|657222412|ref|WP_029336129.1| glycosyltransferase [Komagataeibacter europaeus] 99% gi|3123151|sp|O34755.1|YKOT_BACSU RecName: Full=Uncharacterized glycosyltransferase YkoT [Bacillus subtilis subsp. subtilis str. 168] 73% _ 484021.KP1_3689 hypothetical protein 76.43% COG0463 _ _ None _

orf3177 229 gi|517921816|ref|WP_019092024.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|2495427|sp|P55629.1|Y4QH_RHISN RecName: Full=Putative HTH-type transcriptional regulator y4qH [Sinorhizobium fredii NGR234] 48% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ K07782 sdiA

orf3178 50 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3179 514 gi|648237613|ref|WP_026018762.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3180 266 gi|517916450|ref|WP_019086658.1| glycosyl transferase [Komagataeibacter europaeus] 100% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf3181 321 gi|517916451|ref|WP_019086659.1| glycosyl transferase [Komagataeibacter europaeus] 99% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf3182 70 gi|498198086|ref|WP_010512242.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3183 53 gi|582023345|gb|AHI26687.1| hypothetical protein H845_2770 [Gluconacetobacter xylinus E25] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3184 94 gi|498198089|ref|WP_010512245.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3185 41 gi|494640948|ref|WP_007398892.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 80% _ _ _ _ _ _ _ _ _ _ None _

orf3186 123 gi|498198091|ref|WP_010512247.1| peptide chain release factor I [Komagataeibacter europaeus] 100% gi|1175508|sp|P45388.1|ARFB_PSEPU
RecName: Full=Peptidyl-tRNA hydrolase ArfB; Short=PTH; AltName: Full=Alternative ribosome-

rescue factor B
66% GO:0006449;GO:0005840;GO:0018444;GO:0006444;GO:0016787;GO:0003747 272568.GDI_3656 peptidyl-tRNA hydrolase domain protein 81.74% COG1186 _ _ K15034 yaeJ

orf3187 60 gi|498194592|ref|WP_010508748.1| porin [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 _ _ _ _ _ _ K07267 oprB

orf3188 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3189 650 gi|517921650|ref|WP_019091858.1| fusaric acid resistance protein [Komagataeibacter europaeus] 99% gi|61252750|sp|O05543.2|Y755_GLUOX RecName: Full=Uncharacterized transporter GOX0755 [Gluconobacter oxydans 621H] 73% GO:0006810;GO:0005886 634452.APA01_21050 fusaric acid resistance protein 85.80% COG1289 _ _ None _

orf3190 120 gi|517916151|ref|WP_019086359.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ GO:0019867 _ _ _ _ _ _ None _

orf3191 91 gi|517916152|ref|WP_019086360.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3192 152 gi|498193394|ref|WP_010507550.1| cytochrome C biogenesis protein DsbD [Komagataeibacter europaeus] 98% _ _ _ _ 272568.GDI_1808 cytochrome c class I 75.29% COG2010 _ _ None _

orf3193 166 gi|517916154|ref|WP_019086362.1| endoribonuclease L-PSP [Komagataeibacter europaeus] 99% _ _ _ _ 272568.GDI_2454 endoribonuclease L-PSP 78.99% COG0251 _ _ K07567 tdcF

orf3194 141 gi|517916155|ref|WP_019086363.1| alcohol dehydrogenase [Komagataeibacter europaeus] 99% _ _ _ GO:0009055;GO:0020037;GO:0006118 272568.GDI_2455 cytochrome c class I 80.00% COG2010 _ _ None _

orf3195 534 gi|517916156|ref|WP_019086364.1| flavin monoamine oxidase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0016491 272568.GDI_2456 L-amino-acid oxidase (EC:1.4.3.2) 89.29% COG1231 _ _ K00274 MAO, aofH

orf3196 62 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3197 211 gi|657221386|ref|WP_029335104.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|81175108|sp|P0AC99.1|SATP_ECO57
RecName: Full=Succinate-acetate/proton symporter SatP; AltName: Full=Succinate-acetate

transporter protein [Escherichia coli SATP_E
67% GO:0016020 634452.APA01_22580 acetate transporter 76.76% COG1584 _ _ K07034 K07034

orf3198 169 gi|498193386|ref|WP_010507542.1|
methylated-DNA--protein-cysteine methyltransferase [Komagataeibacter

europaeus]
98% gi|461468|sp|P06134.2|ADA_ECOLI

RecName: Full=Bifunctional transcriptional activator/DNA repair enzyme Ada; AltName:

Full=Regulatory protein of adaptive response; Includes: RecName: Full=Methylphosph
65% GO:0003908;GO:0006281;GO:0032259 _ _ _ _ _ _ K10778 ada

orf3199 384 gi|498193385|ref|WP_010507541.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_00130 hypothetical protein 89.47% COG3391 _ _ None _

orf3200 275 gi|517916160|ref|WP_019086368.1| creatininase [Komagataeibacter europaeus] 99% _ _ _ _ 290633.GOX0917 hypothetical protein 78.70% COG1402 _ _ None _

orf3201 86 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3202 669 gi|517921658|ref|WP_019091866.1| catalase [Komagataeibacter europaeus] 100% gi|17380489|sp|Q9X576.2|CATE_RHIME RecName: Full=Catalase C; AltName: Full=KAT2 [Sinorhizobium meliloti 1021] 79%
GO:0020037;GO:0015947;GO:0055114;GO:0006804;GO:0046872;GO:0004096;GO:0006568;GO:00

42744
272568.GDI_2359

catalase HPII; Decomposes hydrogen peroxide into water and oxygen; serves to

protect cells f [...]
84.41% COG0753 _ _ K03781

katE, CAT, catB,

srpA

orf3203 97 gi|498193382|ref|WP_010507538.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0008430;GO:0045454 266834.SMc00345 hypothetical protein 85.39% COG3526 _ _ K07401 K07401

orf3204 132 gi|498193381|ref|WP_010507537.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 290633.GOX1876 hypothetical protein 75.24% _ _ NOG16349 None _

orf3205 532 gi|498193380|ref|WP_010507536.1| peptide transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0016757;GO:0008152;GO:0042802 _ _ _ _ _ _ None _

orf3206 55 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3207 200 gi|498193374|ref|WP_010507530.1| nitroreductase [Komagataeibacter europaeus] 100% _ _ _ GO:0055114;GO:0016491 634452.APA01_14200 nitroreductase 78.57% COG0778 _ _ None _

orf3208 260 gi|648238630|ref|WP_026019779.1| sulfonate ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|123734883|sp|Q4KGX6.1|SSUB1_PSEF RecName: Full=Aliphatic sulfonates import ATP-binding protein SsuB 1 [Pseudomonas protegens Pf- 76% GO:0006810;GO:0005524;GO:0006200;GO:0043190;GO:0005215;GO:0016887 634452.APA01_13680 aliphatic sulfonates transporter ATP-binding protein 80.63% COG1116 _ _ K15555 ssuB

orf3209 277 gi|657221381|ref|WP_029335099.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|732410|sp|P40401.1|SSUC_BACSU
RecName: Full=Putative aliphatic sulfonates transport permease protein SsuC [Bacillus subtilis subsp.

subtilis str. 168]
67% GO:0006810;GO:0016021;GO:0005886 634452.APA01_13690

aliphatic sulfonates transporter permease protein; Part of a binding-protein-

dependent trans [...]
84.19% COG0600 _ _ K15554 ssuC

orf3210 73 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3211 430 gi|498193370|ref|WP_010507526.1| 2-hydroxy-acid oxidase [Komagataeibacter europaeus] 100%
gi|81886008|sp|Q7TNG8.1|LDHD_MOUS

E

RecName: Full=Probable D-lactate dehydrogenase, mitochondrial; Short=DLD; Short=Lactate

dehydrogenase D; Flags: Precursor [Mus musculus]
65% GO:0008762;GO:0006040;GO:0050660;GO:0055114 290633.GOX2071 D-lactate dehydrogenase 90.05% COG0277 _ _ K00102 E1.1.2.4, dld

orf3212 232 gi|648237568|ref|WP_026018717.1| PhoU family transcriptional regulator [Komagataeibacter europaeus] 100% gi|7388010|sp|Q52989.2|PHOU_RHIME
RecName: Full=Phosphate-specific transport system accessory protein PhoU homolog; Short=Pst

system accessory protein PhoU homolog [Sinorhizobium meliloti 1021]
61% GO:0006817;GO:0030643;GO:0045936;GO:0005737 272568.GDI_3816 phosphate transporter PhoU 81.82% COG0704 _ _ K02039 phoU

orf3213 265 gi|498193368|ref|WP_010507524.1| phosphate ABC transporter ATP-binding protein [Komagataeibacter europaeus] 100% gi|81819130|sp|Q5FT15.1|PSTB_GLUOX
RecName: Full=Phosphate import ATP-binding protein PstB; AltName: Full=ABC phosphate

transporter; AltName: Full=Phosphate-transporting ATPase [Gluconobacter oxydans
92% GO:0005524;GO:0005315;GO:0006200;GO:0043190;GO:0035435;GO:0015415 272568.GDI_3815

phosphate import ATP-binding protein pstB; Part of the ABC transporter complex

pstSACB invol [...]
94.69% COG1117 _ _ K02036 pstB

orf3214 299 gi|498193367|ref|WP_010507523.1| phosphate transporter [Komagataeibacter europaeus] 100% gi|20139635|sp|Q98FL4.1|PSTA_RHILO RecName: Full=Phosphate transport system permease protein PstA [Mesorhizobium loti 75% GO:0005315;GO:0005887;GO:0035435 272568.GDI_3096 putative phosphate transport system permease protein 91.10% COG0581 _ _ K02038 pstA

orf3215 325 gi|498193366|ref|WP_010507522.1| phosphate ABC transporter permease [Komagataeibacter europaeus] 100% gi|20139634|sp|Q98FL3.1|PSTC_RHILO
RecName: Full=Phosphate transport system permease protein PstC [Mesorhizobium loti

MAFF303099]
69% GO:0055085;GO:0006817;GO:0005315;GO:0016021 272568.GDI_3813

phosphate ABC transporter, inner membrane subunit PstC; Part of a binding-

protein-dependent  [...]
87.64% COG0573 _ _ K02037 pstC

orf3216 75 gi|498193364|ref|WP_010507520.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3217 451 gi|517921662|ref|WP_019091870.1| phosphate transporter [Komagataeibacter europaeus] 100% gi|1172518|sp|P43676.1|PITB_ECOLI RecName: Full=Probable low-affinity inorganic phosphate transporter 2 [Escherichia coli K-12] 68% GO:0016020;GO:0055085;GO:0006817;GO:0005315 272568.GDI_3824 phosphate transporter 94.14% COG0306 _ _ K03306 TC.PIT

orf3218 398 gi|647541652|ref|WP_025829201.1| hypothetical protein [Acetobacter persici] 98% _ _ _ _ 272568.GDI_0086 hypothetical protein 97.48% _ _ NOG27445 None _

orf3219 146 gi|494642188|ref|WP_007400132.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 97% _ _ _ _ 272568.GDI_2790 hypothetical protein 92.20% _ _ NOG121744 None _

orf3220 346 gi|489714611|ref|WP_003618742.1|
DNA primase [Komagataeibacter hypothetical protein GXY_06435

[Gluconacetobacter hansenii ATCC 23769]
95% _ _ _ _ 272568.GDI_0088 hypothetical protein 94.77% _ _ NOG09847 None _

orf3221 293 gi|517119138|ref|WP_018307956.1| hypothetical protein [Acetobacter aceti] 97% _ _ _ _ 272568.GDI_0089 hypothetical protein 96.90% _ _ NOG10283 None _

orf3222 433 gi|504863467|ref|WP_015050569.1| AAA-4-like ATPase [Thermacetogenium phaeum] 55% _ _ _ _ _ _ _ _ _ _ None _

orf3223 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3224 108 gi|501549025|ref|WP_012553539.1| MULTISPECIES: hypothetical protein [Acetobacteraceae] 100% gi|2496613|sp|P55425.1|Y4EB_RHISN RecName: Full=Uncharacterized protein y4eB [Sinorhizobium fredii NGR234] 75% _ 272568.GDI_3932 hypothetical protein 86.11% COG5489 _ _ None _

orf3225 50 gi|501549024|ref|WP_012553538.1| hypothetical protein [Gluconacetobacter diazotrophicus] 84% _ _ _ _ _ _ _ _ _ _ None _

orf3226 92 gi|517916853|ref|WP_019087061.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ 272568.GDI_0096 hypothetical protein 94.57% _ _ NOG43372 None _

orf3227 171 gi|501179206|ref|WP_012222343.1| hypothetical protein [Gluconacetobacter diazotrophicus] 89% _ _ _ _ 272568.GDI_0098 hypothetical protein 91.67% COG5419 _ _ None _

orf3228 97 gi|501179213|ref|WP_012222350.1| transcriptional regulator [Gluconacetobacter diazotrophicus] 99% _ _ _ _ 272568.GDI_0105 putative transcriptor regulator 98.97% _ _ NOG14756 None _

orf3229 351 gi|501179046|ref|WP_012222191.1| replication protein [Gluconacetobacter diazotrophicus] 97% _ _ _ _ 272568.GDI_3926 putative replication protein 97.61% COG5534 _ _ None _

orf3230 212 gi|517119307|ref|WP_018308125.1| MULTISPECIES: ParA cobyrinic acid a,c-diamide synthase [Asaia sp. SF2.1] 97% gi|81567584|sp|Q72H90.1|SOJ_THET2 RecName: Full=Chromosome-partitioning ATPase Soj [Thermus thermophilus HB27] 66% _ 272568.GDI_3925 putative partition protein 96.62% COG1192 _ _ K03496 parA, soj

orf3231 247 gi|489714632|ref|WP_003618763.1|
DNA methylase [Komagataeibacter putative DNA methylase N-4/N-6

[Gluconacetobacter hansenii ATCC 23769]
97% _ _ _ _ 272568.GDI_0108 putative DNA methylase N-4/N-6 96.04% COG0863 _ _ K07319 yhdJ

orf3232 80 gi|489714635|ref|WP_003618765.1| hypothetical protein [Komagataeibacter hansenii] 94% _ _ _ GO:0006355 272568.GDI_3923 hypothetical protein 88.75% _ _ NOG70529 None _

orf3233 109 gi|501179042|ref|WP_012222187.1| hypothetical protein [Gluconacetobacter diazotrophicus] 100% _ _ _ _ 272568.GDI_3922 hypothetical protein 100.00% _ _ NOG14076 None _

orf3234 160 gi|501179041|ref|WP_012222186.1| conjugal transfer protein TraF [Gluconacetobacter diazotrophicus] 91% _ _ _ _ 272568.GDI_3921 putative conjugal transfer protein TraF precursor 93.53% COG4959 _ _ None _

orf3235 112 gi|602596127|dbj|GAJ29629.1| hypothetical protein Amme_071_009 [Acidomonas methanolica NBRC 104435] 98% _ _ _ _ 272568.GDI_0111 hypothetical protein 97.30% COG5489 _ _ None _

orf3236 233 gi|489714644|ref|WP_003618774.1| transglycosylase [Komagataeibacter hansenii] 89% gi|81341887|sp|O31608.1|YJBJ_BACSU RecName: Full=Putative murein lytic transglycosylase YjbJ [Bacillus subtilis subsp. subtilis str. 168] 57% _ 272568.GDI_0112 putative soluble lytic murein transglycosylase precursor 97.56% COG0741 _ _ K01238 E3.2.1.-

orf3237 584 gi|489714646|ref|WP_003618776.1| type VI secretion protein [Komagataeibacter hansenii] 98% _ _ _ _ 272568.GDI_1027 hypothetical protein 96.96% COG3843 _ _ None _

orf3238 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3239 663 gi|501549008|ref|WP_012553522.1| conjugal transfer protein TraG [Gluconacetobacter diazotrophicus] 97% gi|464924|sp|Q00185.1|TRAG4_ECOLX RecName: Full=Conjugal transfer protein TraG 65% GO:0016020;GO:0009291 272568.GDI_1023 conjugal transfer coupling protein TraG 95.61% COG3505 _ _ K03205 virD4, lvhD4

orf3240 141 gi|501549007|ref|WP_012553521.1| hypothetical protein [Gluconacetobacter diazotrophicus] 94% _ _ _ _ 272568.GDI_1022 hypothetical protein 89.93% _ _ NOG08174 None _

orf3241 42 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3242 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3243 534 gi|498196052|ref|WP_010510208.1| FkbH [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3244 945 gi|498196049|ref|WP_010510205.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3245 43 gi|498198394|ref|WP_010512550.1| hypothetical protein [Komagataeibacter europaeus] 86% _ _ _ _ _ _ _ _ _ _ None _

orf3246 60 gi|498196044|ref|WP_010510200.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3247 285 gi|517921635|ref|WP_019091843.1| endonuclease [Komagataeibacter europaeus] 98% gi|585595|sp|P38446.1|NUCA_NOSS1 RecName: Full=Nuclease; AltName: Full=Endonuclease; Flags: Precursor [Nostoc sp. PCC 7120] 48% GO:0046872;GO:0090305;GO:0004519;GO:0003676 _ _ _ _ _ _ K01173 ENDOG

orf3248 91 gi|498196040|ref|WP_010510196.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3249 167 gi|498196038|ref|WP_010510194.1| 30S ribosomal protein S9 [Komagataeibacter europaeus] 100% gi|226695242|sp|A9W606.1|RS9_METEP RecName: Full=30S ribosomal protein S9 [Methylobacterium extorquens PA1] 81% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_0531 30S ribosomal protein S9 93.38% COG0103 _ _ K02996 RP-S9, MRPS9, rpsI

orf3250 160 gi|498196036|ref|WP_010510192.1| 50S ribosomal protein L13 [Komagataeibacter europaeus] 100% gi|254798505|sp|B8IUE9.1|RL13_METNO RecName: Full=50S ribosomal protein L13 [Methylobacterium nodulans ORS 2060] 82% GO:0005840;GO:0042254;GO:0006412;GO:0003735 272568.GDI_0530 50S ribosomal protein L13 93.96% COG0102 _ _ K02871
RP-L13, MRPL13,

rplM

orf3251 448 gi|517916723|ref|WP_019086931.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3252 286 gi|498196032|ref|WP_010510188.1| NADH-ubiquinone oxidoreductase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0528 hypothetical protein 75.27% _ _ NOG115309 None _

orf3253 401 gi|498196030|ref|WP_010510186.1| aminotransferase [Komagataeibacter europaeus] 100% gi|3024991|sp|P77806.1|YBDL_ECOLI
RecName: Full=Methionine aminotransferase; AltName: Full=Methionine-oxo-acid transaminase

[Escherichia coli K-12]
59% GO:0009058;GO:0008483;GO:0030170 272568.GDI_0527 hypothetical protein 82.31% COG0436 _ _ None _

orf3254 158 gi|582023435|gb|AHI26777.1| nitrogen regulatory protein P-II [Gluconacetobacter xylinus E25] 100% gi|121384|sp|P21193.1|GLNB_AZOBR RecName: Full=Nitrogen regulatory protein P-II 91% GO:0006355;GO:0030234;GO:0006808;GO:0050790 391165.GbCGDNIH1_0959 nitrogen regulatory protein P-II 79.33% COG0347 _ _ K04751 glnB

orf3255 486 gi|498196026|ref|WP_010510182.1| glutamine synthetase [Komagataeibacter europaeus] 100% gi|121355|sp|P10583.1|GLNA_AZOBR RecName: Full=Glutamine synthetase; AltName: Full=Glutamate--ammonia ligase 85% GO:0009252;GO:0005524;GO:0009399;GO:0004356;GO:0006542;GO:0005737 272568.GDI_0525 glutamine synthetase 96.34% COG0174 _ _ K01915 glnA

orf3256 339 gi|498196025|ref|WP_010510181.1| NAD(P)H quinone oxidoreductase [Komagataeibacter europaeus] 99%
gi|76789665|sp|Q53FA7.2|QORX_HUMA

N

RecName: Full=Quinone oxidoreductase PIG3; AltName: Full=Tumor protein p53-inducible protein

3; AltName: Full=p53-induced gene 3 protein [Homo sapiens]
57% GO:0008270;GO:0055114;GO:0016491 272568.GDI_0523 quinone oxidoreductase 78.83% COG0604 _ _ None _

orf3257 263 gi|517921641|ref|WP_019091849.1| esterase [Komagataeibacter europaeus] 100%
gi|74751292|sp|Q8NFV4.1|ABHDB_HUM

AN

RecName: Full=Alpha/beta hydrolase domain-containing protein 11; Short=Abhydrolase domain-

containing protein 11; AltName: Full=Williams-Beuren syndrome chromosomal
51% GO:0016787;GO:0008152 272568.GDI_0522 lipase protein 91.27% COG0596 _ _ None _

orf3258 386 gi|498196021|ref|WP_010510177.1| TonB periplasmic protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810 _ _ _ _ _ _ None _

orf3259 125 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3260 291 gi|498196019|ref|WP_010510175.1| AMP nucleosidase [Komagataeibacter europaeus] 99% gi|83287761|sp|P0AE13.1|AMN_ECO57 RecName: Full=AMP nucleosidase [Escherichia coli O157:H7] 79% GO:0008714;GO:0006144;GO:0044209 272568.GDI_0519 AMP nucleosidase 91.49% COG0775 _ _ K01241 amn

orf3261 465 gi|503872863|ref|WP_014106857.1|
MULTISPECIES: histidine kinase two component sensor histidine kinase

[Gluconacetobacter medellinensis NBRC 3288]
100% gi|12644676|sp|P23621.2|PHOR_PSEAE RecName: Full=Phosphate regulon sensor protein PhoR [Pseudomonas aeruginosa PAO1] 52% GO:0000155;GO:0023014;GO:0018106;GO:0005524;GO:0000160;GO:0016021;GO:0009365 _ _ _ _ _ _ None _

orf3262 228 gi|494638784|ref|WP_007396728.1|
MULTISPECIES: regulator two component response regulator

[Gluconacetobacter medellinensis NBRC 3288]
100% gi|729183|sp|Q02540.1|COPR_PSESM RecName: Full=Transcriptional activator protein CopR 65% GO:0003677;GO:0000160;GO:0006355;GO:0035556;GO:0045449;GO:0000156 272568.GDI_0671 putative two-component response regulator 76.29% COG0745 _ _ K02483 K02483

orf3263 240 gi|582024225|gb|AHI27562.1| nodulin-related integral membrane protein [Gluconacetobacter xylinus E25] 100% gi|74625262|sp|Q9P6J2.1|PCL1_SCHPO
RecName: Full=Fe(2+)/Mn(2+) transporter pcl1; AltName: Full=Pombe ccc1-like protein 1

[Schizosaccharomyces pombe 972h-]
72% _ 634452.APA01_42160 nodulin-related Integral membrane protein DUF125 90.62% COG1814 _ _ None _

orf3264 140 gi|494638787|ref|WP_007396731.1|
MULTISPECIES: cytochrome B561 cytochrome B561 [Gluconacetobacter

medellinensis NBRC 3288]
100% _ _ _ GO:0016020;GO:0022904 _ _ _ _ _ _ K12262 cybB

orf3265 156 gi|657221834|ref|WP_029335552.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3266 44 gi|494638793|ref|WP_007396737.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3267 436 gi|498195769|ref|WP_010509925.1| porin [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 634452.APA01_25280 porin B carbohydrate-selective OprB 80.85% COG3659 _ _ K07267 oprB

orf3268 416 gi|582024230|gb|AHI27567.1| Carbohydrate-selective porin OprB [Gluconacetobacter xylinus E25] 100% _ _ _ GO:0006810;GO:0016021;GO:0005215 _ _ _ _ _ _ K07267 oprB

orf3269 532 gi|503872867|ref|WP_014106861.1| methyltransferase [Komagataeibacter medellinensis] 100% gi|6686353|sp|P42349.2|Y1242_SYNY3
RecName: Full=Uncharacterized methyltransferase sll1242; AltName: Full=ORF N [Synechocystis

sp. PCC 6803 substr. Kazusa]
61% GO:0046872;GO:0031419;GO:0008168;GO:0051536;GO:0032259 634452.APA01_15310 methyltransferase 93.47% COG1032 _ _ None _

orf3270 232 gi|494638800|ref|WP_007396744.1| MULTISPECIES: NADPH-dependent FMN reductase [Acetobacteraceae] 100% _ _ _ GO:0055114;GO:0016491 634452.APA01_42340 arsenical resistance protein ArsH 97.36% COG0431 _ _ K11811 arsH

orf3271 432 gi|498195758|ref|WP_010509914.1|
MULTISPECIES: arylsulfatase arsenical membrane pump protein

[Gluconacetobacter medellinensis NBRC 3288]
100% gi|114222|sp|P08691.1|ARSB1_ECOLX RecName: Full=Arsenical pump membrane protein 77% GO:0015105;GO:0046685;GO:0016021;GO:0015700 634452.APA01_42350 arsenical membrane pump protein 97.79% COG1055 _ _ K03893 arsB

orf3272 140 gi|503872868|ref|WP_014106862.1| arsenate reductase [Komagataeibacter medellinensis] 99% gi|5915690|sp|O50595.1|ARSC_ACIMA RecName: Full=Arsenate reductase; AltName: Full=Arsenical pump modifier 81% _ 634452.APA01_42360 arsenate reductase 95.00% COG1393 _ _ K00537 ARSC1, arsC

orf3273 117 gi|503872869|ref|WP_014106863.1| ArsR family transcriptional regulator [Komagataeibacter medellinensis] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 258594.RPA2256 ArsR family transcriptional regulator ArsR1 82.22% COG0640 _ _ None _

orf3274 87 gi|503872870|ref|WP_014106864.1| multicopper oxidase [Komagataeibacter medellinensis] 98% _ _ _ GO:0005507;GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf3275 117 gi|503872871|ref|WP_014106865.1| multicopper oxidase [Komagataeibacter medellinensis] 99% _ _ _ GO:0005507;GO:0055114;GO:0016491 _ _ _ _ _ _ None _

orf3276 199 gi|494638807|ref|WP_007396751.1| ABC transporter ATP-binding protein [Gluconacetobacter sp. SXCC-1] 100% gi|123771684|sp|Q3J376.1|PSTB_RHOS4
RecName: Full=Phosphate import ATP-binding protein PstB; AltName: Full=ABC phosphate

transporter; AltName: Full=Phosphate-transporting ATPase [Rhodobacter sphaeroi
69% GO:0005524;GO:0006200;GO:0016887 _ _ _ _ _ _ K06021 E3.6.3.27

orf3277 265 gi|498195743|ref|WP_010509899.1| ABC transporter permease [Komagataeibacter europaeus] 100% gi|81342371|sp|O34684.1|YJKA_BACSU RecName: Full=UPF0014 membrane protein YjkA [Bacillus subtilis subsp. subtilis str. 168] 55% _ 272568.GDI_2451 hypothetical protein 83.94% COG0390 _ _ K02069 ABC.X2.P

orf3278 337 gi|503872874|ref|WP_014106868.1| hypothetical protein [Komagataeibacter medellinensis] 99% _ _ _ GO:0046872;GO:0005524;GO:0008152;GO:0003824 _ _ _ _ _ _ None _

orf3279 333 gi|503872875|ref|WP_014106869.1| SAM-dependent methyltransferase [Komagataeibacter medellinensis] 100%
gi|226712955|sp|A5UBC5.1|RSMC_HAEI

E

RecName: Full=Ribosomal RNA small subunit methyltransferase C; AltName: Full=16S rRNA

m2G1207 methyltransferase; AltName: Full=rRNA (guanine-N(2)-)-methyltransfera
58% GO:0008168;GO:0032259;GO:0006364;GO:0003676 _ _ _ _ _ _ None _

orf3280 294 gi|503872876|ref|WP_014106870.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3281 375 gi|503872877|ref|WP_014106871.1|
transposase [Komagataeibacter transposase [Gluconacetobacter medellinensis

NBRC 3288]
100% _ _ _ GO:0003677;GO:0006281;GO:0004803;GO:0006313 290633.GOX1323 transposase 91.86% COG3547 _ _ None _

orf3282 219 gi|498197096|ref|WP_010511252.1| MULTISPECIES: DNA-binding protein [Komagataeibacter] 92% gi|205371837|sp|P24577.2|YI71_BURM1
RecName: Full=Insertion element IS407 uncharacterized 31.7 kDa protein; AltName: Full=ORF1

[Burkholderia multivorans ATCC 17616]
58% GO:0015074;GO:0003677;GO:0004803;GO:0006313 _ _ _ _ _ _ K07497 K07497

orf3283 110 gi|498198037|ref|WP_010512193.1| 6-phosphogluconolactonase [Komagataeibacter europaeus] 100% gi|2829619|sp|P74618.3|6PGL_SYNY3 RecName: Full=6-phosphogluconolactonase; Short=6PGL [Synechocystis sp. PCC 6803 substr. 59% GO:0006098;GO:0017057 634452.APA01_23150 6-phosphogluconolactonase 80.37% COG0363 _ _ K01057 PGLS, pgl, devB

orf3284 234 gi|498195978|ref|WP_010510134.1| ribose 5-phosphate isomerase [Komagataeibacter europaeus] 100% gi|67461237|sp|Q5FQ98.1|RPIA_GLUOX
RecName: Full=Ribose-5-phosphate isomerase A; AltName: Full=Phosphoriboisomerase A;

Short=PRI [Gluconobacter oxydans 621H]
76% GO:0015976;GO:0009052;GO:0004751 272568.GDI_0292 ribose-5-phosphate isomerase A 85.90% COG0120 _ _ K01807 rpiA

orf3285 183 gi|498195980|ref|WP_010510136.1| carbohydrate kinase [Komagataeibacter europaeus] 100% gi|2507037|sp|P46859.4|GNTK_ECOLI
RecName: Full=Thermoresistant gluconokinase; AltName: Full=Gluconate kinase 2 [Escherichia coli

K-12]
64% GO:0006098;GO:0016310;GO:0046316 272568.GDI_0293 putative shikimate kinase 81.13% COG3265 _ _ K00851

E2.7.1.12, gntK,

idnK

orf3286 155 gi|498195982|ref|WP_010510138.1| phosphotyrosine protein phosphatase [Komagataeibacter europaeus] 100% gi|1172568|sp|P41893.1|PPAL_SCHPO
RecName: Full=Low molecular weight phosphotyrosine protein phosphatase; AltName: Full=Low

molecular weight cytosolic acid phosphatase; AltName: Full=PTPase; AltName:
59% _ 441620.Mpop_4997 protein tyrosine phosphatase 82.61% COG0394 _ _ K01104 E3.1.3.48

orf3287 273 gi|517922228|ref|WP_019092436.1| aminoglycoside phosphotransferase [Komagataeibacter europaeus] 99%
gi|47606765|sp|Q9HA64.2|KT3K_HUMA

N

RecName: Full=Ketosamine-3-kinase; AltName: Full=Fructosamine-3-kinase-related protein;

Short=FN3K-RP; Short=FN3K-related protein [Homo sapiens]
50% GO:0008152;GO:0016772 _ _ _ _ _ _ None _

orf3288 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3289 365 gi|517922229|ref|WP_019092437.1| NADH:flavin oxidoreductase [Komagataeibacter europaeus] 99% gi|68052472|sp|Q5KXG9.1|NAMA_GEOK RecName: Full=NADPH dehydrogenase [Geobacillus kaustophilus HTA426] 56% GO:0052690;GO:0010181;GO:0018548;GO:0006118;GO:0003959;GO:0055114 266265.Bxe_B0715 NADH-flavin oxidoreductase/NADH oxidase family protein 82.08% COG1902 _ _ K00354 E1.6.99.1

orf3290 175 gi|517916372|ref|WP_019086580.1| alkyl hydroperoxide reductase [Komagataeibacter europaeus] 100%
gi|221222636|sp|Q0BUC5.2|AHPD_GRAB

C

RecName: Full=Alkyl hydroperoxide reductase AhpD; AltName: Full=Alkylhydroperoxidase AhpD

[Granulibacter bethesdensis CGDNIH1]
88%

GO:0006118;GO:0055114;GO:0032843;GO:0008785;GO:0051920;GO:0006979;GO:0006804;GO:00

04601;GO:0009321
391165.GbCGDNIH1_0679

peroxiredoxin reductase AhpD (NAD(P)H); Antioxidant protein with alkyl

hydroperoxidase activ [...]
88.24% COG2128 _ _ K04756 ahpD

orf3291 180 gi|517916373|ref|WP_019086581.1| alkyl hydroperoxide reductase [Komagataeibacter europaeus] 100%
gi|613779552|sp|P9WQB6.1|AHPC_MYC

TO

RecName: Full=Alkyl hydroperoxide reductase subunit C; Short=MtAhpC; AltName:

Full=Peroxiredoxin; AltName: Full=Thioredoxin peroxidase [Mycobacterium tuberculosis
66% GO:0006979;GO:0006804;GO:0004601;GO:0055114;GO:0051920 634452.APA01_02050 peroxiredoxin 93.71% COG0450 _ _ K03386

E1.11.1.15, PRDX,

ahpC



orf3292 308 gi|517916374|ref|WP_019086582.1| LysR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|82582232|sp|P0ACQ6.1|OXYR_ECO57
RecName: Full=Hydrogen peroxide-inducible genes activator; AltName: Full=Morphology and auto-

aggregation control protein [Escherichia coli O157:H7]
60% GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 272568.GDI_0578 LysR family transcriptional regulator 83.96% COG0583 _ _ K04761 oxyR

orf3293 41 gi|489713187|ref|WP_003617324.1| MULTISPECIES: 50S ribosomal protein L36 [Komagataeibacter] 100% gi|81557139|sp|Q5FSY7.1|RL36_GLUOX RecName: Full=50S ribosomal protein L36 [Gluconobacter oxydans 621H] 100% GO:0005840;GO:0042254;GO:0006412;GO:0003735 290633.GOX0732 50S ribosomal protein L36 100.00% COG0257 _
NOG283687

;NOG12916
K02919

RP-L36, MRPL36,

rpmJ

orf3294 202 gi|517916376|ref|WP_019086584.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3295 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3296 320 gi|498195995|ref|WP_010510151.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|1170998|sp|P46827.1|YTXE_BACME RecName: Full=Uncharacterized 24.6 kDa protein in ccpA 3'region; AltName: Full=ORF2 57% _ 272568.GDI_0503 hypothetical protein 79.20% COG1360 _ _ K02557 motB

orf3297 348 gi|498195996|ref|WP_010510152.1| flagellar motor protein MotA [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0504 putative MotA/TolQ/ExbB proton channel family protein 77.81% _ _ NOG05054 None _

orf3298 273 gi|498195997|ref|WP_010510153.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3299 264 gi|645068553|ref|WP_025439632.1| inositol monophosphatase [Komagataeibacter europaeus] 100% gi|20140184|sp|Q98F59.1|SUHB_RHILO
RecName: Full=Inositol-1-monophosphatase; Short=I-1-Pase; Short=IMPase; Short=Inositol-1-

phosphatase [Mesorhizobium loti MAFF303099]
69% GO:0046855;GO:0019872;GO:0008934;GO:0046854 272568.GDI_0506 inositol monophosphatase 93.54% COG0483 _ _ K01092

E3.1.3.25, IMPA,

suhB

orf3300 188 gi|498195999|ref|WP_010510155.1| elongation factor P [Komagataeibacter europaeus] 100% gi|189027888|sp|A9H6E1.1|EFP_GLUDA RecName: Full=Elongation factor P; Short=EF-P [Gluconacetobacter diazotrophicus PA1 5] 98% GO:0005840;GO:0006448;GO:0003746;GO:0043043 272568.GDI_0507
elongation factor P; Involved in peptide bond synthesis. Stimulates efficient

translation an [...]
98.39% COG0231 _ _ K02356 efp

orf3301 364 gi|498196000|ref|WP_010510156.1| lysine 2,3-aminomutase [Komagataeibacter europaeus] 100% gi|385178643|sp|E3PRJ8.1|KAMA_CLOS RecName: Full=L-lysine 2,3-aminomutase; Short=LAM; AltName: Full=KAM [[Clostridium] 55% GO:0008152;GO:0003824;GO:0051536 272568.GDI_0508 putative L-lysine 2,3-aminomutase 85.11% COG1509 _ _ K01843 kamA

orf3302 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3303 355 gi|657221864|ref|WP_029335582.1| lysyl-tRNA synthetase [Komagataeibacter europaeus] 100%
gi|259511523|sp|C4K3U1.1|EPMA_HAM

D5

RecName: Full=Elongation factor P--(R)-beta-lysine ligase; Short=EF-P--(R)-beta-lysine ligase;

AltName: Full=EF-P post-translational modification enzyme A; AltName
65% GO:0006430;GO:0005524;GO:0009085;GO:0004824;GO:0005737 272568.GDI_0509 putative lysyl-tRNA synthetase 81.43% COG2269 _ _ K04568 poxA

orf3304 211 gi|517921644|ref|WP_019091852.1| thiamine-phosphate synthase [Komagataeibacter europaeus] 99% gi|226695865|sp|B6INN5.1|THIE_RHOCS
RecName: Full=Thiamine-phosphate synthase; Short=TP synthase; Short=TPS; AltName:

Full=Thiamine-phosphate pyrophosphorylase; Short=TMP pyrophosphorylase; Short=TMP
75% GO:0000287;GO:0009228;GO:0004789;GO:0009229 272568.GDI_0512 thiamine-phosphate pyrophosphorylase 79.59% COG0352 _ _ K00788 thiE

orf3305 139 gi|498196009|ref|WP_010510165.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3306 37 gi|494638952|ref|WP_007396896.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 83% _ _ _ _ _ _ _ _ _ _ None _

orf3307 87 gi|498196011|ref|WP_010510167.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3308 113 gi|498196013|ref|WP_010510169.1| cell division protein ZapA [Komagataeibacter europaeus] 100% _ _ _ GO:0000917;GO:0005737 272568.GDI_0515
protein of unknown function DUF710; Activator of cell division through the

inhibition of fts [...]
91.96% COG3027 _ NOG231344 K09888 zapA

orf3309 203 gi|498196015|ref|WP_010510171.1| 5-formyltetrahydrofolate cyclo-ligase [Komagataeibacter europaeus] 99% gi|81175158|sp|P0AC29.1|YGFA_ECO57 RecName: Full=Uncharacterized protein YgfA [Escherichia coli O157:H7] 57% GO:0005524;GO:0030272;GO:0009396 _ _ _ _ _ _ K01934 E6.3.3.2

orf3310 314 gi|498196017|ref|WP_010510173.1| metallophosphoesterase [Komagataeibacter europaeus] 96% gi|239938810|sp|O31775.2|YMDB_BACS RecName: Full=Uncharacterized protein ymdB [Bacillus subtilis subsp. subtilis str. 168] 64% _ 272568.GDI_0517 metallophosphoesterase 89.96% COG1692 _ _ K09769 K09769

orf3311 322 gi|489714737|ref|WP_003618866.1| conjugal transfer protein TrbB [Komagataeibacter hansenii] 96% gi|1730018|sp|P54907.1|TRBB_RHIRD RecName: Full=Conjugal transfer protein TrbB [Agrobacterium tumefaciens] 67% GO:0006810;GO:0005524;GO:0000746;GO:0005737 272568.GDI_1019 P-type conjugative transfer ATPase TrbB 95.60% COG4962 _ _ K03196 virB11, lvhB11

orf3312 108 gi|647542511|ref|WP_025829632.1| conjugal transfer protein TrbC [Acetobacter persici] 99% gi|2499043|sp|P55396.1|TRBC_RHISN RecName: Full=Probable conjugal transfer protein TrbC [Sinorhizobium fredii NGR234] 52% _ 272568.GDI_1018 conjugal transfer protein TrbC 98.00% COG3838 _ _ K03197 virB2, lvhB2

orf3313 88 gi|498354714|ref|WP_010668870.1| conjugal transfer protein [Acetobacter aceti] 100% _ _ _ _ 272568.GDI_1017 putative conjugal transfer protein; TrbD 100.00% COG5268 _ NOG260838 K03198 virB3, lvhB3

orf3314 808 gi|517119122|ref|WP_018307940.1| conjugal transfer protein TrbE [Acetobacter aceti] 98% gi|2499046|sp|P55399.1|TRBE2_RHISN RecName: Full=Probable conjugal transfer protein TrbE part 2 [Sinorhizobium fredii NGR234] 64% GO:0005524;GO:0008152;GO:0017111 272568.GDI_1016 conjugal transfer ATPase TrbE 97.88% COG3451 _ _ K03199 virB4, lvhB4

orf3315 226 gi|489714741|ref|WP_003618870.1| conjugal transfer protein TrbJ [Komagataeibacter hansenii] 96% _ _ _ _ 272568.GDI_1015 conjugal transfer protein TrbJ 93.78% COG5314 _ _ None _

orf3316 57 gi|517916061|ref|WP_019086269.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3317 418 gi|517119120|ref|WP_018307938.1| conjugal transfer protein TrbL [Acetobacter aceti] 97% _ _ _ GO:0030255 272568.GDI_1014 conjugal transfer protein TrbL 99.25% COG3846 _ _ K07344 trbL

orf3318 220 gi|517916059|ref|WP_019086267.1| conjugal transfer protein TrbF [Komagataeibacter europaeus] 98% _ _ _ _ 272568.GDI_1013 conjugal transfer protein TrbF 97.73% COG3701 _ _ K03200 virB5, lvhB5

orf3319 328 gi|501181027|ref|WP_012224144.1| conjugative transfer protein TrbG [Gluconacetobacter diazotrophicus] 98% _ _ _ _ 272568.GDI_1102 putative conjugal transfer protein TrbG/VirB9 99.04% COG3504 _ _ K03204 virB9, lvhB9

orf3320 360 gi|501181028|ref|WP_012224145.1| conjugal transfer protein TrbI [Gluconacetobacter diazotrophicus] 94% gi|1730026|sp|P54917.1|TRBI_RHIRD RecName: Full=Conjugal transfer protein TrbI [Agrobacterium tumefaciens] 69% _ 272568.GDI_1103 putative conjugal transfer protein TrbI/VirB10 93.69% COG2948 _ _ K03195 virB10, lvhB10

orf3321 87 gi|519022960|ref|WP_020178835.1| hypothetical protein [Methylopila sp. M107] 57% _ _ _ _ _ _ _ _ _ _ None _

orf3322 291 gi|594133977|gb|EXU69213.1| alcohol dehydrogenase [Streptomyces sp. PRh5] 66% gi|74582933|sp|O94564.1|YGD6_SCHPO
RecName: Full=Zinc-type alcohol dehydrogenase-like protein C1773.06c [Schizosaccharomyces

pombe 972h-]
54% _ _ _ _ _ _ _ None _

orf3323 95 gi|640675128|ref|WP_025099921.1| LysR family transcriptional regulator [Burkholderia sp. A1] 75% _ _ _ _ _ _ _ _ _ _ None _

orf3324 40 gi|631268808|gb|KDA05337.1| aldehyde dehydrogenase [Microbacterium sp. CH12i] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3325 71 gi|544806635|ref|WP_021223631.1|
2,5-dichloro-2,5-cyclohexadiene-1,4-diol dehydrogenase [Sphingobium sp.

HDIP04]
74% gi|1708836|sp|P50198.1|LINX_SPHPI

RecName: Full=2,5-dichloro-2,5-cyclohexadiene-1,4-diol dehydrogenase; Short=2,5-DDOL

dehydrogenase [Sphingomonas paucimobilis]
67% GO:0008152 _ _ _ _ _ _ None _

orf3326 155 gi|93103306|gb|ABE98171.1|
2,5-dichloro-2,5-cyclohexadiene-1,4-diol dehydrogenase [Sphingomonas sp. BHC-

A]
66% gi|1708836|sp|P50198.1|LINX_SPHPI

RecName: Full=2,5-dichloro-2,5-cyclohexadiene-1,4-diol dehydrogenase; Short=2,5-DDOL

dehydrogenase [Sphingomonas paucimobilis]
66% _ _ _ _ _ _ _ K15238 linX

orf3327 463 gi|582021580|gb|AHI24922.1| putative DNA polymerase protein [Gluconacetobacter xylinus E25] 97% _ _ _ GO:0003887;GO:0006281;GO:0003684;GO:0006261;GO:0042575 272568.GDI_0103 putative DNA polymerase protein 89.59% COG0389 _ _ K14161 imuB

orf3328 223 gi|489713491|ref|WP_003617628.1| hypothetical protein [Komagataeibacter hansenii] 97% _ _ _ _ 272568.GDI_0102 hypothetical protein 94.04% COG4544 _ _ K14160 imuA

orf3329 700 gi|489714731|ref|WP_003618860.1| ATP-dependent DNA helicase [Komagataeibacter hansenii] 97% gi|8928266|sp|Q9S3Q0.1|PCRA_LEUCI RecName: Full=ATP-dependent DNA helicase PcrA [Leuconostoc citreum] 53% _ 272568.GDI_2889 putative DNA helicase II 91.67% COG0210 _ _ K03657 uvrD, pcrA

orf3330 215 gi|489714733|ref|WP_003618862.1| hypothetical protein [Komagataeibacter hansenii] 95% _ _ _ _ 634452.APA01_13320 hypothetical protein 93.17% COG2135 _ _ None _

orf3331 406 gi|498196405|ref|WP_010510561.1| chromate transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0015703;GO:0015109 316058.RPB_2178 chromate transporter 79.47% COG2059 _ _ K07240 chrA

orf3332 188 gi|498196407|ref|WP_010510563.1| cytochrome B561 [Komagataeibacter europaeus] 100% _ _ _ GO:0016020;GO:0022904 _ _ _ _ _ _ K12262 cybB

orf3333 231 gi|498196410|ref|WP_010510566.1| MULTISPECIES: nodulin-related integral membrane protein [Acetobacteraceae] 100% gi|74625262|sp|Q9P6J2.1|PCL1_SCHPO
RecName: Full=Fe(2+)/Mn(2+) transporter pcl1; AltName: Full=Pombe ccc1-like protein 1

[Schizosaccharomyces pombe 972h-]
71% _ 634452.APA01_42160 nodulin-related Integral membrane protein DUF125 83.93% COG1814 _ _ None _

orf3334 117 gi|648238711|ref|WP_026019860.1| ArsR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 258594.RPA2256 ArsR family transcriptional regulator ArsR1 83.33% COG0640 _ _ None _

orf3335 140 gi|498196414|ref|WP_010510570.1| MULTISPECIES: arsenate reductase [Acetobacteraceae] 99% gi|5915690|sp|O50595.1|ARSC_ACIMA RecName: Full=Arsenate reductase; AltName: Full=Arsenical pump modifier 80% GO:0008794;GO:0006118;GO:0055114 634452.APA01_42360 arsenate reductase 92.09% COG1393 _ _ K00537 ARSC1, arsC

orf3336 431 gi|498196416|ref|WP_010510572.1| arylsulfatase [Komagataeibacter europaeus] 100% gi|1703365|sp|P52146.1|ARSB2_ECOLX RecName: Full=Arsenical pump membrane protein [Escherichia coli] 77% _ 634452.APA01_42350 arsenical membrane pump protein 97.79% COG1055 _ _ K03893 arsB

orf3337 240 gi|494639937|ref|WP_007397881.1| NADPH-dependent FMN reductase [Gluconacetobacter sp. SXCC-1] 100% _ _ _ GO:0055114;GO:0016491 634452.APA01_42340 arsenical resistance protein ArsH 99.56% COG0431 _ _ K11811 arsH

orf3338 351 gi|494639936|ref|WP_007397880.1|
MULTISPECIES: FAD-dependent pyridine nucleotide-disulfide oxidoreductase

[Acetobacteraceae]
100% gi|75099059|sp|O64489.1|YUC9_ARATH

RecName: Full=Probable indole-3-pyruvate monooxygenase YUCCA9; AltName: Full=Flavin-

containing monooxygenase YUCCA9 [Arabidopsis thaliana]
49% GO:0004497;GO:0055114 634452.APA01_42330 flavin-containing monooxygenase 93.20% COG2072 _ _ None _

orf3339 203 gi|494639935|ref|WP_007397879.1| MULTISPECIES: hypothetical protein [Acetobacteraceae] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3340 420 gi|494639934|ref|WP_007397878.1| MULTISPECIES: sodium:proton antiporter [Acetobacteraceae] 100%
gi|550540824|sp|G3XD29.1|NHAP_PSEA

E

RecName: Full=Na(+)/H(+) antiporter NhaP; AltName: Full=Sodium/proton antiporter NhaP

[Pseudomonas aeruginosa PAO1]
58% _ 634452.APA01_40550 Na+/H+ antiporter NhaA/NhaP 96.01% COG0025 _ _ K03316 TC.CPA1

orf3341 75 gi|489714580|ref|WP_003618711.1| MULTISPECIES: translation repressor RelE/RelB/StbE [Acetobacteraceae] 100% gi|2499701|sp|Q60228.1|RELX_ECOLX RecName: Full=Putative RelE-like toxin protein 74% _ 634452.APA01_41270 translation repressor RelE/RelB/StbE 100.00% COG2026 _ _ K06218 relE

orf3342 41 gi|657215973|ref|WP_029329712.1| transposase [Komagataeibacter oboediens] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3343 767 gi|654535005|ref|WP_028003085.1| aldehyde oxidase [Sinorhizobium meliloti] 80% _ _ _ _ _ _ _ _ _ _ None _

orf3344 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3345 791 gi|651263775|ref|WP_026397049.1| heme receptor [Acetobacter nitrogenifigens] 69% _ _ _ _ 290633.GOX1173 Outer membrane heme receptor 79.91% COG1629 _ _ None _

orf3346 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3347 419 gi|639293941|ref|WP_024587825.1| acetyl-CoA carboxylase [Aliihoeflea sp. 2WW] 76% gi|584713|sp|P37798.1|ACCC_PSEAE
RecName: Full=Biotin carboxylase; AltName: Full=Acetyl-CoA carboxylase subunit A; Short=ACC

[Pseudomonas aeruginosa PAO1]
68% GO:0016874;GO:0043167 398578.Daci_0007 acetyl-CoA carboxylase, biotin carboxylase 75.80% COG0439 _ _ K01961 accC

orf3348 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3349 75 gi|490292737|ref|WP_004188316.1| LamB/YcsF family protein [Burkholderia mallei] 75% gi|81607468|sp|Q63NV1.1|Y4198_BURPS RecName: Full=UPF0271 protein BPSS0198 [Burkholderia pseudomallei K96243] 75% _ _ _ _ _ _ _ K07160 K07160

orf3350 358 gi|496258651|ref|WP_008972036.1| LysR family transcriptional regulator [Bradyrhizobium sp. STM 3843] 79% gi|1174650|sp|P42427.1|TFDT_CUPPJ RecName: Full=HTH-type transcriptional regulator TfdT [Ralstonia eutropha JMP134] 48% GO:0006351 288000.BBta_2434 LysR family transcriptional regulator 78.16% COG0583 _ _ None _

orf3351 192 gi|517915965|ref|WP_019086173.1| transposase, partial [Komagataeibacter europaeus] 99% _ _ _ GO:0003677;GO:0004803;GO:0006313 272568.GDI_1409 putative transposase 79.35% COG3547 _ _ None _

orf3352 67 gi|494638216|ref|WP_007396160.1| transcriptional regulator [Gluconacetobacter sp. SXCC-1] 96% _ _ _ GO:0043565 _ _ _ _ _ _ None _

orf3353 59 gi|504726730|ref|WP_014913832.1| helix-turn-helix AraC-type transcriptional regulator [Pectobacterium carotovorum] 75% _ _ _ GO:0003677;GO:0006351 _ _ _ _ _ _ None _

orf3354 467 gi|651259112|ref|WP_026392464.1| succinate-semialdehyde dehydrogenase [Acidobacteriaceae bacterium TAA166] 82% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 68% _ _ _ _ _ _ _ K00135 gabD

orf3355 483 gi|517920311|ref|WP_019090519.1| amino acid transporter [Komagataeibacter europaeus] 100% _ _ _ GO:0015205;GO:0016020;GO:0015851 _ _ _ _ _ _ K03457 TC.NCS1

orf3356 147 gi|517920310|ref|WP_019090518.1| MarR family transcriptional regulator [Komagataeibacter europaeus] 100% gi|81840509|sp|Q88FY0.1|NICR_PSEPK
RecName: Full=HTH-type transcriptional repressor NicR; AltName: Full=Nicotinate degradation

protein R [Pseudomonas putida KT2440]
66% GO:0005667;GO:0006355;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf3357 423 gi|517920309|ref|WP_019090517.1| MFS transporter [Komagataeibacter europaeus] 99% gi|81586025|sp|Q88FY6.1|NICT_PSEPK
RecName: Full=Putative metabolite transport protein NicT; AltName: Full=Nicotinate degradation

protein T [Pseudomonas putida KT2440]
66% GO:0055085;GO:0016021 634452.APA01_23710 transporter 77.63% COG0477 _ _ None _

orf3358 266 gi|517920308|ref|WP_019090516.1| alpha/beta hydrolase [Komagataeibacter europaeus] 100% gi|81586024|sp|Q88FY3.1|NICD_PSEPK
RecName: Full=N-formylmaleamate deformylase; AltName: Full=Nicotinate degradation protein D

[Pseudomonas putida KT2440]
69% _ 634452.APA01_23740 esterase/lipase 83.14% _ _ NOG148044 K15357 nicD

orf3359 233 gi|648238387|ref|WP_026019536.1| Asp/Glu racemase [Komagataeibacter europaeus] 100% gi|81440185|sp|Q88FY4.1|MAIA_PSEPK
RecName: Full=Maleate isomerase; AltName: Full=Maleate cis-trans isomerase; AltName:

Full=Nicotinate degradation protein E [Pseudomonas putida KT2440]
83% GO:0006769;GO:0036361;GO:0046497;GO:0050076 634452.APA01_23730 Asp/Glu racemase 87.98% COG3473 _ _ K01799 nicE, maiA

orf3360 220 gi|517920306|ref|WP_019090514.1| N-carbamoylsarcosine amidase [Komagataeibacter europaeus] 100% gi|81440186|sp|Q88FY5.1|NICF_PSEPK
RecName: Full=Maleamate amidohydrolase; AltName: Full=Nicotinate degradation protein F

[Pseudomonas putida KT2440]
59% GO:0016787;GO:0008152 634452.APA01_23750 isochorismatase hydrolase 88.55% COG1335 _ _ K13995 nicF

orf3361 343 gi|517920305|ref|WP_019090513.1| peptidase M29 family [Komagataeibacter europaeus] 100% gi|81440183|sp|Q88FY1.1|NICX_PSEPK
RecName: Full=2,5-dihydroxypyridine 5,6-dioxygenase; Short=2,5-DHP dioxygenase; AltName:

Full=Nicotinate degradation protein X [Pseudomonas putida KT2440]
67% _ 634452.APA01_23760 hypothetical protein 81.27% COG2309 _ _ K18028 nicX

orf3362 375 gi|517920304|ref|WP_019090512.1| 6-hydroxynicotinate 3-monooxygenase [Komagataeibacter europaeus] 99% gi|81440184|sp|Q88FY2.1|6HN3M_PSEPK
RecName: Full=6-hydroxynicotinate 3-monooxygenase; Short=6HNA monooxygenase; AltName:

Full=Nicotinate degradation protein C; Flags: Precursor [Pseudomonas putida K
69% GO:0004497;GO:0055114 _ _ _ _ _ _ K14974 nicC

orf3363 799 gi|517920303|ref|WP_019090511.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ K02014 TC.FEV.OM

orf3364 197 gi|582024273|gb|AHI27610.1| HipA domain protein [Gluconacetobacter xylinus E25] 99% gi|2496606|sp|P55412.1|Y4DM_RHISN RecName: Full=Putative kinase Y4dM [Sinorhizobium fredii NGR234] 71% _ 314225.ELI_04220 hypothetical protein 80.18% COG3550 _ _ K07154 hipA

orf3365 160 gi|503872902|ref|WP_014106896.1| DNA polymerase III subunit alpha [Komagataeibacter medellinensis] 96% gi|71151849|sp|Q8UAY9.1|DNE21_AGRT RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 75% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 _ _ _ _ _ _ K14162 dnaE2

orf3366 383 gi|498203429|ref|WP_010517585.1| DNA polymerase III, alpha subunit, partial [Komagataeibacter oboediens] 99% gi|71151849|sp|Q8UAY9.1|DNE21_AGRT RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 81% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 _ _ _ _ _ _ K14162 dnaE2

orf3367 427 gi|582024274|gb|AHI27611.1| DNA polymerase III, alpha subunit [Gluconacetobacter xylinus E25] 99% gi|71151852|sp|Q92ZJ6.1|DNE22_RHIME RecName: Full=Error-prone DNA polymerase 2 [Sinorhizobium meliloti 1021] 84% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 _ _ _ _ _ _ K14162 dnaE2

orf3368 43 gi|494638412|ref|WP_007396356.1| DNA polymerase [Gluconacetobacter sp. SXCC-1] 100%
gi|122311913|sp|Q0A9G3.1|DNAE2_ALK

EH
RecName: Full=Error-prone DNA polymerase [Alkalilimnicola ehrlichii MLHE-1] 94%

GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00

42575
_ _ _ _ _ _ K14162 dnaE2

orf3369 241 gi|657216093|ref|WP_029329832.1| hypothetical protein, partial [Komagataeibacter oboediens] 97% gi|71151849|sp|Q8UAY9.1|DNE21_AGRT RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 82% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 _ _ _ _ _ _ K14162 dnaE2

orf3370 117 gi|503872903|ref|WP_014106897.1|
transposase [Komagataeibacter transposase [Gluconacetobacter medellinensis

NBRC 3288]
100%

gi|71151849|sp|Q8UAY9.1|DNE21_AGRT

5
RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 82%

GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00

42575
_ _ _ _ _ _ K14162 dnaE2

orf3371 643 gi|498204138|ref|WP_010518294.1| protein ImuB, partial [Komagataeibacter oboediens] 97% _ _ _ _ _ _ _ _ _ _ K14161 imuB

orf3372 229 gi|494638414|ref|WP_007396358.1| Protein imuA [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ 272568.GDI_0102 hypothetical protein 89.95% COG4544 _ _ K14160 imuA

orf3373 40 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3374 170 gi|503872906|ref|WP_014106900.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ _ 634452.APA01_13320 hypothetical protein 91.12% COG2135 _ _ None _

orf3375 1443 gi|503872907|ref|WP_014106901.1| DNA damage-inducible protein [Komagataeibacter medellinensis] 96% _ _ _ GO:0003677;GO:0005524;GO:0032775;GO:0090305;GO:0004386;GO:0004518;GO:0009007 634452.APA01_18740 DNA helicase restriction enzyme Type III R subunit 90.34% COG4889 _ _ None _

orf3376 203 gi|503872907|ref|WP_014106901.1| DNA damage-inducible protein [Komagataeibacter medellinensis] 97% _ _ _ GO:0008152;GO:0004386 _ _ _ _ _ _ None _

orf3377 184 gi|498202607|ref|WP_010516763.1| hypothetical protein [Komagataeibacter oboediens] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3378 196 gi|498201727|ref|WP_010515883.1| MULTISPECIES: 3-oxoacyl-ACP reductase [Komagataeibacter] 97% _ _ _ GO:0005835;GO:0004316;GO:0042967;GO:0006633;GO:0055114 349163.Acry_2232 short-chain dehydrogenase/reductase SDR 82.38% COG1028 _ _ None _

orf3379 51 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3380 120 gi|498198506|ref|WP_010512662.1| HxlR family transcriptional regulator [Komagataeibacter europaeus] 99% gi|6226791|sp|P96673.2|YDEP_BACSU
RecName: Full=Uncharacterized HTH-type transcriptional regulator YdeP [Bacillus subtilis subsp.

subtilis str. 168]
71% _ 634452.APA01_13170 transcriptional regulator MarR/HxlR 93.46% COG1733 _ _ None _

orf3381 365 gi|498201722|ref|WP_010515878.1| MULTISPECIES: N-ethylmaleimide reductase [Komagataeibacter] 99% gi|2499420|sp|P77258.1|NEMA_ECOLI
RecName: Full=N-ethylmaleimide reductase; AltName: Full=N-ethylmaleimide reducing enzyme

[Escherichia coli K-12]
68% GO:0010181;GO:0055114;GO:0016491 634452.APA01_13160 NADH:flavin oxidoreductase 94.15% COG1902 KOG0134 _ K10680 nemA

orf3382 456 gi|517921698|ref|WP_019091906.1| succinate-semialdehyde dehdyrogenase [Komagataeibacter europaeus] 99% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 67% _ 634452.APA01_13150 aldehyde dehydrogenase 94.27% COG1012 _ _ K00135 gabD

orf3383 581 gi|498201720|ref|WP_010515876.1| MULTISPECIES: acetyl-CoA synthetase [Komagataeibacter] 95% gi|12231045|sp|P28812.2|Y3568_PSEAE RecName: Full=Uncharacterized protein PA3568 [Pseudomonas aeruginosa PAO1] 60% GO:0008152;GO:0003824 634452.APA01_41600 acetyl-CoA synthetase 92.36% COG0365 _ _ K01908 E6.2.1.17, prpE

orf3384 338 gi|498198248|ref|WP_010512404.1| FAD-dependent oxidoreductase [Komagataeibacter europaeus] 98% gi|81558068|sp|Q5L2G3.1|CZCO_GEOKA RecName: Full=Uncharacterized oxidoreductase CzcO-like [Geobacillus kaustophilus HTA426] 58% GO:0004497;GO:0055114 634452.APA01_41610 flavin-containing monooxygenase 96.67% COG2072 _ _ K07222 K07222

orf3385 92 gi|647505594|ref|WP_025812337.1| hypothetical protein [Komagataeibacter kakiaceti] 97% _ _ _ _ 272568.GDI_3748 hypothetical protein 85.39% _ _ NOG43457 None _

orf3386 392 gi|498201716|ref|WP_010515872.1| glycosyl transferase [Komagataeibacter oboediens] 97% gi|41017485|sp|Q7TY88.1|PIMA_MYCBO
RecName: Full=GDP-mannose-dependent alpha-(1-2)-phosphatidylinositol mannosyltransferase;

AltName: Full=Alpha-mannosyltransferase; AltName: Full=Guanosine diphospho
43% GO:0009058;GO:0016740 634452.APA01_41620 glycosyl transferase 94.04% COG0438 _ _ None _

orf3387 324 gi|648238641|ref|WP_026019790.1| hypothetical protein [Komagataeibacter europaeus] 100% gi|2496797|sp|Q55946.1|Y787_SYNY3 RecName: Full=Uncharacterized protein sll0787 [Synechocystis sp. PCC 6803 substr. Kazusa] 63% GO:0008152;GO:0003824 634452.APA01_41630 selenophosphate synthetase 93.67% COG2144 _ _ K07123 K07123

orf3388 185 gi|503872936|ref|WP_014106930.1| histone acetyltransferase [Komagataeibacter medellinensis] 97% _ _ _ GO:0042967;GO:0008080 634452.APA01_41640 acetyltransferase 96.00% COG0454 _ _ None _

orf3389 369 gi|503872937|ref|WP_014106931.1| radical SAM protein [Komagataeibacter medellinensis] 100% _ _ _ GO:0008152;GO:0003824;GO:0051536 634452.APA01_41650 iron-molybdenum cofactorbiosynthesis nitrogenase NifB 98.34% COG2516 _ _ None _

orf3390 324 gi|503872938|ref|WP_014106932.1| aliphatic nitrilase [Komagataeibacter medellinensis] 100% gi|81918726|sp|Q6RWG0.1|NITR3_UNKP RecName: Full=Nitrilase 3; AltName: Full=Nitrilase III [unidentified prokaryotic organism] 71% GO:0006807;GO:0016810 634452.APA01_41660 nitrilase 97.83% COG0388 _ _ K01502 E3.5.5.7

orf3391 160 gi|498198354|ref|WP_010512510.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 100% _ _ _ _ 634452.APA01_41670 hypothetical protein 100.00% _ _ NOG11833 None _

orf3392 149 gi|494638562|ref|WP_007396506.1| GntR family transcriptional regulator [Gluconacetobacter sp. SXCC-1] 100% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0003824;GO:0045449;GO:0030170;GO:0003700 _ _ _ _ _ _ None _

orf3393 115 gi|647504635|ref|WP_025811958.1| HxlR family transcriptional regulator [Komagataeibacter kakiaceti] 100% gi|6226791|sp|P96673.2|YDEP_BACSU
RecName: Full=Uncharacterized HTH-type transcriptional regulator YdeP [Bacillus subtilis subsp.

subtilis str. 168]
67% _ 266835.mll3985 hypothetical protein 76.70% COG1733 _ _ None _

orf3394 371 gi|582023048|gb|AHI26390.1|
Alcohol dehydrogenase zinc-binding domain protein [Gluconacetobacter xylinus

E25]
97% gi|74582933|sp|O94564.1|YGD6_SCHPO

RecName: Full=Zinc-type alcohol dehydrogenase-like protein C1773.06c [Schizosaccharomyces

pombe 972h-]
54% GO:0008270;GO:0055114;GO:0016491 _ _ _ _ _ _ K00001 E1.1.1.1, adh

orf3395 439 gi|489723319|ref|WP_003627435.1| hypothetical protein [Acetobacter pasteurianus] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3396 570 gi|494957922|ref|WP_007683949.1| thiamin biosynthesis protein [Novosphingobium sp. AP12] 95% _ _ _ GO:0008152;GO:0003824 _ _ _ _ _ _ None _

orf3397 424 gi|648653958|ref|WP_026345705.1| 2-methylthioadenine synthetase [Pseudomonas sp. 45MFCol3.1] 82% _ _ _ _ _ _ _ _ _ _ None _

orf3398 244 gi|503064810|ref|WP_013299786.1| hypothetical protein [Parvularcula bermudensis] 48% _ _ _ _ _ _ _ _ _ _ None _

orf3399 593 gi|501183895|ref|WP_012226979.1| DNA-binding protein [Gluconacetobacter diazotrophicus] 94% _ _ _ _ 272568.GDI_2813 putative ParB-like nuclease 94.74% COG1475 _ _ K03497 parB, spo0J

orf3400 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3401 283 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3402 188 gi|489713484|ref|WP_003617621.1| lytic transglycosylase [Komagataeibacter hansenii] 94% gi|81341887|sp|O31608.1|YJBJ_BACSU RecName: Full=Putative murein lytic transglycosylase YjbJ [Bacillus subtilis subsp. subtilis str. 168] 56% _ 272568.GDI_2794 lytic transglycosylase, catalytic 79.34% COG0741 _ _ None _

orf3403 113 gi|651216702|gb|KDU95462.1| hypothetical protein GLUCORHAEAF1_08080 [Gluconacetobacter rhaeticus 100% _ _ _ _ 272568.GDI_2865 hypothetical protein 80.73% COG5489 _ _ None _

orf3404 151 gi|489714478|ref|WP_003618610.1| replication initiation protein [Komagataeibacter hansenii] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3405 570 gi|503872184|ref|WP_014106178.1| methylase/helicase [Komagataeibacter medellinensis] 96% gi|82231167|sp|Q5F371.1|SBNO1_CHICK RecName: Full=Protein strawberry notch homolog 1 49% GO:0032775;GO:0006355;GO:0004386;GO:0003676;GO:0009007 _ _ _ _ _ _ None _

orf3406 93 gi|651216701|gb|KDU95461.1| integration host factor [Gluconacetobacter rhaeticus AF1] 100% _ _ _ GO:0003677 272568.GDI_2811 putative DNA binding protein 91.11% COG0776 _ _ K03530 hupB

orf3407 143 gi|651216700|gb|KDU95460.1| hypothetical protein GLUCORHAEAF1_08060 [Gluconacetobacter rhaeticus 100% _ _ _ _ _ _ _ _ _ _ None _

orf3408 262 gi|651216699|gb|KDU95459.1| hypothetical protein GLUCORHAEAF1_08055 [Gluconacetobacter rhaeticus 100% _ _ _ _ _ _ _ _ _ _ None _

orf3409 98 gi|494642766|ref|WP_007400710.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ 634452.APA01_15640 hypothetical protein 88.78% COG3558 _ _ K09958 K09958

orf3410 163 gi|494642765|ref|WP_007400709.1| oxidoreductase [Gluconacetobacter sp. SXCC-1] 100%
gi|123642342|sp|Q49WS9.1|Y1627_STAS

1

RecName: Full=Uncharacterized oxidoreductase SSP1627 [Staphylococcus saprophyticus subsp.

saprophyticus ATCC 15305]
60% GO:0055114;GO:0016491 266834.SMa0320 short chain alcohol dehydrogenase-related dehydrogenase 86.50% COG4221 _ _ None _

orf3411 255 gi|494642764|ref|WP_007400708.1| transcriptional regulator [Gluconacetobacter sp. SXCC-1] 100% _ _ _ GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 _ _ _ _ _ _ K07506 K07506

orf3412 150 gi|494642763|ref|WP_007400707.1| ammonia monooxygenase [Gluconacetobacter sp. SXCC-1] 100% gi|9911062|sp|P75747.2|ABRB_ECOLI RecName: Full=Protein AbrB; AltName: Full=AidB regulator [Escherichia coli K-12] 67% _ _ _ _ _ _ _ K07120 K07120

orf3413 59 gi|517917252|ref|WP_019087460.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3414 421 gi|517922177|ref|WP_019092385.1| chloride channel protein [Komagataeibacter europaeus] 100% gi|20138010|sp|Q9KM62.1|CLCA_VIBCH
RecName: Full=H(+)/Cl(-) exchange transporter ClcA [Vibrio cholerae O1 biovar El Tor str.

CLCA_VIBCM RecName: Full=H(+)/Cl(-) excha
66% GO:0006821;GO:0034220;GO:0005247;GO:0005886;GO:0044070 290633.GOX1625 chloride channel protein 85.19% COG0038 _ _ None _

orf3415 436 gi|648238735|ref|WP_026019884.1| MULTISPECIES: chloride channel protein [Komagataeibacter] 99% gi|30172821|sp|Q8D6J0.1|CLCA_VIBVU RecName: Full=H(+)/Cl(-) exchange transporter ClcA [Vibrio vulnificus CMCP6] 55% GO:0006821;GO:0034220;GO:0005247;GO:0005886;GO:0044070 272568.GDI_2782 putative H(+)/Cl(-) exchange transporter 78.29% COG0038 _ _ K03281 TC.CIC



orf3416 420 gi|517916811|ref|WP_019087019.1| sodium:proton antiporter [Komagataeibacter europaeus] 100%
gi|550540824|sp|G3XD29.1|NHAP_PSEA

E

RecName: Full=Na(+)/H(+) antiporter NhaP; AltName: Full=Sodium/proton antiporter NhaP

[Pseudomonas aeruginosa PAO1]
57% GO:1902600;GO:0006885;GO:0016021;GO:0015299 634452.APA01_40550 Na+/H+ antiporter NhaA/NhaP 96.35% COG0025 _ _ K03316 TC.CPA1

orf3417 850 gi|498202248|ref|WP_010516404.1| copper-transporting P-type ATPase [Komagataeibacter oboediens] 99% gi|7531048|sp|Q9X5V3.1|ATCU_RHILV RecName: Full=Copper-transporting P-type ATPase [Rhizobium leguminosarum bv. viciae] 71% GO:0004008;GO:0046872;GO:0008152;GO:0005524;GO:0016021;GO:0060003 272568.GDI_2781 putative copper-transporting P-type ATPase 86.21% COG2217 _ _ K17686 copA, ATP7

orf3418 434 gi|651216737|gb|KDU95495.1| type II restriction enzyme [Gluconacetobacter rhaeticus AF1] 100% _ _ _ _ 232721.Ajs_2679 hypothetical protein 81.19% _ _ NOG87607 None _

orf3419 57 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3420 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3421 109 gi|498202257|ref|WP_010516413.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3422 38 gi|517917281|ref|WP_019087489.1| hypothetical protein, partial [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ K00154 E1.2.1.68

orf3423 303 gi|503872862|ref|WP_014106856.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ GO:0016021 _ _ _ _ _ _ K07090 K07090

orf3424 68 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3425 445 gi|498197497|ref|WP_010511653.1| sensor histidine kinase [Komagataeibacter europaeus] 100% gi|21759372|sp|Q8X524.1|QSEC_ECO57 RecName: Full=Sensor protein QseC [Escherichia coli O157:H7] 57% _ 634452.APA01_15910 two component sensor histidine kinase 83.86% COG0642 _ _ K02484 K02484

orf3426 223 gi|503872859|ref|WP_014106853.1| transcriptional regulator [Komagataeibacter medellinensis] 100% gi|729183|sp|Q02540.1|COPR_PSESM RecName: Full=Transcriptional activator protein CopR 61% _ 634452.APA01_15920 two component response regulator KdpE 92.17% COG0745 _ _ None _

orf3427 1024 gi|498197495|ref|WP_010511651.1| cobalt transporter [Komagataeibacter europaeus] 100% gi|3913398|sp|P94177.1|CZCA_ALCSC RecName: Full=Cation efflux system protein CzcA 72% GO:0016021;GO:0006812;GO:0008324 634452.APA01_15930 cobalt/zinc/cadmium resistance heavy metal efflux pump protein CzcA 94.30% COG3696 _ _ K15726 czcA

orf3428 383 gi|498197494|ref|WP_010511650.1| heat-shock protein HtpX [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_15940 heavy metal/cation efflux pump CzcB/HlyD 85.79% _ _ NOG266323 K15727 czcB

orf3429 415 gi|498197493|ref|WP_010511649.1| MULTISPECIES: cobalt transporter [Komagataeibacter] 100% _ _ _ GO:0006810;GO:0005215 634452.APA01_15950 cobalt/zinc/cadmium resistance heavy metal efflux pump protein CzcC 82.44% _ _ NOG70552 None _

orf3430 113 gi|498197492|ref|WP_010511648.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3431 154 gi|498196097|ref|WP_010510253.1| NADH-quinone oxidoreductase [Komagataeibacter europaeus] 99%
gi|288559008|sp|A5FXI8.1|NUON2_ACIC

J

RecName: Full=NADH-quinone oxidoreductase subunit N 2; AltName: Full=NADH dehydrogenase I

subunit N 2; AltName: Full=NDH-1 subunit N 2 [Acidiphilium cryptum JF-5]
58% GO:0016020;GO:0050136;GO:0006118;GO:0055114 _ _ _ _ _ _ K00343 nuoN

orf3432 166 gi|517921951|ref|WP_019092159.1| cystathionine beta-synthase [Komagataeibacter europaeus] 99% _ _ _ GO:0030554 _ _ _ _ _ _ None _

orf3433 296 gi|648237523|ref|WP_026018672.1| DNA ligase [Komagataeibacter europaeus] 98% gi|81857227|sp|Q9I1X7.1|LIGD_PSEAE
RecName: Full=Multifunctional non-homologous end joining protein LigD; AltName: Full=NHEJ

DNA polymerase; Includes: RecName: Full=3'-phosphoesterase; Short=3'-ribon
57% GO:0008152;GO:0016874 272568.GDI_0169 DNA ligase D 78.54% COG3285 _ _ K01971 E6.5.1.1, lig

orf3434 281 gi|498196101|ref|WP_010510257.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3435 474 gi|498196103|ref|WP_010510259.1| RND transporter [Komagataeibacter europaeus] 99% gi|48474444|sp|Q8CWA4.1|CUSC_ECOL6 RecName: Full=Cation efflux system protein CusC; Flags: Precursor [Escherichia coli CFT073] 49% GO:0016020;GO:0008289;GO:0006810;GO:0005215 _ _ _ _ _ _ None _

orf3436 401 gi|498196105|ref|WP_010510261.1| multidrug transporter [Komagataeibacter europaeus] 100%
gi|363805380|sp|D4I6V2.1|MDTA_ERWA

E

RecName: Full=Multidrug resistance protein MdtA; AltName: Full=Multidrug transporter MdtA;

Flags: Precursor
47% GO:0016020;GO:0055085 _ _ _ _ _ _ None _

orf3437 1054 gi|498196107|ref|WP_010510263.1| RND transporter [Komagataeibacter europaeus] 100% gi|17380412|sp|P25197.2|NOLG_RHIME RecName: Full=Nodulation protein NolG; Flags: Precursor [Sinorhizobium meliloti 1021] 50% GO:0016020;GO:0006810;GO:0005215 392499.Swit_4650 acriflavin resistance protein 78.80% COG0841 _ _ None _

orf3438 332 gi|498196109|ref|WP_010510265.1| NADPH:quinone oxidoreductase [Komagataeibacter europaeus] 99% gi|74582933|sp|O94564.1|YGD6_SCHPO
RecName: Full=Zinc-type alcohol dehydrogenase-like protein C1773.06c [Schizosaccharomyces

pombe 972h-]
57% GO:0008270;GO:0055114;GO:0016491 379731.PST_2871 alcohol dehydrogenase, zinc-containing 84.08% COG0604 _ _ None _

orf3439 256 gi|517921485|ref|WP_019091693.1| ethanolamine ammonia-lyase small subunit [Komagataeibacter europaeus] 100%
gi|226694623|sp|B3QHD0.1|EUTC_RHOP

T

RecName: Full=Ethanolamine ammonia-lyase light chain; AltName: Full=Ethanolamine ammonia-

lyase small subunit [Rhodopseudomonas palustris TIE-1]
59% GO:0031419;GO:0006520;GO:0009350;GO:0046336;GO:0008851 _ _ _ _ _ _ K03736 eutC

orf3440 441 gi|517921486|ref|WP_019091694.1| ethanolamine ammonia lyase large subunit [Komagataeibacter europaeus] 100% gi|84027962|sp|P0AEJ7.1|EUTB_ECO57
RecName: Full=Ethanolamine ammonia-lyase heavy chain; AltName: Full=Ethanolamine ammonia-

lyase large subunit [Escherichia coli O157:H7]
66% GO:0006520;GO:0009350;GO:0008851 272568.GDI_0310 ethanolamine ammonia lyase large subunit 86.62% COG4303 _ _ K03735 eutB

orf3441 342 gi|517914821|ref|WP_019085029.1| AraC family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 _ _ _ _ _ _ None _

orf3442 182 gi|517921488|ref|WP_019091696.1| hypothetical protein [Komagataeibacter europaeus] 95% gi|12644675|sp|P15713.2|PHLN_PSEAE
RecName: Full=Non-hemolytic phospholipase C; AltName: Full=PLC-N; AltName:

Full=Phosphatidylcholine cholinephosphohydrolase; AltName: Full=Phosphatidylcholine-hydro
56% GO:0009395;GO:0007242;GO:0004629 _ _ _ _ _ _ K01114 plcC

orf3443 418 gi|517921489|ref|WP_019091697.1| phosphoserine phosphatase [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3444 55 gi|517914825|ref|WP_019085033.1| hypothetical protein [Komagataeibacter europaeus] 93% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 _ _ _ _ _ _ None _

orf3445 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3446 424 gi|657221525|ref|WP_029335243.1| ethanolamin permease [Komagataeibacter europaeus] 98% _ _ _ GO:0016021;GO:0003333;GO:0015171 269482.Bcep1808_0134 ethanolamine transproter 79.00% COG0531 _ _ None _

orf3447 79 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3448 109 gi|517914827|ref|WP_019085035.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3449 469 gi|498193928|ref|WP_010508084.1| amidohydrolase [Komagataeibacter europaeus] 99% _ _ _ GO:0006807;GO:0016810 272568.GDI_2348 amidohydrolase 81.84% COG1228 _ _ None _

orf3450 182 gi|498355203|ref|WP_010669359.1| hypothetical protein, partial [Acetobacter aceti] 90% _ _ _ _ 272568.GDI_0091 hypothetical protein 79.64% _ _ NOG39313 None _

orf3451 309 gi|494642190|ref|WP_007400134.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ 272568.GDI_3937 hypothetical protein 97.41% _ _ NOG10283 None _

orf3452 348 gi|494642189|ref|WP_007400133.1| DNA primase [Gluconacetobacter sp. SXCC-1] 96% _ _ _ _ 272568.GDI_0088 hypothetical protein 95.39% _ _ NOG09847 None _

orf3453 146 gi|647541655|ref|WP_025829203.1| hypothetical protein [Acetobacter persici] 97% _ _ _ _ 272568.GDI_0087 hypothetical protein 93.66% _ _ NOG121744 None _

orf3454 400 gi|517916845|ref|WP_019087053.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_0086 hypothetical protein 98.50% _ _ NOG27445 None _

orf3455 693 gi|648238732|ref|WP_026019881.1| plasmid partitioning protein ParB [Komagataeibacter europaeus] 95% _ _ _ _ 272568.GDI_2813 putative ParB-like nuclease 94.16% COG1475 _ _ K03497 parB, spo0J

orf3456 383 gi|503267191|ref|WP_013501852.1| hypothetical protein [Rhodopseudomonas palustris] 79% _ _ _ _ _ _ _ _ _ _ None _

orf3457 401 gi|498198394|ref|WP_010512550.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3458 494 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3459 129 gi|494638093|ref|WP_007396037.1| transposase [Gluconacetobacter sp. SXCC-1] 90% gi|2506753|sp|P50360.2|Y4HP_RHISN RecName: Full=Uncharacterized protein y4hP [Sinorhizobium fredii NGR234] 67% _ 78245.Xaut_4607 transposase and inactivated derivative 80.53% COG3436 _ _ None _

orf3460 85 gi|498198117|ref|WP_010512273.1| transposase [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3461 109 gi|494638093|ref|WP_007396037.1| transposase [Gluconacetobacter sp. SXCC-1] 100% gi|2506753|sp|P50360.2|Y4HP_RHISN RecName: Full=Uncharacterized protein y4hP [Sinorhizobium fredii NGR234] 76% _ 78245.Xaut_4607 transposase and inactivated derivative 88.42% COG3436 _ _ None _

orf3462 47 gi|494638093|ref|WP_007396037.1| transposase [Gluconacetobacter sp. SXCC-1] 100% gi|2506753|sp|P50360.2|Y4HP_RHISN RecName: Full=Uncharacterized protein y4hP [Sinorhizobium fredii NGR234] 72% _ _ _ _ _ _ _ None _

orf3463 123 gi|498201410|ref|WP_010515566.1| transposase [Komagataeibacter oboediens] 96% _ _ _ GO:0004803;GO:0043565;GO:0006313 634452.APA01_01800 transposase 89.47% COG2963 _ _ None _

orf3464 115 gi|517921926|ref|WP_019092134.1| transposase [Komagataeibacter isocitrate lyase [Gluconacetobacter rhaeticus AF1] 99% _ _ _ _ 634452.APA01_18230 transposase 96.04% COG3436 _ _ None _

orf3465 536 gi|648238621|ref|WP_026019770.1| transposase [Komagataeibacter europaeus] 97% gi|2496740|sp|P55630.1|Y4QI_RHISN RecName: Full=Uncharacterized protein y4qI [Sinorhizobium fredii NGR234] 59% _ 634452.APA01_01780 transposase 91.42% COG3436 _ _ None _

orf3466 41 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3467 165 gi|517922226|ref|WP_019092434.1| 6-phosphogluconolactonase, partial [Komagataeibacter europaeus] 99% gi|2829619|sp|P74618.3|6PGL_SYNY3 RecName: Full=6-phosphogluconolactonase; Short=6PGL [Synechocystis sp. PCC 6803 substr. 54% GO:0006098;GO:0017057 272568.GDI_0291 6-phosphogluconolactonase 91.41% COG0363 _ _ K01057 PGLS, pgl, devB

orf3468 247 gi|648237560|ref|WP_026018709.1| ribose 5-phosphate isomerase [Komagataeibacter europaeus] 100% gi|67461237|sp|Q5FQ98.1|RPIA_GLUOX
RecName: Full=Ribose-5-phosphate isomerase A; AltName: Full=Phosphoriboisomerase A;

Short=PRI [Gluconobacter oxydans 621H]
70% GO:0015976;GO:0009052;GO:0004751 272568.GDI_0292 ribose-5-phosphate isomerase A 81.50% COG0120 _ _ K01807 rpiA

orf3469 48 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3470 81 gi|517922370|ref|WP_019092578.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3471 142 gi|648237561|ref|WP_026018710.1| hypothetical protein [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3472 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3473 51 gi|498198044|ref|WP_010512200.1| hypothetical protein [Komagataeibacter europaeus] 94% _ _ _ _ _ _ _ _ _ _ None _

orf3474 360 gi|517916134|ref|WP_019086342.1| threonine aldolase [Komagataeibacter europaeus] 100% gi|18202997|sp|Q9HTF1.1|LTAE_PSEAE
RecName: Full=Low specificity L-threonine aldolase; Short=Low specificity L-TA [Pseudomonas

aeruginosa PAO1]
81% GO:0004793;GO:0006544;GO:0006567;GO:0030170;GO:0006563 438753.AZC_2018 low-specificity L-threonine aldolase 85.24% COG2008 _ _ K01620 ltaE

orf3475 351 gi|517916135|ref|WP_019086343.1| peptidase [Komagataeibacter europaeus] 99% gi|121807781|sp|Q2V573.1|LONP2_PICA RecName: Full=Lon protease homolog 2, peroxisomal [Ogataea angusta] 57% GO:0004252;GO:0005524;GO:0006508;GO:0006200;GO:0004176;GO:0030163;GO:0006510 _ _ _ _ _ _ K01338 lon

orf3476 47 gi|582023326|gb|AHI26668.1| putative transposase of IS4 [Gluconacetobacter xylinus E25] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3477 57 gi|517916137|ref|WP_019086345.1| hypothetical protein [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3478 51 gi|517916138|ref|WP_019086346.1| pirin [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ K06911 K06911

orf3479 242 gi|517916138|ref|WP_019086346.1| pirin [Komagataeibacter europaeus] 98% gi|14195575|sp|P58114.1|Y3178_CAUCR RecName: Full=Pirin-like protein CC_3178 [Caulobacter crescentus CB15] 71% _ 392499.Swit_4570 pirin domain-containing protein 87.55% COG1741 _ _ K06911 K06911

orf3480 229 gi|498197358|ref|WP_010511514.1| phosphatase [Komagataeibacter europaeus] 100% _ _ _ _ 272568.GDI_3653 putative hydrolase protein 86.08% COG0637 _ _ None _

orf3481 489 gi|517916454|ref|WP_019086662.1| RND transporter [Komagataeibacter europaeus] 100% gi|71153534|sp|O31101.1|SRPC_PSEPU
RecName: Full=Solvent efflux pump outer membrane protein SrpC; Flags: Precursor  TTGI_PSEPT

RecName: Full=Toluene efflux pump outer membrane
62% GO:0016020;GO:0008289;GO:0006810;GO:0005215 634452.APA01_01420 secretion system type I outer membrane efflux pump lipoprotein NodT 80.83% COG1538 _ _ None _

orf3482 1041 gi|498197361|ref|WP_010511517.1| multidrug transporter [Komagataeibacter europaeus] 100% gi|12230911|sp|P52002.2|MEXB_PSEAE
RecName: Full=Multidrug resistance protein MexB; AltName: Full=Multidrug-efflux transporter

MexB [Pseudomonas aeruginosa PAO1]
78% GO:0006810;GO:0016021;GO:0005215 272568.GDI_1285 putative acriflavine resistance protein B 91.22% COG0841 _ _ K03296 TC.HAE1

orf3483 344 gi|517916455|ref|WP_019086663.1| hemolysin D [Komagataeibacter europaeus] 100% gi|83286919|sp|P0AE07.1|ACRA_ECO57
RecName: Full=Multidrug efflux pump subunit AcrA; AltName: Full=AcrAB-TolC multidrug efflux

pump subunit AcrA; AltName: Full=Acriflavine resistance protein A; Flags
66% GO:0016020;GO:0055085 634452.APA01_01400 multidrug efflux pump acriflavin resistance protein AcrB/AcrD/AcrF 81.23% COG0845 _ _ K03585 acrA

orf3484 207 gi|517916456|ref|WP_019086664.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 _ _ _ _ _ _ None _

orf3485 177 gi|498197367|ref|WP_010511523.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 634452.APA01_04180 hypothetical protein 79.52% _ _ NOG243277 None _

orf3486 371 gi|654288885|ref|WP_027803864.1| hypothetical protein [Burkholderia dilworthii] 65% _ _ _ _ _ _ _ _ _ _ None _

orf3487 398 gi|553760488|ref|WP_023093042.1| hypothetical protein [Pseudomonas aeruginosa] 60% _ _ _ _ _ _ _ _ _ _ K17677 IRC3

orf3488 240 gi|501180692|ref|WP_012223815.1| hypothetical protein [Gluconacetobacter diazotrophicus] 96% _ _ _ _ 272568.GDI_0954 hypothetical protein 95.98% _ _ NOG123417 None _

orf3489 675 gi|494642182|ref|WP_007400126.1| DNA-binding protein [Gluconacetobacter sp. SXCC-1] 91% _ _ _ _ 272568.GDI_0953 hypothetical protein 93.92% COG1475 _ _ K03497 parB, spo0J

orf3490 1031 gi|517920738|ref|WP_019090946.1| hypothetical protein [Komagataeibacter europaeus] 69% _ _ _ _ _ _ _ _ _ _ None _

orf3491 76 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3492 590 gi|640410070|ref|WP_024895392.1| hypothetical protein [Acidithiobacillus thiooxidans] 61% _ _ _ _ _ _ _ _ _ _ None _

orf3493 304 gi|517917191|ref|WP_019087399.1| acetyl-CoA synthetase [Komagataeibacter europaeus] 99%
gi|37077882|sp|Q9KWA3.1|ACSA_AGRR

H

RecName: Full=Acetyl-coenzyme A synthetase; Short=AcCoA synthetase; Short=Acs; AltName:

Full=Acetate--CoA ligase; AltName: Full=Acyl-activating enzyme [Agrobacteriu
57% GO:0003899;GO:0005730;GO:0006144;GO:0006351;GO:0006206 _ _ _ _ _ _ K01895 ACSS, acs

orf3494 493 gi|648238679|ref|WP_026019828.1| XRE family transcriptional regulator [Komagataeibacter europaeus] 100%
gi|614101858|sp|P9WMI0.1|Y465_MYCT

O

RecName: Full=Uncharacterized HTH-type transcriptional regulator MT0481 [Mycobacterium

tuberculosis CDC1551]
55% GO:0043565 _ _ _ _ _ _ K07110 K07110

orf3495 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3496 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3497 272 gi|647504642|ref|WP_025811964.1| ABC transporter permease [Komagataeibacter kakiaceti] 99% gi|81342371|sp|O34684.1|YJKA_BACSU RecName: Full=UPF0014 membrane protein YjkA [Bacillus subtilis subsp. subtilis str. 168] 52% _ 272568.GDI_2451 hypothetical protein 82.73% COG0390 _ _ K02069 ABC.X2.P

orf3498 465 gi|647504641|ref|WP_025811963.1| enolase [Komagataeibacter kakiaceti] 98% gi|59797674|sp|Q606T2.1|ENO1_METCA
RecName: Full=Enolase 1; AltName: Full=2-phospho-D-glycerate hydro-lyase 1; AltName: Full=2-

phosphoglycerate dehydratase 1 [Methylococcus capsulatus str. Bath]
81% _ 243233.MCA1933

phosphopyruvate hydratase; Catalyzes the reversible conversion of 2-

phosphoglycerate into p [...]
80.83% COG0148 _ _ K01689 ENO, eno

orf3499 275 gi|647504640|ref|WP_025811962.1| universal stress protein UspA [Komagataeibacter kakiaceti] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3500 185 gi|647504638|ref|WP_025811960.1| hypothetical protein [Komagataeibacter kakiaceti] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3501 86 gi|647504678|ref|WP_025811981.1| hypothetical protein [Komagataeibacter kakiaceti] 98% _ _ _ _ _ _ _ _ _ _ K09732 K09732

orf3502 93 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3503 74 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3504 46 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3505 74 gi|502527025|ref|WP_012813374.1| ATP-binding protein [Acetobacter pasteurianus] 100% gi|114300|sp|P18179.1|ATBP_STAAU RecName: Full=Potential ATP-binding protein; AltName: Full=ORF 271 74% GO:0005524 _ _ _ _ _ _ K07132 K07132

orf3506 366 gi|489726540|ref|WP_003630656.1| plasmid replication initiator RepA [Acetobacter pasteurianus] 99% gi|38605139|sp|P60119.1|REPX_WIGBR
RecName: Full=Putative replication protein [Wigglesworthia glossinidia endosymbiont of Glossina

brevipalpis]
57% _ 290633.GOX2704 hypothetical protein 99.13% COG5534 _ _ None _

orf3507 81 gi|528530722|emb|CCT61020.1| hypothetical protein APA386B_2P18 [Acetobacter pasteurianus 386B] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3508 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3509 75 gi|517918504|ref|WP_019088712.1| transcriptional regulator [Acetobacter pasteurianus] 100% _ _ _ _ 634452.APA01_43760 transcriptional regulator MazE 100.00% _ _ NOG43329 None _

orf3510 131 gi|502527033|ref|WP_012813381.1| death-on-curing protein [Acetobacter pasteurianus] 98% _ _ _ _ 634452.APA01_43770 death-on-curing protein 98.15% COG3654 _ _ K07341 doc

orf3511 81 gi|493607987|ref|WP_006560453.1| MULTISPECIES: prevent-host-death protein [Acetobacteraceae] 99% _ _ _ _ 634452.APA01_43780 prevent-host-death protein Phd/YefM 98.77% _ _ NOG82831 None _

orf3512 128 gi|493607988|ref|WP_006560454.1| twitching motility protein PilT [Acetobacter tropicalis] 98% _ _ _ _ 634452.APA01_43790 pilus retraction motor protein PilT 98.36% COG3744 _ _ None _

orf3513 87 gi|503872738|ref|WP_014106732.1| hypothetical protein [Komagataeibacter medellinensis] 98% _ _ _ GO:0006355 525897.Dbac_0728 hypothetical protein 88.89% COG5304 _ _ None _

orf3514 168 gi|489726543|ref|WP_003630659.1| transcriptional regulator [Acetobacter pasteurianus] 95% gi|2497994|sp|P55613.1|Y4PD_RHISN
RecName: Full=Putative MucR family transcriptional regulatory protein y4pD [Sinorhizobium fredii

NGR234]
68% _ 272568.GDI_3161 transcriptional regulator, MucR family 84.30% COG4957 _ _ None _

orf3515 97 gi|489726544|ref|WP_003630660.1| conjugal transfer protein TraC [Acetobacter pasteurianus] 98% _ _ _ _ 290633.GOX2712 hypothetical protein 97.94% _ _ NOG69874 None _

orf3516 481 gi|651218781|gb|KDU97382.1| integrase [Gluconacetobacter rhaeticus AF1] 100% gi|21264107|sp|O50655.1|XERD_SELRU RecName: Full=Integrase/recombinase xerD homolog 52% GO:0015074;GO:0003677;GO:0006310;GO:0005737 _ _ _ _ _ _ None _

orf3517 366 gi|494642788|ref|WP_007400732.1| cell division protein Fic [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ 290633.GOX1386 hypothetical protein 92.08% COG3177 _ _ None _

orf3518 81 gi|494642308|ref|WP_007400252.1| dienelactone hydrolase [Gluconacetobacter sp. SXCC-1] 94% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf3519 46 gi|582020726|gb|AHI24068.1| dienelactone hydrolase [Gluconacetobacter xylinus E25] 87% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf3520 441 gi|582024286|gb|AHI27623.1| hypothetical protein H845_3722 [Gluconacetobacter xylinus E25] 94% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ None _

orf3521 75 gi|647507654|ref|WP_025813004.1| hypothetical protein [Komagataeibacter kakiaceti] 96% _ _ _ GO:0015074;GO:0003677;GO:0006310 _ _ _ _ _ _ None _

orf3522 254 gi|517917017|ref|WP_019087225.1| ring hydroxylating dioxygenase subunit alpha [Komagataeibacter europaeus] 92% gi|56749595|sp|Q6KHG7.1|SCPA_MYCM RecName: Full=Segregation and condensation protein A [Mycoplasma mobile 163K] 53% _ _ _ _ _ _ _ K05896 scpA

orf3523 370 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3524 44 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3525 201 gi|498204117|ref|WP_010518273.1| endonuclease DDE [Komagataeibacter oboediens] 95% _ _ _ GO:0003676 311402.Avi_0648 transposase protein 88.48% COG3335 _ _ K07494 K07494

orf3526 72 gi|517922197|ref|WP_019092405.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3527 39 gi|498197113|ref|WP_010511269.1| growth inhibitor PemK [Komagataeibacter europaeus] 100% _ _ _ GO:0003677 _ _ _ _ _ _ K07171 K07171

orf3528 72 gi|651216826|gb|KDU95576.1| hypothetical protein GLUCORHAEAF1_07360 [Gluconacetobacter rhaeticus 100% gi|443286781|sp|A0R0N3.1|MAZE_MYCS RecName: Full=Antitoxin MazE [Mycobacterium smegmatis str. MC2 155] 62% _ 349163.Acry_3183 hypothetical protein 88.73% _ _ NOG08578 None _

orf3529 52 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3530 444 gi|517922194|ref|WP_019092402.1| hypothetical protein [Komagataeibacter europaeus] 99% gi|127223|sp|P20085.1|MOBL_THIFE RecName: Full=Mobilization protein MobL 62% _ 375451.RD1_C0006 mobilization protein 75.12% COG0507 _ _ None _

orf3531 103 gi|498197705|ref|WP_010511861.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3532 514 gi|582024169|gb|AHI27506.1| Filamentation induced by cAMP protein Fic [Gluconacetobacter xylinus E25] 99% _ _ _ GO:0008152;GO:0016740 _ _ _ _ _ _ None _

orf3533 115 gi|503872809|ref|WP_014106803.1| conjugal transfer protein TraA [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3534 64 gi|494642759|ref|WP_007400703.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3535 400 gi|498198030|ref|WP_010512186.1| chromosome partitioning protein [Komagataeibacter europaeus] 100% gi|132348|sp|P05682.1|REPA_AGRRH RecName: Full=Putative replication protein A [Agrobacterium rhizogenes] 58% GO:0003677;GO:0006355 450851.PHZ_p0002 replication protein A 85.75% COG1192 _ _ None _

orf3536 43 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3537 329 gi|499572102|ref|WP_011252885.1| integrase [Gluconobacter transposase [Gluconobacter oxydans 621H] 93% _ _ _ GO:0015074;GO:0003676 290633.GOX1376 transposase 91.96% COG2801 _ _ K07497 K07497

orf3538 395 gi|498197188|ref|WP_010511344.1| hypothetical protein [Komagataeibacter europaeus] 98% gi|251757353|sp|O34352.2|YEEC_BACSU RecName: Full=Uncharacterized protein YeeC [Bacillus subtilis subsp. subtilis str. 168] 62% _ 634452.APA01_43990 hypothetical protein 97.97% _ _ NOG12358 None _

orf3539 637 gi|504874652|ref|WP_015061754.1|
DNA helicase, restriction/modification system component YeeB [Acetobacter

DNA helicase, restriction/modification system
99% gi|251757352|sp|O34469.2|YEEB_BACSU RecName: Full=Putative ATP-dependent helicase YeeB [Bacillus subtilis subsp. subtilis str. 168] 73% GO:0005524;GO:0008152;GO:0004386;GO:0003676 634452.APA01_44000 hypothetical protein 99.37% _ _ NOG10985 None _

orf3540 132 gi|504874653|ref|WP_015061755.1| Type II restriction enzyme, methylase subunit YeeA [Acetobacter pasteurianus] 99% _ _ _ GO:0008168;GO:0032259 _ _ _ _ _ _ None _

orf3541 130 gi|651216731|gb|KDU95489.1| hypothetical protein GLUCORHAEAF1_07825 [Gluconacetobacter rhaeticus 100% _ _ _ GO:0016787;GO:0008152 _ _ _ _ _ _ None _

orf3542 85 gi|582024026|gb|AHI27363.1| Transcriptional regulator [Gluconacetobacter xylinus E25] 94% _ _ _ _ _ _ _ _ _ _ None _

orf3543 478 gi|651216730|gb|KDU95488.1| pyridine nucleotide-disulfide oxidoreductase [Gluconacetobacter rhaeticus AF1] 99% gi|54039637|sp|P66007.1|STHA_MYCBO
RecName: Full=Probable soluble pyridine nucleotide transhydrogenase; Short=STH; AltName:

Full=NAD(P)(+) transhydrogenase [Mycobacterium bovis AF2122/97]
68% _ 391165.GbCGDNIH1_1246 soluble pyridine nucleotide transhydrogenase 79.87% COG1249 _ _ K00322 sthA, udhA

orf3544 197 gi|582024023|gb|AHI27360.1| transposase [Gluconacetobacter xylinus E25] 98% gi|81416246|sp|Q7CPV2.1|VAPB_SALTY RecName: Full=Antitoxin VapB [Salmonella enterica subsp. enterica serovar Typhimurium str. LT2] 66% GO:0015074;GO:0003676 _ _ _ _ _ _ K07497 K07497

orf3545 99 gi|494642773|ref|WP_007400717.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% gi|81555730|sp|O06662.1|VAPC_SHIFL
RecName: Full=tRNA(fMet)-specific endonuclease VapC; AltName: Full=RNase VapC; AltName:

Full=Toxin VapC [Shigella flexneri]
71% GO:0046872;GO:0090501;GO:0051252;GO:0004540 272568.GDI_0065 hypothetical protein 86.17% COG1487 _ _ K07062 K07062

orf3546 98 gi|498204125|ref|WP_010518281.1|
MULTISPECIES: DNA polymerase DNA polymerase [Gluconacetobacter

rhaeticus AF1]
100% _ _ _ _ 269796.Rru_A2288 DNA polymerase, beta-like region 75.00% COG1669 _ _ K07075 K07075

orf3547 161 gi|498204127|ref|WP_010518283.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3548 183 gi|494638654|ref|WP_007396598.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3549 165 gi|494638653|ref|WP_007396597.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ _ _ _ _ _ _ None _



orf3550 186 gi|517916995|ref|WP_019087203.1| conjugal transfer protein TrbA [Komagataeibacter europaeus] 99% _ _ _ GO:0009291 _ _ _ _ _ _ None _

orf3551 64 gi|498198459|ref|WP_010512615.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ 522306.CAP2UW1_2610 hypothetical protein 85.71% _ _ NOG150305 None _

orf3552 130 gi|498354267|ref|WP_010668423.1| MULTISPECIES: twitching motility protein PilT [Acetobacteraceae] 98% _ _ _ GO:0000287;GO:0090501;GO:0051252;GO:0004540 366602.Caul_0838 PilT domain-containing protein 79.37% _ _ NOG74963 K07062 K07062

orf3553 45 gi|503872731|ref|WP_014106725.1| plasmid stabilization protein [Komagataeibacter medellinensis] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3554 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3555 54 gi|503872729|ref|WP_014106723.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3556 339 gi|517918517|ref|WP_019088725.1| cell filamentation protein Fic [Acetobacter pasteurianus] 100% gi|81458915|sp|Q8E9K5.1|SOFIC_SHEON
RecName: Full=Adenosine monophosphate-protein transferase SoFic; AltName: Full=AMPylator

SoFic [Shewanella oneidensis MR-1]
58% _ 634452.APA01_44020 cell filamentation cAMP-inducing protein Fic 98.49% COG3177 _ _ None _

orf3557 432 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3558 372 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3559 224 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3560 61 gi|494638744|ref|WP_007396688.1| intracellular multiplication protein IcmK [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ K12213 icmK, traN, dotH

orf3561 44 gi|494638743|ref|WP_007396687.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ K12209 icmE, dotG

orf3562 38 gi|498204183|ref|WP_010518339.1| transposase, partial [Komagataeibacter oboediens] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3563 335 gi|503872837|ref|WP_014106831.1| hypothetical protein [Komagataeibacter medellinensis] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3564 167 gi|503872836|ref|WP_014106830.1| hypothetical protein [Komagataeibacter medellinensis] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3565 50 gi|494638740|ref|WP_007396684.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 86% _ _ _ _ _ _ _ _ _ _ None _

orf3566 55 gi|489721554|ref|WP_003625670.1| hypothetical protein [Acetobacter pasteurianus] 96% _ _ _ _ 311402.Avi_3787 hypothetical protein 81.82% _ _ NOG232544 K09803 K09803

orf3567 49 gi|498198119|ref|WP_010512275.1| transposase [Komagataeibacter europaeus] 100% _ _ _ GO:0004803;GO:0043565;GO:0006313 _ _ _ _ _ _ None _

orf3568 100 gi|493060727|ref|WP_006115881.1|
transposase [Acetobacter Transposase IS4 Family Protein [Acetobacter pomorum

DM001]
98% _ _ _ GO:0003677;GO:0004803;GO:0006313 634452.APA01_17970 transposase 96.97% COG3039 _ _ None _

orf3569 61 gi|657222370|ref|WP_029336088.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3570 84 gi|498198427|ref|WP_010512583.1| Fis family transcriptional regulator [Komagataeibacter europaeus] 98% _ _ _ _ 585054.pEFER_0032 YahA protein 75.64% COG2963 _ _ K07483 K07483

orf3571 391 gi|657222433|ref|WP_029336150.1| transposase [Komagataeibacter europaeus] 97% _ _ _ GO:0003677;GO:0004803;GO:0006313 311403.Arad_9953 ISPpu9, transposase 81.38% COG3547 _ _ None _

orf3572 127 gi|493058223|ref|WP_006115053.1| integrase [Acetobacter pomorum] 88% gi|13627684|sp|Q9JMT3.1|INSF7_ECOLI RecName: Full=Transposase InsF for insertion sequence IS3fB [Escherichia coli K-12] 60% GO:0015074;GO:0003676 _ _ _ _ _ _ None _

orf3573 138 gi|498203906|ref|WP_010518062.1| hypothetical protein [Komagataeibacter oboediens] 99% gi|1730858|sp|P51716.1|YO14_BPHC1
RecName: Full=Uncharacterized 14.9 kDa protein in rep-hol intergenic region; AltName:

Full=ORF14 [Haemophilus phage HP1c1]
59% _ 290633.GOX2707 CopG family DNA-binding protein 96.69% COG1598 _ NOG129833 None _

orf3574 59 gi|517917245|ref|WP_019087453.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0003729;GO:0008152;GO:0016788 290633.GOX2706 hypothetical protein 94.92% COG1724 _ _ K07339 K07339

orf3575 133 gi|505285829|ref|WP_015472931.1| hypothetical protein [Xanthomonas citri] 74% _ _ _ _ _ _ _ _ _ _ None _

orf3576 55 gi|494638378|ref|WP_007396322.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3577 43 gi|494638379|ref|WP_007396323.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 92% _ _ _ _ _ _ _ _ _ _ None _

orf3578 366 gi|494638385|ref|WP_007396329.1| Putative replication protein [Gluconacetobacter sp. SXCC-1] 100% gi|38605139|sp|P60119.1|REPX_WIGBR
RecName: Full=Putative replication protein [Wigglesworthia glossinidia endosymbiont of Glossina

brevipalpis]
56% _ 634452.APA01_43740 plasmid replication initiator RepA 99.61% COG5534 _ _ None _

orf3579 39 gi|494638383|ref|WP_007396327.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3580 278 gi|494638468|ref|WP_007396412.1| transposase [Gluconacetobacter sp. SXCC-1] 95% _ _ _ GO:0003676 349163.Acry_3158 transposase 77.43% COG5659 _ _ None _

orf3581 84 gi|494638468|ref|WP_007396412.1| transposase [Gluconacetobacter sp. SXCC-1] 96% _ _ _ GO:0003676 266835.mll6075 transposase 84.52% COG5659 _ _ None _

orf3582 39 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3583 134 gi|651217733|gb|KDU96452.1| hypothetical protein GLUCORHAEAF1_01660 [Gluconacetobacter rhaeticus 95% _ _ _ _ _ _ _ _ _ _ None _

orf3584 53 gi|498198228|ref|WP_010512384.1| Mu P family protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3585 506 gi|498198226|ref|WP_010512382.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3586 381 gi|635174705|gb|KDE19002.1| ATP-dependent OLD family endonuclease [Acetobacter aceti 1023] 100% _ _ _ GO:0090305;GO:0004519 465817.ETA_pET460170 Predicted ATP-dependent endonuclease of the OLD family 83.82% _ _ NOG70858 None _

orf3587 383 gi|635174707|gb|KDE19004.1| DNA methyltransferase [Acetobacter aceti 1023] 99% gi|12229856|sp|P94147.1|MTA1_THAGE
RecName: Full=Modification methylase AgeI; Short=M.AgeI; AltName: Full=Cytosine-specific

methyltransferase AgeI [Thalassobius gelatinovorus]
59% GO:0006555;GO:0003677;GO:0009307;GO:0003886;GO:0090116 _ _ _ _ _ _ K00558 DNMT1, dcm

orf3588 51 gi|494638357|ref|WP_007396301.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 94% _ _ _ _ _ _ _ _ _ _ None _

orf3589 190 gi|498198351|ref|WP_010512507.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3590 48 gi|498191031|ref|WP_010505187.1| addiction module toxin Txe/YoeB [Gluconobacter frateurii] 100% gi|60390852|sp|Q8FG53.1|YOEB_ECOL6
RecName: Full=Toxin YoeB; AltName: Full=Putative endoribonuclease YoeB; AltName:

Full=Putative mRNA interferase Yoeb [Escherichia coli CFT073]
70% GO:0006401;GO:0090305;GO:0004519 349102.Rsph17025_4121 hypothetical protein 89.13% COG4115 _ _ None _

orf3591 152 gi|657222014|ref|WP_029335732.1| AsnC family transcriptional regulator [Komagataeibacter europaeus] 98% gi|7387847|sp|P56901.1|LRP_RHIME RecName: Full=Leucine-responsive regulatory protein [Sinorhizobium meliloti 1021] 63% GO:0005667;GO:0006355;GO:0043565;GO:0045449;GO:0003700 271848.BTH_I0319 transcription regulator AsnC 76.03% COG1522 _ _ None _

orf3592 168 gi|498196663|ref|WP_010510819.1| lysine transporter LysE [Komagataeibacter europaeus] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3593 301 gi|489726590|ref|WP_003630706.1| LysR family transcriptional regulator [Acetobacter pasteurianus] 97% gi|2495402|sp|P77559.1|YNFL_ECOLI RecName: Full=Uncharacterized HTH-type transcriptional regulator YnfL [Escherichia coli K-12] 51% _ _ _ _ _ _ _ None _

orf3594 313 gi|498201729|ref|WP_010515885.1| MULTISPECIES: transporter [Komagataeibacter] 99% _ _ _ _ _ _ _ _ _ _ K07088 K07088

orf3595 231 gi|498201728|ref|WP_010515884.1| MULTISPECIES: transcriptional regulator [Komagataeibacter] 95% _ _ _ GO:0003677;GO:0005667;GO:0006355;GO:0045449;GO:0003700 349163.Acry_2231 LysR family transcriptional regulator 82.38% COG0583 _ _ None _

orf3596 158 gi|651217227|gb|KDU95971.1| nuclease [Gluconacetobacter rhaeticus AF1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3597 144 gi|651217228|gb|KDU95972.1| hypothetical protein GLUCORHAEAF1_05265 [Gluconacetobacter rhaeticus 98% _ _ _ _ _ _ _ _ _ _ None _

orf3598 692 gi|503872787|ref|WP_014106781.1| DNA helicase II [Komagataeibacter medellinensis] 99% gi|137194|sp|P03018.1|UVRD_ECOLI RecName: Full=DNA helicase II [Escherichia coli K-12] 53% GO:0008152;GO:0000166;GO:0004386 _ _ _ _ _ _ K03657 uvrD, pcrA

orf3599 37 gi|657215907|ref|WP_029329646.1| hypothetical protein [Komagataeibacter oboediens] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3600 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3601 100 gi|494638245|ref|WP_007396189.1| XRE family transcriptional regulator [Gluconacetobacter sp. SXCC-1] 97% _ _ _ GO:0043565 216596.pRL110231 putative DNA-binding protein 88.00% _ _ NOG223455 None _

orf3602 255 gi|503872944|ref|WP_014106938.1| IMP dehydrogenase [Komagataeibacter medellinensis] 100% _ _ _ GO:0006810;GO:0009279;GO:0007165;GO:0004872;GO:0005215 272568.GDI_2521 TonB-dependent receptor 91.92% COG1629 _ _ K02014 TC.FEV.OM

orf3603 141 gi|503872943|ref|WP_014106937.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3604 112 gi|582022604|gb|AHI25946.1| hypothetical protein H845_2011 [Gluconacetobacter xylinus E25] 73% _ _ _ _ _ _ _ _ _ _ None _

orf3605 67 gi|503872942|ref|WP_014106936.1| biopolymer transporter TonB [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ K03832 tonB

orf3606 306 gi|489727190|ref|WP_003631306.1| alcohol dehydrogenase [Acetobacter pasteurianus] 98% gi|269849718|sp|P76113.3|CURA_ECOLI
RecName: Full=NADPH-dependent curcumin reductase; AltName: Full=NADPH-dependent

curcumin/dihydrocurcumin reductase [Escherichia coli K-12]
63% _ _ _ _ _ _ _ K07119 K07119

orf3607 310 gi|498196439|ref|WP_010510595.1| transposase [Komagataeibacter europaeus] 98% _ _ _ _ 290633.GOX0996 transposase 97.22% COG3039 _ _ None _

orf3608 399 gi|578053296|emb|CDH11312.1| uncharacterized protein ZBAI_03098 [Zygosaccharomyces bailii ISA1307] 95% gi|74851866|sp|Q54G96.1|Y8826_DICDI RecName: Full=Uncharacterized protein DDB_G0290301 [Dictyostelium discoideum] 48% _ _ _ _ _ _ _ K04650 NCOR1, N-CoR

orf3609 396 gi|517922006|ref|WP_019092214.1| transposase [Komagataeibacter europaeus] 99% gi|2497368|sp|P55631.1|Y4QJ_RHISN RecName: Full=Putative transposase y4qJ [Sinorhizobium fredii NGR234] 73% GO:0003677;GO:0004803;GO:0006313 266835.mll6430 transposase 84.56% _ _ NOG25595 None _

orf3610 161 gi|493607903|ref|WP_006560376.1|
integrase [Acetobacter phage DNA recombinase XerD [Acetobacter tropicalis

NBRC 101654]
100% gi|34222781|sp|Q49890.2|XERD_MYCLE RecName: Full=Tyrosine recombinase XerD [Mycobacterium leprae TN] 53% GO:0015074;GO:0003677;GO:0006310 349163.Acry_3470 phage integrase family protein 92.31%

COG4974;COG058

2
_ _ None _

orf3611 45 gi|498201510|ref|WP_010515666.1| fluoroacetate dehalogenase [Komagataeibacter oboediens] 100% _ _ _ _ _ _ _ _ _ _ K01561 dehH

orf3612 128 gi|651215980|gb|KDU94758.1| hypothetical protein GLUCORHAEAF1_11955 [Gluconacetobacter rhaeticus 100% _ _ _ _ _ _ _ _ _ _ None _

orf3613 146 gi|489714607|ref|WP_003618738.1| hypothetical protein [Komagataeibacter hansenii] 97% _ _ _ _ 272568.GDI_2790 hypothetical protein 92.91% _ _ NOG121744 None _

orf3614 348 gi|494642189|ref|WP_007400133.1| DNA primase [Gluconacetobacter sp. SXCC-1] 97% _ _ _ _ 272568.GDI_0088 hypothetical protein 95.10% _ _ NOG09847 None _

orf3615 345 gi|602595721|dbj|GAJ30005.1| hypothetical protein Amme_095_001 [Acidomonas methanolica NBRC 104435] 99% _ _ _ _ 272568.GDI_3937 hypothetical protein 98.06% _ _ NOG10283 None _

orf3616 69 gi|494642191|ref|WP_007400135.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3617 164 gi|517921755|ref|WP_019091963.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3618 276 gi|503872798|ref|WP_014106792.1| hypothetical protein [Komagataeibacter medellinensis] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3619 43 gi|498197790|ref|WP_010511946.1| hypothetical protein [Komagataeibacter europaeus] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3620 362 gi|498197590|ref|WP_010511746.1| antirepressor [Komagataeibacter europaeus] 99% gi|1175791|sp|P44189.1|Y1418_HAEIN RecName: Full=Uncharacterized protein HI_1418 [Haemophilus influenzae Rd KW20] 53% _ _ _ _ _ _ _ None _

orf3621 300 gi|651217225|gb|KDU95969.1| Zn-dependent oxidoreductase [Gluconacetobacter rhaeticus AF1] 99% gi|81345886|sp|P96285.4|PKS1_MYCTU
RecName: Full=Putative inactive phenolphthiocerol synthesis polyketide synthase type I Pks1

[Mycobacterium tuberculosis H37Rv]
57% GO:0008270;GO:0055114;GO:0016491 290633.GOX2594 putative oxidoreductase 94.28% COG0604 _ _ None _

orf3622 137 gi|494638648|ref|WP_007396592.1|
cupin [Gluconacetobacter sp. cupin 2 domain-containing protein

[Gluconacetobacter sp. SXCC-1]
99% _ _ _ _ 426117.M446_1804 cupin 2 domain-containing protein 77.95% _ _ NOG260529 None _

orf3623 219 gi|498197579|ref|WP_010511735.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3624 243 gi|647583790|ref|WP_025861331.1| oxidoreductase [Acetobacter papayae] 90% gi|259016408|sp|Q49117.2|Y182_METEA
RecName: Full=Uncharacterized oxidoreductase MexAM1_META1p0182; AltName: Full=ORFC

[Methylobacterium extorquens AM1]
56% _ 634452.APA01_03300 oxidoreductase 82.30% COG1028 _ _ None _

orf3625 463 gi|493606112|ref|WP_006558657.1| succinate-semialdehyde dehdyrogenase [Acetobacter tropicalis] 95% gi|6685461|sp|O32507.1|GABD_DEIRA RecName: Full=Succinate-semialdehyde dehydrogenase [NADP(+)] 64% GO:0016620;GO:0055114 290633.GOX1122 putative NAD-dependent aldehyde dehydrogenase 91.81% COG1012 _ _ K00135 gabD

orf3626 45 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3627 194 gi|647583791|ref|WP_025861332.1| AraC family transcriptional regulator [Acetobacter papayae] 79% gi|6648111|sp|Q46855.2|YQHC_ECOLI RecName: Full=Uncharacterized HTH-type transcriptional regulator YqhC [Escherichia coli K-12] 69% GO:0003677;GO:0006351 _ _ _ _ _ _ None _

orf3628 299 gi|602597834|dbj|GAJ27937.1| hypothetical protein Amme_011_037 [Acidomonas methanolica NBRC 104435] 86% _ _ _ _ 395963.Bind_2513 hypothetical protein 86.67% _ _ NOG138929 None _

orf3629 191 gi|501353844|ref|WP_012385472.1| TetR family transcriptional regulator [Beijerinckia indica] 84% _ _ _ _ 395963.Bind_2514 TetR family transcriptional regulator 83.77% _ _ NOG250665 None _

orf3630 323 gi|653590647|ref|WP_027603556.1| MFS transporter [Pseudomonas sp. LAMO17WK12:I2] 66% _ _ _ _ _ _ _ _ _ _ None _

orf3631 304 gi|494642744|ref|WP_007400688.1| chromosome-partitioning protein parB [Gluconacetobacter sp. SXCC-1] 100% _ _ _ GO:0003677 _ _ _ _ _ _ None _

orf3632 112 gi|494638615|ref|WP_007396559.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3633 82 gi|498201502|ref|WP_010515658.1| hypothetical protein [Komagataeibacter oboediens] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3634 250 gi|498198099|ref|WP_010512255.1| transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ _ 342108.amb3308 transcriptional regulator 87.56% COG0583 _ _ None _

orf3635 83 gi|498354727|ref|WP_010668883.1| MULTISPECIES: hypothetical protein [Acetobacteraceae] 94% _ _ _ _ 224911.bll0052 hypothetical protein 77.11% _ _ NOG14756 None _

orf3636 152 gi|494639959|ref|WP_007397903.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 89% _ _ _ _ _ _ _ _ _ _ None _

orf3637 87 gi|651264351|ref|WP_026397623.1| hypothetical protein [Acetobacter nitrogenifigens] 92% _ _ _ _ 224911.bsl0054 hypothetical protein 81.61% _ _ NOG43372 None _

orf3638 66 gi|517119310|ref|WP_018308128.1| MULTISPECIES: XRE family transcriptional regulator [Acetobacteraceae] 97% _ _ _ _ 272568.GDI_0095 hypothetical protein 88.52% _ _ NOG120363 None _

orf3639 50 gi|564615187|gb|ETC97425.1| hypothetical protein P792_15580 [Asaia sp. SF2.1] 92% _ _ _ _ _ _ _ _ _ _ None _

orf3640 142 gi|517921252|ref|WP_019091460.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ _ _ _ _ _ _ _ K12218 icmP, trbA

orf3641 106 gi|517916735|ref|WP_019086943.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K12218 icmP, trbA

orf3642 438 gi|517921255|ref|WP_019091463.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3643 200 gi|602597834|dbj|GAJ27937.1| hypothetical protein Amme_011_037 [Acidomonas methanolica NBRC 104435] 89% _ _ _ _ 395963.Bind_2513 hypothetical protein 87.03% _ _ NOG138929 None _

orf3644 211 gi|498197645|ref|WP_010511801.1| TetR family transcriptional regulator [Komagataeibacter europaeus] 100% _ _ _ GO:0003677;GO:0006355 366602.Caul_4856 TetR family transcriptional regulator 89.41% COG1309 _ NOG240182 None _

orf3645 183 gi|582023050|gb|AHI26392.1| O-methyltransferase, family 3 [Gluconacetobacter xylinus E25] 98% _ _ _ GO:0008171;GO:0032259 266835.mll5689 hypothetical protein 87.29% COG4122 _ _ None _

orf3646 125 gi|498204051|ref|WP_010518207.1| 2-dehydropantoate 2-reductase [Komagataeibacter oboediens] 98% _ _ _ _ _ _ _ _ _ _ K00077 panE, apbA

orf3647 43 gi|494638767|ref|WP_007396711.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3648 73 gi|503872853|ref|WP_014106847.1| molybdenum metabolism regulator [Komagataeibacter medellinensis] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3649 144 gi|651217228|gb|KDU95972.1| hypothetical protein GLUCORHAEAF1_05265 [Gluconacetobacter rhaeticus 99% _ _ _ _ _ _ _ _ _ _ None _

orf3650 123 gi|651217227|gb|KDU95971.1| nuclease [Gluconacetobacter rhaeticus AF1] 96% _ _ _ _ _ _ _ _ _ _ None _

orf3651 153 gi|657222240|ref|WP_029335958.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3652 173 gi|657222240|ref|WP_029335958.1| hypothetical protein [Komagataeibacter europaeus] 98% _ _ _ GO:0003677;GO:0005524;GO:0032775;GO:0004386;GO:0009007 _ _ _ _ _ _ None _

orf3653 277 gi|494642745|ref|WP_007400689.1| lactate dehydrogenase [Gluconacetobacter sp. SXCC-1] 100% _ _ _ GO:0003677;GO:0005524;GO:0032775;GO:0004386;GO:0009007 _ _ _ _ _ _ None _

orf3654 71 gi|503872770|ref|WP_014106764.1| lactate dehydrogenase [Komagataeibacter medellinensis] 100% _ _ _ GO:0003677;GO:0005524;GO:0032775;GO:0004386;GO:0009007 _ _ _ _ _ _ None _

orf3655 111 gi|582024149|gb|AHI27486.1| hypothetical protein H845_3585 [Gluconacetobacter xylinus E25] 93% _ _ _ _ _ _ _ _ _ _ None _

orf3656 60 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3657 222 gi|503870183|ref|WP_014104177.1| hypothetical protein [Komagataeibacter medellinensis] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3658 354 gi|582024021|gb|AHI27358.1| hypothetical protein H845_3457 [Gluconacetobacter xylinus E25] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3659 245 gi|582024021|gb|AHI27358.1| hypothetical protein H845_3457 [Gluconacetobacter xylinus E25] 98% _ _ _ _ 634452.APA01_40140 hypothetical protein 97.86% _ _ NOG129133 None _

orf3660 92 gi|494638714|ref|WP_007396658.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3661 393 gi|582024175|gb|AHI27512.1| hypothetical protein H845_3611 [Gluconacetobacter xylinus E25] 99% _ _ _ _ _ _ _ _ _ _ K12218 icmP, trbA

orf3662 141 gi|648238549|ref|WP_026019698.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ GO:0043565 _ _ _ _ _ _ None _

orf3663 41 gi|494638748|ref|WP_007396692.1| hypothetical protein [Gluconacetobacter sp. SXCC-1] 95% _ _ _ _ _ _ _ _ _ _ None _

orf3664 193 gi|517916002|ref|WP_019086210.1| hypothetical protein [Komagataeibacter europaeus] 97% _ _ _ _ _ _ _ _ _ _ None _

orf3665 132 gi|501179120|ref|WP_012222261.1|
transposase [Gluconacetobacter transposase [Gluconacetobacter diazotrophicus

PA1 5]
96% gi|136132|sp|P80011.1|TRA3_RHIME RecName: Full=Transposase for insertion sequence element ISRM3 [Sinorhizobium meliloti 1021] 88% GO:0003677;GO:0004803;GO:0006313 _ _ _ _ _ _ None _

orf3666 80 gi|494638374|ref|WP_007396318.1|
Adenosine monophosphate-protein transferase and cysteine protease ibpA

[Gluconacetobacter sp. Adenosine monophosphate-protein tran
92% _ _ _ GO:0006508;GO:0008233;GO:0016740 _ _ _ _ _ _ None _

orf3667 125 gi|517917187|ref|WP_019087395.1| MULTISPECIES: XRE family transcriptional regulator [Komagataeibacter] 100% _ _ _ GO:0043565 216596.pRL110231 putative DNA-binding protein 88.80% _ _ NOG223455 None _

orf3668 398 gi|657215887|ref|WP_029329626.1| aminotransferase [Komagataeibacter oboediens] 99% gi|2492842|sp|Q60317.1|AAT1_METJA
RecName: Full=Probable aspartate aminotransferase 1; Short=AspAT; AltName: Full=Transaminase

A [Methanocaldococcus jannaschii DSM 2661]
51% _ 272568.GDI_0607 aminotransferase class I and II 81.53% COG0436 _ _ None _

orf3669 115 gi|517921762|ref|WP_019091970.1| conjugal transfer protein TraA [Komagataeibacter europaeus] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3670 401 gi|494638489|ref|WP_007396433.1| cytochrome D ubiquinol oxidase subunit I [Gluconacetobacter sp. SXCC-1] 99% gi|2829796|sp|P94364.1|CYDA_BACSU
RecName: Full=Cytochrome bd ubiquinol oxidase subunit 1; AltName: Full=Cytochrome d ubiquinol

oxidase subunit I [Bacillus subtilis subsp. subtilis str. 168]
57% GO:0016020 634452.APA01_21500 cytochrome bd ubiquinol oxidase subunit I 93.58% COG1271 _ _ K00425 cydA

orf3671 72 gi|651264351|ref|WP_026397623.1| hypothetical protein [Acetobacter nitrogenifigens] 92% _ _ _ _ 224911.bsl0054 hypothetical protein 84.72% _ _ NOG43372 None _

orf3672 128 gi|498203901|ref|WP_010518057.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 99% _ _ _ GO:0003677 _ _ _ _ _ _ None _

orf3673 45 gi|648238781|ref|WP_026019930.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3674 69 gi|657195620|ref|WP_029311333.1| hypothetical protein [Acidiphilium angustum] 70% _ _ _ _ _ _ _ _ _ _ None _

orf3675 81 gi|647506310|ref|WP_025812577.1| plasmid stabilization protein [Komagataeibacter kakiaceti] 100% _ _ _ _ 316056.RPC_4150 hypothetical protein 78.67% COG4691 _ _ None _

orf3676 332 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3677 57 gi|503872784|ref|WP_014106778.1| single-stranded DNA-binding protein [Komagataeibacter medellinensis] 100% _ _ _ GO:0003697;GO:0006260 _ _ _ _ _ _ None _

orf3678 47 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3679 291 gi|489714587|ref|WP_003618718.1| NADH:flavin oxidoreductase [Komagataeibacter hansenii] 100%
gi|338818374|sp|B9FSC8.1|OPR11_ORYS

J

RecName: Full=Putative 12-oxophytodienoate reductase 11; AltName: Full=OPDA-reductase 11;

Short=OsOPR11 [Oryza sativa Japonica Group]
59% GO:0010181;GO:0055114;GO:0016491 634452.APA01_41900 NADH:flavin oxidoreductase 99.60% COG1902 _ _ None _

orf3680 129 gi|494638724|ref|WP_007396668.1| MULTISPECIES: hypothetical protein [Acetobacteraceae] 100% _ _ _ _ 634452.APA01_15790 hypothetical protein 89.92% _ _ NOG77272 None _

orf3681 45 gi|494638759|ref|WP_007396703.1| thiol:disulfide interchange protein DsbG [Gluconacetobacter sp. SXCC-1] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3682 92 gi|489726533|ref|WP_003630649.1|
DNA resolvase [Acetobacter DNA resolvase [Acetobacter pasteurianus IFO 3283-

01]
100% _ _ _ GO:0003677;GO:0000150;GO:0006310 _ _ _ _ _ _ None _

orf3683 408 gi|635174994|gb|KDE19277.1| transposase [Acetobacter aceti 1023] 100% _ _ _ GO:0003677;GO:0005524;GO:0004803;GO:0006313 349102.Rsph17025_3499 IstB ATP binding domain-containing protein 83.08% COG3547 _ _ None _

orf3684 404 gi|582021579|gb|AHI24921.1| DNA polymerase III, alpha subunit [Gluconacetobacter xylinus E25] 97% gi|71151849|sp|Q8UAY9.1|DNE21_AGRT RecName: Full=Error-prone DNA polymerase 1 [Agrobacterium fabrum str. C58] 79% GO:0008408;GO:0003677;GO:0003887;GO:0006281;GO:0090305;GO:0006261;GO:0005737;GO:00 _ _ _ _ _ _ K14162 dnaE2

orf3685 303 gi|651217347|gb|KDU96084.1| secretion protein [Gluconacetobacter rhaeticus AF1] 100% _ _ _ _ _ _ _ _ _ _ K12206 icmB, dotO

orf3686 38 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3687 77 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3688 132 gi|498197964|ref|WP_010512120.1| hypothetical protein [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ None _



orf3689 51 gi|582024140|gb|AHI27477.1| hypothetical protein H845_3576 [Gluconacetobacter xylinus E25] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3690 72 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3691 49 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3692 311 gi|517917189|ref|WP_019087397.1| hypothetical protein, partial [Komagataeibacter europaeus] 100% _ _ _ _ _ _ _ _ _ _ K12206 icmB, dotO

orf3693 162 gi|498198310|ref|WP_010512466.1| conjugal transfer relaxase TraA, partial [Komagataeibacter europaeus] 98% _ _ _ GO:0009291 _ _ _ _ _ _ None _

orf3694 87 gi|498197093|ref|WP_010511249.1| transposase [Komagataeibacter europaeus] 100% gi|140845|sp|P17985.1|YIA3_RHISP RecName: Full=Insertion element ISR1 uncharacterized 10 kDa protein A3 86% GO:0015074;GO:0003677;GO:0004803;GO:0006313 272568.GDI_1057 putative transposase 96.51% COG2801 _ _ K07497 K07497

orf3695 37 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3696 41 gi|647505639|ref|WP_025812352.1| hypothetical protein [Komagataeibacter kakiaceti] 100% _ _ _ _ _ _ _ _ _ _ None _

orf3697 168 gi|503872783|ref|WP_014106777.1| hypothetical protein [Komagataeibacter medellinensis] 99% _ _ _ _ _ _ _ _ _ _ None _

orf3698 93 gi|494638720|ref|WP_007396664.1| conjugal transfer protein TraI [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ K12204 dotC, traI

orf3699 62 gi|503872778|ref|WP_014106772.1| MULTISPECIES: hypothetical protein [Komagataeibacter] 98% _ _ _ _ _ _ _ _ _ _ None _

orf3700 220 gi|494638713|ref|WP_007396657.1| conjugal transfer protein TraG [Gluconacetobacter sp. SXCC-1] 100% _ _ _ _ _ _ _ _ _ _ K12217 icmO, trbC, dotL

orf3701 81 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3702 37 gi|11095672|gb|AAG29971.1| A [Enterobacteria phage S13] 94% gi|138132|sp|P03631.1|REPA_BPPHS
RecName: Full=Replication-associated protein A; AltName: Full=RepA [Enterobacteria phage

phiX174 isolate Sanger]
94% GO:0006260 _ _ _ _ _ _ None _

orf3703 53 _ _ _ _ _ _ _ _ _ _ _ _ _ None _

orf3704 136 gi|499570800|ref|WP_011251583.1| conjugal transfer protein TrbA [Gluconobacter oxydans] 93% _ _ _ GO:0009291 _ _ _ _ _ _ None _

orf3705 40 gi|446437639|ref|WP_000515494.1| host specificity protein J [Escherichia coli] 100% gi|138412|sp|P03749.1|TIPJ_LAMBD
RecName: Full=Tip attachment protein J; AltName: Full=Central tail fiber; AltName: Full=Host

specificity protein J [Enterobacteria phage lambda]
100% _ _ _ _ _ _ _ None _



Table S5-KEEG pathway annotation

#Query Ko id(Gene id) Ko name(Gene name) hyperlink Paths

orf0003 K01156 res http://www.genome.jp/dbget-bin/www_bget?ko:K01156

orf0004 K07316 mod http://www.genome.jp/dbget-bin/www_bget?ko:K07316

orf0013 K01951 guaA, GMPS http://www.genome.jp/dbget-bin/www_bget?ko:K01951 path:ko00230;path:ko00983;path:ko01100

orf0019 K00384 E1.8.1.9, trxB http://www.genome.jp/dbget-bin/www_bget?ko:K00384 path:ko00240;path:ko00450

orf0021 K05788 ihfB, himD http://www.genome.jp/dbget-bin/www_bget?ko:K05788

orf0022 K04773 sppA http://www.genome.jp/dbget-bin/www_bget?ko:K04773

orf0026 K07090 K07090 http://www.genome.jp/dbget-bin/www_bget?ko:K07090

orf0027 K02334 dpo http://www.genome.jp/dbget-bin/www_bget?ko:K02334

orf0030 K01487 E3.5.4.3, guaD http://www.genome.jp/dbget-bin/www_bget?ko:K01487 path:ko00230;path:ko01100

orf0033 K02888 RP-L21, MRPL21, rplU http://www.genome.jp/dbget-bin/www_bget?ko:K02888 path:ko03010

orf0034 K02899 RP-L27, MRPL27, rpmA http://www.genome.jp/dbget-bin/www_bget?ko:K02899 path:ko03010

orf0036 K03979 obg http://www.genome.jp/dbget-bin/www_bget?ko:K03979

orf0037 K00931 proB http://www.genome.jp/dbget-bin/www_bget?ko:K00931 path:ko00330;path:ko01100;path:ko01230

orf0040 K00036 G6PD, zwf http://www.genome.jp/dbget-bin/www_bget?ko:K00036 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf0042 K03925 mraZ http://www.genome.jp/dbget-bin/www_bget?ko:K03925

orf0043 K03438 mraW, rsmH http://www.genome.jp/dbget-bin/www_bget?ko:K03438

orf0045 K03587 ftsI http://www.genome.jp/dbget-bin/www_bget?ko:K03587 path:ko00312;path:ko00550

orf0046 K01928 murE http://www.genome.jp/dbget-bin/www_bget?ko:K01928 path:ko00300;path:ko00550

orf0047 K01929 murF http://www.genome.jp/dbget-bin/www_bget?ko:K01929 path:ko00300;path:ko00550;path:ko01100

orf0048 K01000 mraY http://www.genome.jp/dbget-bin/www_bget?ko:K01000 path:ko00550;path:ko01100

orf0049 K01925 murD http://www.genome.jp/dbget-bin/www_bget?ko:K01925 path:ko00471;path:ko00550;path:ko01100

orf0050 K03588 ftsW, spoVE http://www.genome.jp/dbget-bin/www_bget?ko:K03588 path:ko04112

orf0051 K02563 murG http://www.genome.jp/dbget-bin/www_bget?ko:K02563 path:ko00550;path:ko01100;path:ko04112

orf0052 K01924 murC http://www.genome.jp/dbget-bin/www_bget?ko:K01924 path:ko00471;path:ko00550;path:ko01100

orf0053 K00075 murB http://www.genome.jp/dbget-bin/www_bget?ko:K00075 path:ko00520;path:ko00550;path:ko01100

orf0054 K01921 ddl http://www.genome.jp/dbget-bin/www_bget?ko:K01921 path:ko00473;path:ko00550;path:ko01100

orf0055 K03589 ftsQ http://www.genome.jp/dbget-bin/www_bget?ko:K03589 path:ko04112

orf0056 K03590 ftsA http://www.genome.jp/dbget-bin/www_bget?ko:K03590 path:ko04112

orf0057 K03531 ftsZ http://www.genome.jp/dbget-bin/www_bget?ko:K03531 path:ko04112

orf0058 K02535 lpxC http://www.genome.jp/dbget-bin/www_bget?ko:K02535 path:ko00540;path:ko01100

orf0059 K05807 bamD http://www.genome.jp/dbget-bin/www_bget?ko:K05807

orf0060 K03631 recN http://www.genome.jp/dbget-bin/www_bget?ko:K03631

orf0061 K01972 E6.5.1.2, ligA, ligB http://www.genome.jp/dbget-bin/www_bget?ko:K01972 path:ko03030;path:ko03410;path:ko03420;path:ko03430

orf0062 K02058 ABC.SS.S http://www.genome.jp/dbget-bin/www_bget?ko:K02058

orf0063 K02056 ABC.SS.A http://www.genome.jp/dbget-bin/www_bget?ko:K02056

orf0064 K02057 ABC.SS.P http://www.genome.jp/dbget-bin/www_bget?ko:K02057

orf0065 K02057 ABC.SS.P http://www.genome.jp/dbget-bin/www_bget?ko:K02057

orf0068 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf0069 K02051 ABC.SN.S http://www.genome.jp/dbget-bin/www_bget?ko:K02051

orf0103 K06878 K06878 http://www.genome.jp/dbget-bin/www_bget?ko:K06878

orf0104 K00769 gpt http://www.genome.jp/dbget-bin/www_bget?ko:K00769 path:ko00230;path:ko01100;path:ko01110

orf0108 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf0110 K03832 tonB http://www.genome.jp/dbget-bin/www_bget?ko:K03832

orf0112 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf0125 K07334 higA http://www.genome.jp/dbget-bin/www_bget?ko:K07334

orf0130 K09803 K09803 http://www.genome.jp/dbget-bin/www_bget?ko:K09803

orf0140 K00694 bcsA http://www.genome.jp/dbget-bin/www_bget?ko:K00694 path:ko00500;path:ko01100

orf0143 K11927 rhlE http://www.genome.jp/dbget-bin/www_bget?ko:K11927 path:ko03018

orf0144 K11927 rhlE http://www.genome.jp/dbget-bin/www_bget?ko:K11927 path:ko03018

orf0147 K00641 metX http://www.genome.jp/dbget-bin/www_bget?ko:K00641 path:ko00270;path:ko01100

orf0148 K02337 DPO3A1, dnaE http://www.genome.jp/dbget-bin/www_bget?ko:K02337 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf0149 K09810 ABC.LPT.A, lolD http://www.genome.jp/dbget-bin/www_bget?ko:K09810 path:ko02010

orf0150 K09808 ABC.LPT.P, lolC, lolE http://www.genome.jp/dbget-bin/www_bget?ko:K09808 path:ko02010



orf0151 K01881 PARS, proS http://www.genome.jp/dbget-bin/www_bget?ko:K01881 path:ko00970

orf0152 K12574 rnj http://www.genome.jp/dbget-bin/www_bget?ko:K12574 path:ko03018

orf0153 K03524 birA http://www.genome.jp/dbget-bin/www_bget?ko:K03524 path:ko00780;path:ko01100

orf0154 K00343 nuoN http://www.genome.jp/dbget-bin/www_bget?ko:K00343 path:ko00190;path:ko01100

orf0155 K00341 nuoL http://www.genome.jp/dbget-bin/www_bget?ko:K00341 path:ko00190;path:ko01100

orf0156 K00340 nuoK http://www.genome.jp/dbget-bin/www_bget?ko:K00340 path:ko00190;path:ko01100

orf0157 K00339 nuoJ http://www.genome.jp/dbget-bin/www_bget?ko:K00339 path:ko00190;path:ko01100

orf0158 K00338 nuoI http://www.genome.jp/dbget-bin/www_bget?ko:K00338 path:ko00190;path:ko01100

orf0159 K00337 nuoH http://www.genome.jp/dbget-bin/www_bget?ko:K00337 path:ko00190;path:ko01100

orf0160 K00336 nuoG http://www.genome.jp/dbget-bin/www_bget?ko:K00336 path:ko00190;path:ko01100

orf0161 K00335 nuoF http://www.genome.jp/dbget-bin/www_bget?ko:K00335 path:ko00190;path:ko01100

orf0162 K00334 nuoE http://www.genome.jp/dbget-bin/www_bget?ko:K00334 path:ko00190;path:ko01100

orf0163 K00333 nuoD http://www.genome.jp/dbget-bin/www_bget?ko:K00333 path:ko00190;path:ko01100

orf0164 K00332 nuoC http://www.genome.jp/dbget-bin/www_bget?ko:K00332 path:ko00190;path:ko01100

orf0165 K00331 nuoB http://www.genome.jp/dbget-bin/www_bget?ko:K00331 path:ko00190;path:ko01100

orf0166 K00330 nuoA http://www.genome.jp/dbget-bin/www_bget?ko:K00330 path:ko00190;path:ko01100

orf0167 K03530 hupB http://www.genome.jp/dbget-bin/www_bget?ko:K03530

orf0168 K01338 lon http://www.genome.jp/dbget-bin/www_bget?ko:K01338 path:ko04112

orf0170 K03544 clpX, CLPX http://www.genome.jp/dbget-bin/www_bget?ko:K03544 path:ko04112

orf0171 K01358 clpP, CLPP http://www.genome.jp/dbget-bin/www_bget?ko:K01358 path:ko04112

orf0172 K03545 tig http://www.genome.jp/dbget-bin/www_bget?ko:K03545

orf0176 K03215 rumA http://www.genome.jp/dbget-bin/www_bget?ko:K03215

orf0177 K13628 iscA, ISCA1 http://www.genome.jp/dbget-bin/www_bget?ko:K13628

orf0179 K04488 iscU, nifU http://www.genome.jp/dbget-bin/www_bget?ko:K04488

orf0180 K11717 sufS http://www.genome.jp/dbget-bin/www_bget?ko:K11717 path:ko00450;path:ko01100

orf0181 K09015 sufD http://www.genome.jp/dbget-bin/www_bget?ko:K09015

orf0182 K09013 sufC http://www.genome.jp/dbget-bin/www_bget?ko:K09013

orf0183 K09014 sufB http://www.genome.jp/dbget-bin/www_bget?ko:K09014

orf0186 K01595 ppc http://www.genome.jp/dbget-bin/www_bget?ko:K01595 path:ko00620;path:ko00680;path:ko00710;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf0188 K02355 fusA, GFM, EFG http://www.genome.jp/dbget-bin/www_bget?ko:K02355

orf0189 K02902 RP-L28, MRPL28, rpmB http://www.genome.jp/dbget-bin/www_bget?ko:K02902 path:ko03010

orf0191 K06147 ABCB-BAC http://www.genome.jp/dbget-bin/www_bget?ko:K06147

orf0193 K01354 ptrB http://www.genome.jp/dbget-bin/www_bget?ko:K01354 path:ko05142;path:ko05143

orf0196 K04764 ihfA, himA http://www.genome.jp/dbget-bin/www_bget?ko:K04764

orf0197 K00648 fabH http://www.genome.jp/dbget-bin/www_bget?ko:K00648 path:ko00061;path:ko01100;path:ko01212

orf0199 K03621 plsX http://www.genome.jp/dbget-bin/www_bget?ko:K03621 path:ko00561;path:ko00564;path:ko01100

orf0200 K02911 RP-L32, MRPL32, rpmF http://www.genome.jp/dbget-bin/www_bget?ko:K02911 path:ko03010

orf0203 K07638 envZ http://www.genome.jp/dbget-bin/www_bget?ko:K07638 path:ko02020

orf0204 K02970 RP-S21, MRPS21, rpsU http://www.genome.jp/dbget-bin/www_bget?ko:K02970 path:ko03010

orf0205 K01462 PDF, def http://www.genome.jp/dbget-bin/www_bget?ko:K01462

orf0208 K07659 ompR http://www.genome.jp/dbget-bin/www_bget?ko:K07659 path:ko02020

orf0209 K00052 leuB http://www.genome.jp/dbget-bin/www_bget?ko:K00052 path:ko00290;path:ko00660;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0210 K01704 leuD http://www.genome.jp/dbget-bin/www_bget?ko:K01704 path:ko00290;path:ko00660;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0211 K01703 leuC http://www.genome.jp/dbget-bin/www_bget?ko:K01703 path:ko00290;path:ko00660;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0213 K02884 RP-L19, MRPL19, rplS http://www.genome.jp/dbget-bin/www_bget?ko:K02884 path:ko03010

orf0214 K00554 trmD http://www.genome.jp/dbget-bin/www_bget?ko:K00554

orf0215 K02860 rimM http://www.genome.jp/dbget-bin/www_bget?ko:K02860

orf0216 K02959 RP-S16, MRPS16, rpsP http://www.genome.jp/dbget-bin/www_bget?ko:K02959 path:ko03010

orf0217 K03106 SRP54, ffh http://www.genome.jp/dbget-bin/www_bget?ko:K03106 path:ko03060;path:ko03070

orf0218 K06006 cpxP http://www.genome.jp/dbget-bin/www_bget?ko:K06006

orf0219 K02036 pstB http://www.genome.jp/dbget-bin/www_bget?ko:K02036 path:ko02010

orf0220 K02038 pstA http://www.genome.jp/dbget-bin/www_bget?ko:K02038 path:ko02010

orf0221 K02037 pstC http://www.genome.jp/dbget-bin/www_bget?ko:K02037 path:ko02010

orf0222 K01239 iunH http://www.genome.jp/dbget-bin/www_bget?ko:K01239 path:ko00230;path:ko00760;path:ko01100

orf0223 K15599 thiX http://www.genome.jp/dbget-bin/www_bget?ko:K15599 path:ko02010

orf0224 K15600 thiZ http://www.genome.jp/dbget-bin/www_bget?ko:K15600 path:ko02010



orf0225 K03469 E3.1.26.4A, RNASEH1, rnhA http://www.genome.jp/dbget-bin/www_bget?ko:K03469 path:ko03030

orf0226 K02204 thrB2 http://www.genome.jp/dbget-bin/www_bget?ko:K02204 path:ko00260;path:ko01100;path:ko01120;path:ko01230

orf0227 K03527 E1.17.1.2, lytB, ispH http://www.genome.jp/dbget-bin/www_bget?ko:K03527 path:ko00900;path:ko01100;path:ko01110

orf0231 K01417 E3.4.24.- http://www.genome.jp/dbget-bin/www_bget?ko:K01417

orf0233 K06968 rlmM http://www.genome.jp/dbget-bin/www_bget?ko:K06968

orf0236 K08995 K08995 http://www.genome.jp/dbget-bin/www_bget?ko:K08995

orf0238 K00851 E2.7.1.12, gntK, idnK http://www.genome.jp/dbget-bin/www_bget?ko:K00851 path:ko00030;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf0241 K00812 aspB http://www.genome.jp/dbget-bin/www_bget?ko:K00812
path:ko00250;path:ko00270;path:ko00330;path:ko00350;path:ko00360;path:ko00400;path:ko00401;path:ko00950

;path:ko00960;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0242 K00812 aspB http://www.genome.jp/dbget-bin/www_bget?ko:K00812
path:ko00250;path:ko00270;path:ko00330;path:ko00350;path:ko00360;path:ko00400;path:ko00401;path:ko00950

;path:ko00960;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0243 K01894 gluQ http://www.genome.jp/dbget-bin/www_bget?ko:K01894

orf0247 K07213 ATOX1, ATX1, copZ http://www.genome.jp/dbget-bin/www_bget?ko:K07213 path:ko04978

orf0248 K02426 sufE http://www.genome.jp/dbget-bin/www_bget?ko:K02426

orf0249 K03667 hslU http://www.genome.jp/dbget-bin/www_bget?ko:K03667

orf0250 K01419 hslV, clpQ http://www.genome.jp/dbget-bin/www_bget?ko:K01419

orf0252 K02482 K02482 http://www.genome.jp/dbget-bin/www_bget?ko:K02482

orf0253 K03412 cheB http://www.genome.jp/dbget-bin/www_bget?ko:K03412 path:ko02020;path:ko02030

orf0254 K03407 cheA http://www.genome.jp/dbget-bin/www_bget?ko:K03407 path:ko02020;path:ko02030

orf0256 K03408 cheW http://www.genome.jp/dbget-bin/www_bget?ko:K03408 path:ko02020;path:ko02030

orf0257 K00575 cheR http://www.genome.jp/dbget-bin/www_bget?ko:K00575 path:ko02020;path:ko02030

orf0258 K03408 cheW http://www.genome.jp/dbget-bin/www_bget?ko:K03408 path:ko02020;path:ko02030

orf0260 K09812 ftsE http://www.genome.jp/dbget-bin/www_bget?ko:K09812 path:ko02010

orf0261 K09811 ftsX http://www.genome.jp/dbget-bin/www_bget?ko:K09811 path:ko02010

orf0263 K00655 plsC http://www.genome.jp/dbget-bin/www_bget?ko:K00655 path:ko00561;path:ko00564;path:ko01100

orf0264 K10974 codB http://www.genome.jp/dbget-bin/www_bget?ko:K10974

orf0265 K09703 K09703 http://www.genome.jp/dbget-bin/www_bget?ko:K09703

orf0274 K01069 E3.1.2.6, gloB http://www.genome.jp/dbget-bin/www_bget?ko:K01069 path:ko00620

orf0275 K00599 E2.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00599 path:ko01120

orf0276 K01613 psd, PISD http://www.genome.jp/dbget-bin/www_bget?ko:K01613 path:ko00564;path:ko01100

orf0277 K17103 CHO1, pssA http://www.genome.jp/dbget-bin/www_bget?ko:K17103 path:ko00260;path:ko00564;path:ko01100

orf0284 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf0285 K02339 DPO3C, holC http://www.genome.jp/dbget-bin/www_bget?ko:K02339 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf0286 K01255 CARP, pepA http://www.genome.jp/dbget-bin/www_bget?ko:K01255 path:ko00480;path:ko01100

orf0288 K01082 E3.1.3.7, cysQ, MET22, BPNT1 http://www.genome.jp/dbget-bin/www_bget?ko:K01082 path:ko00920;path:ko01100;path:ko01120

orf0289 K07566 tsaC, rimN, SUA5 http://www.genome.jp/dbget-bin/www_bget?ko:K07566

orf0292 K07091 lptF http://www.genome.jp/dbget-bin/www_bget?ko:K07091 path:ko02010

orf0293 K11720 lptG http://www.genome.jp/dbget-bin/www_bget?ko:K11720 path:ko02010

orf0294 K04744 lptD, imp, ostA http://www.genome.jp/dbget-bin/www_bget?ko:K04744

orf0295 K03771 surA http://www.genome.jp/dbget-bin/www_bget?ko:K03771

orf0296 K02528 ksgA http://www.genome.jp/dbget-bin/www_bget?ko:K02528

orf0297 K00574 E2.1.1.79, cfa http://www.genome.jp/dbget-bin/www_bget?ko:K00574

orf0298 K02939 RP-L9, MRPL9, rplI http://www.genome.jp/dbget-bin/www_bget?ko:K02939 path:ko03010

orf0299 K02963 RP-S18, MRPS18, rpsR http://www.genome.jp/dbget-bin/www_bget?ko:K02963 path:ko03010

orf0300 K02990 RP-S6, MRPS6, rpsF http://www.genome.jp/dbget-bin/www_bget?ko:K02990 path:ko03010

orf0302 K00680 E2.3.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00680 path:ko00350;path:ko00362;path:ko00627;path:ko00642;path:ko00903;path:ko01120

orf0303 K03086 SIG1, rpoD http://www.genome.jp/dbget-bin/www_bget?ko:K03086

orf0304 K02316 dnaG http://www.genome.jp/dbget-bin/www_bget?ko:K02316 path:ko03030

orf0305 K09117 K09117 http://www.genome.jp/dbget-bin/www_bget?ko:K09117

orf0306 K01956 carA, CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K01956 path:ko00240;path:ko00250;path:ko01100

orf0307 K01955 carB, CPA2 http://www.genome.jp/dbget-bin/www_bget?ko:K01955 path:ko00240;path:ko00250;path:ko01100

orf0308 K03624 greA http://www.genome.jp/dbget-bin/www_bget?ko:K03624

orf0309 K01754 E4.3.1.19, ilvA, tdcB http://www.genome.jp/dbget-bin/www_bget?ko:K01754 path:ko00260;path:ko00290;path:ko01100;path:ko01110;path:ko01200;path:ko01230

orf0310 K00761 upp, UPRT http://www.genome.jp/dbget-bin/www_bget?ko:K00761 path:ko00240;path:ko01100

orf0311 K07305 msrB http://www.genome.jp/dbget-bin/www_bget?ko:K07305

orf0312 K15633 gpmI http://www.genome.jp/dbget-bin/www_bget?ko:K15633 path:ko00010;path:ko00260;path:ko00680;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230



orf0314 K03797 E3.4.21.102, prc, ctpA http://www.genome.jp/dbget-bin/www_bget?ko:K03797

orf0315 K08311 nudH http://www.genome.jp/dbget-bin/www_bget?ko:K08311 path:ko03018

orf0316 K03574 mutT, NUDT15, MTH2 http://www.genome.jp/dbget-bin/www_bget?ko:K03574

orf0317 K03446 emrB http://www.genome.jp/dbget-bin/www_bget?ko:K03446

orf0318 K03543 emrA http://www.genome.jp/dbget-bin/www_bget?ko:K03543

orf0319 K11085 msbA http://www.genome.jp/dbget-bin/www_bget?ko:K11085 path:ko02010

orf0320 K00970 pcnB http://www.genome.jp/dbget-bin/www_bget?ko:K00970 path:ko03018

orf0321 K09986 K09986 http://www.genome.jp/dbget-bin/www_bget?ko:K09986

orf0322 K03924 moxR http://www.genome.jp/dbget-bin/www_bget?ko:K03924

orf0327 K07318 K07318 http://www.genome.jp/dbget-bin/www_bget?ko:K07318

orf0328 K13581 ccrM http://www.genome.jp/dbget-bin/www_bget?ko:K13581 path:ko04112

orf0329 K03470 rnhB http://www.genome.jp/dbget-bin/www_bget?ko:K03470 path:ko03030

orf0332 K07799 mdtA http://www.genome.jp/dbget-bin/www_bget?ko:K07799 path:ko02020

orf0334 K07788 mdtB http://www.genome.jp/dbget-bin/www_bget?ko:K07788 path:ko02020

orf0335 K07789 mdtC http://www.genome.jp/dbget-bin/www_bget?ko:K07789 path:ko02020

orf0339 K02049 ABC.SN.A http://www.genome.jp/dbget-bin/www_bget?ko:K02049

orf0340 K02050 ABC.SN.P http://www.genome.jp/dbget-bin/www_bget?ko:K02050

orf0341 K02051 ABC.SN.S http://www.genome.jp/dbget-bin/www_bget?ko:K02051

orf0343 K02879 RP-L17, MRPL17, rplQ http://www.genome.jp/dbget-bin/www_bget?ko:K02879 path:ko03010

orf0344 K03040 rpoA http://www.genome.jp/dbget-bin/www_bget?ko:K03040 path:ko00230;path:ko00240;path:ko01100;path:ko03020

orf0345 K02948 RP-S11, MRPS11, rpsK http://www.genome.jp/dbget-bin/www_bget?ko:K02948 path:ko03010

orf0346 K02952 RP-S13, rpsM http://www.genome.jp/dbget-bin/www_bget?ko:K02952 path:ko03010

orf0347 K00939 E2.7.4.3, adk http://www.genome.jp/dbget-bin/www_bget?ko:K00939 path:ko00230;path:ko01100;path:ko01110

orf0348 K03076 secY http://www.genome.jp/dbget-bin/www_bget?ko:K03076 path:ko03060;path:ko03070

orf0349 K02876 RP-L15, MRPL15, rplO http://www.genome.jp/dbget-bin/www_bget?ko:K02876 path:ko03010

orf0350 K02907 RP-L30, MRPL30, rpmD http://www.genome.jp/dbget-bin/www_bget?ko:K02907 path:ko03010

orf0351 K02988 RP-S5, MRPS5, rpsE http://www.genome.jp/dbget-bin/www_bget?ko:K02988 path:ko03010

orf0352 K02881 RP-L18, MRPL18, rplR http://www.genome.jp/dbget-bin/www_bget?ko:K02881 path:ko03010

orf0353 K02933 RP-L6, MRPL6, rplF http://www.genome.jp/dbget-bin/www_bget?ko:K02933 path:ko03010

orf0354 K02994 RP-S8, rpsH http://www.genome.jp/dbget-bin/www_bget?ko:K02994 path:ko03010

orf0355 K02954 RP-S14, MRPS14, rpsN http://www.genome.jp/dbget-bin/www_bget?ko:K02954 path:ko03010

orf0356 K02931 RP-L5, MRPL5, rplE http://www.genome.jp/dbget-bin/www_bget?ko:K02931 path:ko03010

orf0357 K02895 RP-L24, MRPL24, rplX http://www.genome.jp/dbget-bin/www_bget?ko:K02895 path:ko03010

orf0358 K02874 RP-L14, MRPL14, rplN http://www.genome.jp/dbget-bin/www_bget?ko:K02874 path:ko03010

orf0359 K02904 RP-L29, rpmC http://www.genome.jp/dbget-bin/www_bget?ko:K02904 path:ko03010

orf0360 K02878 RP-L16, MRPL16, rplP http://www.genome.jp/dbget-bin/www_bget?ko:K02878 path:ko03010

orf0361 K02982 RP-S3, rpsC http://www.genome.jp/dbget-bin/www_bget?ko:K02982 path:ko03010

orf0362 K02890 RP-L22, MRPL22, rplV http://www.genome.jp/dbget-bin/www_bget?ko:K02890 path:ko03010

orf0363 K02965 RP-S19, rpsS http://www.genome.jp/dbget-bin/www_bget?ko:K02965 path:ko03010

orf0364 K02886 RP-L2, MRPL2, rplB http://www.genome.jp/dbget-bin/www_bget?ko:K02886 path:ko03010

orf0365 K02892 RP-L23, MRPL23, rplW http://www.genome.jp/dbget-bin/www_bget?ko:K02892 path:ko03010

orf0366 K02926 RP-L4, MRPL4, rplD http://www.genome.jp/dbget-bin/www_bget?ko:K02926 path:ko03010

orf0367 K02906 RP-L3, MRPL3, rplC http://www.genome.jp/dbget-bin/www_bget?ko:K02906 path:ko03010

orf0368 K02946 RP-S10, MRPS10, rpsJ http://www.genome.jp/dbget-bin/www_bget?ko:K02946 path:ko03010

orf0369 K02358 tuf, TUFM http://www.genome.jp/dbget-bin/www_bget?ko:K02358 path:ko04626

orf0370 K02992 RP-S7, MRPS7, rpsG http://www.genome.jp/dbget-bin/www_bget?ko:K02992 path:ko03010

orf0371 K03046 rpoC http://www.genome.jp/dbget-bin/www_bget?ko:K03046 path:ko00230;path:ko00240;path:ko01100;path:ko03020

orf0372 K03043 rpoB http://www.genome.jp/dbget-bin/www_bget?ko:K03043 path:ko00230;path:ko00240;path:ko01100;path:ko03020

orf0373 K02935 RP-L7, MRPL12, rplL http://www.genome.jp/dbget-bin/www_bget?ko:K02935 path:ko03010

orf0374 K02864 RP-L10, MRPL10, rplJ http://www.genome.jp/dbget-bin/www_bget?ko:K02864 path:ko03010

orf0375 K02863 RP-L1, MRPL1, rplA http://www.genome.jp/dbget-bin/www_bget?ko:K02863 path:ko03010

orf0376 K02867 RP-L11, MRPL11, rplK http://www.genome.jp/dbget-bin/www_bget?ko:K02867 path:ko03010

orf0380 K00936 E2.7.3.- http://www.genome.jp/dbget-bin/www_bget?ko:K00936

orf0381 K02483 K02483 http://www.genome.jp/dbget-bin/www_bget?ko:K02483

orf0382 K09760 rmuC http://www.genome.jp/dbget-bin/www_bget?ko:K09760

orf0383 K11103 dctA http://www.genome.jp/dbget-bin/www_bget?ko:K11103 path:ko02020



orf0384 K03761 kgtP http://www.genome.jp/dbget-bin/www_bget?ko:K03761

orf0386 K00982 glnE http://www.genome.jp/dbget-bin/www_bget?ko:K00982

orf0387 K03564 BCP, PRXQ, DOT5 http://www.genome.jp/dbget-bin/www_bget?ko:K03564

orf0391 K00684 aat http://www.genome.jp/dbget-bin/www_bget?ko:K00684

orf0396 K09780 K09780 http://www.genome.jp/dbget-bin/www_bget?ko:K09780

orf0397 K02195 ccmC http://www.genome.jp/dbget-bin/www_bget?ko:K02195 path:ko02010

orf0398 K02196 ccmD http://www.genome.jp/dbget-bin/www_bget?ko:K02196 path:ko02010

orf0399 K02197 ccmE http://www.genome.jp/dbget-bin/www_bget?ko:K02197

orf0400 K02198 ccmF http://www.genome.jp/dbget-bin/www_bget?ko:K02198

orf0401 K02199 ccmG, dsbE http://www.genome.jp/dbget-bin/www_bget?ko:K02199

orf0402 K02200 ccmH http://www.genome.jp/dbget-bin/www_bget?ko:K02200

orf0403 K02200 ccmH http://www.genome.jp/dbget-bin/www_bget?ko:K02200

orf0408 K07263 pqqL http://www.genome.jp/dbget-bin/www_bget?ko:K07263

orf0409 K02945 RP-S1, rpsA http://www.genome.jp/dbget-bin/www_bget?ko:K02945 path:ko03010

orf0410 K00945 cmk http://www.genome.jp/dbget-bin/www_bget?ko:K00945 path:ko00240;path:ko01100

orf0411 K00800 aroA http://www.genome.jp/dbget-bin/www_bget?ko:K00800 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf0413 K01633 folB http://www.genome.jp/dbget-bin/www_bget?ko:K01633 path:ko00790;path:ko01100

orf0415 K06187 recR http://www.genome.jp/dbget-bin/www_bget?ko:K06187 path:ko03440

orf0416 K09747 K09747 http://www.genome.jp/dbget-bin/www_bget?ko:K09747

orf0417 K02343 DPO3G, dnaX http://www.genome.jp/dbget-bin/www_bget?ko:K02343 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf0418 K00681 ggt http://www.genome.jp/dbget-bin/www_bget?ko:K00681 path:ko00430;path:ko00460;path:ko00480;path:ko00590;path:ko01100

orf0419 K01265 E3.4.11.18, map http://www.genome.jp/dbget-bin/www_bget?ko:K01265

orf0421 K01286 E3.4.16.4 http://www.genome.jp/dbget-bin/www_bget?ko:K01286

orf0422 K06891 clpS http://www.genome.jp/dbget-bin/www_bget?ko:K06891

orf0423 K03694 clpA http://www.genome.jp/dbget-bin/www_bget?ko:K03694

orf0424 K09771 TC.SMR3 http://www.genome.jp/dbget-bin/www_bget?ko:K09771

orf0427 K16066 ydfG http://www.genome.jp/dbget-bin/www_bget?ko:K16066 path:ko00240;path:ko01100

orf0428 K07735 algH http://www.genome.jp/dbget-bin/www_bget?ko:K07735

orf0430 K00254 DHODH, pyrD http://www.genome.jp/dbget-bin/www_bget?ko:K00254 path:ko00240;path:ko01100

orf0433 K06151 E1.1.99.3A http://www.genome.jp/dbget-bin/www_bget?ko:K06151 path:ko00030;path:ko01100;path:ko01120

orf0434 K06152 E1.1.99.3G http://www.genome.jp/dbget-bin/www_bget?ko:K06152 path:ko00030;path:ko01100;path:ko01120

orf0437 K02227 cbiB, cobD http://www.genome.jp/dbget-bin/www_bget?ko:K02227 path:ko00860;path:ko01100

orf0438 K02232 E6.3.5.10, cobQ, cbiP http://www.genome.jp/dbget-bin/www_bget?ko:K02232 path:ko00860;path:ko01100

orf0439 K00798 E2.5.1.17, cobO, btuR http://www.genome.jp/dbget-bin/www_bget?ko:K00798 path:ko00860;path:ko01100

orf0440 K00768 E2.4.2.21, cobU, cobT http://www.genome.jp/dbget-bin/www_bget?ko:K00768 path:ko00860;path:ko01100

orf0441 K02231 cobP, cobU http://www.genome.jp/dbget-bin/www_bget?ko:K02231 path:ko00860;path:ko01100

orf0442 K02233 E2.7.8.26, cobS, cobV http://www.genome.jp/dbget-bin/www_bget?ko:K02233 path:ko00860;path:ko01100

orf0446 K11738 ansP http://www.genome.jp/dbget-bin/www_bget?ko:K11738

orf0449 K01424 E3.5.1.1, ansA, ansB http://www.genome.jp/dbget-bin/www_bget?ko:K01424 path:ko00250;path:ko00460;path:ko01100;path:ko01110

orf0451 K08156 araJ http://www.genome.jp/dbget-bin/www_bget?ko:K08156

orf0455 K04103 E4.1.1.74, ipdC http://www.genome.jp/dbget-bin/www_bget?ko:K04103 path:ko00380;path:ko01100

orf0459 K09773 K09773 http://www.genome.jp/dbget-bin/www_bget?ko:K09773

orf0460 K01006 ppdK http://www.genome.jp/dbget-bin/www_bget?ko:K01006 path:ko00620;path:ko00710;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf0462 K03307 TC.SSS http://www.genome.jp/dbget-bin/www_bget?ko:K03307

orf0464 K01750 E4.3.1.12, ocd http://www.genome.jp/dbget-bin/www_bget?ko:K01750 path:ko00330;path:ko01110;path:ko01230

orf0465 K17064 ddh http://www.genome.jp/dbget-bin/www_bget?ko:K17064

orf0466 K08156 araJ http://www.genome.jp/dbget-bin/www_bget?ko:K08156

orf0470 K13771 nsrR http://www.genome.jp/dbget-bin/www_bget?ko:K13771 path:ko05132

orf0471 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf0475 K08261 E1.1.99.21 http://www.genome.jp/dbget-bin/www_bget?ko:K08261 path:ko00051

orf0477 K01126 E3.1.4.46, glpQ, ugpQ http://www.genome.jp/dbget-bin/www_bget?ko:K01126 path:ko00564

orf0478 K07243 FTR, efeU http://www.genome.jp/dbget-bin/www_bget?ko:K07243

orf0480 K05916 hmp, YHB1 http://www.genome.jp/dbget-bin/www_bget?ko:K05916 path:ko05132

orf0482 K00799 GST, gst http://www.genome.jp/dbget-bin/www_bget?ko:K00799 path:ko00480;path:ko00980;path:ko00982;path:ko05204

orf0484 K17686 copA, ATP7 http://www.genome.jp/dbget-bin/www_bget?ko:K17686

orf0488 K07233 pcoB, copB http://www.genome.jp/dbget-bin/www_bget?ko:K07233



orf0495 K00694 bcsA http://www.genome.jp/dbget-bin/www_bget?ko:K00694 path:ko00500;path:ko01100

orf0500 K15727 czcB http://www.genome.jp/dbget-bin/www_bget?ko:K15727

orf0501 K15726 czcA http://www.genome.jp/dbget-bin/www_bget?ko:K15726

orf0503 K02484 K02484 http://www.genome.jp/dbget-bin/www_bget?ko:K02484

orf0505 K11177 yagR http://www.genome.jp/dbget-bin/www_bget?ko:K11177 path:ko00230;path:ko01100;path:ko01120

orf0507 K11178 yagS http://www.genome.jp/dbget-bin/www_bget?ko:K11178 path:ko00230;path:ko01100;path:ko01120

orf0508 K13483 yagT http://www.genome.jp/dbget-bin/www_bget?ko:K13483 path:ko00230;path:ko01100;path:ko01120

orf0514 K00156 poxB http://www.genome.jp/dbget-bin/www_bget?ko:K00156 path:ko00620

orf0517 K00184 K00184 http://www.genome.jp/dbget-bin/www_bget?ko:K00184

orf0518 K00185 K00185 http://www.genome.jp/dbget-bin/www_bget?ko:K00185

orf0523 K07152 SCO1_2 http://www.genome.jp/dbget-bin/www_bget?ko:K07152

orf0524 K07152 SCO1_2 http://www.genome.jp/dbget-bin/www_bget?ko:K07152

orf0525 K02275 coxB http://www.genome.jp/dbget-bin/www_bget?ko:K02275 path:ko00190;path:ko01100

orf0526 K02274 coxA http://www.genome.jp/dbget-bin/www_bget?ko:K02274 path:ko00190;path:ko01100

orf0527 K02276 coxC http://www.genome.jp/dbget-bin/www_bget?ko:K02276 path:ko00190;path:ko01100

orf0529 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf0530 K03299 TC.GNTP http://www.genome.jp/dbget-bin/www_bget?ko:K03299

orf0532 K00046 idnO http://www.genome.jp/dbget-bin/www_bget?ko:K00046

orf0533 K00098 idnD http://www.genome.jp/dbget-bin/www_bget?ko:K00098

orf0534 K00851 E2.7.1.12, gntK, idnK http://www.genome.jp/dbget-bin/www_bget?ko:K00851 path:ko00030;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf0536 K07567 tdcF http://www.genome.jp/dbget-bin/www_bget?ko:K07567

orf0538 K00274 MAO, aofH http://www.genome.jp/dbget-bin/www_bget?ko:K00274
path:ko00260;path:ko00330;path:ko00340;path:ko00350;path:ko00360;path:ko00380;path:ko00950;path:ko00982

;path:ko01100;path:ko01110;path:ko04726;path:ko04728;path:ko05030;path:ko05031;path:ko05034

orf0540 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf0543 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf0544 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf0548 K06016 E3.5.1.87 http://www.genome.jp/dbget-bin/www_bget?ko:K06016

orf0549 K05595 marC http://www.genome.jp/dbget-bin/www_bget?ko:K05595

orf0552 K11927 rhlE http://www.genome.jp/dbget-bin/www_bget?ko:K11927 path:ko03018

orf0555 K09958 K09958 http://www.genome.jp/dbget-bin/www_bget?ko:K09958

orf0558 K01239 iunH http://www.genome.jp/dbget-bin/www_bget?ko:K01239 path:ko00230;path:ko00760;path:ko01100

orf0559 K03317 TC.CNT http://www.genome.jp/dbget-bin/www_bget?ko:K03317

orf0560 K00428 E1.11.1.5 http://www.genome.jp/dbget-bin/www_bget?ko:K00428

orf0561 K01078 E3.1.3.2 http://www.genome.jp/dbget-bin/www_bget?ko:K01078 path:ko00627;path:ko00740;path:ko01120;path:ko05152

orf0562 K01212 sacC http://www.genome.jp/dbget-bin/www_bget?ko:K01212 path:ko00500

orf0575 K00426 cydB http://www.genome.jp/dbget-bin/www_bget?ko:K00426 path:ko00190;path:ko01100;path:ko02020

orf0577 K03313 nhaA http://www.genome.jp/dbget-bin/www_bget?ko:K03313

orf0578 K09474 phoN http://www.genome.jp/dbget-bin/www_bget?ko:K09474 path:ko00627;path:ko00740;path:ko01120;path:ko02020

orf0580 K03088 SIG3.2, rpoE http://www.genome.jp/dbget-bin/www_bget?ko:K03088

orf0582 K01113 phoD http://www.genome.jp/dbget-bin/www_bget?ko:K01113 path:ko00627;path:ko00790;path:ko01100;path:ko01120;path:ko02020

orf0588 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf0590 K03366 butA, budC http://www.genome.jp/dbget-bin/www_bget?ko:K03366 path:ko00650

orf0595 K01114 plcC http://www.genome.jp/dbget-bin/www_bget?ko:K01114 path:ko00562;path:ko00564;path:ko00565;path:ko01100;path:ko04919

orf0596 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf0599 K00114 exaA http://www.genome.jp/dbget-bin/www_bget?ko:K00114 path:ko00010;path:ko00625;path:ko01100;path:ko01110;path:ko01120

orf0600 K03294 TC.APA http://www.genome.jp/dbget-bin/www_bget?ko:K03294

orf0601 K01468 hutI, AMDHD1 http://www.genome.jp/dbget-bin/www_bget?ko:K01468 path:ko00340;path:ko01100

orf0603 K05603 hutF http://www.genome.jp/dbget-bin/www_bget?ko:K05603 path:ko00340

orf0604 K05603 hutF http://www.genome.jp/dbget-bin/www_bget?ko:K05603 path:ko00340

orf0605 K01458 E3.5.1.68 http://www.genome.jp/dbget-bin/www_bget?ko:K01458 path:ko00340;path:ko00630

orf0606 K00004 BDH, butB http://www.genome.jp/dbget-bin/www_bget?ko:K00004 path:ko00650

orf0607 K00046 idnO http://www.genome.jp/dbget-bin/www_bget?ko:K00046

orf0608 K00013 hisD http://www.genome.jp/dbget-bin/www_bget?ko:K00013 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf0610 K03457 TC.NCS1 http://www.genome.jp/dbget-bin/www_bget?ko:K03457

orf0611 K07047 K07047 http://www.genome.jp/dbget-bin/www_bget?ko:K07047

orf0613 K01438 argE http://www.genome.jp/dbget-bin/www_bget?ko:K01438 path:ko00330;path:ko01100;path:ko01110;path:ko01210;path:ko01230



orf0616 K09024 rutF http://www.genome.jp/dbget-bin/www_bget?ko:K09024 path:ko00240;path:ko01100

orf0617 K00483 hpaB http://www.genome.jp/dbget-bin/www_bget?ko:K00483 path:ko00350;path:ko01120;path:ko01220

orf0621 K03457 TC.NCS1 http://www.genome.jp/dbget-bin/www_bget?ko:K03457

orf0622 K01712 hutU, UROC1 http://www.genome.jp/dbget-bin/www_bget?ko:K01712 path:ko00340;path:ko01100

orf0623 K01745 hutH, HAL http://www.genome.jp/dbget-bin/www_bget?ko:K01745 path:ko00340;path:ko01100

orf0624 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf0625 K05836 hutC http://www.genome.jp/dbget-bin/www_bget?ko:K05836

orf0626 K09975 K09975 http://www.genome.jp/dbget-bin/www_bget?ko:K09975

orf0627 K00102 E1.1.2.4, dld http://www.genome.jp/dbget-bin/www_bget?ko:K00102 path:ko00620

orf0628 K00817 hisC http://www.genome.jp/dbget-bin/www_bget?ko:K00817
path:ko00340;path:ko00350;path:ko00360;path:ko00400;path:ko00401;path:ko00960;path:ko01100;path:ko01110

;path:ko01230

orf0629 K15229 mauB http://www.genome.jp/dbget-bin/www_bget?ko:K15229 path:ko00680;path:ko01120

orf0630 K15228 mauA http://www.genome.jp/dbget-bin/www_bget?ko:K15228 path:ko00680;path:ko01120

orf0633 K00316 spdH http://www.genome.jp/dbget-bin/www_bget?ko:K00316 path:ko00330;path:ko00410

orf0634 K00316 spdH http://www.genome.jp/dbget-bin/www_bget?ko:K00316 path:ko00330;path:ko00410

orf0635 K00128 E1.2.1.3 http://www.genome.jp/dbget-bin/www_bget?ko:K00128
path:ko00010;path:ko00040;path:ko00053;path:ko00071;path:ko00280;path:ko00310;path:ko00330;path:ko00340

;path:ko00380;path:ko00410;path:ko00561;path:ko00620;path:ko00625;path:ko00903;path:ko01100;path:ko0111

orf0642 K00822 E2.6.1.18 http://www.genome.jp/dbget-bin/www_bget?ko:K00822 path:ko00280;path:ko00410;path:ko00640;path:ko01100

orf0646 K15229 mauB http://www.genome.jp/dbget-bin/www_bget?ko:K15229 path:ko00680;path:ko01120

orf0647 K15228 mauA http://www.genome.jp/dbget-bin/www_bget?ko:K15228 path:ko00680;path:ko01120

orf0649 K03293 TC.AAT http://www.genome.jp/dbget-bin/www_bget?ko:K03293

orf0651 K07302 E1.3.99.16A http://www.genome.jp/dbget-bin/www_bget?ko:K07302

orf0652 K07303 E1.3.99.16B http://www.genome.jp/dbget-bin/www_bget?ko:K07303

orf0656 K15228 mauA http://www.genome.jp/dbget-bin/www_bget?ko:K15228 path:ko00680;path:ko01120

orf0659 K15229 mauB http://www.genome.jp/dbget-bin/www_bget?ko:K15229 path:ko00680;path:ko01120

orf0662 K11178 yagS http://www.genome.jp/dbget-bin/www_bget?ko:K11178 path:ko00230;path:ko01100;path:ko01120

orf0664 K13098 TLS, FUS http://www.genome.jp/dbget-bin/www_bget?ko:K13098 path:ko05202

orf0668 K07002 K07002 http://www.genome.jp/dbget-bin/www_bget?ko:K07002

orf0674 K05520 pfpI http://www.genome.jp/dbget-bin/www_bget?ko:K05520

orf0679 K13688 chvB, cgs, ndvB http://www.genome.jp/dbget-bin/www_bget?ko:K13688

orf0680 K03316 TC.CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03316

orf0684 K06147 ABCB-BAC http://www.genome.jp/dbget-bin/www_bget?ko:K06147

orf0686 K07146 K07146 http://www.genome.jp/dbget-bin/www_bget?ko:K07146

orf0687 K00537 ARSC1, arsC http://www.genome.jp/dbget-bin/www_bget?ko:K00537

orf0688 K11735 gabP http://www.genome.jp/dbget-bin/www_bget?ko:K11735

orf0690 K07029 K07029 http://www.genome.jp/dbget-bin/www_bget?ko:K07029

orf0692 K03307 TC.SSS http://www.genome.jp/dbget-bin/www_bget?ko:K03307

orf0695 K02433 gatA, QRSL1 http://www.genome.jp/dbget-bin/www_bget?ko:K02433 path:ko00970;path:ko01100

orf0698 K03517 nadA http://www.genome.jp/dbget-bin/www_bget?ko:K03517 path:ko00760;path:ko01100

orf0700 K00278 nadB http://www.genome.jp/dbget-bin/www_bget?ko:K00278 path:ko00250;path:ko00760;path:ko01100

orf0701 K00767 nadC, QPRT http://www.genome.jp/dbget-bin/www_bget?ko:K00767 path:ko00760;path:ko01100

orf0705 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf0706 K07250 gabT http://www.genome.jp/dbget-bin/www_bget?ko:K07250 path:ko00250;path:ko00280;path:ko00410;path:ko00640;path:ko00650;path:ko01100

orf0711 K03704 cspA http://www.genome.jp/dbget-bin/www_bget?ko:K03704

orf0712 K07336 K07336 http://www.genome.jp/dbget-bin/www_bget?ko:K07336

orf0713 K16090 fiu http://www.genome.jp/dbget-bin/www_bget?ko:K16090

orf0716 K07636 phoR http://www.genome.jp/dbget-bin/www_bget?ko:K07636 path:ko02020

orf0719 K00027 E1.1.1.38, sfcA, maeA http://www.genome.jp/dbget-bin/www_bget?ko:K00027 path:ko00620;path:ko01200;path:ko02020

orf0722 K03543 emrA http://www.genome.jp/dbget-bin/www_bget?ko:K03543

orf0725 K00285 dadA http://www.genome.jp/dbget-bin/www_bget?ko:K00285 path:ko00360

orf0726 K01775 alr http://www.genome.jp/dbget-bin/www_bget?ko:K01775 path:ko00473;path:ko01100

orf0729 K02440 GLPF http://www.genome.jp/dbget-bin/www_bget?ko:K02440

orf0731 K00111 glpA, glpD http://www.genome.jp/dbget-bin/www_bget?ko:K00111 path:ko00564

orf0732 K00864 E2.7.1.30, glpK http://www.genome.jp/dbget-bin/www_bget?ko:K00864 path:ko00561;path:ko01100;path:ko03320;path:ko04626

orf0733 K11532 glpX-SEBP http://www.genome.jp/dbget-bin/www_bget?ko:K11532
path:ko00010;path:ko00030;path:ko00051;path:ko00680;path:ko00710;path:ko01100;path:ko01110;path:ko01120

;path:ko01200



orf0734 K01624 FBA, fbaA http://www.genome.jp/dbget-bin/www_bget?ko:K01624
path:ko00010;path:ko00030;path:ko00051;path:ko00680;path:ko00710;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01230

orf0735 K02444 glpR http://www.genome.jp/dbget-bin/www_bget?ko:K02444

orf0737 K03885 ndh http://www.genome.jp/dbget-bin/www_bget?ko:K03885 path:ko00190

orf0740 K02072 metI http://www.genome.jp/dbget-bin/www_bget?ko:K02072 path:ko02010

orf0741 K02071 metN http://www.genome.jp/dbget-bin/www_bget?ko:K02071 path:ko02010

orf0743 K02073 metQ http://www.genome.jp/dbget-bin/www_bget?ko:K02073 path:ko02010

orf0747 K00128 E1.2.1.3 http://www.genome.jp/dbget-bin/www_bget?ko:K00128
path:ko00010;path:ko00040;path:ko00053;path:ko00071;path:ko00280;path:ko00310;path:ko00330;path:ko00340

;path:ko00380;path:ko00410;path:ko00561;path:ko00620;path:ko00625;path:ko00903;path:ko01100;path:ko0111

orf0748 K03885 ndh http://www.genome.jp/dbget-bin/www_bget?ko:K03885 path:ko00190

orf0752 K01992 ABC-2.P http://www.genome.jp/dbget-bin/www_bget?ko:K01992

orf0753 K13926 rbbA http://www.genome.jp/dbget-bin/www_bget?ko:K13926

orf0754 K01993 ABC-2.TX http://www.genome.jp/dbget-bin/www_bget?ko:K01993

orf0757 K03594 bfr http://www.genome.jp/dbget-bin/www_bget?ko:K03594

orf0759 K07088 K07088 http://www.genome.jp/dbget-bin/www_bget?ko:K07088

orf0762 K03820 lnt http://www.genome.jp/dbget-bin/www_bget?ko:K03820

orf0764 K03711 fur http://www.genome.jp/dbget-bin/www_bget?ko:K03711

orf0767 K03789 rimI http://www.genome.jp/dbget-bin/www_bget?ko:K03789

orf0769 K09019 rutE http://www.genome.jp/dbget-bin/www_bget?ko:K09019 path:ko00240;path:ko01100

orf0771 K00936 E2.7.3.- http://www.genome.jp/dbget-bin/www_bget?ko:K00936

orf0775 K03561 exbB http://www.genome.jp/dbget-bin/www_bget?ko:K03561

orf0777 K02836 prfB http://www.genome.jp/dbget-bin/www_bget?ko:K02836

orf0778 K05366 mrcA http://www.genome.jp/dbget-bin/www_bget?ko:K05366 path:ko00312;path:ko00550;path:ko01100

orf0780 K03705 hrcA http://www.genome.jp/dbget-bin/www_bget?ko:K03705

orf0781 K00989 rph http://www.genome.jp/dbget-bin/www_bget?ko:K00989

orf0782 K02428 rdgB http://www.genome.jp/dbget-bin/www_bget?ko:K02428 path:ko00230

orf0784 K00962 pnp, PNPT1 http://www.genome.jp/dbget-bin/www_bget?ko:K00962 path:ko00230;path:ko00240;path:ko03018

orf0785 K02956 RP-S15, MRPS15, rpsO http://www.genome.jp/dbget-bin/www_bget?ko:K02956 path:ko03010

orf0786 K03177 truB, PUS4, TRUB1 http://www.genome.jp/dbget-bin/www_bget?ko:K03177

orf0787 K06192 pqiB http://www.genome.jp/dbget-bin/www_bget?ko:K06192

orf0788 K02834 rbfA http://www.genome.jp/dbget-bin/www_bget?ko:K02834

orf0789 K02519 infB, MTIF2 http://www.genome.jp/dbget-bin/www_bget?ko:K02519

orf0790 K07742 K07742 http://www.genome.jp/dbget-bin/www_bget?ko:K07742

orf0791 K02600 nusA http://www.genome.jp/dbget-bin/www_bget?ko:K02600

orf0792 K09748 rimP http://www.genome.jp/dbget-bin/www_bget?ko:K09748

orf0797 K01681 ACO, acnA http://www.genome.jp/dbget-bin/www_bget?ko:K01681
path:ko00020;path:ko00630;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01210

;path:ko01230

orf0798 K02193 ccmA http://www.genome.jp/dbget-bin/www_bget?ko:K02193 path:ko02010

orf0799 K02194 ccmB http://www.genome.jp/dbget-bin/www_bget?ko:K02194 path:ko02010

orf0800 K07156 pcoC http://www.genome.jp/dbget-bin/www_bget?ko:K07156

orf0801 K01581 E4.1.1.17, ODC1, speC, speF http://www.genome.jp/dbget-bin/www_bget?ko:K01581 path:ko00330;path:ko00480;path:ko01100;path:ko01110

orf0802 K07058 K07058 http://www.genome.jp/dbget-bin/www_bget?ko:K07058

orf0803 K03642 rlpA http://www.genome.jp/dbget-bin/www_bget?ko:K03642

orf0804 K03786 aroQ, qutE http://www.genome.jp/dbget-bin/www_bget?ko:K03786 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf0805 K02160 accB, bccP http://www.genome.jp/dbget-bin/www_bget?ko:K02160
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf0806 K01961 accC http://www.genome.jp/dbget-bin/www_bget?ko:K01961
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf0809 K00759 E2.4.2.7, apt http://www.genome.jp/dbget-bin/www_bget?ko:K00759 path:ko00230;path:ko01100

orf0810 K07552 bcr http://www.genome.jp/dbget-bin/www_bget?ko:K07552

orf0812 K02259 COX15 http://www.genome.jp/dbget-bin/www_bget?ko:K02259 path:ko00190;path:ko00860;path:ko01100;path:ko01110;path:ko02020

orf0815 K01772 hemH, FECH http://www.genome.jp/dbget-bin/www_bget?ko:K01772 path:ko00860;path:ko01100;path:ko01110

orf0818 K03575 mutY http://www.genome.jp/dbget-bin/www_bget?ko:K03575 path:ko03410

orf0820 K01817 trpF http://www.genome.jp/dbget-bin/www_bget?ko:K01817 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf0821 K01591 pyrF http://www.genome.jp/dbget-bin/www_bget?ko:K01591 path:ko00240;path:ko01100



orf0826 K00097 pdxA http://www.genome.jp/dbget-bin/www_bget?ko:K00097 path:ko00750;path:ko01100

orf0827 K03474 pdxJ http://www.genome.jp/dbget-bin/www_bget?ko:K03474 path:ko00750;path:ko01100

orf0828 K03568 tldD http://www.genome.jp/dbget-bin/www_bget?ko:K03568

orf0830 K01194 E3.2.1.28, treA, treF http://www.genome.jp/dbget-bin/www_bget?ko:K01194 path:ko00500;path:ko01100

orf0831 K00721 DPM1 http://www.genome.jp/dbget-bin/www_bget?ko:K00721 path:ko00510;path:ko01100

orf0833 K06966 K06966 http://www.genome.jp/dbget-bin/www_bget?ko:K06966

orf0837 K00297 metF, MTHFR http://www.genome.jp/dbget-bin/www_bget?ko:K00297 path:ko00670;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf0838 K01491 folD http://www.genome.jp/dbget-bin/www_bget?ko:K01491 path:ko00670;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf0845 K06177 rluA http://www.genome.jp/dbget-bin/www_bget?ko:K06177

orf0846 K03466 ftsK, spoIIIE http://www.genome.jp/dbget-bin/www_bget?ko:K03466

orf0847 K08316 rsmD http://www.genome.jp/dbget-bin/www_bget?ko:K08316

orf0848 K06178 rluB http://www.genome.jp/dbget-bin/www_bget?ko:K06178

orf0849 K07010 K07010 http://www.genome.jp/dbget-bin/www_bget?ko:K07010

orf0851 K03497 parB, spo0J http://www.genome.jp/dbget-bin/www_bget?ko:K03497

orf0852 K03496 parA, soj http://www.genome.jp/dbget-bin/www_bget?ko:K03496

orf0853 K03501 gidB, rsmG http://www.genome.jp/dbget-bin/www_bget?ko:K03501

orf0854 K03495 gidA, mnmG, MTO1 http://www.genome.jp/dbget-bin/www_bget?ko:K03495

orf0855 K03650 mnmE, trmE, MSS1 http://www.genome.jp/dbget-bin/www_bget?ko:K03650

orf0856 K00567 E2.1.1.63, MGMT, ogt http://www.genome.jp/dbget-bin/www_bget?ko:K00567

orf0857 K00344 qor, CRYZ http://www.genome.jp/dbget-bin/www_bget?ko:K00344

orf0858 K03628 rho http://www.genome.jp/dbget-bin/www_bget?ko:K03628 path:ko03018

orf0860 K03284 corA http://www.genome.jp/dbget-bin/www_bget?ko:K03284

orf0862 K01696 trpB http://www.genome.jp/dbget-bin/www_bget?ko:K01696 path:ko00260;path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf0863 K01695 trpA http://www.genome.jp/dbget-bin/www_bget?ko:K01695 path:ko00260;path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf0864 K01963 accD http://www.genome.jp/dbget-bin/www_bget?ko:K01963
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf0865 K11754 folC http://www.genome.jp/dbget-bin/www_bget?ko:K11754 path:ko00790;path:ko01100

orf0866 K08137 galP http://www.genome.jp/dbget-bin/www_bget?ko:K08137

orf0868 K09823 zur http://www.genome.jp/dbget-bin/www_bget?ko:K09823

orf0870 K09024 rutF http://www.genome.jp/dbget-bin/www_bget?ko:K09024 path:ko00240;path:ko01100

orf0871 K01692 paaF, echA http://www.genome.jp/dbget-bin/www_bget?ko:K01692
path:ko00071;path:ko00280;path:ko00281;path:ko00310;path:ko00360;path:ko00362;path:ko00380;path:ko00410

;path:ko00627;path:ko00640;path:ko00650;path:ko00903;path:ko00930;path:ko01100;path:ko01110;path:ko0112

orf0877 K03439 trmB, METTL1 http://www.genome.jp/dbget-bin/www_bget?ko:K03439

orf0878 K03439 trmB, METTL1 http://www.genome.jp/dbget-bin/www_bget?ko:K03439

orf0880 K00789 metK http://www.genome.jp/dbget-bin/www_bget?ko:K00789 path:ko00270;path:ko01100;path:ko01110;path:ko01230

orf0881 K00215 dapB http://www.genome.jp/dbget-bin/www_bget?ko:K00215 path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf0882 K03686 dnaJ http://www.genome.jp/dbget-bin/www_bget?ko:K03686

orf0883 K04043 dnaK http://www.genome.jp/dbget-bin/www_bget?ko:K04043 path:ko03018;path:ko05152

orf0884 K03687 GRPE http://www.genome.jp/dbget-bin/www_bget?ko:K03687

orf0885 K14981 chvI http://www.genome.jp/dbget-bin/www_bget?ko:K14981 path:ko02020

orf0886 K14980 chvG http://www.genome.jp/dbget-bin/www_bget?ko:K14980 path:ko02020

orf0887 K06139 pqqE http://www.genome.jp/dbget-bin/www_bget?ko:K06139

orf0888 K06138 pqqD http://www.genome.jp/dbget-bin/www_bget?ko:K06138

orf0889 K06137 pqqC http://www.genome.jp/dbget-bin/www_bget?ko:K06137

orf0890 K06136 pqqB http://www.genome.jp/dbget-bin/www_bget?ko:K06136

orf0892 K01420 fnr http://www.genome.jp/dbget-bin/www_bget?ko:K01420

orf0894 K07275 ompW http://www.genome.jp/dbget-bin/www_bget?ko:K07275

orf0895 K02495 hemN, hemZ http://www.genome.jp/dbget-bin/www_bget?ko:K02495 path:ko00860;path:ko01100;path:ko01110

orf0897 K00311 ETFDH http://www.genome.jp/dbget-bin/www_bget?ko:K00311

orf0898 K03521 fixA, etfB http://www.genome.jp/dbget-bin/www_bget?ko:K03521

orf0899 K03522 fixB, etfA http://www.genome.jp/dbget-bin/www_bget?ko:K03522

orf0902 K01790 rfbC, rmlC http://www.genome.jp/dbget-bin/www_bget?ko:K01790 path:ko00521;path:ko00523;path:ko01100;path:ko01110

orf0903 K06287 maf http://www.genome.jp/dbget-bin/www_bget?ko:K06287

orf0904 K01599 hemE, UROD http://www.genome.jp/dbget-bin/www_bget?ko:K01599 path:ko00860;path:ko01100;path:ko01110

orf0906 K08973 K08973 http://www.genome.jp/dbget-bin/www_bget?ko:K08973

orf0909 K02221 yggT http://www.genome.jp/dbget-bin/www_bget?ko:K02221



orf0911 K06023 hprK, ptsK http://www.genome.jp/dbget-bin/www_bget?ko:K06023

orf0912 K06958 K06958 http://www.genome.jp/dbget-bin/www_bget?ko:K06958

orf0913 K02793 PTS-Man-EIIA, manX http://www.genome.jp/dbget-bin/www_bget?ko:K02793 path:ko00051;path:ko00520;path:ko01100;path:ko02060

orf0914 K11189 PTS-HPR http://www.genome.jp/dbget-bin/www_bget?ko:K11189

orf0915 K08483 PTS-EI.PTSI, ptsI http://www.genome.jp/dbget-bin/www_bget?ko:K08483 path:ko02060

orf0916 K01665 pabB http://www.genome.jp/dbget-bin/www_bget?ko:K01665 path:ko00790

orf0917 K00826 E2.6.1.42, ilvE http://www.genome.jp/dbget-bin/www_bget?ko:K00826 path:ko00280;path:ko00290;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf0918 K00602 purH http://www.genome.jp/dbget-bin/www_bget?ko:K00602 path:ko00230;path:ko00670;path:ko01100;path:ko01110

orf0920 K02116 atpI http://www.genome.jp/dbget-bin/www_bget?ko:K02116

orf0921 K02108 ATPF0A, atpB http://www.genome.jp/dbget-bin/www_bget?ko:K02108 path:ko00190;path:ko00195;path:ko01100

orf0922 K02110 ATPF0C, atpE http://www.genome.jp/dbget-bin/www_bget?ko:K02110 path:ko00190;path:ko00195;path:ko01100

orf0923 K02109 ATPF0B, atpF http://www.genome.jp/dbget-bin/www_bget?ko:K02109 path:ko00190;path:ko00195;path:ko01100

orf0924 K02109 ATPF0B, atpF http://www.genome.jp/dbget-bin/www_bget?ko:K02109 path:ko00190;path:ko00195;path:ko01100

orf0925 K00721 DPM1 http://www.genome.jp/dbget-bin/www_bget?ko:K00721 path:ko00510;path:ko01100

orf0930 K04485 sms, radA http://www.genome.jp/dbget-bin/www_bget?ko:K04485

orf0932 K02065 ABC.X1.A http://www.genome.jp/dbget-bin/www_bget?ko:K02065 path:ko02010

orf0933 K02066 ABC.X1.P http://www.genome.jp/dbget-bin/www_bget?ko:K02066 path:ko02010

orf0934 K07552 bcr http://www.genome.jp/dbget-bin/www_bget?ko:K07552

orf0936 K00942 E2.7.4.8, gmk http://www.genome.jp/dbget-bin/www_bget?ko:K00942 path:ko00230;path:ko01100

orf0938 K07789 mdtC http://www.genome.jp/dbget-bin/www_bget?ko:K07789 path:ko02020

orf0940 K00412 CYTB, petB http://www.genome.jp/dbget-bin/www_bget?ko:K00412 path:ko00190;path:ko01100;path:ko02020;path:ko04260;path:ko04932;path:ko05010;path:ko05012;path:ko05016

orf0941 K15598 thiY http://www.genome.jp/dbget-bin/www_bget?ko:K15598 path:ko02010

orf0947 K07003 K07003 http://www.genome.jp/dbget-bin/www_bget?ko:K07003

orf0949 K00794 ribH, RIB4 http://www.genome.jp/dbget-bin/www_bget?ko:K00794 path:ko00740;path:ko01100

orf0950 K14652 ribBA http://www.genome.jp/dbget-bin/www_bget?ko:K14652 path:ko00740;path:ko01100

orf0951 K00793 ribE, RIB5 http://www.genome.jp/dbget-bin/www_bget?ko:K00793 path:ko00740;path:ko01100

orf0952 K11752 ribD http://www.genome.jp/dbget-bin/www_bget?ko:K11752 path:ko00740;path:ko01100

orf0953 K06188 aqpZ http://www.genome.jp/dbget-bin/www_bget?ko:K06188

orf0960 K01876 DARS, aspS http://www.genome.jp/dbget-bin/www_bget?ko:K01876 path:ko00970

orf0961 K00873 PK, pyk http://www.genome.jp/dbget-bin/www_bget?ko:K00873
path:ko00010;path:ko00230;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

;path:ko04930;path:ko05203

orf0962 K00220 tyrC http://www.genome.jp/dbget-bin/www_bget?ko:K00220 path:ko00400;path:ko00401;path:ko01100;path:ko01110;path:ko01230

orf0968 K02291 crtB http://www.genome.jp/dbget-bin/www_bget?ko:K02291 path:ko00906;path:ko01100;path:ko01110

orf0970 K06045 shc http://www.genome.jp/dbget-bin/www_bget?ko:K06045 path:ko00909;path:ko01110

orf0972 K00925 ackA http://www.genome.jp/dbget-bin/www_bget?ko:K00925 path:ko00430;path:ko00620;path:ko00640;path:ko00680;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf0973 K01621 E4.1.2.9 http://www.genome.jp/dbget-bin/www_bget?ko:K01621 path:ko00030;path:ko00710;path:ko01100

orf0975 K01710 E4.2.1.46, rfbB, rffG http://www.genome.jp/dbget-bin/www_bget?ko:K01710 path:ko00521;path:ko00523;path:ko01055;path:ko01100;path:ko01110

orf0976 K00973 E2.7.7.24, rfbA, rffH http://www.genome.jp/dbget-bin/www_bget?ko:K00973 path:ko00521;path:ko00523;path:ko01100;path:ko01110

orf0979 K09972 aapP, bztD http://www.genome.jp/dbget-bin/www_bget?ko:K09972 path:ko02010

orf0980 K02029 ABC.PA.P http://www.genome.jp/dbget-bin/www_bget?ko:K02029

orf0983 K06016 E3.5.1.87 http://www.genome.jp/dbget-bin/www_bget?ko:K06016

orf0986 K06892 K06892 http://www.genome.jp/dbget-bin/www_bget?ko:K06892

orf0992 K06075 slyA http://www.genome.jp/dbget-bin/www_bget?ko:K06075

orf0995 K02052 ABC.SP.A http://www.genome.jp/dbget-bin/www_bget?ko:K02052

orf0996 K02055 ABC.SP.S http://www.genome.jp/dbget-bin/www_bget?ko:K02055

orf0998 K09160 K09160 http://www.genome.jp/dbget-bin/www_bget?ko:K09160

orf0999 K07043 K07043 http://www.genome.jp/dbget-bin/www_bget?ko:K07043

orf1000 K00858 ppnK, NADK http://www.genome.jp/dbget-bin/www_bget?ko:K00858 path:ko00760;path:ko01100

orf1001 K01501 E3.5.5.1 http://www.genome.jp/dbget-bin/www_bget?ko:K01501 path:ko00380;path:ko00460;path:ko00627;path:ko00643;path:ko00910;path:ko01100;path:ko01120

orf1003 K01079 serB, PSPH http://www.genome.jp/dbget-bin/www_bget?ko:K01079 path:ko00260;path:ko00680;path:ko01100;path:ko01120;path:ko01200;path:ko01230

orf1004 K00791 miaA, TRIT1 http://www.genome.jp/dbget-bin/www_bget?ko:K00791 path:ko00908;path:ko01100;path:ko01110

orf1005 K01652 E2.2.1.6L, ilvB, ilvG, ilvI http://www.genome.jp/dbget-bin/www_bget?ko:K01652 path:ko00290;path:ko00650;path:ko00660;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1006 K01653 E2.2.1.6S, ilvH, ilvN http://www.genome.jp/dbget-bin/www_bget?ko:K01653 path:ko00290;path:ko00650;path:ko00660;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1007 K00053 ilvC http://www.genome.jp/dbget-bin/www_bget?ko:K00053 path:ko00290;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1009 K16165 nagK http://www.genome.jp/dbget-bin/www_bget?ko:K16165 path:ko00350;path:ko01100;path:ko01120

orf1011 K03695 clpB http://www.genome.jp/dbget-bin/www_bget?ko:K03695



orf1012 K01433 purU http://www.genome.jp/dbget-bin/www_bget?ko:K01433 path:ko00630;path:ko00670

orf1013 K01491 folD http://www.genome.jp/dbget-bin/www_bget?ko:K01491 path:ko00670;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf1016 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf1017 K01745 hutH, HAL http://www.genome.jp/dbget-bin/www_bget?ko:K01745 path:ko00340;path:ko01100

orf1019 K01745 hutH, HAL http://www.genome.jp/dbget-bin/www_bget?ko:K01745 path:ko00340;path:ko01100

orf1020 K03186 ubiX http://www.genome.jp/dbget-bin/www_bget?ko:K03186 path:ko00130;path:ko01100;path:ko01110

orf1021 K03182 ubiD http://www.genome.jp/dbget-bin/www_bget?ko:K03182 path:ko00130;path:ko01100;path:ko01110

orf1024 K00605 gcvT, AMT http://www.genome.jp/dbget-bin/www_bget?ko:K00605 path:ko00260;path:ko00670;path:ko01100;path:ko01200

orf1025 K00485 FMO http://www.genome.jp/dbget-bin/www_bget?ko:K00485 path:ko00982;path:ko01120

orf1026 K00605 gcvT, AMT http://www.genome.jp/dbget-bin/www_bget?ko:K00605 path:ko00260;path:ko00670;path:ko01100;path:ko01200

orf1030 K01712 hutU, UROC1 http://www.genome.jp/dbget-bin/www_bget?ko:K01712 path:ko00340;path:ko01100

orf1031 K09703 K09703 http://www.genome.jp/dbget-bin/www_bget?ko:K09703

orf1032 K06016 E3.5.1.87 http://www.genome.jp/dbget-bin/www_bget?ko:K06016

orf1034 K01466 allB http://www.genome.jp/dbget-bin/www_bget?ko:K01466 path:ko00230;path:ko01100;path:ko01120

orf1035 K01745 hutH, HAL http://www.genome.jp/dbget-bin/www_bget?ko:K01745 path:ko00340;path:ko01100

orf1036 K03762 proP http://www.genome.jp/dbget-bin/www_bget?ko:K03762

orf1037 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf1042 K01433 purU http://www.genome.jp/dbget-bin/www_bget?ko:K01433 path:ko00630;path:ko00670

orf1043 K00305 soxG http://www.genome.jp/dbget-bin/www_bget?ko:K00305 path:ko00260;path:ko01100

orf1044 K00302 soxA http://www.genome.jp/dbget-bin/www_bget?ko:K00302 path:ko00260;path:ko01100

orf1045 K00304 soxD http://www.genome.jp/dbget-bin/www_bget?ko:K00304 path:ko00260;path:ko01100

orf1046 K00303 soxB http://www.genome.jp/dbget-bin/www_bget?ko:K00303 path:ko00260;path:ko01100

orf1052 K01915 glnA http://www.genome.jp/dbget-bin/www_bget?ko:K01915
path:ko00250;path:ko00330;path:ko00630;path:ko00910;path:ko01100;path:ko01120;path:ko01230;path:ko02020

;path:ko04724;path:ko04727

orf1055 K03320 amt, AMT, MEP http://www.genome.jp/dbget-bin/www_bget?ko:K03320

orf1059 K03088 SIG3.2, rpoE http://www.genome.jp/dbget-bin/www_bget?ko:K03088

orf1061 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf1062 K07789 mdtC http://www.genome.jp/dbget-bin/www_bget?ko:K07789 path:ko02020

orf1072 K04763 xerD http://www.genome.jp/dbget-bin/www_bget?ko:K04763

orf1073 K02434 gatB, PET112 http://www.genome.jp/dbget-bin/www_bget?ko:K02434 path:ko00970;path:ko01100

orf1074 K02433 gatA, QRSL1 http://www.genome.jp/dbget-bin/www_bget?ko:K02433 path:ko00970;path:ko01100

orf1075 K07447 ruvX http://www.genome.jp/dbget-bin/www_bget?ko:K07447

orf1076 K02435 gatC, GATC http://www.genome.jp/dbget-bin/www_bget?ko:K02435 path:ko00970;path:ko01100

orf1077 K06188 aqpZ http://www.genome.jp/dbget-bin/www_bget?ko:K06188

orf1078 K00863 E2.7.1.29, DAK1, DAK2 http://www.genome.jp/dbget-bin/www_bget?ko:K00863 path:ko00561;path:ko00680;path:ko01100;path:ko01120;path:ko01200;path:ko04622

orf1079 K06193 phnA http://www.genome.jp/dbget-bin/www_bget?ko:K06193 path:ko00440;path:ko01120

orf1084 K09768 K09768 http://www.genome.jp/dbget-bin/www_bget?ko:K09768

orf1086 K01835 pgm http://www.genome.jp/dbget-bin/www_bget?ko:K01835
path:ko00010;path:ko00030;path:ko00052;path:ko00230;path:ko00500;path:ko00520;path:ko00521;path:ko01100

;path:ko01110;path:ko01120

orf1088 K03711 fur http://www.genome.jp/dbget-bin/www_bget?ko:K03711

orf1091 K03594 bfr http://www.genome.jp/dbget-bin/www_bget?ko:K03594

orf1092 K00899 mtnK http://www.genome.jp/dbget-bin/www_bget?ko:K00899 path:ko00270;path:ko01100

orf1093 K03427 hsdM http://www.genome.jp/dbget-bin/www_bget?ko:K03427

orf1096 K01154 hsdS http://www.genome.jp/dbget-bin/www_bget?ko:K01154

orf1098 K03327
TC.MATE, SLC47A, norM,

mdtK, dinF
http://www.genome.jp/dbget-bin/www_bget?ko:K03327

orf1101 K00058 serA, PHGDH http://www.genome.jp/dbget-bin/www_bget?ko:K00058 path:ko00260;path:ko00680;path:ko01100;path:ko01120;path:ko01200;path:ko01230

orf1102 K01092 E3.1.3.25, IMPA, suhB http://www.genome.jp/dbget-bin/www_bget?ko:K01092 path:ko00521;path:ko00562;path:ko01100;path:ko01110;path:ko04070

orf1103 K08738 CYC http://www.genome.jp/dbget-bin/www_bget?ko:K08738

path:ko00920;path:ko01100;path:ko01120;path:ko02020;path:ko04115;path:ko04210;path:ko04932;path:ko05010

;path:ko05012;path:ko05014;path:ko05016;path:ko05134;path:ko05145;path:ko05152;path:ko05161;path:ko0516

4;path:ko05168;path:ko05200;path:ko05210;path:ko05222;path:ko05416
orf1104 K00979 kdsB http://www.genome.jp/dbget-bin/www_bget?ko:K00979 path:ko00540;path:ko01100

orf1105 K04518 pheA2 http://www.genome.jp/dbget-bin/www_bget?ko:K04518 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf1106 K01714 dapA http://www.genome.jp/dbget-bin/www_bget?ko:K01714 path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1107 K03664 smpB http://www.genome.jp/dbget-bin/www_bget?ko:K03664



orf1108 K03704 cspA http://www.genome.jp/dbget-bin/www_bget?ko:K03704

orf1109 K03655 recG http://www.genome.jp/dbget-bin/www_bget?ko:K03655 path:ko03440

orf1110 K09159 K09159 http://www.genome.jp/dbget-bin/www_bget?ko:K09159

orf1111 K03723 mfd http://www.genome.jp/dbget-bin/www_bget?ko:K03723 path:ko03420

orf1113 K14347 SLC10A7, P7 http://www.genome.jp/dbget-bin/www_bget?ko:K14347

orf1115 K09883 cobT http://www.genome.jp/dbget-bin/www_bget?ko:K09883 path:ko00860;path:ko01100

orf1116 K09882 cobS http://www.genome.jp/dbget-bin/www_bget?ko:K09882 path:ko00860;path:ko01100

orf1118 K05527 bolA http://www.genome.jp/dbget-bin/www_bget?ko:K05527

orf1120 K03801 lipB http://www.genome.jp/dbget-bin/www_bget?ko:K03801 path:ko00785;path:ko01100

orf1122 K00963 UGP2, galU, galF http://www.genome.jp/dbget-bin/www_bget?ko:K00963 path:ko00040;path:ko00052;path:ko00500;path:ko00520;path:ko01100;path:ko01110

orf1123 K01840 manB http://www.genome.jp/dbget-bin/www_bget?ko:K01840 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf1125 K03639 MOCS1, moaA http://www.genome.jp/dbget-bin/www_bget?ko:K03639 path:ko00790;path:ko01100;path:ko04122

orf1128 K03676 grxC, GLRX, GLRX2 http://www.genome.jp/dbget-bin/www_bget?ko:K03676

orf1134 K00568 ubiG http://www.genome.jp/dbget-bin/www_bget?ko:K00568 path:ko00130;path:ko01100;path:ko01110

orf1135 K00928 lysC http://www.genome.jp/dbget-bin/www_bget?ko:K00928 path:ko00260;path:ko00270;path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01210;path:ko01230

orf1136 K02371 fabK http://www.genome.jp/dbget-bin/www_bget?ko:K02371 path:ko00061;path:ko01100;path:ko01212

orf1137 K15539 rodZ http://www.genome.jp/dbget-bin/www_bget?ko:K15539

orf1138 K03526 E1.17.7.1, gcpE, ispG http://www.genome.jp/dbget-bin/www_bget?ko:K03526 path:ko00900;path:ko01100;path:ko01110

orf1139 K01892 HARS, hisS http://www.genome.jp/dbget-bin/www_bget?ko:K01892 path:ko00970

orf1140 K02835 prfA, MTRF1, MRF1 http://www.genome.jp/dbget-bin/www_bget?ko:K02835

orf1142 K02493 hemK, prmC http://www.genome.jp/dbget-bin/www_bget?ko:K02493

orf1145 K00833 bioA http://www.genome.jp/dbget-bin/www_bget?ko:K00833 path:ko00780;path:ko01100

orf1146 K00652 bioF http://www.genome.jp/dbget-bin/www_bget?ko:K00652 path:ko00780;path:ko01100

orf1147 K02170 bioH http://www.genome.jp/dbget-bin/www_bget?ko:K02170 path:ko00780;path:ko01100

orf1148 K02169 bioC http://www.genome.jp/dbget-bin/www_bget?ko:K02169 path:ko00780;path:ko01100

orf1149 K01356 lexA http://www.genome.jp/dbget-bin/www_bget?ko:K01356

orf1150 K03750 moeA http://www.genome.jp/dbget-bin/www_bget?ko:K03750

orf1151 K02913 RP-L33, MRPL33, rpmG http://www.genome.jp/dbget-bin/www_bget?ko:K02913 path:ko03010

orf1153 K01689 ENO, eno http://www.genome.jp/dbget-bin/www_bget?ko:K01689
path:ko00010;path:ko00680;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230;path:ko03018

;path:ko04066

orf1156 K07302 E1.3.99.16A http://www.genome.jp/dbget-bin/www_bget?ko:K07302

orf1159 K00117 gcd http://www.genome.jp/dbget-bin/www_bget?ko:K00117 path:ko00030;path:ko01100;path:ko01110

orf1160 K00045 E1.1.1.67, mtlK http://www.genome.jp/dbget-bin/www_bget?ko:K00045 path:ko00051

orf1162 K02314 dnaB http://www.genome.jp/dbget-bin/www_bget?ko:K02314 path:ko03030;path:ko04112

orf1163 K07391 comM http://www.genome.jp/dbget-bin/www_bget?ko:K07391

orf1166 K07276 K07276 http://www.genome.jp/dbget-bin/www_bget?ko:K07276

orf1167 K11927 rhlE http://www.genome.jp/dbget-bin/www_bget?ko:K11927 path:ko03018

orf1169 K00600 glyA, SHMT http://www.genome.jp/dbget-bin/www_bget?ko:K00600
path:ko00260;path:ko00460;path:ko00630;path:ko00670;path:ko00680;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01230

orf1170 K03294 TC.APA http://www.genome.jp/dbget-bin/www_bget?ko:K03294

orf1171 K01698 hemB, ALAD http://www.genome.jp/dbget-bin/www_bget?ko:K01698 path:ko00860;path:ko01100;path:ko01110

orf1172 K00685 ATE1, ate1 http://www.genome.jp/dbget-bin/www_bget?ko:K00685

orf1173 K02621 parC http://www.genome.jp/dbget-bin/www_bget?ko:K02621

orf1174 K03584 recO http://www.genome.jp/dbget-bin/www_bget?ko:K03584 path:ko03440

orf1175 K02357 tsf, TSFM http://www.genome.jp/dbget-bin/www_bget?ko:K02357

orf1176 K02967 RP-S2, MRPS2, rpsB http://www.genome.jp/dbget-bin/www_bget?ko:K02967 path:ko03010

orf1177 K04063 osmC http://www.genome.jp/dbget-bin/www_bget?ko:K04063

orf1178 K01736 aroC http://www.genome.jp/dbget-bin/www_bget?ko:K01736 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf1179 K00208 fabI http://www.genome.jp/dbget-bin/www_bget?ko:K00208 path:ko00061;path:ko00780;path:ko01100;path:ko01212

orf1180 K00275 pdxH, PNPO http://www.genome.jp/dbget-bin/www_bget?ko:K00275 path:ko00750;path:ko01100

orf1182 K00390 cysH http://www.genome.jp/dbget-bin/www_bget?ko:K00390 path:ko00920;path:ko01100;path:ko01120

orf1183 K00957 cysD http://www.genome.jp/dbget-bin/www_bget?ko:K00957 path:ko00230;path:ko00450;path:ko00920;path:ko01100;path:ko01120

orf1184 K00955 cysNC http://www.genome.jp/dbget-bin/www_bget?ko:K00955 path:ko00230;path:ko00450;path:ko00920;path:ko01100;path:ko01120

orf1186 K00381 cysI http://www.genome.jp/dbget-bin/www_bget?ko:K00381 path:ko00920;path:ko01100;path:ko01120

orf1188 K02527 kdtA, waaA http://www.genome.jp/dbget-bin/www_bget?ko:K02527 path:ko00540;path:ko01100

orf1189 K00912 lpxK http://www.genome.jp/dbget-bin/www_bget?ko:K00912 path:ko00540;path:ko01100



orf1190 K02517 htrB http://www.genome.jp/dbget-bin/www_bget?ko:K02517 path:ko00540;path:ko01100

orf1194 K07056 rsmI http://www.genome.jp/dbget-bin/www_bget?ko:K07056

orf1197 K01919 gshA http://www.genome.jp/dbget-bin/www_bget?ko:K01919 path:ko00480;path:ko01100

orf1198 K09761 rsmE http://www.genome.jp/dbget-bin/www_bget?ko:K09761

orf1199 K03179 ubiA http://www.genome.jp/dbget-bin/www_bget?ko:K03179 path:ko00130;path:ko01100;path:ko01110

orf1200 K01061 E3.1.1.45 http://www.genome.jp/dbget-bin/www_bget?ko:K01061 path:ko00361;path:ko00364;path:ko00623;path:ko01100;path:ko01110;path:ko01120

orf1202 K03299 TC.GNTP http://www.genome.jp/dbget-bin/www_bget?ko:K03299

orf1203 K08281 pncA http://www.genome.jp/dbget-bin/www_bget?ko:K08281 path:ko00760;path:ko01100

orf1204 K03977 engA http://www.genome.jp/dbget-bin/www_bget?ko:K03977

orf1208 K06980 K06980 http://www.genome.jp/dbget-bin/www_bget?ko:K06980

orf1209 K01496 hisI http://www.genome.jp/dbget-bin/www_bget?ko:K01496 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1211 K00748 lpxB http://www.genome.jp/dbget-bin/www_bget?ko:K00748 path:ko00540;path:ko01100

orf1212 K02040 pstS http://www.genome.jp/dbget-bin/www_bget?ko:K02040 path:ko02010;path:ko02020;path:ko05152

orf1213 K01890 FARSB, pheT http://www.genome.jp/dbget-bin/www_bget?ko:K01890 path:ko00970

orf1214 K01889 FARSA, pheS http://www.genome.jp/dbget-bin/www_bget?ko:K01889 path:ko00970

orf1215 K02887 RP-L20, MRPL20, rplT http://www.genome.jp/dbget-bin/www_bget?ko:K02887 path:ko03010

orf1216 K02916 RP-L35, MRPL35, rpmI http://www.genome.jp/dbget-bin/www_bget?ko:K02916 path:ko03010

orf1217 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf1218 K01338 lon http://www.genome.jp/dbget-bin/www_bget?ko:K01338 path:ko04112

orf1222 K01524 ppx-gppA http://www.genome.jp/dbget-bin/www_bget?ko:K01524 path:ko00230

orf1223 K02427 rlmE, rrmJ, ftsJ http://www.genome.jp/dbget-bin/www_bget?ko:K02427

orf1224 K00847 E2.7.1.4, scrK http://www.genome.jp/dbget-bin/www_bget?ko:K00847 path:ko00051;path:ko00500;path:ko00520;path:ko01100

orf1225 K04085 tusA, sirA http://www.genome.jp/dbget-bin/www_bget?ko:K04085 path:ko04122

orf1226 K03602 xseB http://www.genome.jp/dbget-bin/www_bget?ko:K03602 path:ko03430

orf1227 K00795 ispA http://www.genome.jp/dbget-bin/www_bget?ko:K00795 path:ko00900;path:ko01100;path:ko01110

orf1230 K00878 thiM http://www.genome.jp/dbget-bin/www_bget?ko:K00878 path:ko00730;path:ko01100

orf1232 K01576 mdlC http://www.genome.jp/dbget-bin/www_bget?ko:K01576 path:ko00627;path:ko01120

orf1235 K00845 glk http://www.genome.jp/dbget-bin/www_bget?ko:K00845
path:ko00010;path:ko00052;path:ko00500;path:ko00520;path:ko00521;path:ko00524;path:ko01100;path:ko01110

;path:ko01120;path:ko01200

orf1238 K00946 thiL http://www.genome.jp/dbget-bin/www_bget?ko:K00946 path:ko00730;path:ko01100

orf1239 K03625 nusB http://www.genome.jp/dbget-bin/www_bget?ko:K03625

orf1240 K07738 nrdR http://www.genome.jp/dbget-bin/www_bget?ko:K07738

orf1241 K03654 recQ http://www.genome.jp/dbget-bin/www_bget?ko:K03654 path:ko03018

orf1243 K16012 cydC http://www.genome.jp/dbget-bin/www_bget?ko:K16012 path:ko02010

orf1244 K16013 cydD http://www.genome.jp/dbget-bin/www_bget?ko:K16013 path:ko02010

orf1246 K03088 SIG3.2, rpoE http://www.genome.jp/dbget-bin/www_bget?ko:K03088

orf1247 K03088 SIG3.2, rpoE http://www.genome.jp/dbget-bin/www_bget?ko:K03088

orf1249 K00697 otsA http://www.genome.jp/dbget-bin/www_bget?ko:K00697 path:ko00500;path:ko01100

orf1250 K15738 uup http://www.genome.jp/dbget-bin/www_bget?ko:K15738

orf1253 K03072 secD http://www.genome.jp/dbget-bin/www_bget?ko:K03072 path:ko03060;path:ko03070

orf1254 K03074 secF http://www.genome.jp/dbget-bin/www_bget?ko:K03074 path:ko03060;path:ko03070

orf1256 K03282 mscL http://www.genome.jp/dbget-bin/www_bget?ko:K03282

orf1257 K02909 RP-L31, rpmE http://www.genome.jp/dbget-bin/www_bget?ko:K02909 path:ko03010

orf1258 K04080 ibpA http://www.genome.jp/dbget-bin/www_bget?ko:K04080

orf1259 K09987 K09987 http://www.genome.jp/dbget-bin/www_bget?ko:K09987

orf1262 K01588 purE http://www.genome.jp/dbget-bin/www_bget?ko:K01588 path:ko00230;path:ko01100;path:ko01110

orf1263 K01589 purK http://www.genome.jp/dbget-bin/www_bget?ko:K01589 path:ko00230;path:ko01100;path:ko01110

orf1264 K03630 radC http://www.genome.jp/dbget-bin/www_bget?ko:K03630

orf1265 K01091 E3.1.3.18, gph http://www.genome.jp/dbget-bin/www_bget?ko:K01091 path:ko00630;path:ko01100;path:ko01110

orf1266 K03630 radC http://www.genome.jp/dbget-bin/www_bget?ko:K03630

orf1267 K03657 uvrD, pcrA http://www.genome.jp/dbget-bin/www_bget?ko:K03657 path:ko03420;path:ko03430

orf1268 K02687 prmA http://www.genome.jp/dbget-bin/www_bget?ko:K02687

orf1269 K03823 pat http://www.genome.jp/dbget-bin/www_bget?ko:K03823 path:ko00440;path:ko01110

orf1270 K01262 pepP http://www.genome.jp/dbget-bin/www_bget?ko:K01262

orf1271 K00030 IDH3 http://www.genome.jp/dbget-bin/www_bget?ko:K00030 path:ko00020;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01210;path:ko01230

orf1273 K07127 uraH, pucM, hiuH http://www.genome.jp/dbget-bin/www_bget?ko:K07127 path:ko00230;path:ko01100;path:ko01120



orf1274 K13485 PRHOXNB, URAD http://www.genome.jp/dbget-bin/www_bget?ko:K13485 path:ko00230;path:ko01100

orf1276 K00839 E2.6.1.-B http://www.genome.jp/dbget-bin/www_bget?ko:K00839

orf1277 K02083 allC http://www.genome.jp/dbget-bin/www_bget?ko:K02083 path:ko00230;path:ko01120

orf1278 K00681 ggt http://www.genome.jp/dbget-bin/www_bget?ko:K00681 path:ko00430;path:ko00460;path:ko00480;path:ko00590;path:ko01100

orf1279 K02433 gatA, QRSL1 http://www.genome.jp/dbget-bin/www_bget?ko:K02433 path:ko00970;path:ko01100

orf1281 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf1283 K07402 xdhC http://www.genome.jp/dbget-bin/www_bget?ko:K07402

orf1284 K13482 xdhB http://www.genome.jp/dbget-bin/www_bget?ko:K13482 path:ko00230;path:ko01100;path:ko01120

orf1285 K13481 xdhA http://www.genome.jp/dbget-bin/www_bget?ko:K13481 path:ko00230;path:ko01100;path:ko01120

orf1287 K01464 DPYS, dht, hydA http://www.genome.jp/dbget-bin/www_bget?ko:K01464 path:ko00240;path:ko00410;path:ko00770;path:ko00983;path:ko01100

orf1288 K01524 ppx-gppA http://www.genome.jp/dbget-bin/www_bget?ko:K01524 path:ko00230

orf1289 K00937 ppk http://www.genome.jp/dbget-bin/www_bget?ko:K00937 path:ko00190;path:ko03018

orf1291 K01933 purM http://www.genome.jp/dbget-bin/www_bget?ko:K01933 path:ko00230;path:ko01100;path:ko01110

orf1292 K11175 purN http://www.genome.jp/dbget-bin/www_bget?ko:K11175 path:ko00230;path:ko00670;path:ko01100;path:ko01110

orf1293 K00940 E2.7.4.6, ndk http://www.genome.jp/dbget-bin/www_bget?ko:K00940 path:ko00230;path:ko00240;path:ko01100;path:ko01110

orf1294 K06158 ABCF3 http://www.genome.jp/dbget-bin/www_bget?ko:K06158

orf1298 K08156 araJ http://www.genome.jp/dbget-bin/www_bget?ko:K08156

orf1303 K13013 wbqV http://www.genome.jp/dbget-bin/www_bget?ko:K13013

orf1307 K01255 CARP, pepA http://www.genome.jp/dbget-bin/www_bget?ko:K01255 path:ko00480;path:ko01100

orf1308 K17675 SUPV3L1, SUV3 http://www.genome.jp/dbget-bin/www_bget?ko:K17675

orf1309 K04762 hslR http://www.genome.jp/dbget-bin/www_bget?ko:K04762

orf1310 K05524 fdxA http://www.genome.jp/dbget-bin/www_bget?ko:K05524

orf1311 K02300 cyoD http://www.genome.jp/dbget-bin/www_bget?ko:K02300 path:ko00190;path:ko01100

orf1312 K02299 cyoC http://www.genome.jp/dbget-bin/www_bget?ko:K02299 path:ko00190;path:ko01100

orf1313 K02298 cyoB http://www.genome.jp/dbget-bin/www_bget?ko:K02298 path:ko00190;path:ko01100

orf1314 K02297 cyoA http://www.genome.jp/dbget-bin/www_bget?ko:K02297 path:ko00190;path:ko01100

orf1315 K06890 K06890 http://www.genome.jp/dbget-bin/www_bget?ko:K06890

orf1316 K01975 ligT http://www.genome.jp/dbget-bin/www_bget?ko:K01975

orf1317 K00114 exaA http://www.genome.jp/dbget-bin/www_bget?ko:K00114 path:ko00010;path:ko00625;path:ko01100;path:ko01110;path:ko01120

orf1319 K12410 npdA http://www.genome.jp/dbget-bin/www_bget?ko:K12410

orf1321 K05595 marC http://www.genome.jp/dbget-bin/www_bget?ko:K05595

orf1322 K14205 mprF, fmtC http://www.genome.jp/dbget-bin/www_bget?ko:K14205 path:ko05150

orf1323 K04566 lysK http://www.genome.jp/dbget-bin/www_bget?ko:K04566 path:ko00970

orf1324 K03722 dinG http://www.genome.jp/dbget-bin/www_bget?ko:K03722

orf1325 K03704 cspA http://www.genome.jp/dbget-bin/www_bget?ko:K03704

orf1326 K04077 groEL, HSPD1 http://www.genome.jp/dbget-bin/www_bget?ko:K04077 path:ko03018;path:ko04940;path:ko05134;path:ko05152

orf1327 K04078 groES, HSPE1 http://www.genome.jp/dbget-bin/www_bget?ko:K04078

orf1328 K01061 E3.1.1.45 http://www.genome.jp/dbget-bin/www_bget?ko:K01061 path:ko00361;path:ko00364;path:ko00623;path:ko01100;path:ko01110;path:ko01120

orf1329 K00772 E2.4.2.28, mtaP http://www.genome.jp/dbget-bin/www_bget?ko:K00772 path:ko00270;path:ko01100

orf1330 K00413 CYC1, CYT1, petC http://www.genome.jp/dbget-bin/www_bget?ko:K00413 path:ko00190;path:ko01100;path:ko02020;path:ko04260;path:ko04932;path:ko05010;path:ko05012;path:ko05016

orf1331 K00228 CPOX, hemF http://www.genome.jp/dbget-bin/www_bget?ko:K00228 path:ko00860;path:ko01100;path:ko01110

orf1336 K00428 E1.11.1.5 http://www.genome.jp/dbget-bin/www_bget?ko:K00428

orf1338 K08304 mltA http://www.genome.jp/dbget-bin/www_bget?ko:K08304

orf1340 K03071 secB http://www.genome.jp/dbget-bin/www_bget?ko:K03071 path:ko03060;path:ko03070

orf1341 K01719 hemD, UROS http://www.genome.jp/dbget-bin/www_bget?ko:K01719 path:ko00860;path:ko01100;path:ko01110

orf1342 K01749 hemC, HMBS http://www.genome.jp/dbget-bin/www_bget?ko:K01749 path:ko00860;path:ko01100;path:ko01110

orf1343 K01409 gcp, QRI7, OSGEPL, tsaD http://www.genome.jp/dbget-bin/www_bget?ko:K01409

orf1344 K00057 gpsA http://www.genome.jp/dbget-bin/www_bget?ko:K00057 path:ko00564

orf1345 K00432 E1.11.1.9 http://www.genome.jp/dbget-bin/www_bget?ko:K00432 path:ko00480;path:ko00590;path:ko04918

orf1346 K03980 mviN http://www.genome.jp/dbget-bin/www_bget?ko:K03980 path:ko00550

orf1347 K03555 mutS http://www.genome.jp/dbget-bin/www_bget?ko:K03555 path:ko03430

orf1348 K00990 glnD http://www.genome.jp/dbget-bin/www_bget?ko:K00990 path:ko02020

orf1351 K01299 E3.4.17.19 http://www.genome.jp/dbget-bin/www_bget?ko:K01299

orf1353 K01733 thrC http://www.genome.jp/dbget-bin/www_bget?ko:K01733 path:ko00260;path:ko00750;path:ko01100;path:ko01120;path:ko01230

orf1355 K03592 pmbA http://www.genome.jp/dbget-bin/www_bget?ko:K03592

orf1358 K02301 cyoE http://www.genome.jp/dbget-bin/www_bget?ko:K02301 path:ko00190;path:ko00860;path:ko01100;path:ko01110



orf1359 K02274 coxA http://www.genome.jp/dbget-bin/www_bget?ko:K02274 path:ko00190;path:ko01100

orf1361 K00570 pmtA http://www.genome.jp/dbget-bin/www_bget?ko:K00570 path:ko00564;path:ko01100

orf1362 K01920 E6.3.2.3, gshB http://www.genome.jp/dbget-bin/www_bget?ko:K01920 path:ko00480;path:ko01100

orf1364 K04760 greB http://www.genome.jp/dbget-bin/www_bget?ko:K04760

orf1366 K03702 uvrB http://www.genome.jp/dbget-bin/www_bget?ko:K03702 path:ko03420

orf1368 K08602 pepF, pepB http://www.genome.jp/dbget-bin/www_bget?ko:K08602

orf1369 K00265 gltB http://www.genome.jp/dbget-bin/www_bget?ko:K00265 path:ko00250;path:ko00910;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1370 K00266 gltD http://www.genome.jp/dbget-bin/www_bget?ko:K00266 path:ko00250;path:ko00910;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1371 K00329 E1.6.5.3 http://www.genome.jp/dbget-bin/www_bget?ko:K00329 path:ko00190

orf1373 K03684 rnd http://www.genome.jp/dbget-bin/www_bget?ko:K03684

orf1375 K06041 E5.3.1.13 http://www.genome.jp/dbget-bin/www_bget?ko:K06041

orf1376 K11719 lptC http://www.genome.jp/dbget-bin/www_bget?ko:K11719

orf1377 K09774 lptA http://www.genome.jp/dbget-bin/www_bget?ko:K09774

orf1378 K06861 lptB http://www.genome.jp/dbget-bin/www_bget?ko:K06861 path:ko02010

orf1383 K01462 PDF, def http://www.genome.jp/dbget-bin/www_bget?ko:K01462

orf1384 K00604 MTFMT, fmt http://www.genome.jp/dbget-bin/www_bget?ko:K00604 path:ko00670;path:ko00970

orf1385 K06173 truA, PUS1 http://www.genome.jp/dbget-bin/www_bget?ko:K06173

orf1387 K01439 dapE http://www.genome.jp/dbget-bin/www_bget?ko:K01439 path:ko00300;path:ko01100;path:ko01120;path:ko01230

orf1388 K00674 dapD http://www.genome.jp/dbget-bin/www_bget?ko:K00674 path:ko00300;path:ko01100;path:ko01120;path:ko01230

orf1390 K00930 argB http://www.genome.jp/dbget-bin/www_bget?ko:K00930 path:ko00330;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1391 K03978 engB http://www.genome.jp/dbget-bin/www_bget?ko:K03978

orf1392 K03217 yidC, spoIIIJ, OXA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03217 path:ko03060;path:ko03070

orf1393 K08998 K08998 http://www.genome.jp/dbget-bin/www_bget?ko:K08998

orf1394 K03536 rnpA http://www.genome.jp/dbget-bin/www_bget?ko:K03536

orf1396 K01759 E4.4.1.5, GLO1, gloA http://www.genome.jp/dbget-bin/www_bget?ko:K01759 path:ko00620;path:ko04011

orf1397 K09949 K09949 http://www.genome.jp/dbget-bin/www_bget?ko:K09949

orf1398 K00677 lpxA http://www.genome.jp/dbget-bin/www_bget?ko:K00677 path:ko00540;path:ko01100

orf1399 K02372 fabZ http://www.genome.jp/dbget-bin/www_bget?ko:K02372 path:ko00061;path:ko00780;path:ko01100;path:ko01212

orf1400 K02536 lpxD http://www.genome.jp/dbget-bin/www_bget?ko:K02536 path:ko00540;path:ko01100

orf1402 K07277 SAM50, TOB55, bamA http://www.genome.jp/dbget-bin/www_bget?ko:K07277

orf1403 K11749 rseP http://www.genome.jp/dbget-bin/www_bget?ko:K11749 path:ko04112

orf1404 K00099 dxr http://www.genome.jp/dbget-bin/www_bget?ko:K00099 path:ko00900;path:ko01100;path:ko01110

orf1405 K00981 E2.7.7.41, CDS1, CDS2, cdsA http://www.genome.jp/dbget-bin/www_bget?ko:K00981 path:ko00564;path:ko01100;path:ko04070

orf1406 K00806 uppS http://www.genome.jp/dbget-bin/www_bget?ko:K00806 path:ko00900;path:ko01110

orf1407 K02838 frr, MRRF, RRF http://www.genome.jp/dbget-bin/www_bget?ko:K02838

orf1408 K09903 pyrH http://www.genome.jp/dbget-bin/www_bget?ko:K09903 path:ko00240;path:ko01100

orf1409 K03595 era http://www.genome.jp/dbget-bin/www_bget?ko:K03595

orf1410 K03685 rnc, DROSHA, RNT1 http://www.genome.jp/dbget-bin/www_bget?ko:K03685 path:ko03008;path:ko05205

orf1411 K03100 lepB http://www.genome.jp/dbget-bin/www_bget?ko:K03100 path:ko03060

orf1412 K00997 acpS http://www.genome.jp/dbget-bin/www_bget?ko:K00997 path:ko00770

orf1413 K00951 relA http://www.genome.jp/dbget-bin/www_bget?ko:K00951 path:ko00230

orf1414 K03060 rpoZ http://www.genome.jp/dbget-bin/www_bget?ko:K03060 path:ko00230;path:ko00240;path:ko01100;path:ko03020

orf1415 K00950 folK http://www.genome.jp/dbget-bin/www_bget?ko:K00950 path:ko00790;path:ko01100

orf1417 K00116 mqo http://www.genome.jp/dbget-bin/www_bget?ko:K00116 path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf1419 K00625 E2.3.1.8, pta http://www.genome.jp/dbget-bin/www_bget?ko:K00625 path:ko00430;path:ko00620;path:ko00640;path:ko00680;path:ko00720;path:ko01100;path:ko01120;path:ko01200

orf1421 K02291 crtB http://www.genome.jp/dbget-bin/www_bget?ko:K02291 path:ko00906;path:ko01100;path:ko01110

orf1422 K04564 SOD2 http://www.genome.jp/dbget-bin/www_bget?ko:K04564 path:ko04068;path:ko04146;path:ko05016

orf1423 K08137 galP http://www.genome.jp/dbget-bin/www_bget?ko:K08137

orf1424 K03210 yajC http://www.genome.jp/dbget-bin/www_bget?ko:K03210 path:ko03060;path:ko03070

orf1425 K06923 K06923 http://www.genome.jp/dbget-bin/www_bget?ko:K06923

orf1427 K03574 mutT, NUDT15, MTH2 http://www.genome.jp/dbget-bin/www_bget?ko:K03574

orf1430 K01962 accA http://www.genome.jp/dbget-bin/www_bget?ko:K01962
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf1431 K04763 xerD http://www.genome.jp/dbget-bin/www_bget?ko:K04763

orf1433 K13829 aroKB http://www.genome.jp/dbget-bin/www_bget?ko:K13829 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf1436 K05349 bglX http://www.genome.jp/dbget-bin/www_bget?ko:K05349 path:ko00460;path:ko00500;path:ko00940;path:ko01100;path:ko01110



orf1440 K02495 hemN, hemZ http://www.genome.jp/dbget-bin/www_bget?ko:K02495 path:ko00860;path:ko01100;path:ko01110

orf1442 K03549 kup http://www.genome.jp/dbget-bin/www_bget?ko:K03549

orf1443 K06997 K06997 http://www.genome.jp/dbget-bin/www_bget?ko:K06997

orf1444 K03500 rsmB, sun http://www.genome.jp/dbget-bin/www_bget?ko:K03500

orf1445 K01783 rpe, RPE http://www.genome.jp/dbget-bin/www_bget?ko:K01783 path:ko00030;path:ko00040;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf1449 K01269 E3.4.11.- http://www.genome.jp/dbget-bin/www_bget?ko:K01269

orf1453 K01866 YARS, tyrS http://www.genome.jp/dbget-bin/www_bget?ko:K01866 path:ko00970

orf1454 K07018 K07018 http://www.genome.jp/dbget-bin/www_bget?ko:K07018

orf1456 K04487 iscS, NFS1 http://www.genome.jp/dbget-bin/www_bget?ko:K04487 path:ko00730;path:ko01100;path:ko04122

orf1457 K04487 iscS, NFS1 http://www.genome.jp/dbget-bin/www_bget?ko:K04487 path:ko00730;path:ko01100;path:ko04122

orf1458 K04755 fdx http://www.genome.jp/dbget-bin/www_bget?ko:K04755

orf1459 K00566 mnmA, trmU, TRMU http://www.genome.jp/dbget-bin/www_bget?ko:K00566 path:ko04122

orf1460 K04097 gst http://www.genome.jp/dbget-bin/www_bget?ko:K04097 path:ko00480

orf1465 K00754 E2.4.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00754 path:ko00051

orf1468 K16264 czcD, zitB http://www.genome.jp/dbget-bin/www_bget?ko:K16264

orf1469 K07137 K07137 http://www.genome.jp/dbget-bin/www_bget?ko:K07137

orf1470 K04066 priA http://www.genome.jp/dbget-bin/www_bget?ko:K04066 path:ko03440

orf1471 K03733 xerC http://www.genome.jp/dbget-bin/www_bget?ko:K03733

orf1472 K01259 pip http://www.genome.jp/dbget-bin/www_bget?ko:K01259 path:ko00330

orf1475 K04752 glnK http://www.genome.jp/dbget-bin/www_bget?ko:K04752

orf1476 K03185 ubiH http://www.genome.jp/dbget-bin/www_bget?ko:K03185 path:ko00130;path:ko01100;path:ko01110

orf1477 K00640 cysE http://www.genome.jp/dbget-bin/www_bget?ko:K00640 path:ko00270;path:ko00920;path:ko01100;path:ko01120;path:ko01200;path:ko01230

orf1478 K07007 K07007 http://www.genome.jp/dbget-bin/www_bget?ko:K07007

orf1479 K06915 K06915 http://www.genome.jp/dbget-bin/www_bget?ko:K06915

orf1481 K08300 rne http://www.genome.jp/dbget-bin/www_bget?ko:K08300 path:ko03018

orf1485 K01448 E3.5.1.28B, amiA, amiB, amiC http://www.genome.jp/dbget-bin/www_bget?ko:K01448

orf1486 K01649 leuA http://www.genome.jp/dbget-bin/www_bget?ko:K01649 path:ko00290;path:ko00620;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1489 K03569 mreB http://www.genome.jp/dbget-bin/www_bget?ko:K03569

orf1490 K03570 mreC http://www.genome.jp/dbget-bin/www_bget?ko:K03570

orf1491 K03571 mreD http://www.genome.jp/dbget-bin/www_bget?ko:K03571

orf1492 K05515 mrdA http://www.genome.jp/dbget-bin/www_bget?ko:K05515 path:ko00312;path:ko00550

orf1493 K05837 rodA, mrdB http://www.genome.jp/dbget-bin/www_bget?ko:K05837

orf1495 K01879 glyS http://www.genome.jp/dbget-bin/www_bget?ko:K01879 path:ko00970

orf1496 K01878 glyQ http://www.genome.jp/dbget-bin/www_bget?ko:K01878 path:ko00970

orf1497 K09945 K09945 http://www.genome.jp/dbget-bin/www_bget?ko:K09945

orf1498 K03919 alkB http://www.genome.jp/dbget-bin/www_bget?ko:K03919

orf1499 K01625 eda http://www.genome.jp/dbget-bin/www_bget?ko:K01625 path:ko00030;path:ko00630;path:ko01100;path:ko01120;path:ko01200

orf1500 K01690 edd http://www.genome.jp/dbget-bin/www_bget?ko:K01690 path:ko00030;path:ko01100;path:ko01120;path:ko01200

orf1504 K00954 E2.7.7.3A, coaD, kdtB http://www.genome.jp/dbget-bin/www_bget?ko:K00954 path:ko00770;path:ko01100

orf1505 K02469 gyrA http://www.genome.jp/dbget-bin/www_bget?ko:K02469

orf1506 K02469 gyrA http://www.genome.jp/dbget-bin/www_bget?ko:K02469

orf1507 K03111 ssb http://www.genome.jp/dbget-bin/www_bget?ko:K03111 path:ko03030;path:ko03430;path:ko03440

orf1508 K03701 uvrA http://www.genome.jp/dbget-bin/www_bget?ko:K03701 path:ko03420

orf1509 K01611 speD, AMD1 http://www.genome.jp/dbget-bin/www_bget?ko:K01611 path:ko00270;path:ko00330;path:ko01100

orf1510 K00797 speE, SRM http://www.genome.jp/dbget-bin/www_bget?ko:K00797 path:ko00270;path:ko00330;path:ko00410;path:ko00480;path:ko01100

orf1512 K00605 gcvT, AMT http://www.genome.jp/dbget-bin/www_bget?ko:K00605 path:ko00260;path:ko00670;path:ko01100;path:ko01200

orf1514 K02437 gcvH, GCSH http://www.genome.jp/dbget-bin/www_bget?ko:K02437 path:ko00260;path:ko00630;path:ko01110

orf1515 K00281 GLDC, gcvP http://www.genome.jp/dbget-bin/www_bget?ko:K00281 path:ko00260;path:ko01100;path:ko01200

orf1516 K02016 ABC.FEV.S http://www.genome.jp/dbget-bin/www_bget?ko:K02016 path:ko02010

orf1517 K02015 ABC.FEV.P http://www.genome.jp/dbget-bin/www_bget?ko:K02015 path:ko02010

orf1518 K02013 ABC.FEV.A http://www.genome.jp/dbget-bin/www_bget?ko:K02013 path:ko02010

orf1522 K01759 E4.4.1.5, GLO1, gloA http://www.genome.jp/dbget-bin/www_bget?ko:K01759 path:ko00620;path:ko04011

orf1523 K01778 dapF http://www.genome.jp/dbget-bin/www_bget?ko:K01778 path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1525 K03110 ftsY http://www.genome.jp/dbget-bin/www_bget?ko:K03110 path:ko03060;path:ko03070

orf1526 K00927 PGK, pgk http://www.genome.jp/dbget-bin/www_bget?ko:K00927 path:ko00010;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230



orf1527 K00134 GAPDH, gapA http://www.genome.jp/dbget-bin/www_bget?ko:K00134
path:ko00010;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230;path:ko04066

;path:ko05010

orf1528 K00615 E2.2.1.1, tktA, tktB http://www.genome.jp/dbget-bin/www_bget?ko:K00615 path:ko00030;path:ko00710;path:ko01051;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf1530 K00643 E2.3.1.37, ALAS http://www.genome.jp/dbget-bin/www_bget?ko:K00643 path:ko00260;path:ko00860;path:ko01100

orf1532 K00681 ggt http://www.genome.jp/dbget-bin/www_bget?ko:K00681 path:ko00430;path:ko00460;path:ko00480;path:ko00590;path:ko01100

orf1533 K03553 recA http://www.genome.jp/dbget-bin/www_bget?ko:K03553 path:ko03440

orf1536 K00050 ttuD http://www.genome.jp/dbget-bin/www_bget?ko:K00050 path:ko00260;path:ko00630;path:ko01100

orf1537 K00867 coaA http://www.genome.jp/dbget-bin/www_bget?ko:K00867 path:ko00770;path:ko01100

orf1540 K07248 aldA http://www.genome.jp/dbget-bin/www_bget?ko:K07248 path:ko00620;path:ko00630;path:ko01120

orf1542 K03594 bfr http://www.genome.jp/dbget-bin/www_bget?ko:K03594

orf1544 K03608 minE http://www.genome.jp/dbget-bin/www_bget?ko:K03608

orf1545 K03609 minD http://www.genome.jp/dbget-bin/www_bget?ko:K03609

orf1546 K03610 minC http://www.genome.jp/dbget-bin/www_bget?ko:K03610

orf1547 K00799 GST, gst http://www.genome.jp/dbget-bin/www_bget?ko:K00799 path:ko00480;path:ko00980;path:ko00982;path:ko05204

orf1548 K07007 K07007 http://www.genome.jp/dbget-bin/www_bget?ko:K07007

orf1550 K07478 ycaJ http://www.genome.jp/dbget-bin/www_bget?ko:K07478

orf1551 K06179 rluC http://www.genome.jp/dbget-bin/www_bget?ko:K06179

orf1552 K07289 asmA http://www.genome.jp/dbget-bin/www_bget?ko:K07289

orf1554 K12506 ispDF http://www.genome.jp/dbget-bin/www_bget?ko:K12506 path:ko00900;path:ko01100;path:ko01110

orf1556 K05540 dusB http://www.genome.jp/dbget-bin/www_bget?ko:K05540

orf1557 K07708 glnL, ntrB http://www.genome.jp/dbget-bin/www_bget?ko:K07708 path:ko02020

orf1558 K07712 glnG, ntrC http://www.genome.jp/dbget-bin/www_bget?ko:K07712 path:ko02020

orf1559 K13598 ntrY http://www.genome.jp/dbget-bin/www_bget?ko:K13598 path:ko02020

orf1560 K13599 ntrX http://www.genome.jp/dbget-bin/www_bget?ko:K13599 path:ko02020

orf1561 K03666 hfq http://www.genome.jp/dbget-bin/www_bget?ko:K03666 path:ko03018

orf1562 K03665 hflX http://www.genome.jp/dbget-bin/www_bget?ko:K03665

orf1564 K04765 mazG http://www.genome.jp/dbget-bin/www_bget?ko:K04765 path:ko00230;path:ko00240;path:ko01100

orf1565 K00145 argC http://www.genome.jp/dbget-bin/www_bget?ko:K00145 path:ko00330;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf1566 K00831 serC, PSAT1 http://www.genome.jp/dbget-bin/www_bget?ko:K00831 path:ko00260;path:ko00680;path:ko00750;path:ko01100;path:ko01120;path:ko01200;path:ko01230

orf1567 K02502 hisZ http://www.genome.jp/dbget-bin/www_bget?ko:K02502 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1568 K01939 E6.3.4.4, purA http://www.genome.jp/dbget-bin/www_bget?ko:K01939 path:ko00230;path:ko00250;path:ko01100

orf1569 K03089 SIG3.3.1, rpoH http://www.genome.jp/dbget-bin/www_bget?ko:K03089

orf1570 K06180 rluD http://www.genome.jp/dbget-bin/www_bget?ko:K06180

orf1575 K01179 E3.2.1.4 http://www.genome.jp/dbget-bin/www_bget?ko:K01179 path:ko00500;path:ko01100

orf1576 K16075 MRS2, MFM1 http://www.genome.jp/dbget-bin/www_bget?ko:K16075

orf1578 K00694 bcsA http://www.genome.jp/dbget-bin/www_bget?ko:K00694 path:ko00500;path:ko01100

orf1579 K00694 bcsA http://www.genome.jp/dbget-bin/www_bget?ko:K00694 path:ko00500;path:ko01100

orf1582 K05349 bglX http://www.genome.jp/dbget-bin/www_bget?ko:K05349 path:ko00460;path:ko00500;path:ko00940;path:ko01100;path:ko01110

orf1584 K09705 K09705 http://www.genome.jp/dbget-bin/www_bget?ko:K09705

orf1587 K04079 htpG, HSP90A http://www.genome.jp/dbget-bin/www_bget?ko:K04079
path:ko04141;path:ko04151;path:ko04612;path:ko04621;path:ko04626;path:ko04914;path:ko04915;path:ko05200

;path:ko05215

orf1588 K08963 mtnA http://www.genome.jp/dbget-bin/www_bget?ko:K08963 path:ko00270;path:ko01100

orf1590 K01876 DARS, aspS http://www.genome.jp/dbget-bin/www_bget?ko:K01876 path:ko00970

orf1592 K01142 E3.1.11.2, xthA http://www.genome.jp/dbget-bin/www_bget?ko:K01142 path:ko03410

orf1595 K01129 dgt http://www.genome.jp/dbget-bin/www_bget?ko:K01129 path:ko00230

orf1596 K01887 RARS, argS http://www.genome.jp/dbget-bin/www_bget?ko:K01887 path:ko00970

orf1598 K05896 scpA http://www.genome.jp/dbget-bin/www_bget?ko:K05896

orf1599 K06024 scpB http://www.genome.jp/dbget-bin/www_bget?ko:K06024

orf1600 K03117 tatB http://www.genome.jp/dbget-bin/www_bget?ko:K03117 path:ko03060;path:ko03070

orf1601 K03118 tatC http://www.genome.jp/dbget-bin/www_bget?ko:K03118 path:ko03060;path:ko03070

orf1602 K01875 SARS, serS http://www.genome.jp/dbget-bin/www_bget?ko:K01875 path:ko00970

orf1603 K17675 SUPV3L1, SUV3 http://www.genome.jp/dbget-bin/www_bget?ko:K17675

orf1604 K00528 E1.18.1.2, fpr http://www.genome.jp/dbget-bin/www_bget?ko:K00528

orf1606 K00383 GSR, gor http://www.genome.jp/dbget-bin/www_bget?ko:K00383 path:ko00480;path:ko04918

orf1608 K01626 E2.5.1.54, aroF, aroG, aroH http://www.genome.jp/dbget-bin/www_bget?ko:K01626 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf1609 K00763 pncB, NAPRT1 http://www.genome.jp/dbget-bin/www_bget?ko:K00763 path:ko00760;path:ko01100



orf1611 K01885 EARS, gltX http://www.genome.jp/dbget-bin/www_bget?ko:K01885 path:ko00860;path:ko00970;path:ko01100;path:ko01110

orf1612 K02533 lasT http://www.genome.jp/dbget-bin/www_bget?ko:K02533

orf1613 K01883 CARS, cysS http://www.genome.jp/dbget-bin/www_bget?ko:K01883 path:ko00970

orf1614 K02837 prfC http://www.genome.jp/dbget-bin/www_bget?ko:K02837

orf1615 K02986 RP-S4, rpsD http://www.genome.jp/dbget-bin/www_bget?ko:K02986 path:ko03010

orf1618 K06988 K06988 http://www.genome.jp/dbget-bin/www_bget?ko:K06988

orf1621 K01673 cynT, can http://www.genome.jp/dbget-bin/www_bget?ko:K01673 path:ko00910

orf1622 K01872 AARS, alaS http://www.genome.jp/dbget-bin/www_bget?ko:K01872 path:ko00970

orf1623 K03707 tenA http://www.genome.jp/dbget-bin/www_bget?ko:K03707 path:ko00730;path:ko01100

orf1624 K00433 cpo http://www.genome.jp/dbget-bin/www_bget?ko:K00433

orf1630 K00661 maa http://www.genome.jp/dbget-bin/www_bget?ko:K00661

orf1631 K09702 K09702 http://www.genome.jp/dbget-bin/www_bget?ko:K09702

orf1633 K05523 hchA http://www.genome.jp/dbget-bin/www_bget?ko:K05523 path:ko00620;path:ko01120

orf1639 K02624 pcaR http://www.genome.jp/dbget-bin/www_bget?ko:K02624

orf1640 K00529 hcaD http://www.genome.jp/dbget-bin/www_bget?ko:K00529 path:ko00071;path:ko00360;path:ko01120;path:ko01220

orf1641 K04755 fdx http://www.genome.jp/dbget-bin/www_bget?ko:K04755

orf1643 K01915 glnA http://www.genome.jp/dbget-bin/www_bget?ko:K01915
path:ko00250;path:ko00330;path:ko00630;path:ko00910;path:ko01100;path:ko01120;path:ko01230;path:ko02020

;path:ko04724;path:ko04727

orf1644 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf1654 K00161 PDHA, pdhA http://www.genome.jp/dbget-bin/www_bget?ko:K00161 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko04066

orf1657 K00162 PDHB, pdhB http://www.genome.jp/dbget-bin/www_bget?ko:K00162 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko04066

orf1658 K00627 DLAT, aceF, pdhC http://www.genome.jp/dbget-bin/www_bget?ko:K00627 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf1659 K00854 xylB, XYLB http://www.genome.jp/dbget-bin/www_bget?ko:K00854 path:ko00040;path:ko01100

orf1666 K00067 rfbD, rmlD http://www.genome.jp/dbget-bin/www_bget?ko:K00067 path:ko00521;path:ko00523;path:ko01100;path:ko01110

orf1668 K01790 rfbC, rmlC http://www.genome.jp/dbget-bin/www_bget?ko:K01790 path:ko00521;path:ko00523;path:ko01100;path:ko01110

orf1669 K01179 E3.2.1.4 http://www.genome.jp/dbget-bin/www_bget?ko:K01179 path:ko00500;path:ko01100

orf1670 K13662 gumE http://www.genome.jp/dbget-bin/www_bget?ko:K13662

orf1672 K13659 gumK http://www.genome.jp/dbget-bin/www_bget?ko:K13659

orf1675 K16555 exoO http://www.genome.jp/dbget-bin/www_bget?ko:K16555

orf1676 K00012 UGDH, ugd http://www.genome.jp/dbget-bin/www_bget?ko:K00012 path:ko00040;path:ko00053;path:ko00500;path:ko00520;path:ko01100;path:ko01110

orf1678 K16011 algA, xanB, rfbA http://www.genome.jp/dbget-bin/www_bget?ko:K16011 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf1680 K05946 E2.4.1.187, tagA http://www.genome.jp/dbget-bin/www_bget?ko:K05946

orf1681 K16692 etk-wzc http://www.genome.jp/dbget-bin/www_bget?ko:K16692

orf1682 K13657 gumH http://www.genome.jp/dbget-bin/www_bget?ko:K13657

orf1685 K01991 ABC-2.OM, wza http://www.genome.jp/dbget-bin/www_bget?ko:K01991

orf1687 K01710 E4.2.1.46, rfbB, rffG http://www.genome.jp/dbget-bin/www_bget?ko:K01710 path:ko00521;path:ko00523;path:ko01055;path:ko01100;path:ko01110

orf1688 K00973 E2.7.7.24, rfbA, rffH http://www.genome.jp/dbget-bin/www_bget?ko:K00973 path:ko00521;path:ko00523;path:ko01100;path:ko01110

orf1697 K12972 ghrA http://www.genome.jp/dbget-bin/www_bget?ko:K12972 path:ko00260;path:ko00620;path:ko00630;path:ko01100;path:ko01120

orf1707 K12373 HEXA_B http://www.genome.jp/dbget-bin/www_bget?ko:K12373 path:ko00511;path:ko00520;path:ko00531;path:ko00603;path:ko00604;path:ko01100;path:ko01110;path:ko04142

orf1709 K00573 E2.1.1.77, pcm http://www.genome.jp/dbget-bin/www_bget?ko:K00573

orf1711 K12340 tolC http://www.genome.jp/dbget-bin/www_bget?ko:K12340 path:ko00312;path:ko03070;path:ko04626;path:ko05133

orf1712 K01873 VARS, valS http://www.genome.jp/dbget-bin/www_bget?ko:K01873 path:ko00970

orf1713 K07304 msrA http://www.genome.jp/dbget-bin/www_bget?ko:K07304

orf1714 K02049 ABC.SN.A http://www.genome.jp/dbget-bin/www_bget?ko:K02049

orf1715 K02050 ABC.SN.P http://www.genome.jp/dbget-bin/www_bget?ko:K02050

orf1716 K01520 dut, DUT http://www.genome.jp/dbget-bin/www_bget?ko:K01520 path:ko00240;path:ko01100

orf1717 K13038 coaBC, dfp http://www.genome.jp/dbget-bin/www_bget?ko:K13038 path:ko00770;path:ko01100

orf1718 K03183 ubiE http://www.genome.jp/dbget-bin/www_bget?ko:K03183 path:ko00130;path:ko01100;path:ko01110

orf1719 K10563 mutM, fpg http://www.genome.jp/dbget-bin/www_bget?ko:K10563 path:ko03410

orf1720 K02968 RP-S20, rpsT http://www.genome.jp/dbget-bin/www_bget?ko:K02968 path:ko03010

orf1721 K02313 dnaA http://www.genome.jp/dbget-bin/www_bget?ko:K02313 path:ko02020;path:ko04112

orf1722 K02338 DPO3B, dnaN http://www.genome.jp/dbget-bin/www_bget?ko:K02338 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf1723 K03629 recF http://www.genome.jp/dbget-bin/www_bget?ko:K03629 path:ko03440

orf1724 K02470 gyrB http://www.genome.jp/dbget-bin/www_bget?ko:K02470

orf1725 K04042 glmU http://www.genome.jp/dbget-bin/www_bget?ko:K04042 path:ko00520;path:ko01100;path:ko01110

orf1726 K01091 E3.1.3.18, gph http://www.genome.jp/dbget-bin/www_bget?ko:K01091 path:ko00630;path:ko01100;path:ko01110



orf1727 K00820 E2.6.1.16, glmS http://www.genome.jp/dbget-bin/www_bget?ko:K00820 path:ko00250;path:ko00520;path:ko01100;path:ko01110

orf1728 K03153 thiO http://www.genome.jp/dbget-bin/www_bget?ko:K03153 path:ko00730;path:ko01100

orf1729 K03154 thiS http://www.genome.jp/dbget-bin/www_bget?ko:K03154 path:ko04122

orf1730 K03149 thiG http://www.genome.jp/dbget-bin/www_bget?ko:K03149 path:ko00730;path:ko01100

orf1731 K00788 thiE http://www.genome.jp/dbget-bin/www_bget?ko:K00788 path:ko00730;path:ko01100

orf1732 K03316 TC.CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03316

orf1735 K01586 lysA http://www.genome.jp/dbget-bin/www_bget?ko:K01586 path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1736 K01489 cdd, CDA http://www.genome.jp/dbget-bin/www_bget?ko:K01489 path:ko00240;path:ko00983;path:ko01100

orf1738 K01755 argH, ASL http://www.genome.jp/dbget-bin/www_bget?ko:K01755 path:ko00250;path:ko00330;path:ko01100;path:ko01110;path:ko01230

orf1740 K00014 aroE http://www.genome.jp/dbget-bin/www_bget?ko:K00014 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf1741 K00859 coaE http://www.genome.jp/dbget-bin/www_bget?ko:K00859 path:ko00770;path:ko01100

orf1742 K02342 DPO3E, dnaQ http://www.genome.jp/dbget-bin/www_bget?ko:K02342 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf1744 K02066 ABC.X1.P http://www.genome.jp/dbget-bin/www_bget?ko:K02066 path:ko02010

orf1745 K02065 ABC.X1.A http://www.genome.jp/dbget-bin/www_bget?ko:K02065 path:ko02010

orf1746 K02067 ABC.X1.S http://www.genome.jp/dbget-bin/www_bget?ko:K02067 path:ko02010

orf1748 K03321 TC.SULP http://www.genome.jp/dbget-bin/www_bget?ko:K03321

orf1749 K01737 queD, ptpS, PTS http://www.genome.jp/dbget-bin/www_bget?ko:K01737 path:ko00790;path:ko01100

orf1750 K06920 queC http://www.genome.jp/dbget-bin/www_bget?ko:K06920 path:ko00790;path:ko01100

orf1752 K01012 bioB http://www.genome.jp/dbget-bin/www_bget?ko:K01012 path:ko00780;path:ko01100

orf1753 K01012 bioB http://www.genome.jp/dbget-bin/www_bget?ko:K01012 path:ko00780;path:ko01100

orf1754 K01902 sucD http://www.genome.jp/dbget-bin/www_bget?ko:K01902 path:ko00020;path:ko00640;path:ko00660;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf1755 K01903 sucC http://www.genome.jp/dbget-bin/www_bget?ko:K01903 path:ko00020;path:ko00640;path:ko00660;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf1758 K02002 proX http://www.genome.jp/dbget-bin/www_bget?ko:K02002 path:ko02010

orf1761 K00645 fabD http://www.genome.jp/dbget-bin/www_bget?ko:K00645 path:ko00061;path:ko01100;path:ko01212

orf1762 K00059 fabG http://www.genome.jp/dbget-bin/www_bget?ko:K00059 path:ko00061;path:ko00780;path:ko01040;path:ko01100;path:ko01212

orf1763 K02078 acpP http://www.genome.jp/dbget-bin/www_bget?ko:K02078

orf1764 K09458 fabF http://www.genome.jp/dbget-bin/www_bget?ko:K09458 path:ko00061;path:ko00780;path:ko01100;path:ko01212

orf1765 K07082 K07082 http://www.genome.jp/dbget-bin/www_bget?ko:K07082

orf1767 K01092 E3.1.3.25, IMPA, suhB http://www.genome.jp/dbget-bin/www_bget?ko:K01092 path:ko00521;path:ko00562;path:ko01100;path:ko01110;path:ko04070

orf1771 K11720 lptG http://www.genome.jp/dbget-bin/www_bget?ko:K11720 path:ko02010

orf1772 K07091 lptF http://www.genome.jp/dbget-bin/www_bget?ko:K07091 path:ko02010

orf1776 K00652 bioF http://www.genome.jp/dbget-bin/www_bget?ko:K00652 path:ko00780;path:ko01100

orf1778 K00666 K00666 http://www.genome.jp/dbget-bin/www_bget?ko:K00666

orf1784 K01238 E3.2.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K01238

orf1791 K03205 virD4, lvhD4 http://www.genome.jp/dbget-bin/www_bget?ko:K03205 path:ko03070

orf1793 K03196 virB11, lvhB11 http://www.genome.jp/dbget-bin/www_bget?ko:K03196 path:ko03070;path:ko05120

orf1794 K03197 virB2, lvhB2 http://www.genome.jp/dbget-bin/www_bget?ko:K03197 path:ko03070;path:ko05134

orf1795 K03198 virB3, lvhB3 http://www.genome.jp/dbget-bin/www_bget?ko:K03198 path:ko03070

orf1796 K03199 virB4, lvhB4 http://www.genome.jp/dbget-bin/www_bget?ko:K03199 path:ko03070

orf1798 K07344 trbL http://www.genome.jp/dbget-bin/www_bget?ko:K07344

orf1799 K03200 virB5, lvhB5 http://www.genome.jp/dbget-bin/www_bget?ko:K03200 path:ko03070

orf1800 K03204 virB9, lvhB9 http://www.genome.jp/dbget-bin/www_bget?ko:K03204 path:ko03070

orf1801 K03195 virB10, lvhB10 http://www.genome.jp/dbget-bin/www_bget?ko:K03195 path:ko03070

orf1802 K00154 E1.2.1.68 http://www.genome.jp/dbget-bin/www_bget?ko:K00154

orf1807 K01118 acpD, azoR http://www.genome.jp/dbget-bin/www_bget?ko:K01118

orf1817 K02034 ABC.PE.P1 http://www.genome.jp/dbget-bin/www_bget?ko:K02034

orf1818 K02033 ABC.PE.P http://www.genome.jp/dbget-bin/www_bget?ko:K02033

orf1819 K02031 ABC.PE.A http://www.genome.jp/dbget-bin/www_bget?ko:K02031

orf1826 K03453 TC.BASS http://www.genome.jp/dbget-bin/www_bget?ko:K03453

orf1829 K07221 oprO_P http://www.genome.jp/dbget-bin/www_bget?ko:K07221

orf1834 K03543 emrA http://www.genome.jp/dbget-bin/www_bget?ko:K03543

orf1835 K03446 emrB http://www.genome.jp/dbget-bin/www_bget?ko:K03446

orf1838 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf1839 K03387 ahpF http://www.genome.jp/dbget-bin/www_bget?ko:K03387

orf1840 K03386 E1.11.1.15, PRDX, ahpC http://www.genome.jp/dbget-bin/www_bget?ko:K03386

orf1841 K04761 oxyR http://www.genome.jp/dbget-bin/www_bget?ko:K04761



orf1846 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf1850 K03322 mntH http://www.genome.jp/dbget-bin/www_bget?ko:K03322

orf1859 K06044 treY, glgY http://www.genome.jp/dbget-bin/www_bget?ko:K06044 path:ko00500;path:ko01100;path:ko01110

orf1860 K00705 malQ http://www.genome.jp/dbget-bin/www_bget?ko:K00705 path:ko00500;path:ko01100

orf1861 K01236 treZ, glgZ http://www.genome.jp/dbget-bin/www_bget?ko:K01236 path:ko00500;path:ko01100;path:ko01110

orf1862 K02438 treX, glgX http://www.genome.jp/dbget-bin/www_bget?ko:K02438 path:ko00500;path:ko01100;path:ko01110

orf1863 K00700 glgB http://www.genome.jp/dbget-bin/www_bget?ko:K00700 path:ko00500;path:ko01100;path:ko01110

orf1864 K00703 E2.4.1.21, glgA http://www.genome.jp/dbget-bin/www_bget?ko:K00703 path:ko00500;path:ko01100;path:ko01110

orf1865 K00688 E2.4.1.1, glgP, PYG http://www.genome.jp/dbget-bin/www_bget?ko:K00688 path:ko00500;path:ko01100;path:ko01110;path:ko04910

orf1868 K08995 K08995 http://www.genome.jp/dbget-bin/www_bget?ko:K08995

orf1877 K01521 cdh http://www.genome.jp/dbget-bin/www_bget?ko:K01521 path:ko00564

orf1878 K03305 TC.POT http://www.genome.jp/dbget-bin/www_bget?ko:K03305

orf1879 K06978 K06978 http://www.genome.jp/dbget-bin/www_bget?ko:K06978

orf1880 K04046 yegD http://www.genome.jp/dbget-bin/www_bget?ko:K04046

orf1883 K07090 K07090 http://www.genome.jp/dbget-bin/www_bget?ko:K07090

orf1889 K02013 ABC.FEV.A http://www.genome.jp/dbget-bin/www_bget?ko:K02013 path:ko02010

orf1890 K02015 ABC.FEV.P http://www.genome.jp/dbget-bin/www_bget?ko:K02015 path:ko02010

orf1891 K02016 ABC.FEV.S http://www.genome.jp/dbget-bin/www_bget?ko:K02016 path:ko02010

orf1892 K07230 K07230 http://www.genome.jp/dbget-bin/www_bget?ko:K07230

orf1896 K01153 hsdR http://www.genome.jp/dbget-bin/www_bget?ko:K01153

orf1898 K01154 hsdS http://www.genome.jp/dbget-bin/www_bget?ko:K01154

orf1899 K03427 hsdM http://www.genome.jp/dbget-bin/www_bget?ko:K03427

orf1900 K07341 doc http://www.genome.jp/dbget-bin/www_bget?ko:K07341

orf1906 K07462 recJ http://www.genome.jp/dbget-bin/www_bget?ko:K07462 path:ko03410;path:ko03430;path:ko03440

orf1907 K00003 E1.1.1.3 http://www.genome.jp/dbget-bin/www_bget?ko:K00003 path:ko00260;path:ko00270;path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf1908 K14261 alaC http://www.genome.jp/dbget-bin/www_bget?ko:K14261

orf1911 K01358 clpP, CLPP http://www.genome.jp/dbget-bin/www_bget?ko:K01358 path:ko04112

orf1915 K12262 cybB http://www.genome.jp/dbget-bin/www_bget?ko:K12262

orf1920 K01465 URA4, pyrC http://www.genome.jp/dbget-bin/www_bget?ko:K01465 path:ko00240;path:ko01100

orf1921 K09862 K09862 http://www.genome.jp/dbget-bin/www_bget?ko:K09862

orf1922 K01128 E3.1.4.- http://www.genome.jp/dbget-bin/www_bget?ko:K01128

orf1923 K06287 maf http://www.genome.jp/dbget-bin/www_bget?ko:K06287

orf1924 K02518 infA http://www.genome.jp/dbget-bin/www_bget?ko:K02518

orf1925 K00013 hisD http://www.genome.jp/dbget-bin/www_bget?ko:K00013 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1926 K00765 hisG http://www.genome.jp/dbget-bin/www_bget?ko:K00765 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1927 K00790 murA http://www.genome.jp/dbget-bin/www_bget?ko:K00790 path:ko00520;path:ko00550;path:ko01100

orf1928 K01494 E3.5.4.13, dcd http://www.genome.jp/dbget-bin/www_bget?ko:K01494 path:ko00240;path:ko01100

orf1936 K01868 TARS, thrS http://www.genome.jp/dbget-bin/www_bget?ko:K01868 path:ko00970

orf1938 K02520 infC, MTIF3 http://www.genome.jp/dbget-bin/www_bget?ko:K02520

orf1943 K02483 K02483 http://www.genome.jp/dbget-bin/www_bget?ko:K02483

orf1945 K03579 hrpB http://www.genome.jp/dbget-bin/www_bget?ko:K03579

orf1946 K04084 dsbD http://www.genome.jp/dbget-bin/www_bget?ko:K04084

orf1948 K04083 hslO http://www.genome.jp/dbget-bin/www_bget?ko:K04083

orf1951 K00821 argD http://www.genome.jp/dbget-bin/www_bget?ko:K00821 path:ko00300;path:ko00330;path:ko01100;path:ko01110;path:ko01120;path:ko01210;path:ko01230

orf1952 K03565 recX http://www.genome.jp/dbget-bin/www_bget?ko:K03565

orf1954 K03116 tatA http://www.genome.jp/dbget-bin/www_bget?ko:K03116 path:ko03060;path:ko03070

orf1955 K08964 mtnB http://www.genome.jp/dbget-bin/www_bget?ko:K08964 path:ko00270;path:ko01100

orf1956 K08967 mtnD, mtnZ, ADI1 http://www.genome.jp/dbget-bin/www_bget?ko:K08967 path:ko00270;path:ko01100

orf1957 K09880 mtnC, ENOPH1 http://www.genome.jp/dbget-bin/www_bget?ko:K09880 path:ko00270;path:ko01100

orf1958 K11753 ribF http://www.genome.jp/dbget-bin/www_bget?ko:K11753 path:ko00740;path:ko01100

orf1959 K01870 IARS, ileS http://www.genome.jp/dbget-bin/www_bget?ko:K01870 path:ko00970

orf1960 K03101 lspA http://www.genome.jp/dbget-bin/www_bget?ko:K03101 path:ko03060

orf1962 K03572 mutL http://www.genome.jp/dbget-bin/www_bget?ko:K03572 path:ko03430

orf1963 K00342 nuoM http://www.genome.jp/dbget-bin/www_bget?ko:K00342 path:ko00190;path:ko01100

orf1964 K02622 parE http://www.genome.jp/dbget-bin/www_bget?ko:K02622

orf1969 K01738 cysK http://www.genome.jp/dbget-bin/www_bget?ko:K01738 path:ko00270;path:ko00920;path:ko01100;path:ko01120;path:ko01200;path:ko01230



orf1973 K03797 E3.4.21.102, prc, ctpA http://www.genome.jp/dbget-bin/www_bget?ko:K03797

orf1974 K12573 rnr, vacB http://www.genome.jp/dbget-bin/www_bget?ko:K12573 path:ko03018

orf1975 K12573 rnr, vacB http://www.genome.jp/dbget-bin/www_bget?ko:K12573 path:ko03018

orf1976 K03168 topA http://www.genome.jp/dbget-bin/www_bget?ko:K03168

orf1977 K04096 smf http://www.genome.jp/dbget-bin/www_bget?ko:K04096

orf1978 K08591 plsY http://www.genome.jp/dbget-bin/www_bget?ko:K08591 path:ko00561;path:ko00564;path:ko01100

orf1979 K01465 URA4, pyrC http://www.genome.jp/dbget-bin/www_bget?ko:K01465 path:ko00240;path:ko01100

orf1980 K00609 pyrB, PYR2 http://www.genome.jp/dbget-bin/www_bget?ko:K00609 path:ko00240;path:ko00250;path:ko01100

orf1981 K01885 EARS, gltX http://www.genome.jp/dbget-bin/www_bget?ko:K01885 path:ko00860;path:ko00970;path:ko01100;path:ko01110

orf1982 K02238 comEC http://www.genome.jp/dbget-bin/www_bget?ko:K02238

orf1983 K10773 NTH http://www.genome.jp/dbget-bin/www_bget?ko:K10773 path:ko03410

orf1984 K10773 NTH http://www.genome.jp/dbget-bin/www_bget?ko:K10773 path:ko03410

orf1985 K06147 ABCB-BAC http://www.genome.jp/dbget-bin/www_bget?ko:K06147

orf1987 K01523 hisE http://www.genome.jp/dbget-bin/www_bget?ko:K01523 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1988 K02500 hisF http://www.genome.jp/dbget-bin/www_bget?ko:K02500 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1989 K01814 hisA http://www.genome.jp/dbget-bin/www_bget?ko:K01814 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1990 K02501 hisH http://www.genome.jp/dbget-bin/www_bget?ko:K02501 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1992 K01693 E4.2.1.19, hisB http://www.genome.jp/dbget-bin/www_bget?ko:K01693 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf1997 K03699 tlyC http://www.genome.jp/dbget-bin/www_bget?ko:K03699

orf1999 K02334 dpo http://www.genome.jp/dbget-bin/www_bget?ko:K02334

orf2001 K00919 ispE http://www.genome.jp/dbget-bin/www_bget?ko:K00919 path:ko00900;path:ko01100;path:ko01110

orf2005 K00936 E2.7.3.- http://www.genome.jp/dbget-bin/www_bget?ko:K00936

orf2006 K02483 K02483 http://www.genome.jp/dbget-bin/www_bget?ko:K02483

orf2007 K01738 cysK http://www.genome.jp/dbget-bin/www_bget?ko:K01738 path:ko00270;path:ko00920;path:ko01100;path:ko01120;path:ko01200;path:ko01230

orf2011 K03316 TC.CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03316

orf2015 K01575 E4.1.1.5, alsD http://www.genome.jp/dbget-bin/www_bget?ko:K01575 path:ko00650;path:ko00660

orf2016 K01652 E2.2.1.6L, ilvB, ilvG, ilvI http://www.genome.jp/dbget-bin/www_bget?ko:K01652 path:ko00290;path:ko00650;path:ko00660;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2018 K03777 dld http://www.genome.jp/dbget-bin/www_bget?ko:K03777 path:ko00620;path:ko01120

orf2019 K04103 E4.1.1.74, ipdC http://www.genome.jp/dbget-bin/www_bget?ko:K04103 path:ko00380;path:ko01100

orf2023 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf2025 K03638 moaB http://www.genome.jp/dbget-bin/www_bget?ko:K03638

orf2026 K05520 pfpI http://www.genome.jp/dbget-bin/www_bget?ko:K05520

orf2027 K01495 GCH1, folE http://www.genome.jp/dbget-bin/www_bget?ko:K01495 path:ko00790;path:ko01100

orf2028 K06195 apaG http://www.genome.jp/dbget-bin/www_bget?ko:K06195

orf2029 K10764 metZ http://www.genome.jp/dbget-bin/www_bget?ko:K10764 path:ko00270;path:ko00920;path:ko01100

orf2031 K09857 K09857 http://www.genome.jp/dbget-bin/www_bget?ko:K09857

orf2032 K06192 pqiB http://www.genome.jp/dbget-bin/www_bget?ko:K06192

orf2033 K02065 ABC.X1.A http://www.genome.jp/dbget-bin/www_bget?ko:K02065 path:ko02010

orf2034 K02066 ABC.X1.P http://www.genome.jp/dbget-bin/www_bget?ko:K02066 path:ko02010

orf2039 K00620 argJ http://www.genome.jp/dbget-bin/www_bget?ko:K00620 path:ko00330;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2040 K03769 ppiC http://www.genome.jp/dbget-bin/www_bget?ko:K03769

orf2042 K03070 secA http://www.genome.jp/dbget-bin/www_bget?ko:K03070 path:ko03060;path:ko03070

orf2044 K01159 ruvC http://www.genome.jp/dbget-bin/www_bget?ko:K01159 path:ko03440

orf2045 K03550 ruvA http://www.genome.jp/dbget-bin/www_bget?ko:K03550 path:ko03440

orf2046 K03551 ruvB http://www.genome.jp/dbget-bin/www_bget?ko:K03551 path:ko03440

orf2047 K07107 ybgC http://www.genome.jp/dbget-bin/www_bget?ko:K07107

orf2048 K03562 tolQ http://www.genome.jp/dbget-bin/www_bget?ko:K03562 path:ko01120

orf2049 K03560 tolR http://www.genome.jp/dbget-bin/www_bget?ko:K03560

orf2051 K03641 tolB http://www.genome.jp/dbget-bin/www_bget?ko:K03641

orf2052 K03640 pal http://www.genome.jp/dbget-bin/www_bget?ko:K03640

orf2054 K04075 tilS, mesJ http://www.genome.jp/dbget-bin/www_bget?ko:K04075

orf2055 K03798 ftsH, hflB http://www.genome.jp/dbget-bin/www_bget?ko:K03798

orf2057 K00796 folP http://www.genome.jp/dbget-bin/www_bget?ko:K00796 path:ko00790;path:ko01100

orf2058 K03431 glmM http://www.genome.jp/dbget-bin/www_bget?ko:K03431 path:ko00520;path:ko01100

orf2059 K00941 thiD http://www.genome.jp/dbget-bin/www_bget?ko:K00941 path:ko00730;path:ko01100

orf2061 K13584 ctrA http://www.genome.jp/dbget-bin/www_bget?ko:K13584 path:ko02020;path:ko04112



orf2066 K02346 DPO4, dinB http://www.genome.jp/dbget-bin/www_bget?ko:K02346

orf2070 K17218 sqr http://www.genome.jp/dbget-bin/www_bget?ko:K17218 path:ko00920

orf2073 K03386 E1.11.1.15, PRDX, ahpC http://www.genome.jp/dbget-bin/www_bget?ko:K03386

orf2074 K01433 purU http://www.genome.jp/dbget-bin/www_bget?ko:K01433 path:ko00630;path:ko00670

orf2075 K11924 mntR http://www.genome.jp/dbget-bin/www_bget?ko:K11924

orf2076 K09003 K09003 http://www.genome.jp/dbget-bin/www_bget?ko:K09003

orf2077 K06147 ABCB-BAC http://www.genome.jp/dbget-bin/www_bget?ko:K06147

orf2080 K08715 IRPC http://www.genome.jp/dbget-bin/www_bget?ko:K08715

orf2081 K02342 DPO3E, dnaQ http://www.genome.jp/dbget-bin/www_bget?ko:K02342 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf2084 K07024 K07024 http://www.genome.jp/dbget-bin/www_bget?ko:K07024

orf2085 K00036 G6PD, zwf http://www.genome.jp/dbget-bin/www_bget?ko:K00036 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2086 K00033 PGD, gnd http://www.genome.jp/dbget-bin/www_bget?ko:K00033 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2087 K13810 tal-pgi http://www.genome.jp/dbget-bin/www_bget?ko:K13810
path:ko00010;path:ko00030;path:ko00500;path:ko00520;path:ko01100;path:ko01110;path:ko01120;path:ko01200

;path:ko01230

orf2088 K00615 E2.2.1.1, tktA, tktB http://www.genome.jp/dbget-bin/www_bget?ko:K00615 path:ko00030;path:ko00710;path:ko01051;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf2092 K00817 hisC http://www.genome.jp/dbget-bin/www_bget?ko:K00817
path:ko00340;path:ko00350;path:ko00360;path:ko00400;path:ko00401;path:ko00960;path:ko01100;path:ko01110

;path:ko01230

orf2097 K03669 mdoH http://www.genome.jp/dbget-bin/www_bget?ko:K03669

orf2098 K03670 mdoG http://www.genome.jp/dbget-bin/www_bget?ko:K03670

orf2099 K02019 modE http://www.genome.jp/dbget-bin/www_bget?ko:K02019

orf2102 K00045 E1.1.1.67, mtlK http://www.genome.jp/dbget-bin/www_bget?ko:K00045 path:ko00051

orf2106 K03593 mrp http://www.genome.jp/dbget-bin/www_bget?ko:K03593

orf2107 K05801 djlA http://www.genome.jp/dbget-bin/www_bget?ko:K05801

orf2110 K00773 tgt, QTRT1 http://www.genome.jp/dbget-bin/www_bget?ko:K00773

orf2112 K07568 queA http://www.genome.jp/dbget-bin/www_bget?ko:K07568

orf2113 K06910 K06910 http://www.genome.jp/dbget-bin/www_bget?ko:K06910

orf2115 K01676 E4.2.1.2A, fumA, fumB http://www.genome.jp/dbget-bin/www_bget?ko:K01676 path:ko00020;path:ko00620;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2116 K09985 K09985 http://www.genome.jp/dbget-bin/www_bget?ko:K09985

orf2118 K03465 E2.1.1.148, thyX, thy1 http://www.genome.jp/dbget-bin/www_bget?ko:K03465 path:ko00240;path:ko00670;path:ko01100

orf2119 K04754 vacJ http://www.genome.jp/dbget-bin/www_bget?ko:K04754

orf2120 K07323 ttg2 http://www.genome.jp/dbget-bin/www_bget?ko:K07323 path:ko02010

orf2121 K00680 E2.3.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00680 path:ko00350;path:ko00362;path:ko00627;path:ko00642;path:ko00903;path:ko01120

orf2123 K01507 ppa http://www.genome.jp/dbget-bin/www_bget?ko:K01507 path:ko00190

orf2127 K07126 K07126 http://www.genome.jp/dbget-bin/www_bget?ko:K07126

orf2128 K02022 ABC.MR.TX http://www.genome.jp/dbget-bin/www_bget?ko:K02022

orf2129 K06147 ABCB-BAC http://www.genome.jp/dbget-bin/www_bget?ko:K06147

orf2131 K00548 metH, MTR http://www.genome.jp/dbget-bin/www_bget?ko:K00548 path:ko00270;path:ko00450;path:ko00670;path:ko01100;path:ko01110;path:ko01230

orf2132 K01523 hisE http://www.genome.jp/dbget-bin/www_bget?ko:K01523 path:ko00340;path:ko01100;path:ko01110;path:ko01230

orf2133 K03558 cvpA http://www.genome.jp/dbget-bin/www_bget?ko:K03558

orf2134 K00764 purF, PPAT http://www.genome.jp/dbget-bin/www_bget?ko:K00764 path:ko00230;path:ko00250;path:ko01100;path:ko01110

orf2141 K03601 xseA http://www.genome.jp/dbget-bin/www_bget?ko:K03601 path:ko03430

orf2142 K01945 purD http://www.genome.jp/dbget-bin/www_bget?ko:K01945 path:ko00230;path:ko01100;path:ko01110

orf2143 K08169 yebQ http://www.genome.jp/dbget-bin/www_bget?ko:K08169

orf2144 K03458 TC.NCS2 http://www.genome.jp/dbget-bin/www_bget?ko:K03458

orf2146 K03559 exbD http://www.genome.jp/dbget-bin/www_bget?ko:K03559

orf2147 K03559 exbD http://www.genome.jp/dbget-bin/www_bget?ko:K03559

orf2148 K03561 exbB http://www.genome.jp/dbget-bin/www_bget?ko:K03561

orf2149 K03832 tonB http://www.genome.jp/dbget-bin/www_bget?ko:K03832

orf2153 K01486 ade http://www.genome.jp/dbget-bin/www_bget?ko:K01486 path:ko00230;path:ko01100

orf2154 K03147 thiC http://www.genome.jp/dbget-bin/www_bget?ko:K03147 path:ko00730;path:ko01100

orf2158 K07266 kpsC, lipA http://www.genome.jp/dbget-bin/www_bget?ko:K07266

orf2163 K07265 kpsS, lipB http://www.genome.jp/dbget-bin/www_bget?ko:K07265

orf2164 K09689 ABC-2.CPSE.A http://www.genome.jp/dbget-bin/www_bget?ko:K09689 path:ko02010

orf2165 K10107 ABC-2.CPSE.P1 http://www.genome.jp/dbget-bin/www_bget?ko:K10107 path:ko02010

orf2167 K01991 ABC-2.OM, wza http://www.genome.jp/dbget-bin/www_bget?ko:K01991

orf2168 K05838 ybbN http://www.genome.jp/dbget-bin/www_bget?ko:K05838



orf2169 K07157 K07157 http://www.genome.jp/dbget-bin/www_bget?ko:K07157

orf2170 K09791 K09791 http://www.genome.jp/dbget-bin/www_bget?ko:K09791

orf2171 K01918 panC http://www.genome.jp/dbget-bin/www_bget?ko:K01918 path:ko00410;path:ko00770;path:ko01100;path:ko01110

orf2173 K02302 cysG http://www.genome.jp/dbget-bin/www_bget?ko:K02302 path:ko00860;path:ko01100;path:ko01110

orf2185 K08641 vanX http://www.genome.jp/dbget-bin/www_bget?ko:K08641 path:ko02020

orf2191 K03701 uvrA http://www.genome.jp/dbget-bin/www_bget?ko:K03701 path:ko03420

orf2192 K03299 TC.GNTP http://www.genome.jp/dbget-bin/www_bget?ko:K03299

orf2200 K01785 E5.1.3.3, galM http://www.genome.jp/dbget-bin/www_bget?ko:K01785 path:ko00010;path:ko00052;path:ko01100;path:ko01110;path:ko01120

orf2209 K03297 TC.SMR, emrE http://www.genome.jp/dbget-bin/www_bget?ko:K03297

orf2215 K00031 IDH1, IDH2, icd http://www.genome.jp/dbget-bin/www_bget?ko:K00031
path:ko00020;path:ko00480;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01210

;path:ko01230;path:ko04146

orf2218 K13771 nsrR http://www.genome.jp/dbget-bin/www_bget?ko:K13771 path:ko05132

orf2221 K04719 bluB http://www.genome.jp/dbget-bin/www_bget?ko:K04719 path:ko00740;path:ko01100

orf2232 K03218 rlmB http://www.genome.jp/dbget-bin/www_bget?ko:K03218

orf2233 K00114 exaA http://www.genome.jp/dbget-bin/www_bget?ko:K00114 path:ko00010;path:ko00625;path:ko01100;path:ko01110;path:ko01120

orf2235 K06016 E3.5.1.87 http://www.genome.jp/dbget-bin/www_bget?ko:K06016

orf2236 K03307 TC.SSS http://www.genome.jp/dbget-bin/www_bget?ko:K03307

orf2237 K02433 gatA, QRSL1 http://www.genome.jp/dbget-bin/www_bget?ko:K02433 path:ko00970;path:ko01100

orf2243 K07115 rlmJ http://www.genome.jp/dbget-bin/www_bget?ko:K07115

orf2244 K00852 rbsK, RBKS http://www.genome.jp/dbget-bin/www_bget?ko:K00852 path:ko00030

orf2249 K01991 ABC-2.OM, wza http://www.genome.jp/dbget-bin/www_bget?ko:K01991

orf2251 K01784 galE, GALE http://www.genome.jp/dbget-bin/www_bget?ko:K01784 path:ko00052;path:ko00520;path:ko01100;path:ko01110

orf2253 K16074 zntB http://www.genome.jp/dbget-bin/www_bget?ko:K16074

orf2255 K01251 E3.3.1.1, ahcY http://www.genome.jp/dbget-bin/www_bget?ko:K01251 path:ko00270;path:ko01100

orf2256 K01273 E3.4.13.19, DPEP1 http://www.genome.jp/dbget-bin/www_bget?ko:K01273

orf2257 K06221 dkgA http://www.genome.jp/dbget-bin/www_bget?ko:K06221

orf2261 K11069 potD http://www.genome.jp/dbget-bin/www_bget?ko:K11069 path:ko02010

orf2262 K00655 plsC http://www.genome.jp/dbget-bin/www_bget?ko:K00655 path:ko00561;path:ko00564;path:ko01100

orf2266 K01809 E5.3.1.8, manA http://www.genome.jp/dbget-bin/www_bget?ko:K01809 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf2268 K03272 gmhC, hldE, waaE, rfaE http://www.genome.jp/dbget-bin/www_bget?ko:K03272 path:ko00540;path:ko01100

orf2269 K06204 dksA http://www.genome.jp/dbget-bin/www_bget?ko:K06204

orf2274 K03320 amt, AMT, MEP http://www.genome.jp/dbget-bin/www_bget?ko:K03320

orf2275 K04752 glnK http://www.genome.jp/dbget-bin/www_bget?ko:K04752

orf2281 K00799 GST, gst http://www.genome.jp/dbget-bin/www_bget?ko:K00799 path:ko00480;path:ko00980;path:ko00982;path:ko05204

orf2285 K06075 slyA http://www.genome.jp/dbget-bin/www_bget?ko:K06075

orf2286 K03299 TC.GNTP http://www.genome.jp/dbget-bin/www_bget?ko:K03299

orf2288 K03808 pqiA http://www.genome.jp/dbget-bin/www_bget?ko:K03808

orf2289 K06192 pqiB http://www.genome.jp/dbget-bin/www_bget?ko:K06192

orf2290 K09857 K09857 http://www.genome.jp/dbget-bin/www_bget?ko:K09857

orf2291 K02601 nusG http://www.genome.jp/dbget-bin/www_bget?ko:K02601

orf2292 K03073 secE http://www.genome.jp/dbget-bin/www_bget?ko:K03073 path:ko03060;path:ko03070

orf2295 K02113 ATPF1D, atpH http://www.genome.jp/dbget-bin/www_bget?ko:K02113 path:ko00190;path:ko00195;path:ko01100

orf2296 K02111 ATPF1A, atpA http://www.genome.jp/dbget-bin/www_bget?ko:K02111 path:ko00190;path:ko00195;path:ko01100

orf2297 K02115 ATPF1G, atpG http://www.genome.jp/dbget-bin/www_bget?ko:K02115 path:ko00190;path:ko00195;path:ko01100

orf2298 K02112 ATPF1B, atpD http://www.genome.jp/dbget-bin/www_bget?ko:K02112 path:ko00190;path:ko00195;path:ko01100

orf2299 K02114 ATPF1E, atpC http://www.genome.jp/dbget-bin/www_bget?ko:K02114 path:ko00190;path:ko00195;path:ko01100

orf2300 K09457 queF1, queF http://www.genome.jp/dbget-bin/www_bget?ko:K09457 path:ko00790;path:ko01100

orf2301 K03684 rnd http://www.genome.jp/dbget-bin/www_bget?ko:K03684

orf2302 K13583 gcrA http://www.genome.jp/dbget-bin/www_bget?ko:K13583 path:ko04112

orf2306 K06207 typA, bipA http://www.genome.jp/dbget-bin/www_bget?ko:K06207

orf2308 K00285 dadA http://www.genome.jp/dbget-bin/www_bget?ko:K00285 path:ko00360

orf2309 K00384 E1.8.1.9, trxB http://www.genome.jp/dbget-bin/www_bget?ko:K00384 path:ko00240;path:ko00450

orf2310 K06925 tsaE http://www.genome.jp/dbget-bin/www_bget?ko:K06925

orf2311 K00966 GMPP http://www.genome.jp/dbget-bin/www_bget?ko:K00966 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf2314 K03671 trxA http://www.genome.jp/dbget-bin/www_bget?ko:K03671

orf2317 K00720 UGCG http://www.genome.jp/dbget-bin/www_bget?ko:K00720 path:ko00600;path:ko01100



orf2320 K11068 hlyIII http://www.genome.jp/dbget-bin/www_bget?ko:K11068

orf2322 K09384 K09384 http://www.genome.jp/dbget-bin/www_bget?ko:K09384

orf2327 K01011 TST, MPST, sseA http://www.genome.jp/dbget-bin/www_bget?ko:K01011 path:ko00270;path:ko00920;path:ko01100;path:ko01120;path:ko04122

orf2336 K06153 E3.6.1.27, bacA http://www.genome.jp/dbget-bin/www_bget?ko:K06153 path:ko00550

orf2337 K02067 ABC.X1.S http://www.genome.jp/dbget-bin/www_bget?ko:K02067 path:ko02010

orf2340 K08305 mltB http://www.genome.jp/dbget-bin/www_bget?ko:K08305

orf2341 K07258 dacC, dacA, dacD http://www.genome.jp/dbget-bin/www_bget?ko:K07258 path:ko00550;path:ko01100

orf2342 K00943 E2.7.4.9, tmk http://www.genome.jp/dbget-bin/www_bget?ko:K00943 path:ko00240;path:ko01100

orf2343 K02341 DPO3D2, holB http://www.genome.jp/dbget-bin/www_bget?ko:K02341 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf2344 K01874 MARS, metG http://www.genome.jp/dbget-bin/www_bget?ko:K01874 path:ko00450;path:ko00970

orf2345 K03424 tatD http://www.genome.jp/dbget-bin/www_bget?ko:K03424

orf2346 K06167 phnP http://www.genome.jp/dbget-bin/www_bget?ko:K06167 path:ko00440

orf2347 K00088 guaB http://www.genome.jp/dbget-bin/www_bget?ko:K00088 path:ko00230;path:ko00983;path:ko01100;path:ko01110

orf2348 K03500 rsmB, sun http://www.genome.jp/dbget-bin/www_bget?ko:K03500

orf2353 K01142 E3.1.11.2, xthA http://www.genome.jp/dbget-bin/www_bget?ko:K01142 path:ko03410

orf2354 K03703 uvrC http://www.genome.jp/dbget-bin/www_bget?ko:K03703 path:ko03420

orf2355 K00995 E2.7.8.5, pgsA, PGS1 http://www.genome.jp/dbget-bin/www_bget?ko:K00995 path:ko00564;path:ko01100

orf2357 K03636 moaD http://www.genome.jp/dbget-bin/www_bget?ko:K03636 path:ko00790;path:ko01100;path:ko04122

orf2358 K03635 MOCS2, moaE http://www.genome.jp/dbget-bin/www_bget?ko:K03635 path:ko00790;path:ko01100;path:ko04122

orf2359 K00525 E1.17.4.1A, nrdA, nrdE http://www.genome.jp/dbget-bin/www_bget?ko:K00525 path:ko00230;path:ko00240;path:ko01100

orf2360 K00526 E1.17.4.1B, nrdB, nrdF http://www.genome.jp/dbget-bin/www_bget?ko:K00526 path:ko00230;path:ko00240;path:ko01100

orf2362 K02523 ispB http://www.genome.jp/dbget-bin/www_bget?ko:K02523 path:ko00900;path:ko01110

orf2363 K01776 E5.1.1.3, murI http://www.genome.jp/dbget-bin/www_bget?ko:K01776 path:ko00471;path:ko01100

orf2364 K00762 pyrE http://www.genome.jp/dbget-bin/www_bget?ko:K00762 path:ko00240;path:ko01100

orf2366 K01647 CS, gltA http://www.genome.jp/dbget-bin/www_bget?ko:K01647 path:ko00020;path:ko00630;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01210;path:ko01230

orf2367 K08296 sixA http://www.genome.jp/dbget-bin/www_bget?ko:K08296

orf2368 K01090 E3.1.3.16 http://www.genome.jp/dbget-bin/www_bget?ko:K01090

orf2369 K01067 E3.1.2.1, ACH1 http://www.genome.jp/dbget-bin/www_bget?ko:K01067 path:ko00620

orf2371 K03529 smc http://www.genome.jp/dbget-bin/www_bget?ko:K03529

orf2374 K07042 ybeY, yqfG http://www.genome.jp/dbget-bin/www_bget?ko:K07042

orf2375 K06217 phoH, phoL http://www.genome.jp/dbget-bin/www_bget?ko:K06217

orf2376 K06168 miaB http://www.genome.jp/dbget-bin/www_bget?ko:K06168

orf2379 K07278 ytfM http://www.genome.jp/dbget-bin/www_bget?ko:K07278

orf2380 K09800 K09800 http://www.genome.jp/dbget-bin/www_bget?ko:K09800

orf2383 K07736 K07736 http://www.genome.jp/dbget-bin/www_bget?ko:K07736

orf2384 K08994 yneE http://www.genome.jp/dbget-bin/www_bget?ko:K08994

orf2385 K00121 frmA, ADH5, adhC http://www.genome.jp/dbget-bin/www_bget?ko:K00121
path:ko00010;path:ko00071;path:ko00350;path:ko00625;path:ko00626;path:ko00680;path:ko00830;path:ko00980

;path:ko00982;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01220;path:ko05204

orf2386 K01070 frmB, ESD, fghA http://www.genome.jp/dbget-bin/www_bget?ko:K01070 path:ko00680;path:ko01120;path:ko01200

orf2388 K01867 WARS, trpS http://www.genome.jp/dbget-bin/www_bget?ko:K01867 path:ko00970

orf2390 K03773 fklB http://www.genome.jp/dbget-bin/www_bget?ko:K03773

orf2391 K01940 E6.3.4.5, argG http://www.genome.jp/dbget-bin/www_bget?ko:K01940 path:ko00250;path:ko00330;path:ko01100;path:ko01110;path:ko01230

orf2392 K06941 rlmN http://www.genome.jp/dbget-bin/www_bget?ko:K06941

orf2393 K06442 tlyA http://www.genome.jp/dbget-bin/www_bget?ko:K06442

orf2394 K09005 K09005 http://www.genome.jp/dbget-bin/www_bget?ko:K09005

orf2397 K07402 xdhC http://www.genome.jp/dbget-bin/www_bget?ko:K07402

orf2398 K07141 mocA http://www.genome.jp/dbget-bin/www_bget?ko:K07141

orf2401 K00783 rlmH http://www.genome.jp/dbget-bin/www_bget?ko:K00783

orf2402 K09710 ybeB http://www.genome.jp/dbget-bin/www_bget?ko:K09710

orf2403 K00969 nadD http://www.genome.jp/dbget-bin/www_bget?ko:K00969 path:ko00760;path:ko01100

orf2404 K00147 proA http://www.genome.jp/dbget-bin/www_bget?ko:K00147 path:ko00330;path:ko01100;path:ko01230

orf2405 K06942 K06942 http://www.genome.jp/dbget-bin/www_bget?ko:K06942

orf2406 K01056 PTH1, pth, spoVC http://www.genome.jp/dbget-bin/www_bget?ko:K01056

orf2407 K02897 RP-L25, rplY http://www.genome.jp/dbget-bin/www_bget?ko:K02897 path:ko03010

orf2408 K15634 gpmB http://www.genome.jp/dbget-bin/www_bget?ko:K15634 path:ko00010;path:ko00260;path:ko00680;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf2409 K00948 PRPS, prsA http://www.genome.jp/dbget-bin/www_bget?ko:K00948 path:ko00030;path:ko00230;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230



orf2411 K05810 yfiH http://www.genome.jp/dbget-bin/www_bget?ko:K05810

orf2413 K13292 lgt, umpA http://www.genome.jp/dbget-bin/www_bget?ko:K13292

orf2414 K03274 gmhD, rfaD http://www.genome.jp/dbget-bin/www_bget?ko:K03274 path:ko00540;path:ko01100

orf2417 K00286 E1.5.1.2, proC http://www.genome.jp/dbget-bin/www_bget?ko:K00286 path:ko00330;path:ko01100;path:ko01110;path:ko01230

orf2428 K00782 ykgG http://www.genome.jp/dbget-bin/www_bget?ko:K00782

orf2429 K03530 hupB http://www.genome.jp/dbget-bin/www_bget?ko:K03530

orf2431 K01950 E6.3.5.1, NADSYN1, QNS1, http://www.genome.jp/dbget-bin/www_bget?ko:K01950 path:ko00760;path:ko01100

orf2434 K00697 otsA http://www.genome.jp/dbget-bin/www_bget?ko:K00697 path:ko00500;path:ko01100

orf2435 K01087 otsB http://www.genome.jp/dbget-bin/www_bget?ko:K01087 path:ko00500;path:ko01100

orf2438 K02067 ABC.X1.S http://www.genome.jp/dbget-bin/www_bget?ko:K02067 path:ko02010

orf2442 K09919 K09919 http://www.genome.jp/dbget-bin/www_bget?ko:K09919

orf2443 K13953 adhP http://www.genome.jp/dbget-bin/www_bget?ko:K13953
path:ko00010;path:ko00071;path:ko00350;path:ko00625;path:ko00626;path:ko00830;path:ko00980;path:ko00982

;path:ko01100;path:ko01110;path:ko01120;path:ko01220

orf2445 K05592 deaD http://www.genome.jp/dbget-bin/www_bget?ko:K05592 path:ko03018

orf2450 K03596 lepA http://www.genome.jp/dbget-bin/www_bget?ko:K03596 path:ko05134

orf2454 K01238 E3.2.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K01238

orf2455 K09795 K09795 http://www.genome.jp/dbget-bin/www_bget?ko:K09795

orf2457 K03382 atzB http://www.genome.jp/dbget-bin/www_bget?ko:K03382 path:ko00791;path:ko01100;path:ko01120

orf2460 K07290 yhjG http://www.genome.jp/dbget-bin/www_bget?ko:K07290

orf2461 K01687 ilvD http://www.genome.jp/dbget-bin/www_bget?ko:K01687 path:ko00290;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2479 K03292 TC.GPH http://www.genome.jp/dbget-bin/www_bget?ko:K03292

orf2481 K10253 K10253 http://www.genome.jp/dbget-bin/www_bget?ko:K10253

orf2501 K17677 IRC3 http://www.genome.jp/dbget-bin/www_bget?ko:K17677

orf2503 K06919 K06919 http://www.genome.jp/dbget-bin/www_bget?ko:K06919

orf2508 K06909 xtmB http://www.genome.jp/dbget-bin/www_bget?ko:K06909

orf2509 K09961 K09961 http://www.genome.jp/dbget-bin/www_bget?ko:K09961

orf2546 K06919 K06919 http://www.genome.jp/dbget-bin/www_bget?ko:K06919

orf2547 K07047 K07047 http://www.genome.jp/dbget-bin/www_bget?ko:K07047

orf2556 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf2558 K09024 rutF http://www.genome.jp/dbget-bin/www_bget?ko:K09024 path:ko00240;path:ko01100

orf2561 K04091 ssuD http://www.genome.jp/dbget-bin/www_bget?ko:K04091 path:ko00920

orf2564 K15553 ssuA http://www.genome.jp/dbget-bin/www_bget?ko:K15553 path:ko00920;path:ko02010

orf2567 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf2573 K08156 araJ http://www.genome.jp/dbget-bin/www_bget?ko:K08156

orf2579 K06131 cls http://www.genome.jp/dbget-bin/www_bget?ko:K06131 path:ko00564;path:ko01100

orf2588 K02335 DPO1, polA http://www.genome.jp/dbget-bin/www_bget?ko:K02335 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03410;path:ko03420;path:ko03440

orf2589 K07152 SCO1_2 http://www.genome.jp/dbget-bin/www_bget?ko:K07152

orf2590 K02035 ABC.PE.S http://www.genome.jp/dbget-bin/www_bget?ko:K02035

orf2593 K02471 yddA http://www.genome.jp/dbget-bin/www_bget?ko:K02471 path:ko02010

orf2594 K02077 ABC.ZM.S http://www.genome.jp/dbget-bin/www_bget?ko:K02077

orf2595 K02075 ABC.ZM.P http://www.genome.jp/dbget-bin/www_bget?ko:K02075

orf2596 K02074 ABC.ZM.A http://www.genome.jp/dbget-bin/www_bget?ko:K02074

orf2599 K01679 E4.2.1.2B, fumC http://www.genome.jp/dbget-bin/www_bget?ko:K01679
path:ko00020;path:ko00620;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko05200

;path:ko05211

orf2600 K01053 E3.1.1.17, gnl, RGN http://www.genome.jp/dbget-bin/www_bget?ko:K01053 path:ko00030;path:ko00053;path:ko00930;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01220

orf2605 K01669 E4.1.99.3, phrB http://www.genome.jp/dbget-bin/www_bget?ko:K01669

orf2609 K00411 UQCRFS1, RIP1, petA http://www.genome.jp/dbget-bin/www_bget?ko:K00411 path:ko00190;path:ko01100;path:ko02020;path:ko04260;path:ko04932;path:ko05010;path:ko05012;path:ko05016

orf2610 K03675 grxB http://www.genome.jp/dbget-bin/www_bget?ko:K03675

orf2615 K09474 phoN http://www.genome.jp/dbget-bin/www_bget?ko:K09474 path:ko00627;path:ko00740;path:ko01120;path:ko02020

orf2623 K02039 phoU http://www.genome.jp/dbget-bin/www_bget?ko:K02039

orf2624 K07657 phoB http://www.genome.jp/dbget-bin/www_bget?ko:K07657 path:ko02020

orf2625 K01462 PDF, def http://www.genome.jp/dbget-bin/www_bget?ko:K01462

orf2628 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf2637 K00119 E1.1.99.- http://www.genome.jp/dbget-bin/www_bget?ko:K00119 path:ko00440

orf2645 K00148 fdhA http://www.genome.jp/dbget-bin/www_bget?ko:K00148 path:ko00625;path:ko00680;path:ko01100;path:ko01120;path:ko01200

orf2655 K00257 E1.3.99.- http://www.genome.jp/dbget-bin/www_bget?ko:K00257 path:ko00281;path:ko01110



orf2657 K00799 GST, gst http://www.genome.jp/dbget-bin/www_bget?ko:K00799 path:ko00480;path:ko00980;path:ko00982;path:ko05204

orf2658 K13993 HSP20 http://www.genome.jp/dbget-bin/www_bget?ko:K13993 path:ko04141

orf2661 K00426 cydB http://www.genome.jp/dbget-bin/www_bget?ko:K00426 path:ko00190;path:ko01100;path:ko02020

orf2662 K00425 cydA http://www.genome.jp/dbget-bin/www_bget?ko:K00425 path:ko00190;path:ko01100;path:ko02020

orf2674 K11741 sugE http://www.genome.jp/dbget-bin/www_bget?ko:K11741

orf2682 K08159 sotB http://www.genome.jp/dbget-bin/www_bget?ko:K08159

orf2685 K07507 mgtC http://www.genome.jp/dbget-bin/www_bget?ko:K07507

orf2708 K06907 K06907 http://www.genome.jp/dbget-bin/www_bget?ko:K06907

orf2727 K07119 K07119 http://www.genome.jp/dbget-bin/www_bget?ko:K07119

orf2728 K00526 E1.17.4.1B, nrdB, nrdF http://www.genome.jp/dbget-bin/www_bget?ko:K00526 path:ko00230;path:ko00240;path:ko01100

orf2734 K10254 mycA http://www.genome.jp/dbget-bin/www_bget?ko:K10254

orf2738 K07106 murQ http://www.genome.jp/dbget-bin/www_bget?ko:K07106 path:ko00520

orf2739 K09001 anmK http://www.genome.jp/dbget-bin/www_bget?ko:K09001

orf2740 K02564 nagB, GNPDA http://www.genome.jp/dbget-bin/www_bget?ko:K02564 path:ko00520;path:ko01100;path:ko01110

orf2742 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf2743 K11477 glcG http://www.genome.jp/dbget-bin/www_bget?ko:K11477

orf2745 K15977 K15977 http://www.genome.jp/dbget-bin/www_bget?ko:K15977

orf2746 K01687 ilvD http://www.genome.jp/dbget-bin/www_bget?ko:K01687 path:ko00290;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2748 K03535 gudP http://www.genome.jp/dbget-bin/www_bget?ko:K03535

orf2751 K06152 E1.1.99.3G http://www.genome.jp/dbget-bin/www_bget?ko:K06152 path:ko00030;path:ko01100;path:ko01120

orf2752 K06151 E1.1.99.3A http://www.genome.jp/dbget-bin/www_bget?ko:K06151 path:ko00030;path:ko01100;path:ko01120

orf2755 K02510 hpaI, hpcH http://www.genome.jp/dbget-bin/www_bget?ko:K02510 path:ko00350;path:ko01120

orf2762 K15861 fixK http://www.genome.jp/dbget-bin/www_bget?ko:K15861 path:ko02020

orf2767 K05351 E1.1.1.9 http://www.genome.jp/dbget-bin/www_bget?ko:K05351 path:ko00040;path:ko01100

orf2769 K00569 TPMT, tpmT http://www.genome.jp/dbget-bin/www_bget?ko:K00569 path:ko00983

orf2776 K12979 lpxO http://www.genome.jp/dbget-bin/www_bget?ko:K12979

orf2777 K07223 K07223 http://www.genome.jp/dbget-bin/www_bget?ko:K07223

orf2782 K03809 wrbA http://www.genome.jp/dbget-bin/www_bget?ko:K03809

orf2784 K06911 K06911 http://www.genome.jp/dbget-bin/www_bget?ko:K06911

orf2787 K01840 manB http://www.genome.jp/dbget-bin/www_bget?ko:K01840 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf2794 K07170 K07170 http://www.genome.jp/dbget-bin/www_bget?ko:K07170

orf2798 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf2799 K14161 imuB http://www.genome.jp/dbget-bin/www_bget?ko:K14161

orf2804 K01144 E3.1.11.5 http://www.genome.jp/dbget-bin/www_bget?ko:K01144

orf2806 K01443 E3.5.1.25, nagA, AMDHD2 http://www.genome.jp/dbget-bin/www_bget?ko:K01443 path:ko00520;path:ko01110

orf2808 K01453 E3.5.1.46 http://www.genome.jp/dbget-bin/www_bget?ko:K01453

orf2811 K13243 dos http://www.genome.jp/dbget-bin/www_bget?ko:K13243

orf2814 K00100 E1.1.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K00100 path:ko00051;path:ko00363;path:ko00591;path:ko00625;path:ko00650;path:ko01100;path:ko01120

orf2816 K01487 E3.5.4.3, guaD http://www.genome.jp/dbget-bin/www_bget?ko:K01487 path:ko00230;path:ko01100

orf2818 K02058 ABC.SS.S http://www.genome.jp/dbget-bin/www_bget?ko:K02058

orf2819 K03382 atzB http://www.genome.jp/dbget-bin/www_bget?ko:K03382 path:ko00791;path:ko01100;path:ko01120

orf2825 K01458 E3.5.1.68 http://www.genome.jp/dbget-bin/www_bget?ko:K01458 path:ko00340;path:ko00630

orf2832 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf2834 K01744 aspA http://www.genome.jp/dbget-bin/www_bget?ko:K01744 path:ko00250;path:ko01100

orf2837 K01961 accC http://www.genome.jp/dbget-bin/www_bget?ko:K01961
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf2842 K07160 K07160 http://www.genome.jp/dbget-bin/www_bget?ko:K07160

orf2845 K00812 aspB http://www.genome.jp/dbget-bin/www_bget?ko:K00812
path:ko00250;path:ko00270;path:ko00330;path:ko00350;path:ko00360;path:ko00400;path:ko00401;path:ko00950

;path:ko00960;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2846 K02013 ABC.FEV.A http://www.genome.jp/dbget-bin/www_bget?ko:K02013 path:ko02010

orf2847 K02015 ABC.FEV.P http://www.genome.jp/dbget-bin/www_bget?ko:K02015 path:ko02010

orf2848 K02016 ABC.FEV.S http://www.genome.jp/dbget-bin/www_bget?ko:K02016 path:ko02010

orf2849 K16092 btuB http://www.genome.jp/dbget-bin/www_bget?ko:K16092

orf2855 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf2856 K04565 SOD1 http://www.genome.jp/dbget-bin/www_bget?ko:K04565 path:ko04146;path:ko05014;path:ko05016;path:ko05020

orf2863 K01627 kdsA http://www.genome.jp/dbget-bin/www_bget?ko:K01627 path:ko00540;path:ko01100



orf2865 K01937 E6.3.4.2, pyrG http://www.genome.jp/dbget-bin/www_bget?ko:K01937 path:ko00240;path:ko01100

orf2866 K03075 secG http://www.genome.jp/dbget-bin/www_bget?ko:K03075 path:ko03060;path:ko03070

orf2867 K01803 TPI, tpiA http://www.genome.jp/dbget-bin/www_bget?ko:K01803
path:ko00010;path:ko00051;path:ko00562;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200

;path:ko01230

orf2868 K03770 ppiD http://www.genome.jp/dbget-bin/www_bget?ko:K03770

orf2869 K01657 trpE http://www.genome.jp/dbget-bin/www_bget?ko:K01657 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf2870 K01658 trpG http://www.genome.jp/dbget-bin/www_bget?ko:K01658 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf2871 K00766 trpD http://www.genome.jp/dbget-bin/www_bget?ko:K00766 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf2872 K01609 trpC http://www.genome.jp/dbget-bin/www_bget?ko:K01609 path:ko00400;path:ko01100;path:ko01110;path:ko01230

orf2874 K03637 moaC http://www.genome.jp/dbget-bin/www_bget?ko:K03637 path:ko00790;path:ko01100;path:ko04122

orf2875 K00161 PDHA, pdhA http://www.genome.jp/dbget-bin/www_bget?ko:K00161 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko04066

orf2877 K00162 PDHB, pdhB http://www.genome.jp/dbget-bin/www_bget?ko:K00162 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko04066

orf2878 K00627 DLAT, aceF, pdhC http://www.genome.jp/dbget-bin/www_bget?ko:K00627 path:ko00010;path:ko00020;path:ko00620;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2879 K00382 DLD, lpd, pdhD http://www.genome.jp/dbget-bin/www_bget?ko:K00382
path:ko00010;path:ko00020;path:ko00260;path:ko00280;path:ko00620;path:ko01100;path:ko01110;path:ko01120

;path:ko01200

orf2880 K03644 lipA http://www.genome.jp/dbget-bin/www_bget?ko:K03644 path:ko00785;path:ko01100

orf2884 K03743 K03743 http://www.genome.jp/dbget-bin/www_bget?ko:K03743 path:ko00760

orf2885 K01095 pgpA http://www.genome.jp/dbget-bin/www_bget?ko:K01095 path:ko00564;path:ko01100

orf2886 K08309 slt http://www.genome.jp/dbget-bin/www_bget?ko:K08309

orf2889 K01756 purB, ADSL http://www.genome.jp/dbget-bin/www_bget?ko:K01756 path:ko00230;path:ko00250;path:ko01100;path:ko01110

orf2891 K01923 purC http://www.genome.jp/dbget-bin/www_bget?ko:K01923 path:ko00230;path:ko01100;path:ko01110

orf2892 K01952 purL, PFAS http://www.genome.jp/dbget-bin/www_bget?ko:K01952 path:ko00230;path:ko01100;path:ko01110

orf2894 K01952 purL, PFAS http://www.genome.jp/dbget-bin/www_bget?ko:K01952 path:ko00230;path:ko01100;path:ko01110

orf2895 K01952 purL, PFAS http://www.genome.jp/dbget-bin/www_bget?ko:K01952 path:ko00230;path:ko01100;path:ko01110

orf2897 K07390 grxD, GLRX5 http://www.genome.jp/dbget-bin/www_bget?ko:K07390

orf2901 K06131 cls http://www.genome.jp/dbget-bin/www_bget?ko:K06131 path:ko00564;path:ko01100

orf2906 K01011 TST, MPST, sseA http://www.genome.jp/dbget-bin/www_bget?ko:K01011 path:ko00270;path:ko00920;path:ko01100;path:ko01120;path:ko04122

orf2907 K01760 metC http://www.genome.jp/dbget-bin/www_bget?ko:K01760 path:ko00270;path:ko00450;path:ko01100;path:ko01110;path:ko01230

orf2908 K13953 adhP http://www.genome.jp/dbget-bin/www_bget?ko:K13953
path:ko00010;path:ko00071;path:ko00350;path:ko00625;path:ko00626;path:ko00830;path:ko00980;path:ko00982

;path:ko01100;path:ko01110;path:ko01120;path:ko01220

orf2915 K08137 galP http://www.genome.jp/dbget-bin/www_bget?ko:K08137

orf2917 K00826 E2.6.1.42, ilvE http://www.genome.jp/dbget-bin/www_bget?ko:K00826 path:ko00280;path:ko00290;path:ko00770;path:ko01100;path:ko01110;path:ko01210;path:ko01230

orf2918 K00358 E1.6.99.- http://www.genome.jp/dbget-bin/www_bget?ko:K00358

orf2920 K00001 E1.1.1.1, adh http://www.genome.jp/dbget-bin/www_bget?ko:K00001
path:ko00010;path:ko00071;path:ko00350;path:ko00625;path:ko00626;path:ko00830;path:ko00980;path:ko00982

;path:ko01100;path:ko01110;path:ko01120;path:ko01220

orf2927 K02234 cobW http://www.genome.jp/dbget-bin/www_bget?ko:K02234 path:ko00860

orf2928 K02230 cobN http://www.genome.jp/dbget-bin/www_bget?ko:K02230 path:ko00860;path:ko01100

orf2929 K02229 cobG http://www.genome.jp/dbget-bin/www_bget?ko:K02229 path:ko00860;path:ko01100

orf2930 K06042 E5.4.1.2, cobH, cbiC http://www.genome.jp/dbget-bin/www_bget?ko:K06042 path:ko00860;path:ko01100

orf2931 K03394 cobI-cbiL http://www.genome.jp/dbget-bin/www_bget?ko:K03394 path:ko00860;path:ko01100

orf2932 K05934 E2.1.1.131, cobJ, cbiH http://www.genome.jp/dbget-bin/www_bget?ko:K05934 path:ko00860;path:ko01100

orf2933 K05895 cobK, cbiJ http://www.genome.jp/dbget-bin/www_bget?ko:K05895 path:ko00860;path:ko01100

orf2934 K00595 cobL http://www.genome.jp/dbget-bin/www_bget?ko:K00595 path:ko00860;path:ko01100

orf2935 K02189 cbiG http://www.genome.jp/dbget-bin/www_bget?ko:K02189 path:ko00860;path:ko01100

orf2936 K05936 cobM, cbiF http://www.genome.jp/dbget-bin/www_bget?ko:K05936 path:ko00860;path:ko01100

orf2937 K02188 cbiD http://www.genome.jp/dbget-bin/www_bget?ko:K02188 path:ko00860;path:ko01100

orf2938 K02224 cobB-cbiA http://www.genome.jp/dbget-bin/www_bget?ko:K02224 path:ko00860;path:ko01100

orf2939 K04758 feoA http://www.genome.jp/dbget-bin/www_bget?ko:K04758

orf2940 K04759 feoB http://www.genome.jp/dbget-bin/www_bget?ko:K04759

orf2945 K00382 DLD, lpd, pdhD http://www.genome.jp/dbget-bin/www_bget?ko:K00382
path:ko00010;path:ko00020;path:ko00260;path:ko00280;path:ko00620;path:ko01100;path:ko01110;path:ko01120

;path:ko01200

orf2946 K00658 DLST, sucB http://www.genome.jp/dbget-bin/www_bget?ko:K00658 path:ko00020;path:ko00310;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2948 K00164 OGDH, sucA http://www.genome.jp/dbget-bin/www_bget?ko:K00164 path:ko00020;path:ko00310;path:ko00380;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2951 K06916 K06916 http://www.genome.jp/dbget-bin/www_bget?ko:K06916

orf2955 K00036 G6PD, zwf http://www.genome.jp/dbget-bin/www_bget?ko:K00036 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200



orf2956 K00133 asd http://www.genome.jp/dbget-bin/www_bget?ko:K00133 path:ko00260;path:ko00270;path:ko00300;path:ko01100;path:ko01110;path:ko01120;path:ko01210;path:ko01230

orf2957 K00241 sdhC http://www.genome.jp/dbget-bin/www_bget?ko:K00241 path:ko00020;path:ko00190;path:ko00650;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2958 K00242 sdhD http://www.genome.jp/dbget-bin/www_bget?ko:K00242 path:ko00020;path:ko00190;path:ko00650;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2959 K00239 sdhA http://www.genome.jp/dbget-bin/www_bget?ko:K00239
path:ko00020;path:ko00190;path:ko00650;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

;path:ko05134

orf2960 K00240 sdhB http://www.genome.jp/dbget-bin/www_bget?ko:K00240 path:ko00020;path:ko00190;path:ko00650;path:ko00720;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf2968 K07062 K07062 http://www.genome.jp/dbget-bin/www_bget?ko:K07062

orf2970 K03205 virD4, lvhD4 http://www.genome.jp/dbget-bin/www_bget?ko:K03205 path:ko03070

orf2972 K03196 virB11, lvhB11 http://www.genome.jp/dbget-bin/www_bget?ko:K03196 path:ko03070;path:ko05120

orf2973 K03197 virB2, lvhB2 http://www.genome.jp/dbget-bin/www_bget?ko:K03197 path:ko03070;path:ko05134

orf2974 K03198 virB3, lvhB3 http://www.genome.jp/dbget-bin/www_bget?ko:K03198 path:ko03070

orf2975 K03199 virB4, lvhB4 http://www.genome.jp/dbget-bin/www_bget?ko:K03199 path:ko03070

orf2977 K07344 trbL http://www.genome.jp/dbget-bin/www_bget?ko:K07344

orf2978 K03200 virB5, lvhB5 http://www.genome.jp/dbget-bin/www_bget?ko:K03200 path:ko03070

orf2979 K03204 virB9, lvhB9 http://www.genome.jp/dbget-bin/www_bget?ko:K03204 path:ko03070

orf2980 K03195 virB10, lvhB10 http://www.genome.jp/dbget-bin/www_bget?ko:K03195 path:ko03070

orf2982 K16871 POP2 http://www.genome.jp/dbget-bin/www_bget?ko:K16871 path:ko00250;path:ko00650;path:ko01100

orf2983 K00428 E1.11.1.5 http://www.genome.jp/dbget-bin/www_bget?ko:K00428

orf2984 K16087
TC.FEV.OM3, tbpA, hemR,

lbpA, hpuB, bhuR, hugA, hmbR
http://www.genome.jp/dbget-bin/www_bget?ko:K16087

orf2986 K00426 cydB http://www.genome.jp/dbget-bin/www_bget?ko:K00426 path:ko00190;path:ko01100;path:ko02020

orf2987 K00425 cydA http://www.genome.jp/dbget-bin/www_bget?ko:K00425 path:ko00190;path:ko01100;path:ko02020

orf2988 K16012 cydC http://www.genome.jp/dbget-bin/www_bget?ko:K16012 path:ko02010

orf2989 K16013 cydD http://www.genome.jp/dbget-bin/www_bget?ko:K16013 path:ko02010

orf2996 K15549 mdtN http://www.genome.jp/dbget-bin/www_bget?ko:K15549

orf2997 K15547 mdtO http://www.genome.jp/dbget-bin/www_bget?ko:K15547

orf3001 K00799 GST, gst http://www.genome.jp/dbget-bin/www_bget?ko:K00799 path:ko00480;path:ko00980;path:ko00982;path:ko05204

orf3002 K06999 K06999 http://www.genome.jp/dbget-bin/www_bget?ko:K06999

orf3008 K01246 tag http://www.genome.jp/dbget-bin/www_bget?ko:K01246 path:ko03410

orf3009 K03919 alkB http://www.genome.jp/dbget-bin/www_bget?ko:K03919

orf3010 K09990 K09990 http://www.genome.jp/dbget-bin/www_bget?ko:K09990

orf3011 K10778 ada http://www.genome.jp/dbget-bin/www_bget?ko:K10778

orf3021 K01420 fnr http://www.genome.jp/dbget-bin/www_bget?ko:K01420

orf3024 K13771 nsrR http://www.genome.jp/dbget-bin/www_bget?ko:K13771 path:ko05132

orf3025 K13771 nsrR http://www.genome.jp/dbget-bin/www_bget?ko:K13771 path:ko05132

orf3027 K03750 moeA http://www.genome.jp/dbget-bin/www_bget?ko:K03750

orf3028 K03753 mobB http://www.genome.jp/dbget-bin/www_bget?ko:K03753

orf3029 K03752 mobA http://www.genome.jp/dbget-bin/www_bget?ko:K03752

orf3030 K02379 fdhD http://www.genome.jp/dbget-bin/www_bget?ko:K02379

orf3031 K00117 gcd http://www.genome.jp/dbget-bin/www_bget?ko:K00117 path:ko00030;path:ko01100;path:ko01110

orf3032 K00117 gcd http://www.genome.jp/dbget-bin/www_bget?ko:K00117 path:ko00030;path:ko01100;path:ko01110

orf3034 K01246 tag http://www.genome.jp/dbget-bin/www_bget?ko:K01246 path:ko03410

orf3036 K00681 ggt http://www.genome.jp/dbget-bin/www_bget?ko:K00681 path:ko00430;path:ko00460;path:ko00480;path:ko00590;path:ko01100

orf3044 K09712 K09712 http://www.genome.jp/dbget-bin/www_bget?ko:K09712

orf3053 K15358 E3.5.2.18 http://www.genome.jp/dbget-bin/www_bget?ko:K15358 path:ko00760

orf3058 K01464 DPYS, dht, hydA http://www.genome.jp/dbget-bin/www_bget?ko:K01464 path:ko00240;path:ko00410;path:ko00770;path:ko00983;path:ko01100

orf3059 K09017 rutR http://www.genome.jp/dbget-bin/www_bget?ko:K09017

orf3061 K00266 gltD http://www.genome.jp/dbget-bin/www_bget?ko:K00266 path:ko00250;path:ko00910;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf3062 K17723 preA http://www.genome.jp/dbget-bin/www_bget?ko:K17723 path:ko00240;path:ko00410;path:ko00770;path:ko01100

orf3066 K09252 E3.1.1.73 http://www.genome.jp/dbget-bin/www_bget?ko:K09252

orf3070 K03862 vanA http://www.genome.jp/dbget-bin/www_bget?ko:K03862 path:ko00627;path:ko01120

orf3071 K03863 vanB http://www.genome.jp/dbget-bin/www_bget?ko:K03863 path:ko00627;path:ko01120

orf3074 K06045 shc http://www.genome.jp/dbget-bin/www_bget?ko:K06045 path:ko00909;path:ko01110

orf3077 K03307 TC.SSS http://www.genome.jp/dbget-bin/www_bget?ko:K03307

orf3078 K01488 E3.5.4.4, ADA, add http://www.genome.jp/dbget-bin/www_bget?ko:K01488 path:ko00230;path:ko01100;path:ko05340

orf3079 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014



orf3082 K00036 G6PD, zwf http://www.genome.jp/dbget-bin/www_bget?ko:K00036 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf3083 K00033 PGD, gnd http://www.genome.jp/dbget-bin/www_bget?ko:K00033 path:ko00030;path:ko00480;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf3085 K13810 tal-pgi http://www.genome.jp/dbget-bin/www_bget?ko:K13810
path:ko00010;path:ko00030;path:ko00500;path:ko00520;path:ko01100;path:ko01110;path:ko01120;path:ko01200

;path:ko01230

orf3086 K00615 E2.2.1.1, tktA, tktB http://www.genome.jp/dbget-bin/www_bget?ko:K00615 path:ko00030;path:ko00710;path:ko01051;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf3089 K08137 galP http://www.genome.jp/dbget-bin/www_bget?ko:K08137

orf3090 K01623 ALDO http://www.genome.jp/dbget-bin/www_bget?ko:K01623
path:ko00010;path:ko00030;path:ko00051;path:ko00680;path:ko00710;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01230

orf3094 K00330 nuoA http://www.genome.jp/dbget-bin/www_bget?ko:K00330 path:ko00190;path:ko01100

orf3095 K00331 nuoB http://www.genome.jp/dbget-bin/www_bget?ko:K00331 path:ko00190;path:ko01100

orf3096 K13378 nuoCD http://www.genome.jp/dbget-bin/www_bget?ko:K13378 path:ko00190;path:ko01100

orf3097 K00334 nuoE http://www.genome.jp/dbget-bin/www_bget?ko:K00334 path:ko00190;path:ko01100

orf3098 K00335 nuoF http://www.genome.jp/dbget-bin/www_bget?ko:K00335 path:ko00190;path:ko01100

orf3099 K00336 nuoG http://www.genome.jp/dbget-bin/www_bget?ko:K00336 path:ko00190;path:ko01100

orf3100 K00337 nuoH http://www.genome.jp/dbget-bin/www_bget?ko:K00337 path:ko00190;path:ko01100

orf3101 K00338 nuoI http://www.genome.jp/dbget-bin/www_bget?ko:K00338 path:ko00190;path:ko01100

orf3102 K00339 nuoJ http://www.genome.jp/dbget-bin/www_bget?ko:K00339 path:ko00190;path:ko01100

orf3103 K00340 nuoK http://www.genome.jp/dbget-bin/www_bget?ko:K00340 path:ko00190;path:ko01100

orf3104 K00341 nuoL http://www.genome.jp/dbget-bin/www_bget?ko:K00341 path:ko00190;path:ko01100

orf3105 K00342 nuoM http://www.genome.jp/dbget-bin/www_bget?ko:K00342 path:ko00190;path:ko01100

orf3106 K00343 nuoN http://www.genome.jp/dbget-bin/www_bget?ko:K00343 path:ko00190;path:ko01100

orf3117 K02474 wbpO http://www.genome.jp/dbget-bin/www_bget?ko:K02474 path:ko00520

orf3119 K01953 asnB, ASNS http://www.genome.jp/dbget-bin/www_bget?ko:K01953 path:ko00250;path:ko01100;path:ko01110

orf3121 K00012 UGDH, ugd http://www.genome.jp/dbget-bin/www_bget?ko:K00012 path:ko00040;path:ko00053;path:ko00500;path:ko00520;path:ko01100;path:ko01110

orf3122 K09688 ABC-2.CPSE.P http://www.genome.jp/dbget-bin/www_bget?ko:K09688 path:ko02010

orf3123 K09689 ABC-2.CPSE.A http://www.genome.jp/dbget-bin/www_bget?ko:K09689 path:ko02010

orf3126 K08679 E5.1.3.6 http://www.genome.jp/dbget-bin/www_bget?ko:K08679 path:ko00500;path:ko00520;path:ko01100

orf3128 K01991 ABC-2.OM, wza http://www.genome.jp/dbget-bin/www_bget?ko:K01991

orf3130 K01728 E4.2.2.2, pel http://www.genome.jp/dbget-bin/www_bget?ko:K01728 path:ko00040

orf3132 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf3134 K03088 SIG3.2, rpoE http://www.genome.jp/dbget-bin/www_bget?ko:K03088

orf3137 K03561 exbB http://www.genome.jp/dbget-bin/www_bget?ko:K03561

orf3138 K03559 exbD http://www.genome.jp/dbget-bin/www_bget?ko:K03559

orf3139 K03832 tonB http://www.genome.jp/dbget-bin/www_bget?ko:K03832

orf3141 K07789 mdtC http://www.genome.jp/dbget-bin/www_bget?ko:K07789 path:ko02020

orf3159 K03530 hupB http://www.genome.jp/dbget-bin/www_bget?ko:K03530

orf3160 K01869 LARS, leuS http://www.genome.jp/dbget-bin/www_bget?ko:K01869 path:ko00970

orf3161 K03643 lptE, rlpB http://www.genome.jp/dbget-bin/www_bget?ko:K03643

orf3162 K02340 DPO3D1, holA http://www.genome.jp/dbget-bin/www_bget?ko:K02340 path:ko00230;path:ko00240;path:ko01100;path:ko03030;path:ko03430;path:ko03440

orf3165 K07221 oprO_P http://www.genome.jp/dbget-bin/www_bget?ko:K07221

orf3166 K02040 pstS http://www.genome.jp/dbget-bin/www_bget?ko:K02040 path:ko02010;path:ko02020;path:ko05152

orf3168 K00971 manC, cpsB http://www.genome.jp/dbget-bin/www_bget?ko:K00971 path:ko00051;path:ko00520;path:ko01100;path:ko01110

orf3170 K01093 appA http://www.genome.jp/dbget-bin/www_bget?ko:K01093 path:ko00562;path:ko00627;path:ko00740;path:ko01120

orf3171 K07316 mod http://www.genome.jp/dbget-bin/www_bget?ko:K07316

orf3177 K07782 sdiA http://www.genome.jp/dbget-bin/www_bget?ko:K07782 path:ko02020

orf3186 K15034 yaeJ http://www.genome.jp/dbget-bin/www_bget?ko:K15034

orf3187 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf3193 K07567 tdcF http://www.genome.jp/dbget-bin/www_bget?ko:K07567

orf3195 K00274 MAO, aofH http://www.genome.jp/dbget-bin/www_bget?ko:K00274
path:ko00260;path:ko00330;path:ko00340;path:ko00350;path:ko00360;path:ko00380;path:ko00950;path:ko00982

;path:ko01100;path:ko01110;path:ko04726;path:ko04728;path:ko05030;path:ko05031;path:ko05034

orf3197 K07034 K07034 http://www.genome.jp/dbget-bin/www_bget?ko:K07034

orf3198 K10778 ada http://www.genome.jp/dbget-bin/www_bget?ko:K10778

orf3202 K03781 katE, CAT, catB, srpA http://www.genome.jp/dbget-bin/www_bget?ko:K03781 path:ko00380;path:ko00630;path:ko01110;path:ko04068;path:ko04146;path:ko05014

orf3203 K07401 K07401 http://www.genome.jp/dbget-bin/www_bget?ko:K07401

orf3208 K15555 ssuB http://www.genome.jp/dbget-bin/www_bget?ko:K15555 path:ko00920;path:ko02010

orf3209 K15554 ssuC http://www.genome.jp/dbget-bin/www_bget?ko:K15554 path:ko00920;path:ko02010



orf3211 K00102 E1.1.2.4, dld http://www.genome.jp/dbget-bin/www_bget?ko:K00102 path:ko00620

orf3212 K02039 phoU http://www.genome.jp/dbget-bin/www_bget?ko:K02039

orf3213 K02036 pstB http://www.genome.jp/dbget-bin/www_bget?ko:K02036 path:ko02010

orf3214 K02038 pstA http://www.genome.jp/dbget-bin/www_bget?ko:K02038 path:ko02010

orf3215 K02037 pstC http://www.genome.jp/dbget-bin/www_bget?ko:K02037 path:ko02010

orf3217 K03306 TC.PIT http://www.genome.jp/dbget-bin/www_bget?ko:K03306

orf3230 K03496 parA, soj http://www.genome.jp/dbget-bin/www_bget?ko:K03496

orf3231 K07319 yhdJ http://www.genome.jp/dbget-bin/www_bget?ko:K07319

orf3236 K01238 E3.2.1.- http://www.genome.jp/dbget-bin/www_bget?ko:K01238

orf3239 K03205 virD4, lvhD4 http://www.genome.jp/dbget-bin/www_bget?ko:K03205 path:ko03070

orf3247 K01173 ENDOG http://www.genome.jp/dbget-bin/www_bget?ko:K01173 path:ko04210

orf3249 K02996 RP-S9, MRPS9, rpsI http://www.genome.jp/dbget-bin/www_bget?ko:K02996 path:ko03010

orf3250 K02871 RP-L13, MRPL13, rplM http://www.genome.jp/dbget-bin/www_bget?ko:K02871 path:ko03010

orf3254 K04751 glnB http://www.genome.jp/dbget-bin/www_bget?ko:K04751 path:ko02020

orf3255 K01915 glnA http://www.genome.jp/dbget-bin/www_bget?ko:K01915
path:ko00250;path:ko00330;path:ko00630;path:ko00910;path:ko01100;path:ko01120;path:ko01230;path:ko02020

;path:ko04724;path:ko04727

orf3260 K01241 amn http://www.genome.jp/dbget-bin/www_bget?ko:K01241 path:ko00230

orf3262 K02483 K02483 http://www.genome.jp/dbget-bin/www_bget?ko:K02483

orf3264 K12262 cybB http://www.genome.jp/dbget-bin/www_bget?ko:K12262

orf3267 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf3268 K07267 oprB http://www.genome.jp/dbget-bin/www_bget?ko:K07267

orf3270 K11811 arsH http://www.genome.jp/dbget-bin/www_bget?ko:K11811

orf3271 K03893 arsB http://www.genome.jp/dbget-bin/www_bget?ko:K03893

orf3272 K00537 ARSC1, arsC http://www.genome.jp/dbget-bin/www_bget?ko:K00537

orf3276 K06021 E3.6.3.27 http://www.genome.jp/dbget-bin/www_bget?ko:K06021

orf3277 K02069 ABC.X2.P http://www.genome.jp/dbget-bin/www_bget?ko:K02069

orf3282 K07497 K07497 http://www.genome.jp/dbget-bin/www_bget?ko:K07497

orf3283 K01057 PGLS, pgl, devB http://www.genome.jp/dbget-bin/www_bget?ko:K01057 path:ko00030;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf3284 K01807 rpiA http://www.genome.jp/dbget-bin/www_bget?ko:K01807 path:ko00030;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf3285 K00851 E2.7.1.12, gntK, idnK http://www.genome.jp/dbget-bin/www_bget?ko:K00851 path:ko00030;path:ko01100;path:ko01110;path:ko01120;path:ko01200

orf3286 K01104 E3.1.3.48 http://www.genome.jp/dbget-bin/www_bget?ko:K01104

orf3289 K00354 E1.6.99.1 http://www.genome.jp/dbget-bin/www_bget?ko:K00354

orf3290 K04756 ahpD http://www.genome.jp/dbget-bin/www_bget?ko:K04756

orf3291 K03386 E1.11.1.15, PRDX, ahpC http://www.genome.jp/dbget-bin/www_bget?ko:K03386

orf3292 K04761 oxyR http://www.genome.jp/dbget-bin/www_bget?ko:K04761

orf3293 K02919 RP-L36, MRPL36, rpmJ http://www.genome.jp/dbget-bin/www_bget?ko:K02919 path:ko03010

orf3296 K02557 motB http://www.genome.jp/dbget-bin/www_bget?ko:K02557 path:ko02030;path:ko02040

orf3299 K01092 E3.1.3.25, IMPA, suhB http://www.genome.jp/dbget-bin/www_bget?ko:K01092 path:ko00521;path:ko00562;path:ko01100;path:ko01110;path:ko04070

orf3300 K02356 efp http://www.genome.jp/dbget-bin/www_bget?ko:K02356

orf3301 K01843 kamA http://www.genome.jp/dbget-bin/www_bget?ko:K01843 path:ko00310

orf3303 K04568 poxA http://www.genome.jp/dbget-bin/www_bget?ko:K04568 path:ko00970

orf3304 K00788 thiE http://www.genome.jp/dbget-bin/www_bget?ko:K00788 path:ko00730;path:ko01100

orf3308 K09888 zapA http://www.genome.jp/dbget-bin/www_bget?ko:K09888

orf3309 K01934 E6.3.3.2 http://www.genome.jp/dbget-bin/www_bget?ko:K01934 path:ko00670;path:ko01100

orf3310 K09769 K09769 http://www.genome.jp/dbget-bin/www_bget?ko:K09769

orf3311 K03196 virB11, lvhB11 http://www.genome.jp/dbget-bin/www_bget?ko:K03196 path:ko03070;path:ko05120

orf3312 K03197 virB2, lvhB2 http://www.genome.jp/dbget-bin/www_bget?ko:K03197 path:ko03070;path:ko05134

orf3313 K03198 virB3, lvhB3 http://www.genome.jp/dbget-bin/www_bget?ko:K03198 path:ko03070

orf3314 K03199 virB4, lvhB4 http://www.genome.jp/dbget-bin/www_bget?ko:K03199 path:ko03070

orf3317 K07344 trbL http://www.genome.jp/dbget-bin/www_bget?ko:K07344

orf3318 K03200 virB5, lvhB5 http://www.genome.jp/dbget-bin/www_bget?ko:K03200 path:ko03070

orf3319 K03204 virB9, lvhB9 http://www.genome.jp/dbget-bin/www_bget?ko:K03204 path:ko03070

orf3320 K03195 virB10, lvhB10 http://www.genome.jp/dbget-bin/www_bget?ko:K03195 path:ko03070

orf3326 K15238 linX http://www.genome.jp/dbget-bin/www_bget?ko:K15238 path:ko00361;path:ko01100;path:ko01120

orf3327 K14161 imuB http://www.genome.jp/dbget-bin/www_bget?ko:K14161

orf3328 K14160 imuA http://www.genome.jp/dbget-bin/www_bget?ko:K14160



orf3329 K03657 uvrD, pcrA http://www.genome.jp/dbget-bin/www_bget?ko:K03657 path:ko03420;path:ko03430

orf3331 K07240 chrA http://www.genome.jp/dbget-bin/www_bget?ko:K07240

orf3332 K12262 cybB http://www.genome.jp/dbget-bin/www_bget?ko:K12262

orf3335 K00537 ARSC1, arsC http://www.genome.jp/dbget-bin/www_bget?ko:K00537

orf3336 K03893 arsB http://www.genome.jp/dbget-bin/www_bget?ko:K03893

orf3337 K11811 arsH http://www.genome.jp/dbget-bin/www_bget?ko:K11811

orf3340 K03316 TC.CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03316

orf3341 K06218 relE http://www.genome.jp/dbget-bin/www_bget?ko:K06218

orf3347 K01961 accC http://www.genome.jp/dbget-bin/www_bget?ko:K01961
path:ko00061;path:ko00253;path:ko00620;path:ko00640;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200;path:ko01212

orf3349 K07160 K07160 http://www.genome.jp/dbget-bin/www_bget?ko:K07160

orf3354 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf3355 K03457 TC.NCS1 http://www.genome.jp/dbget-bin/www_bget?ko:K03457

orf3358 K15357 nicD http://www.genome.jp/dbget-bin/www_bget?ko:K15357 path:ko00760;path:ko01120

orf3359 K01799 nicE, maiA http://www.genome.jp/dbget-bin/www_bget?ko:K01799 path:ko00650;path:ko00760;path:ko01120

orf3360 K13995 nicF http://www.genome.jp/dbget-bin/www_bget?ko:K13995 path:ko00760;path:ko01120

orf3361 K18028 nicX http://www.genome.jp/dbget-bin/www_bget?ko:K18028 path:ko00760;path:ko01120

orf3362 K14974 nicC http://www.genome.jp/dbget-bin/www_bget?ko:K14974 path:ko00760;path:ko01120

orf3363 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf3364 K07154 hipA http://www.genome.jp/dbget-bin/www_bget?ko:K07154

orf3365 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3366 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3367 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3368 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3369 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3370 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3371 K14161 imuB http://www.genome.jp/dbget-bin/www_bget?ko:K14161

orf3372 K14160 imuA http://www.genome.jp/dbget-bin/www_bget?ko:K14160

orf3381 K10680 nemA http://www.genome.jp/dbget-bin/www_bget?ko:K10680 path:ko00633;path:ko01120

orf3382 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf3383 K01908 E6.2.1.17, prpE http://www.genome.jp/dbget-bin/www_bget?ko:K01908 path:ko00640;path:ko01100

orf3384 K07222 K07222 http://www.genome.jp/dbget-bin/www_bget?ko:K07222

orf3387 K07123 K07123 http://www.genome.jp/dbget-bin/www_bget?ko:K07123

orf3390 K01502 E3.5.5.7 http://www.genome.jp/dbget-bin/www_bget?ko:K01502 path:ko00643;path:ko01120

orf3394 K00001 E1.1.1.1, adh http://www.genome.jp/dbget-bin/www_bget?ko:K00001
path:ko00010;path:ko00071;path:ko00350;path:ko00625;path:ko00626;path:ko00830;path:ko00980;path:ko00982

;path:ko01100;path:ko01110;path:ko01120;path:ko01220

orf3399 K03497 parB, spo0J http://www.genome.jp/dbget-bin/www_bget?ko:K03497

orf3406 K03530 hupB http://www.genome.jp/dbget-bin/www_bget?ko:K03530

orf3409 K09958 K09958 http://www.genome.jp/dbget-bin/www_bget?ko:K09958

orf3411 K07506 K07506 http://www.genome.jp/dbget-bin/www_bget?ko:K07506

orf3412 K07120 K07120 http://www.genome.jp/dbget-bin/www_bget?ko:K07120

orf3415 K03281 TC.CIC http://www.genome.jp/dbget-bin/www_bget?ko:K03281

orf3416 K03316 TC.CPA1 http://www.genome.jp/dbget-bin/www_bget?ko:K03316

orf3417 K17686 copA, ATP7 http://www.genome.jp/dbget-bin/www_bget?ko:K17686

orf3422 K00154 E1.2.1.68 http://www.genome.jp/dbget-bin/www_bget?ko:K00154

orf3423 K07090 K07090 http://www.genome.jp/dbget-bin/www_bget?ko:K07090

orf3425 K02484 K02484 http://www.genome.jp/dbget-bin/www_bget?ko:K02484

orf3427 K15726 czcA http://www.genome.jp/dbget-bin/www_bget?ko:K15726

orf3428 K15727 czcB http://www.genome.jp/dbget-bin/www_bget?ko:K15727

orf3431 K00343 nuoN http://www.genome.jp/dbget-bin/www_bget?ko:K00343 path:ko00190;path:ko01100

orf3433 K01971 E6.5.1.1, lig http://www.genome.jp/dbget-bin/www_bget?ko:K01971 path:ko03410;path:ko03420;path:ko03430;path:ko03450

orf3439 K03736 eutC http://www.genome.jp/dbget-bin/www_bget?ko:K03736 path:ko00564;path:ko01100

orf3440 K03735 eutB http://www.genome.jp/dbget-bin/www_bget?ko:K03735 path:ko00564;path:ko01100

orf3442 K01114 plcC http://www.genome.jp/dbget-bin/www_bget?ko:K01114 path:ko00562;path:ko00564;path:ko00565;path:ko01100;path:ko04919

orf3455 K03497 parB, spo0J http://www.genome.jp/dbget-bin/www_bget?ko:K03497

orf3467 K01057 PGLS, pgl, devB http://www.genome.jp/dbget-bin/www_bget?ko:K01057 path:ko00030;path:ko01100;path:ko01110;path:ko01120;path:ko01200

http://www.genome.jp/dbget-bin/www_bget?ko:K00001


orf3468 K01807 rpiA http://www.genome.jp/dbget-bin/www_bget?ko:K01807 path:ko00030;path:ko00710;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230

orf3474 K01620 ltaE http://www.genome.jp/dbget-bin/www_bget?ko:K01620 path:ko00260;path:ko01100;path:ko01110;path:ko01120;path:ko01230

orf3475 K01338 lon http://www.genome.jp/dbget-bin/www_bget?ko:K01338 path:ko04112

orf3478 K06911 K06911 http://www.genome.jp/dbget-bin/www_bget?ko:K06911

orf3479 K06911 K06911 http://www.genome.jp/dbget-bin/www_bget?ko:K06911

orf3482 K03296 TC.HAE1 http://www.genome.jp/dbget-bin/www_bget?ko:K03296

orf3483 K03585 acrA http://www.genome.jp/dbget-bin/www_bget?ko:K03585 path:ko00312

orf3487 K17677 IRC3 http://www.genome.jp/dbget-bin/www_bget?ko:K17677

orf3489 K03497 parB, spo0J http://www.genome.jp/dbget-bin/www_bget?ko:K03497

orf3493 K01895 ACSS, acs http://www.genome.jp/dbget-bin/www_bget?ko:K01895
path:ko00010;path:ko00620;path:ko00640;path:ko00680;path:ko00720;path:ko01100;path:ko01110;path:ko01120

;path:ko01200

orf3494 K07110 K07110 http://www.genome.jp/dbget-bin/www_bget?ko:K07110

orf3497 K02069 ABC.X2.P http://www.genome.jp/dbget-bin/www_bget?ko:K02069

orf3498 K01689 ENO, eno http://www.genome.jp/dbget-bin/www_bget?ko:K01689
path:ko00010;path:ko00680;path:ko01100;path:ko01110;path:ko01120;path:ko01200;path:ko01230;path:ko03018

;path:ko04066

orf3501 K09732 K09732 http://www.genome.jp/dbget-bin/www_bget?ko:K09732

orf3505 K07132 K07132 http://www.genome.jp/dbget-bin/www_bget?ko:K07132

orf3510 K07341 doc http://www.genome.jp/dbget-bin/www_bget?ko:K07341

orf3522 K05896 scpA http://www.genome.jp/dbget-bin/www_bget?ko:K05896

orf3525 K07494 K07494 http://www.genome.jp/dbget-bin/www_bget?ko:K07494

orf3527 K07171 K07171 http://www.genome.jp/dbget-bin/www_bget?ko:K07171

orf3537 K07497 K07497 http://www.genome.jp/dbget-bin/www_bget?ko:K07497

orf3543 K00322 sthA, udhA http://www.genome.jp/dbget-bin/www_bget?ko:K00322 path:ko00760;path:ko01100

orf3544 K07497 K07497 http://www.genome.jp/dbget-bin/www_bget?ko:K07497

orf3545 K07062 K07062 http://www.genome.jp/dbget-bin/www_bget?ko:K07062

orf3546 K07075 K07075 http://www.genome.jp/dbget-bin/www_bget?ko:K07075

orf3552 K07062 K07062 http://www.genome.jp/dbget-bin/www_bget?ko:K07062

orf3560 K12213 icmK, traN, dotH http://www.genome.jp/dbget-bin/www_bget?ko:K12213

orf3561 K12209 icmE, dotG http://www.genome.jp/dbget-bin/www_bget?ko:K12209

orf3566 K09803 K09803 http://www.genome.jp/dbget-bin/www_bget?ko:K09803

orf3570 K07483 K07483 http://www.genome.jp/dbget-bin/www_bget?ko:K07483

orf3574 K07339 K07339 http://www.genome.jp/dbget-bin/www_bget?ko:K07339

orf3587 K00558 DNMT1, dcm http://www.genome.jp/dbget-bin/www_bget?ko:K00558 path:ko00270;path:ko01100;path:ko05206

orf3594 K07088 K07088 http://www.genome.jp/dbget-bin/www_bget?ko:K07088

orf3598 K03657 uvrD, pcrA http://www.genome.jp/dbget-bin/www_bget?ko:K03657 path:ko03420;path:ko03430

orf3602 K02014 TC.FEV.OM http://www.genome.jp/dbget-bin/www_bget?ko:K02014

orf3605 K03832 tonB http://www.genome.jp/dbget-bin/www_bget?ko:K03832

orf3606 K07119 K07119 http://www.genome.jp/dbget-bin/www_bget?ko:K07119

orf3608 K04650 NCOR1, N-CoR http://www.genome.jp/dbget-bin/www_bget?ko:K04650 path:ko04919;path:ko05202

orf3611 K01561 dehH http://www.genome.jp/dbget-bin/www_bget?ko:K01561 path:ko00361;path:ko00625;path:ko01100;path:ko01120

orf3625 K00135 gabD http://www.genome.jp/dbget-bin/www_bget?ko:K00135 path:ko00250;path:ko00310;path:ko00350;path:ko00650;path:ko01100;path:ko01120

orf3640 K12218 icmP, trbA http://www.genome.jp/dbget-bin/www_bget?ko:K12218

orf3641 K12218 icmP, trbA http://www.genome.jp/dbget-bin/www_bget?ko:K12218

orf3646 K00077 panE, apbA http://www.genome.jp/dbget-bin/www_bget?ko:K00077 path:ko00770;path:ko01100;path:ko01110

orf3661 K12218 icmP, trbA http://www.genome.jp/dbget-bin/www_bget?ko:K12218

orf3670 K00425 cydA http://www.genome.jp/dbget-bin/www_bget?ko:K00425 path:ko00190;path:ko01100;path:ko02020

orf3684 K14162 dnaE2 http://www.genome.jp/dbget-bin/www_bget?ko:K14162

orf3685 K12206 icmB, dotO http://www.genome.jp/dbget-bin/www_bget?ko:K12206

orf3692 K12206 icmB, dotO http://www.genome.jp/dbget-bin/www_bget?ko:K12206

orf3694 K07497 K07497 http://www.genome.jp/dbget-bin/www_bget?ko:K07497

orf3698 K12204 dotC, traI http://www.genome.jp/dbget-bin/www_bget?ko:K12204

orf3700 K12217 icmO, trbC, dotL http://www.genome.jp/dbget-bin/www_bget?ko:K12217



Fig. S1-KEEG pathway of starch and sucrose metabolism 

 

Note: It is worthy to note that the red boxes indicate the presence of enzymes in 

Komagataeibacter sp. W1. 



Fig. S2-Cellulose hydrolysis by β-Glucosidase, Cellobiosidase I/II and Endo-1,4-β-

D-Glucanase. 

 

Note: It is worthy to note that only those genes encoding β-Glucosidase and Endo-1,4-

β-D-Glucanase were found in Komagataeibacter sp. W1. 
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