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Experiments and Data Analysis

Comprehensive Workflow for Small RNA Sequences. Sequence small RNAs using the 

Illumina HiSeq or MGISEQ-2000 platform with paired-end reads of 150 base pairs (PE150) to 

generate Illumina NGS data. Analyze GlycoRNA data on Ubuntu 20.04.6 by following this detailed 

workflow to examine the raw data (Pass Filter Data).

Raw RNA-seq Data Processing. Initially, raw sequencing data undergoes quality control and 

preprocessing using Trimmomatic software (version 0.30). This step eliminates adapter 

sequences and low-quality reads, resulting in clean data suitable for further analysis. The output 

is a high-quality dataset devoid of adapter contamination and low-quality sequences, ensuring 

reliable and accurate downstream analysis.

Small RNA Identification. Next, the Rfam database (version 14), containing a comprehensive 

collection of non-coding RNA family sequences, is downloaded, along with the 

Homo_sapiens.GRCh38.ncrna.fa file containing human genomic non-coding RNA data. These 

resources are combined to create a non-coding RNA database. BLASTN (V2.2.28+) is then used 

to align the Clean Data with this database, identifying the most optimal matches to classify non-

coding miRNAs, tRNAs, and snoRNAs.



Supplementary Tables

Table S1. The list of identified glycosylated miRNAs from colon tissue. The N-glycoRNAs are enriched by SPCgRNA. NT 

= Nucleotide Length, TPM = Transcripts Per Million, PCA = Paracancerous Tissue, CA = Cancer Tissue.

PCA-TPM CA-TPMGene NT #1 #2 #3 #4 #1 #2 #3 #4
let-7a-3p 21 0 6.66 40.68 0 0 102.97 259.78 0
let-7b-5p 22 0 492.74 399.61 0 0 289.59 116.32 0
let-7c-5p 22 0 0 31.11 0 0 0 0 42.18
let-7e-5p 22 0 43.28 0 0 0 0 0 87.37
let-7i-5p 22 0 0 1275.4 346.39 0 0 639.76 2009.53
miR-106a-5p 23 0 0 23.93 22.71 0 83.66 0 0
miR-106b-3p 22 0 0 703.5 0 0 0 4424.02 3136.31
miR-10b-5p 23 8899.05 18990.36 82996.74 0 9103.41 7020.95 19502.93 0
miR-1185-1-3p 22 0 0 0 0 0 64.35 42.65 0
miR-125a-5p 24 335.33 542.68 0 0 221.93 250.98 0 0
miR-125b-5p 22 388.28 635.9 0 0 413.4 360.38 0 0
miR-1260b 19 0 0 445.07 0 0 1962.78 2958.4 1021.34
miR-127-5p 22 892.26 1201.88 0 0 857.25 572.75 0 0
miR-1296-5p 22 213.75 236.38 0 119.25 130.55 0 0 34.65
miR-133a-3p 22 145.11 289.65 0 0 87.03 96.53 0 0
miR-135b-3p 22 0 0 0 0 0 0 263.66 149.13
miR-135b-5p 23 0 0 0 0 356.83 257.41 0 0
miR-139-5p 23 27.45 53.27 0 0 0 0 0 0
miR-1-3p 22 0 429.48 1634.33 0 0 180.19 434.26 0
miR-142-3p 23 0 342.92 0 0 0 0 0 213.91
miR-143-3p 21 0 152152.56 0 64656.45 0 86265.7 0 404361.31
miR-143-5p 22 2910.13 2586.87 971.51 0 1740.61 1242.02 5905.16 0
miR-145-3p 22 302 712.47 0 0 161.01 173.75 0 0



miR-146a-5p 22 0 0 983.47 0 0 0 407.12 735.12
miR-146b-5p 23 0 0 1579.29 164.68 1005.2 0 922.8 1465.72
miR-148a-5p 22 878.53 0 390.04 306.64 983.45 0 131.83 108.46
miR-149-5p 23 33.34 0 21.54 0 0 0 0 0
miR-15a-5p 22 0 0 0 0 82.68 0 54.28 0
miR-16-5p 22 115.7 143.16 1689.37 56.79 1527.39 965.3 814.24 513.68
miR-17-5p 23 402.01 506.05 799.22 289.61 5474.23 3616.66 434.26 171.73
miR-181a-3p 22 0 0 23.93 28.39 0 0 531.19 341.95
miR-181c-3p 22 0 0 7.18 0 0 0 158.97 106.95
miR-181d-5p 23 0 0 0 0 91.38 64.35 0 0
miR-182-5p 24 145.11 0 2002.83 130.61 1257.59 0 65.91 63.27
miR-183-5p 22 80.4 0 478.57 0 822.44 0 0 0
miR-185-3p 22 41.18 0 14.36 0 21.76 0 189.99 0
miR-186-5p 22 5930.09 6888.33 3929.09 1993.19 6749.23 4080 2694.74 1256.33
miR-188-5p 21 0 0 0 0 43.52 51.48 0 0
miR-18a-5p 23 21.57 39.95 0 22.71 361.18 212.37 0 0
miR-192-3p 22 0 0 131.61 28.39 0 0 11.63 9.04
miR-192-5p 21 70861 154453.11 146175.71 36791.6 78832.4 76895.85 2113.14 2359.01
miR-194-5p 22 0 0 14048.55 3997.73 0 0 205.5 147.63
miR-196b-3p 22 0 0 4.79 0 0 0 209.38 170.22
miR-196b-5p 22 0 0 399.61 0 0 0 108.57 138.59
miR-19a-3p 23 94.13 83.23 105.29 34.07 0 0 0 0
miR-200a-3p 22 0 0 10487.95 4968.77 0 0 5672.52 4347.45
miR-200a-5p 22 0 0 1067.22 982.4 0 0 73.67 79.84
miR-200b-5p 22 0 0 201 68.14 0 0 38.77 12.05
miR-20a-3p 22 0 0 4.79 0 0 0 143.46 66.28
miR-20a-5p 23 1543.31 1621.37 2433.55 897.22 19003.15 10599 1178.71 445.89
miR-210-3p 22 531.43 945.52 0 0 522.18 527.7 0 0
miR-21-3p 21 0 569.31 473.79 0 0 3623.1 4776.86 0
miR-214-3p 22 0 0 71.79 0 221.93 0 348.96 0
miR-215-5p 21 0 23168.63 39278.98 6763.2 0 10895.03 488.54 497.11
miR-21-5p 22 33870.52 47366.02 0 23503.69 357796.21 301328.25 0 225249.57



miR-217-5p 23 0 0 0 0 0 0 65.91 54.23
miR-218-5p 21 0 39.95 0 0 0 0 0 78.33
miR-221-5p 22 0 0 74.18 0 174.06 0 0 0
miR-223-3p 22 19.61 0 0 0 461.26 315.33 0 0
miR-224-5p 25 0 0 0 0 369.88 373.25 0 0
miR-23b-3p 23 0 592.62 1445.29 0 0 0 0 0
miR-26a-5p 22 484.37 496.07 5587.35 0 3768.43 2844.42 3078.59 0
miR-26b-5p 21 15.69 33.29 220.14 0 178.41 186.62 108.57 0
miR-27a-3p 21 1682.54 702.48 3196.88 0 14625.51 12130.61 25291.77 0
miR-28-3p 22 6351.7 12082.05 0 0 4978.16 5682.4 0 0
miR-30c-2-3p 22 25.49 63.26 0 0 0 12.87 0 0
miR-3158-3p 22 15.69 26.63 0 0 0 0 0 0
miR-320a-3p 22 0 1524.82 0 0 0 727.19 0 772.78
miR-335-3p 22 41.18 19.98 0 0 718 405.43 0 0
miR-362-5p 24 0 0 45.46 28.39 0 0 0 0
miR-374a-3p 22 86.28 116.53 0 221.47 918.17 559.87 0 1840.81
miR-374a-5p 22 154.92 119.85 0 0 1932.08 778.68 0 0
miR-374b-5p 22 84.32 73.24 0 0 818.09 398.99 0 0
miR-375-3p 22 3086.63 12348.39 4031.99 0 1993 3719.63 1407.47 0
miR-378a-3p 22 87457 142154.66 48391.03 63912.55 35055.96 35722.56 17219.18 13018.26
miR-378a-5p 22 158.84 196.43 71.79 51.11 121.84 64.35 34.9 21.09
miR-378d 20 3374.89 5163.75 2299.55 0 0 0 0 0
miR-378i 21 1537.43 2363.81 574.29 0 0 0 0 0
miR-381-3p 22 4614.25 0 0 3781.94 4912.88 0 0 3178.49
miR-382-3p 21 0 0 21.54 0 0 77.22 178.36 0
miR-3913-5p 22 0 53.27 31.11 0 0 0 0 0
miR-3934-5p 22 17.65 29.96 0 0 0 0 0 0
miR-409-5p 23 0 0 0 0 34.81 70.79 0 0
miR-424-5p 22 0 0 0 0 43.52 0 31.02 0
miR-4454 20 180.41 0 0 0 0 0 616.49 224.45
miR-452-5p 22 0 0 67 0 0 141.58 0 46.7
miR-454-3p 23 0 0 16.75 0 39.16 0 0 0



miR-486-5p 22 125.5 0 244.07 0 108.79 0 104.69 0
miR-490-3p 22 45.1 123.18 52.64 0 0 0 767.71 0
miR-503-5p 23 0 0 7.18 0 108.79 96.53 143.46 76.83
miR-542-3p 22 11.77 0 0 28.39 282.85 0 0 593.52
miR-548e-3p 22 0 26.63 43.07 0 0 0 0 0
miR-552-3p 21 0 0 52.64 141.96 0 0 833.62 861.66
miR-584-5p 22 0 0 0 0 73.98 70.79 0 0
miR-652-3p 21 327.49 639.23 0 0 313.31 218.8 0 0
miR-654-3p 22 0 0 11.96 0 78.33 0 96.93 0
miR-6715b-3p 22 17.65 46.61 0 0 0 0 0 0
miR-708-3p 22 0 109.87 28.71 0 0 0 926.68 637.2
miR-708-5p 23 25.49 49.94 19.14 0 239.33 0 286.92 159.68
miR-769-5p 22 2290.46 3608.97 0 0 1670.99 1969.21 0 0
miR-889-3p 21 17.65 36.62 0 0 178.41 212.37 0 0
miR-92a-3p 22 0 1408.3 0 494.04 0 5663.1 0 5264.85
miR-93-5p 23 0 0 1328.04 533.79 0 0 763.83 441.37
miR-9983-3p 22 15.69 36.62 0 0 0 0 0 0
miR-99a-5p 22 119.62 169.79 0 0 108.79 64.35 0 0



Table S2. The list o identified glycosylated tRNA in paracancerous tissue (PCA) and cancer tissue (CA). (a) N-

linked glycosylated tRNAs from PCA, (b) N-linked glycosylated tRNAs from CA

(a)

Qseqid Sseqid NT Evalue Bitsco
re

Number Sequence

ex3_96
6031_x
6622

GL00025
3.2/24775
9-247830

30 ###### 60 ### TCCCTGGTGGTCTAGTGGTTAGGATTCGGCGCTCTCACCGCCGCGGCCC
GGGTTCGATTCCCGGTCAGGGAA

ex3_10
82355_
x5530

AF347001
.1/16015-
15948

20 ###### 40.1 ### CAGAGAAUAGUUUAAAUUAGAAUCUUAGCUUUGGGUGCUAAUGGUGGAG
UUAAAGACUUUUUCUCUGA

ex3_10
98642_
x5332

AC09268
6.3/29631
-29561

28 ###### 56 ### GCAUUGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCACGCGGGAGGCCC
GGGUUCGAUUCCCGGCCAAUGCA

ex3_14
20023_
x3131

AF347015
.1/1604-
1672

17 ###### 34.2 ### CAGAGUGUAGCUUAACACAAAGCACCCAACUUACACUUAGGAGAUUUCA
ACUUAACUUGACCGCUCUGA

ex3_15
74449_
x2459

ENST000
00387421
.1

20 ###### 40.1 ### CACTGTAAAGCTAACTTAGCATTAACCTTTTAAGTTAAAGATTAAGAGAACC
AACACCTC

ex3_16
19497_
x2305

CM00067
8.2/31915
01-
3191573

35 ###### 69.9 ### GCCCGGCTAGCTCAGTCGGTAGAGCATGGGACTCTTAATCTCAGGGTCGT
GGGTTCGAGCCCCACGTTGGGCG

ex3_17
73623_
x1843

CM00066
3.2/14830
2805-
14830273
4

33 ###### 65.9 ### GCCGTGATCGTATAGTGGTTAGTACTCTGCGTTGTGGCCGCAGCAACCTC
GGTTCGAATCCGAGTCACGGCA

ex3_18
13187_
x1755

AC09331
1.2/14003
6-139968

31 ###### 61.9 ### GUUCUUGUAGUUGAAAUACAACGAUGGUUUUUCAUAUCAUUGGUCGUG
GUUGUAGUCCGUGCGAGAAUA

ex3_18
47796_
x1702

CM00067
7.2/26082
305-
26082234

31 ###### 61.9 ### TCCCACATGGTCTAGCGGTTAGGATTCCTGGTTTTCACCCAGGCGGCCCG
GGTTCGACTCCCGGTGTGGGAA



ex3_19
61494_
x1449

ENST000
00387449
.1

25 ###### 50.1 ### GAGAAAGCTCACAAGAACTGCTAACTCATGCCCCCATGTCTAACAACATGG
CTTTCTCA

ex3_20
34089_
x1332

ENST000
00387441
.1

22 ###### 44.1 ### GTAAATATAGTTTAACCAAAACATCAGATTGTGAATCTGACAACAGAGGCTT
ACGACCCC

ex3_21
07121_
x1219

CM00066
3.2/16145
0677-
16145074
7

28 ###### 56 ### GCATGGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCG
GGTTCGATTCCCGGCCCATGCA

ex3_21
96754_
x1084

CM00066
3.2/14545
9658-
14545972
9

32 ###### 63.9 ### GGTTCCATGGTGTAATGGTGAGCACTCTGGACTCTGAATCCAGCGATCCG
AGTTCGAGTCTCGGTGGAACCT

ex3_23
46903_
x890

AF382005
.1/581-
651

30 ###### 60 890 GUUUAUGUAGCUUACCUCCUCAAAGCAAUACACUGAAAAUGUUUAGACG
GGCUCACAUCACCCCAUAAACA

ex3_25
13440_
x726

CM00067
5.2/41060
809-
41060738

31 ###### 61.9 726 TCCCATATGGTCTAGCGGTTAGGATTCCTGGTTTTCACCCAGGTGGCCCG
GGTTCGACTCCCGGTATGGGAA

ex3_26
77903_
x595

CM00066
8.2/27295
433-
27295504

20 ###### 40.1 595 GGTTCCATGGTGTAATGGTTAGCACTCTGGACTCTGAATCCGGTAATCCGA
GTTCAAATCTCGGTGGAACCT

ex3_27
00757_
x576

AC00844
3.10/4259
0-42518

39 ###### 77.8 576 GCCCGGCUAGCUCAGUCGGUAGAGCAUGAGACUCUUAAUCUCAGGGUC
GUGGGUUCGAGCCCCACGUUGGGCG

ex3_27
03633_
x575

CM00067
6.2/58239
967-
58239895

41 ###### 81.8 575 GCCCGGCTAGCTCAGTCGGTAGAGCATGGGACTCTTAATCCCAGGGTCGT
GGGTTCGAGCCCCACGTTGGGCG

ex3_27
24618_
x560

CM00066
4.2/20261
4781-
20261471
3

13 0.008 26.3 560 AAGAGAGTCATAGAAGTTATGGGATTGGCTTGAAACCAATTTCTGGAAGTT
CAATTCCTTCCTTTCTTG

ex3_28 ENST000 14 0.003 28.2 481 AGTAAGGTCAGCTAAATAAGCTATCGGGCCCATACCCCGAAAATGTTGGTT



59322_
x481

00387377
.1

ATACCCTTC

ex3_28
75035_
x471

J01415.2/
12138-
12206

38 ###### 75.8 471 GTAAATATAGTTTAACCAAAACATCAGATTGTGAATCTGACAACAGAGGCTT
ACGACCCCTTATTTACC

ex3_28
84417_
x466

GL00025
6.2/25106
6-250995

25 ###### 50.1 466 GGTTCCATGGTGTAATGGTTAGCACTCTGGACTCTGAATCCAGCGATCCG
AGTTCAAATCTCGGTGGAACCT

ex3_31
52091_
x345

CM00066
8.2/28658
308-
28658237

20 ###### 40.1 345 GGGGATGTAGCTCAGTGGTAGAGCGCATGCTTAGCATGCATGAGGTCCC
GGGTTCGATCCCCAGCATCTCCA

ex3_31
62391_
x341

AP00044
2.6/2022-
1950

26 ###### 52 341 GCCCGGAUAGCUCAGUCGGUAGAGCAUCAGACUUUUAAUCUGAGGGUC
CAGGGUUCAAGUCCCUGUUCGGGCG

ex3_31
77530_
x333

CM00066
5.2/11064
0242-
11064031
6

20 ###### 40.1 333 GGTTCCATGGTGTAATGGTGAGCACTCTGGACTCTGAATCCAGAATCAGC
TTAAATTAAACCTATACTGTTACTG

ex3_32
08848_
x320

AC00729
8.17/1453
66-
145295

38 ###### 75.8 320 UCCUCGUUAGUAUAGUGGUGAGUAUCCCCGCCUGUCACGCGGGAGACC
GGGGUUCGAUUCCCCGACGGGGAG

ex3_32
71729_
x297

GL00025
2.2/13342
-13414

13 0.008 26.3 297 GCCTGGATAGCTCAGTTGGTAGAACATCAGACTTTTAATCTGACGGTGCAG
GGTTCAAGTCCCTGTTCAGGCG

ex3_34
63015_
x237

ENST000
00387409
.1

32 ###### 63.9 237 GGTAAAATGGCTGAGTGAAGCATTGGACTGTAAATCTAAAGACAGGGGTT
AGGCCTCTTT

ex3_35
04270_
x224

CM00068
1.2/45478
687-
45478602

20 ###### 40.1 224 GCCCGGATGATCCTCAGTGGTCTGGGGTGCAGGCTTCAAACCTGTAGCTG
TCTAGCGACAGAGTGGTTCAATTCCACCTTTCGGGC

ex3_35
16903_
x220

CM00066
8.2/27280
342-
27280270

23 ###### 46.1 220 GCTTCTGTAGTGTAGTGGTTATCACGTTCGCCTCACACGCGAAAGGTCCC
CGGTTCGAAACCGGGCAGAAGCA

ex3_35
80548_

ENST000
00387461

29 ###### 58 201 CAGAGAATAGTTTAAATTAGAATCTTAGCTTTGGGTGCTAATGGTGGAGTT
AAAGACTTT



x201 .2
ex3_36
83341_
x175

KI270713.
1/31706-
31635

30 ###### 60 175 TCCCTGGTGGTCTAGTGGCTAGGATTCGGCGCTTTCACCGCTGCGGCCC
GGGTTCGATTCCCGGTCAGGGAA

ex3_36
95879_
x173

CM00068
5.2/18674
981-
18674909

35 ###### 69.9 173 GGTTCCATAGTGTAGTGGTTATCACGTCTGCTTTACACGCAGAAGGTCCTG
GGTTCGAGCCCCAGTGGAACCA

ex3_37
07043_
x171

AC00644
9.19/1968
57-
196784

23 ###### 46.1 171 GUCUCUGUGGCGCAAUCGGUUAGCGCGUUCGGCUGUUAACCGAAAGGU
UGGUGGUUCGAGCCCACCCAGGGACG

ex3_37
22381_
x167

AC00844
3.10/4300
6-42934

23 ###### 46.1 167 GUUUCCGUAGUGUAGUGGUUAUCACGUUCGCCUCACACGCGAAAGGUC
CCCGGUUCGAAACCGGGCGGAAACA

ex3_37
45403_
x160

CM00066
8.2/26311
267-
26311196

21 ###### 42.1 160 GGCCCCATGGTGTAATGGTTAGCACTCTGGACTTTGAATCCAGCGATCCG
AGTTCAAATCTCGGTGGGACCT

ex3_37
71530_
x154

AF346992
.1/15890-
15955

29 ###### 58 154 GUCCUUGUAGUAUAAACUAAUACACCAGUCUUGUAAACCGGAGAUGAAA
ACCUUUUUCCAAGGACA

ex3_37
83932_
x152

CM00068
0.2/46089
377-
46089305

30 ###### 60 152 GACGAGCTAGCTCAGTCGGTAGAGCATGGGACTCTTAATCCCAGGGTCGT
GGGTTTGAGCCCCATGTTGGGCA

ex3_37
91335_
x150

CM00066
4.2/70249
061-
70248991

22 ###### 44.1 150 GCGCCGCTGGTGTAGTGGTATCATGCAAGATTCCCATTCTTGCGACCCGG
GTTCGATTCCCGGGCGGCGCA

ex3_39
72378_
x114

ENST000
00387456
.1

38 ###### 75.8 114 ACTTTTAAAGGATAACAGCTATCCATTGGTCTTAGGCCCCAAAAATTTTGGT
GCAACTCC

ex3_39
86185_
x112

CM00067
8.2/71426
493-
71426565

22 ###### 44.1 112 GCCCTCTTAGCGCAGTGGGCAGCGCGTCAGTCTCATAATCTGAAGGTCCT
GAGTTCGAGCCTCAGAGAGGGCA

ex3_40
08513_
x108

ENST000
00387459
.1

20 ###### 40.1 108 GTTCTTGTAGTTGAAATACAACGATGGTTTTTCATATCATTGGTCGTGGTTG
TAGTCCGT



ex3_40
30547_
x104

CM00066
8.2/27777
885-
27777956

23 ###### 46.1 104 AGCAGAGTGGCGCAGCGGAAGCGTGCTGGGCCCATAACCCAGAGGTCGA
TGGATCTAAACCATCCTCTGCTA

ex3_40
84087_
x95

AC00844
3.10/9027
-8955

32 ###### 63.9 95 GUUUCCGUAGUGUAGUGGUCAUCACGUUCGCCUAACACGCGAAAGGUC
CCCGGUUCGAAACCGGGCGGAAACA

ex3_41
21228_
x90

AF381996
.2/4265-
4333

26 ###### 52 90 AGAAAUAUGUCUGAUAAAAGAGUUACUUUGAUAGAGUAAAUAAUAGGAG
CUUAAACCCCCUUAUUUCUA

ex3_41
47591_
x86

CM00066
3.2/16146
2447-
16146237
6

29 ###### 58 86 GCGTTGGTGGTATAGTGGTGAGCATAGCTGCCTTCCAAGCAGTTGACCCG
GGTTCGATTCCCGGCCAACGCA

ex3_42
02547_
x78

AF347005
.1/12268-
12338

33 ###### 65.9 78 ACUUUUAAAGGAUAACAGCUAUCCAUUGGUCUUAGGCCCCAAAAAUUUU
GGUGCAACUCCAAAUAAAAGUA

ex3_42
52029_
x72

CM00066
9.2/13934
0700-
13934077
2

22 ###### 36.2 72 GCCCCAGTGGCCTAATGGATAAGGCATTGGCCTCCTAAGCCAGGGATTGT
GGGTTCGAGTCCCATCTGGGGTG

ex3_42
90368_
x67

AC00867
0.6/83597
-83665

17 ###### 34.2 67 GUAAAUAUAGUUUAACCAAAACAUCAGAUUGUGAAUCUGACAACAGAGG
CUCACGACCCCUUAUUUACC

ex3_43
03221_
x66

CM00066
3.2/16144
0242-
16144017
1

21 ###### 42.1 66 GCGTTGGTGGTATAGTGGTGAGCATAGTTGCCTTCCAAGCAGTTGACCCG
GGCTCGATTCCCGCCCAACGCA

ex3_43
04211_
x66

AF347015
.1/5827-
5762

18 ###### 36.2 66 AGCUCCGAGGUGAUUUUCAUAUUGAAUUGCAAAUUCGAAGAAGCAGCUU
CAAACCUGCCGGGGCUU

ex3_43
15094_
x65

CM00066
7.2/18120
6868-
18120693
9

32 ###### 63.9 65 GGGGATGTAGCTCAGTGGTAGAGCGCATGCTTTGCATGTATGAGGCCCCG
GGTTCGATCCCCGGCATCTCCA

ex3_43 ENST000 27 ###### 54 63 GTTAAGATGGCAGAGCCCGGTAATCGCATAAAACTTAAAACTTTACAGTCA



27414_
x63

00386347
.1

GAGGTTCAA

ex3_43
37728_
x62

CM00067
8.2/87384
094-
87384022

21 ###### 42.1 62 GCCTCGTTAGCGCAGTAGGCAGCGCGTCAGTCTCATAATCTGAAGGTCGT
GAGTTCGAGCCTCACACGGGGCA

ex3_43
50892_
x60

AF346999
.1/4402-
4331

32 ###### 63.9 60 UAGGAUGGGGUGUGAUAGGUGGCACGGAGAAUUUUGGAUUCUCAGGGA
UGGGUUCGAUUCUCAUAGUCCUAG

ex3_43
55872_
x60

AC01863
8.5/4694-
4623

20 ###### 40.1 60 GGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUAGGGUGCGAGAGGUC
CCGGGUUCAAAUCCCGGACGAGCCC

ex3_43
62149_
x59

ENST000
00387314
.1

20 ###### 40.1 59 GTTTATGTAGCTTACCTCCTCAAAGCAATACACTGAAAATGTTTAGACGGG
CTCACATCA

ex3_43
64627_
x59

CM00067
6.2/20683
273-
20683361

15 0.0005 30.2 59 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGTACTTAATGTGTG
GTCATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_43
82127_
x57

CM00066
9.2/13349
7812-
13349774
5

14 0.003 28.2 57 TCCTCATTAGTATAGTGATATCCCTGCCTGTCACGCGGGAGACCAGGGTT
CGATTCCCAGACAAGGAG

ex3_43
99368_
x55

CM00068
1.2/47240
70-
4724141

29 ###### 58 55 GCGTTGGTGGTATAGTGGTTAGCATAGCTGCCTTCCAAGCAGTTGACCCG
GGTTCGATTCCCGGCCAACGCA

ex3_44
08352_
x54

CM00066
3.2/93847
573-
93847657

34 ###### 67.9 54 GGCTCCGTGGCGCAATGGATAGCGCATTGGACTTCTAGAGGCTGAAGGC
ATTCAAAGGTTCCGGGTTCGAGTCCCGGCGGAGTCG

ex3_44
17119_
x53

ENST000
00387342
.1

23 ###### 46.1 53 CAGAGTGTAGCTTAACACAAAGCACCCAACTTACACTTAGGAGATTTCAAC
TTAACTTGA

ex3_44
45071_
x51

AC00578
3.1/27398
-27326

32 ###### 63.9 51 GUUUCCGUAGUGUAGCGGUUAUCACAUUCGCCUCACACGCGAAAGGUC
CCCGGUUCGAUCCCGGGCGGAAACA

ex3_45
16301_

AC00844
3.10/8240

20 ###### 40.1 44 GGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGAUUAAGGCUCCAGUCUC
UUCGGGGGCGUGGGUUCGAAUCCCACCGCUGCCA



x44 -8321

ex3_45
30312_
x42

GL00025
2.2/82908
-82837

20 ###### 40.1 42 GGGGGTGTAGCTCAGTGGTAGAGCGCATGCTTTGCATGTATGAGGCCTCG
GGTTCGATCCCCGACACCTCCA

ex3_45
33630_
x42

AF347015
.1/5892-
5827

25 ###### 50.1 42 GGUAAAAUGGCUGAGUGAAGCAUUGGACUGUAAAUCUAAAGACAGGGGU
UAGGCCUCUUUUUACCA

ex3_45
38502_
x42

ENST000
00387392
.1

30 ###### 60 42 AAGGGCTTAGCTTAATTAAAGTGGCTGATTTGCGTTCAGTTGATGCAGAGT
GGGGTTTTG

ex3_45
53403_
x40

CM00067
4.2/12493
9966-
12494003
7

35 ###### 69.9 40 GGGGATGTAGCTCAGTGGTAGAGCGCATGCTTTGCACGTATGAGGCCCC
GGGTTCAATCCCCGGCATCTCCA

ex3_46
09993_
x36

CM00067
9.2/68019
969-
68019897

20 ###### 40.1 36 GACCCAGTGGCCTAATGGATAAGGCATCAGCCTCCGGAGCTGGGGATTGT
GGGTTCGAGTCCCATCTGGGTCG

ex3_46
29869_
x34

CM00067
9.2/81395
25-
8139452

35 ###### 69.9 34 GGCGCCGTGGCTTAGCTGGTTAAAGCGCCTGTCTAGTAAACAGGAGATCC
TGGGTTCGAATCCCAGCGGTGCCT

ex3_46
31909_
x34

ENST000
00387365
.1

33 ###### 65.9 34 AGAAATATGTCTGATAAAAGAGTTACTTTGATAGAGTAAATAATAGGAGCTT
AAACCCCC

ex3_46
41141_
x33

AF382013
.1/10403-
10467

37 ###### 73.8 33 UGGUAUAUAGUUUAAACAAAACGAAUGAUUUCGACUCAUUAAAUUAUGA
UAAUCAUAUUUACCAA

ex3_46
48071_
x33

X93334.1/
6942-
7009

19 ###### 38.2 33 AAGGUAUUAGAAAAACCAUUUCAUAACUUUGUCAAAGUUAAAUUAUAGGC
UAAAUCCUAUAUAUCUUA

ex3_46
53038_
x32

CM00067
9.2/75033
906-
75033978

20 ###### 40.1 32 GCCCCAGTGGCCTAATGGATAAGGCACTGGCCTCCTAAGCCAGGGATTGT
GGGTTCGAGTCCCACCTGGGGTA

ex3_46
65465_
x31

ENST000
00387372
.1

27 ###### 54 31 TAGGATGGGGTGTGATAGGTGGCACGGAGAATTTTGGATTCTCAGGGATG
GGTTCGATTC



ex3_46
71231_
x31

AC06784
9.6/4771-
4840

18 ###### 36.2 31 CACUGUAAAGCUAACUUAGCAUUAACCUUUUAAGUUAAAGAUUAAGAGAA
CCAACACCUCUUUACAGUGA

ex3_46
71882_
x31

CM00067
9.2/82229
04-
8222833

21 ###### 42.1 31 GGCTCGTTGGTCTAGGGGTATGATTCTCGCTTCGGGTGCGAGAGGTCCC
GGGTTCAAATCCCGGACGAGCCC

ex3_46
87323_
x30

CM00067
4.2/98503
503-
98503574

35 ###### 69.9 30 TCCTCGTTAGTATAGTGGTTAGTATCCCCGCCTGTCACGCGGGAGACCGG
GGTTCAATTCCCCGACGGGGAG

ex3_47
01904_
x29

AC00532
9.1/7043-
6971

36 ###### 71.9 29 GCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUCUAAAGGUC
CCUGGUUCGAUCCCGGGUUUCGGCA

ex3_47
06302_
x28

KV88076
8.1/90924
7-909328

32 ###### 63.9 28 GGTAGCGTGGCCGAGTGGTCTAAGGCGCTGGATTTAGGCTCCAGTCATTT
CGATGGCGTGGGTTCGAATCCCACCGCTGCCA

ex3_47
06834_
x28

CM00067
9.2/39153
805-
39153734

26 ###### 52 28 GGGGGTATAGCTCAGTGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCC
GGTTCAAATCCGGGTGCCCCCT

ex3_47
36001_
x26

GL00025
6.2/17300
1-172930

21 ###### 42.1 26 GGGGGTGTAGCTCAGTGGTAGAGCGCGTGCTTAGCATGCACGAGGCCCC
GGGTTCAATCCCCGGCACCTCCA

ex3_47
38159_
x26

CM00067
3.2/66348
120-
66348201

22 ###### 44.1 26 GACGAGGTGGCCGAGTGGTTAAGGCGATGGACTGCTAATCCATTGTGCTT
TGCACGCGTGGGTTCGAATCCCATCCTCGTCG

ex3_47
41773_
x26

ENST000
00387439
.1

22 ###### 44.1 26 TGGTATATAGTTTAAACAAAACGAATGATTTCGACTCATTAAATTATGATAAT
CATATTT

ex3_47
62471_
x25

CM00066
3.2/16546
009-
16545939

35 ###### 69.9 25 GCATTGGTGGTTCAGTGGTAGAATTCTCGCCTCCCACGCGGGAGACCCG
GGTTCAATTCCCGGCCAATGCA

ex3_47
80985_
x23

CM00067
9.2/82215
48-
8221619

29 ###### 58 23 GCGTTGGTGGTATAGTGGTAAGCATAGCTGCCTTCCAAGCAGTTGACCCG
GGTTCGATTCCCGGCCAACGCA



ex3_48
05993_
x22

CM00066
8.2/27547
823-
27547752

21 ###### 42.1 22 GGTTCCATGGTGTAATGGTTAGCACTCTGGACTCTGAATCCAGCGATCCG
AGTTCAAGTCTCGGTGGAACCT

ex3_48
09315_
x22

CM00066
8.2/26575
570-
26575659

31 ###### 61.9 22 CTTTCGATAGCTCAGTTGGTAGAGCGGAGGACTGTAGGTTCATTAAACTAA
GGCATCCTTAGGTCGCTGGTTCGAATCCGGCTCGAAGGA

ex3_48
15269_
x21

CM00067
6.2/22929
701-
22929773

35 ###### 69.9 21 GGGCCAGTGGCGCAATGGATAACGCGTCTGACTACGGATCAGAAGATTCC
AGGTTCGACTCCTGGCTGGCTCG

ex3_48
32258_
x21

CM00066
8.2/57800
211-
57800284

20 ###### 40.1 21 GGCCGGTTAGCTCAGTCGGTTAGAGCGTGGTGCTAATAACGCCAAGGTCG
CGGGTTCGATCCCCGTGCCGGTCA

ex3_48
37996_
x20

AL352978
.6/119697
-119770

17 ###### 34.2 20 GGCCGGUUAGCUCAGUUGGUUAGAGCGUGGUGCUAAUAACGCCAAGGU
CGCGGGUUCGAUCCCCGUACGGGCCA

ex3_48
69881_
x18

CM00066
4.2/45710
374-
45710302

14 0.003 28.2 18 GGCTGTGTACCTCAGTGGGCAAGGGTATGGACTTTGAAGCCAGACTATTT
GGGTTCAAATCCCAGCTTGGCCT

ex3_48
75173_
x18

AC10808
1.2/59868
-59786

20 ###### 40.1 18 GUCAGGAUGGCCGAGCGGUCUAAGGCGCUGCGUUCAGGUCGCAGUCUC
CCCUGGAGGCGUGGGUUCGAAUCCCACUUCUGACA

ex3_48
77873_
x18

J01415.2/
7514-
7446

21 ###### 42.1 18 GAAAAAGTCATGGAGGCCATGGGGTTGGCTTGAAACCAGCTTTGGGGGGT
TCGATTCCTTCCTTTTTTG

ex3_48
81275_
x18

CM00067
4.2/98504
252-
98504323

19 ###### 38.2 18 GACCTCGTGGCGCAACGGTAGCGCGTCTGACTCCAGATCAGAAGGCTGC
GTGTTCGAATCACGTCGGGGTCA

ex3_48
89666_
x17

J01415.2/
3230-
3304

15 0.0005 30.2 17 GTTAAGATGGCAGAGCCCGGTAATCGCATAAAACTTAAAACTTTACAGTCA
GAGGTTCAATTCCTCTTCTTAACA

ex3_48
90737_
x17

CM00068
1.2/39412
260-
39412168

20 ###### 40.1 17 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATATGACAGTGCGAG
CGGAGCAATGCCGAGGTTGTGAGTTCGATCCTCACCTGGAGCA



ex3_48
94868_
x17

CM00066
8.2/26705
377-
26705449

14 0.006 28.2 17 GGGGAATTAGCTCAAGCGGTAGAGCGCTTGCTTAGCATGCAAGAGGTAGT
GGGATCGATGCCCACATTCTCCA

ex3_49
01124_
x17

CM00067
7.2/89335
073-
89335145

22 ###### 44.1 17 GGCCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGC
AGGTTCGAGTCCTGCCGCGGTCG

ex3_49
06003_
x17

ENST000
00387419
.1

20 ###### 40.1 17 AAGGTATTAGAAAAACCATTTCATAACTTTGTCAAAGTTAAATTATAGGCTA
AATCCTAT

ex3_49
07890_
x17

CM00067
6.2/20657
557-
20657464

13 0.009 26.3 17 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGATTGTATAGACAT
TTGCGGACATCCTTAGGTCGCTGGTTCGATTCCAGCTCGAAGGA

ex3_49
10350_
x16

GL00025
1.2/13811
8-138045

35 ###### 69.9 16 GGCTCTGTGGCTTAGTTGGCTAAAGCGCCTGTCTCGTAAACAGGAGATCC
TGGGTTCGAATCCCAGCGGGGCCT

ex3_49
22190_
x16

AL132988
.4/95773-
95841

28 ###### 56 16 AAGGGCUUAGCUUAAUUAAAGUGGCUGAUUUGCGUUCAGUUGAUGCAG
AGUGGGGUUUUGCAGUCCUUA

ex3_49
30333_
x15

CM00066
8.2/26553
503-
26553574

31 ###### 61.9 15 GGGGATGTAGCTCAGTGGTAGAGCGCATGCTTCGCATGTATGAGGTCCCG
GGTTCGATCCCCGGCATCTCCA

ex3_49
33378_
x15

CM00066
8.2/26577
104-
26577192

13 0.01 26.3 15 CCTTCGATAGCTCAGTTGGTAGAGCGGAGGACTGTAGGCTCATTAAGCAA
GGTATCCTTAGGTCGCTGGTTCGAATCCGGCTCGGAGGA

ex3_49
34413_
x15

CM00066
8.2/27902
564-
27902493

20 ###### 40.1 15 AGCAGAGTGGCGCAGCGGAAGCGTGCTGGGCCCATAACCCAGAGGTCGA
TGGATCGAAACCATCCTCTGCTA

ex3_49
36363_
x15

CM00066
5.2/45689
071-
45688999

18 ###### 36.2 15 GGGCCAGTGGCGCAATGGATAACGCGTCTGACTACGGATCAGAAGATTCT
AGGTTCGACTCCTGGCTGGCTCG

ex3_49
50328_
x15

CM00066
8.2/27545
689-

41 ###### 81.8 15 GTAGTCGTGGCCGAGTGGTTAAGGCGATGGACTTGAAATCCATTGGGGTT
TCCCCGCGCAGGTTCGAATCCTGCCGACTACG



27545770

ex3_49
52113_
x14

AC02499
5.8/16571
7-165798

24 ###### 48.1 14 GUAGUCGUGGCCGAGUGGUUAAGGCGAUGGACUAGAAAUCCAUUGGGG
UCUCCCCGCGCAGGUUCGAAUCCUGCCGACUACG

ex3_49
58749_
x14

CM00067
9.2/19508
181-
19508252

17 ###### 34.2 14 GACCTCGTGGCGCAATGGTAGCGCGTCTGACTCCAGATCAGAAGGTTGC
GTGTTCAAGTCACGTCGGGGTCA

ex3_49
67443_
x14

CM00067
2.2/69592
941-
69593006

13 0.01 26.3 14 GGTAAAATGGCTGAGCAAGCATTGGACTGTAAATCTAAAGACAGATGTTGA
GCCATCTTTTTAGCA

ex3_49
72539_
x14

ENST000
00387400
.1

36 ###### 63.9 14 TAGATTGAAGCCAGTTGATTAGGGTGCTTAGCTGTTAACTAAGTGTTTGTG
GGTTTAAGT

ex3_49
89358_
x13

AF134583
.1/1816-
1744

19 ###### 38.2 13 UAGAUUGAAGCCAGUUGAUUAGGGUGCUUAGCUGUUAACUAAGUGUUU
GUGGGUUUAAGUCCCAUUGGUCUAG

ex3_49
99105_
x12

CM00067
3.2/76235
896-
76235825

35 ###### 69.9 12 GGCTCGTTGGTCTAGGGGTATGATTCTCGGTTTGGGTCCGAGAGGTCCCG
GGTTCAAATCCCGGACGAGCCC

ex3_50
01313_
x12

CM00067
7.2/40593
906-
40593825

19 ###### 38.2 12 GACGAGGTGGCCGAGTGGTTAAGGCGATGGACTGCTAATCCATTGTGCTC
TGCACGCGTGGGTTCGAATCCCATCCTCGTCG

ex3_50
01985_
x12

AF134583
.1/1599-
1666

30 ###### 60 12 AGAAAUUUAGGUUAAAUACAGACCAAGAGCCUUCAAAGCCCUCAGUAAG
UUGCAAUACUUAAUUUCUG

ex3_50
21113_
x12

CM00066
8.2/28941
053-
28941157

23 ###### 46.1 12 GTCAGGATGGCCGAGTGGTCTAAGGCGCCAGACTCAAGCTTGGCTTCCTC
GTGTTGAGGATTCTGGTCTCCAATGGAGGCGTGGGTTCGAATCCCACTTC
TGACA

ex3_50
30622_
x11

CM00067
0.2/67585
596-
67585528

13 0.008 26.3 11 GTAGCTGTAGTTTAAGCAAAACATTAGATTGTGGATCTAACAATAGAAGCC
TTCAATTTCTTATCTACC



ex3_50
34252_
x11

CM00067
7.2/95784
645-
95784717

14 0.003 28.2 11 GCACTGCACAGTCAGTCAGTAGAGCATGGGACTCTTAATCCCAGGGTCGT
GGGTTCAAGCCCCACGTTGGGCG

ex3_50
34934_
x11

CM00066
6.2/54883
22-
5488403

14 0.003 28.2 11 GATTTTATGGTGTAATGGTGAGCACTCTGGACTTGGAATCCAGAATTAACA
AACAGAACATCCTGCAATTTTATTAAGAGCA

ex3_50
37431_
x11

GL00025
2.2/8616-
8544

35 ###### 69.9 11 GGCCGCGTGGCCTAATGGATAAGGCGTCTGATTCCGGATCAGAAGATTGA
GGGTTCGAGTCCCTTCGTGGTCG

ex3_50
41259_
x11

AL163195
.5/3702-
3774

21 ###### 42.1 11 GGCUCCAUAGCUCAGGGGUUAGAGCACUGGUCUUGUAAACCAGGGGUC
GCGAGUUCAAAUCUCGCUGGGGCCU

ex3_50
44086_
x11

GL00025
1.2/21669
9-216772

22 ###### 44.1 11 GGCTCCGTAGCTTAGTTGGTTAAAGCGCCTGTCTAGTAAACAGGAGATCC
TGGGTTCGACTCCCAGCGGGGCCT

ex3_50
44691_
x11

CM00066
8.2/26571
936-
26571864

21 ###### 42.1 11 GGGGAATTAGCTCAAATGGTAGAGCGCTCGCTTAGCATGCGAGAGGTAGC
GGGATCGATGCCCGCATTCTCCA

ex3_50
46165_
x11

CM00067
9.2/81209
25-
8121012

34 ###### 67.9 11 GGCTCTGTGGCGCAATGGATAGCGCATTGGACTTCTAGTGACGAATAGAG
CAATTCAAAGGTTGTGGGTTCGAATCCCACCAGAGTCG

ex3_50
46429_
x11

CM00066
8.2/14421
6547-
14421662
9

23 ###### 46.1 11 ACCAGGATGGCCGAGTGGTTAAGGCGTTGGACTTAAGATCCAATGGACAT
ATGTCCGCGTGGGTTCGAACCCCACTCCTGGTA

ex3_50
46935_
x11

CM00066
8.2/27562
184-
27562270

25 ###### 50.1 11 GGCTCTGTGGCGCAATGGATAGCGCATTGGACTTCTAGCCTAAATCAAGA
GATTCAAAGGTTGCGGGTTCGAGTCCCTCCAGAGTCG

ex3_50
54868_
x10

CM00066
4.2/15640
0769-
15640084
0

31 ###### 61.9 10 GGGGATGTAGCTCAGTGGTAGAGCGCGCGCTTCGCATGTGTGAGGTCCC
GGGTTCAATCCCCGGCATCTCCA



ex3_50
56248_
x10

CM00066
3.2/24887
3855-
24887396
0

39 ###### 77.8 10 GTCAGGATGGCCGAGTGGTCTAAGGCGCCAGACTCAAGGTAAGCACCTT
GCCTGCGGGCTTTCTGGTCTCCGGATGGAGGCGTGGGTTCGAATCCCAC
TTCTGACA

ex3_50
64778_
x10

CM00066
4.2/20336
4478-
20336440
8

25 ###### 50.1 10 GCAATGGTGGTTCAGTGGTAGAATTCTCGCCTTTCACACAGGAGACCCGG
GTTCAATTCCTGACCCATGTA

ex3_50
66998_
x10

CM00066
8.2/26319
173-
26319102

35 ###### 69.9 10 GACCTCGTGGCGCAACGGTAGCGCGTCTGACTCCAGATCAGAAGGTTGC
GTGTTCAAATCACGTCGGGGTCA

ex3_50
67238_
x10

CM00067
8.2/31880
94-
3188165

24 ###### 48.1 10 GGCTCGTTGGTCTAGGGGTATGATTCTCGCTTTGGGTGCGAGAGGTCCCG
GGTTCAAATCCCGGACGAGCCC

ex3_50
72148_
x10

CM00066
8.2/26299
677-
26299749

25 ###### 50.1 10 GACCACGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGA
GGGTTCGAATCCCTTCGTGGTTA

ex3_50
74328_
x10

CM00067
0.2/12315
7302-
12315723
0

35 ###### 69.9 10 GCCTCGTTAGCGCAGTAGGTAGCGCGTCAGTCTCATAATCTGAAGGTCGT
GAGTTCGATCCTCACACGGGGCA

ex3_50
75628_
x10

ENST000
00387382
.1

22 ###### 44.1 10 AGAAATTTAGGTTAAATACAGACCAAGAGCCTTCAAAGCCCTCAGTAAGTT
GCAATACTT

ex3_50
79222_
x9

CM00066
7.2/16838
9710-
16838963
9

14 0.003 28.2 9 GCCCAACTGGTTCAGTCGGTAGAGAATGAGACTCTTAATCTCAGGTCATAG
ATTCATGTCACATGTTGGGTG

ex3_50
88933_
x9

CM00066
8.2/28807
905-
28807833

20 0.0001 32.2 9 GCCGAGATAGCTCAGTTGGGAGAGCGTTAGACTGAAGATCTAAAGGTCCC
TGGTTCAATCCCGGGTTTCGGCA

ex3_50 ENST000 22 ###### 44.1 9 ACTCTTTTAGTATAAATAGTACCGTTAACTTCCAATTAACTAGTTTTGACAAC



95665_
x9

00387429
.1

ATTCAAA

ex3_50
97987_
x9

CM00066
8.2/14518
2723-
14518279
4

29 ###### 58 9 GGTCCCATGGTGTAATGGTTAGCACTCTGGGCTTTGAATCCAGCAATCCG
AGTTCGAATCTTGGTGGGACCT

ex3_51
25944_
x8

GL00025
1.2/79253
-79324

22 ###### 44.1 8 GGTCCCATGGTGTAATGGTTAGCACTCTGGACTTTGAATCCAGCAATCCGA
GTTCGAATCTCGGTGGGACCT

ex3_51
27080_
x8

CM00068
1.2/56922
350-
56922420

25 ###### 50.1 8 ACTTTTAAAGGATTAGAGTTAACCATTGGTCTAAGGAACCAAAAACACTGG
TGCAACTCCAAATAAAAGTA

ex3_51
29832_
x8

CM00066
5.2/10689
4340-
10689427
3

13 0.008 26.3 8 GTAGTTATAGTTTAATTAAACATTAGATTGTGGATCTAATAATAGAAGTCTA
CAGCTTCTTACCTACC

ex3_51
33304_
x8

ENST000
00387416
.2

23 ###### 46.1 8 GAAAAAGTCATGGAGGCCATGGGGTTGGCTTGAAACCAGCTTTGGGGGGT
TCGATTCCTT

ex3_51
37584_
x8

CM00067
8.2/73478
389-
73478317

18 ###### 36.2 8 GCCTGGATAGCTCAGTTGGTAGAGCATCAGACTTTTAATCTGAGGGTCCA
GGGTTCAAGTCCCTGTTCAGGCA

ex3_51
42475_
x7

CM00067
4.2/26572
619-
26572687

13 0.008 26.3 7 AAGGAGTTAGCTCAATTAAAGTGATTGATTTGCATTCAGTTGATGTAAGATA
AGATCTTGCAGTCCTTA

ex3_51
54179_
x7

ENST000
00387460
.2

22 ###### 44.1 7 GTCCTTGTAGTATAAACTAATACACCAGTCTTGTAAACCGGAGATGAAAAC
CTTTTTCCA

ex3_51
62656_
x7

CM00067
0.2/66114
189-
66114261

23 ###### 46.1 7 GGGGGATTAGCTCAAATGGTAGAGCGCTCGCTTAGCATGCGAGAGGTAG
CGGGATCGATGCCCGCATCCTCCA

ex3_51
76537_
x7

ENST000
00387405
.1

28 ###### 56 7 AGCTCCGAGGTGATTTTCATATTGAATTGCAAATTCGAAGAAGCAGCTTCA
AACCTGCCG



ex3_51
76670_
x7

CM00067
1.2/12834
0166-
12834007
6

34 ###### 67.9 7 GGCTCTGTGGCGCAATGGATAGCGCATTGGACTTCTAGCTGAGCCTAGTG
TGGTCATTCAAAGGTTGTGGGTTCGAGTCCCACCAGAGTCG

ex3_51
88643_
x6

CM00066
3.2/12101
6915-
12101684
5

28 ###### 56 6 GCACTGGTGGTTCAGTGGTAGAATTCTCGCCTCCCACGCGGGAGACCCG
GGTTCAATTCCCGGTCAAGATA

ex3_52
04327_
x6

CM00067
9.2/40117
373-
40117300

14 0.002 28.2 6 GACCGTGTGGCCTTAATGGATAAGGTGTCTGACTTCAGATCAGAAGATTGA
GGGTTTGAGTCCCTTTGTGGTCA

ex3_52
06547_
x6

CM00067
2.2/62110
58-
6210975

17 ###### 34.2 6 GGGGATATAGCTCAGGGGTAGAGCATTTGACTGCAGAACAAGAGAGGGG
CGCACCGGGCACGGTGGCTCACGCCTGTAATCCCA

ex3_52
13603_
x6

CM00067
8.2/14285
893-
14285964

33 ###### 65.9 6 GGCGCGGTGGCCAAGTGGTAAGGCGTCGGTCTCGTAAACCGAAGATCAC
GGGTTCGAACCCCGTCCGTGCCT

ex3_52
15241_
x6

GL00025
6.2/25397
1-254043

30 ###### 60 6 GCCTCCTTAGCGCAGTAGGCAGCGCGTCAGTCTCATAATCTGAAGGTCCT
GAGTTCGAACCTCAGAGGGGGCA

ex3_52
16699_
x6

CM00066
8.2/27791
427-
27791356

24 ###### 48.1 6 GGCCCCATGGTGTAATGGTCAGCACTCTGGACTCTGAATCCAGCGATCCG
AGTTCAAATCTCGGTGGGACCC

ex3_52
20051_
x5

CM00067
6.2/20613
862-
20613790

34 ###### 67.9 5 GGCTCCATAGCTCAGGGGTTAGAGCGCTGGTCTTGTAAACCAGGGGTCG
CGAGTTCAATTCTCGCTGGGGCCT

ex3_52
47681_
x5

CM00067
8.2/10721
565-
10721495

17 ###### 34.2 5 ACTTTTAAAGGATAAGAGTTATCCATTGGTCTCAGGAACCAAAAACATCGG
TGCAACTCCAAATAAAAGTA

ex3_52
48706_
x5

CM00066
8.2/26322
818-

35 ###### 69.9 5 GACCACGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGA
GGGTTCGAATCCCTCCGTGGTTA



26322890

ex3_52
51026_
x5

CM00066
8.2/27618
356-
27618429

17 0.01 26.3 5 GGCCCTGTAGCTCAGCGGTTGGAGCGCTGGTCTCGTAAACCTAGGGGTC
GTGAGTTCAAATCTCACCAGGGCCT

ex3_52
54701_
x5

CM00066
4.2/13027
3728-
13027365
6

13 0.009 26.3 5 TAGATTGAAGCCAGTTGATTAGGGTGTTTATCTGTTAATTAAATGTTCGTGG
GTTTAAGTCCCATCAATCTAG

ex3_52
57326_
x5

CM00066
8.2/27273
960-
27274033

19 0.0008 30.2 5 GGCTGGTTAGTTCAGTTGGTTAGAGCGTGGTGCTAATAACGCCAAGGTCG
TGGGTTCGATCCCCATATCGGCCA

ex3_52
60746_
x5

GL00025
4.2/1093-
1022

26 ###### 52 5 GGGGGTGTAGCTCAGTGGTAGAGCGTATGCTTAACATTCATGAGGCTCTG
GGTTCGATCCCCAGCACTTCCA

ex3_52
66835_
x4

CM00066
3.2/14832
8812-
14832888
3

32 ###### 63.9 4 GGTTCCATGGTGTAATGGTAAGCACTCTGGACTCTGAATCCAGCCATCTGA
GTTCGAGTCTCTGTGGAACCT

ex3_52
70211_
x4

CM00066
8.2/27335
062-
27334990

26 ###### 52 4 GCCTGGGTAGCTCAGTCGGTAGAGCATCAGACTTTTAATCTGAGGGTCCA
GGGTTCAAGTCCCTGTCCAGGCG

ex3_52
74403_
x4

CM00066
8.2/27591
886-
27591814

29 ###### 58 4 GCCTGGATAGCTCAGTCGGTAGAGCATCAGACTTTTAATCTGAGGGTCCA
GGGTTCAAGTCCCTGTTCAGGCG

ex3_52
75459_
x4

CM00067
9.2/38869
363-
38869292

20 0.0001 32.2 4 GGGGGTATAGCTCAGTGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCT
GGTTCAAATCCGGGTGCCCCCT

ex3_52
81515_
x4

CM00067
3.2/59551
294-
59551379

16 0.0001 32.2 4 GGCTCTGTGGCGCAATGGATAGCGCATTGGACTTCTAGATAGTTAGAGAA
ATTCAAAGGTTGTGGGTTCGAGTCCCACCAGAGTCG



ex3_52
82383_
x4

CM00067
4.2/97096
986-
97096913

14 0.004 28.2 4 GGCAATGTAGCATTGTGGCTAAGTGCACAGGCTTTGGAAACTGGCAGGCC
TGGGTTCAAATCCCAGCTTATTCA

ex3_52
82655_
x4

CM00066
8.2/28474
625-
28474552

26 ###### 52 4 GGCTCTATGGCTTAGTTGGTTAAAGCGCCTGTCTTGTAAACAGGAGATCCT
GGGTTCGAATCCCAGTAGAGCCT

ex3_52
82891_
x4

GL00025
5.2/16191
0-161805

21 ###### 42.1 4 GTCAGGATGGCCGAGTGGTCTAAGGCGCCAGACTCAAGCTAAGCTTCCTC
CGCGGTGGGGATTCTGGTCTCCAATGGAGGCGTGGGTTCGAATCCCACTT
CTGACA

ex3_52
86767_
x4

CM00068
5.2/10201
0285-
10201035
5

13 0.009 26.3 4 GTTAGTGTAGCTTAATATGGTAAAGCAAGGCACTGAAAGTGCGTAGATGAG
TTCATGTAACTCCATAAACA

ex3_52
91467_
x4

CM00067
1.2/50964
08-
5096340

13 0.008 26.3 4 AAGGACTTAGCTTAATTAAAGTGGTTGATTTGCGTTCAACTGATGCAGAAT
AGAGTTTTGCAGTCCTTG

ex3_52
94091_
x4

CM00067
9.2/31550
074-
31550145

32 ###### 63.9 4 GGCGCGGTGGCCAAGTGGTAAGGCGTCGGTCTCGTAAACCGAAGATCGC
GGGTTCGAACCCCGTCCGTGCCT

ex3_53
05835_
x4

GL00025
4.2/61628
-61557

21 ###### 42.1 4 GGGGGTATAGCTCAGTGGTAGAGCGCGTGCTTAGCATGCACGAGGTCCT
GGGTTCGATCCCCAGTACCTCCA

ex3_53
12343_
x4

CM00066
8.2/27275
284-
27275211

35 ###### 69.9 4 GGCTGGTTAGCTCAGTTGGTTAGAGCGTGGTGCTAATAACGCCAAGGTCG
CGGGTTCGATCCCCGTACTGGCCA

ex3_53
17963_
x4

CM00066
8.2/27297
996-
27298077

28 ###### 56 4 GACGAGGTGGCCGAGTGGTTAAGGCGATGGACTGCTAATCCATTGTGCTC
TGCACGCGTGGGTTCGAATCCCACCTTCGTCG

ex3_53
19019_
x4

CM00066
3.2/15914
1684-
15914161
1

23 0.0007 30.2 4 GTCTCTGTGGCGCAATGGACGAGCGCGCTGGACTTCTAATCCAGAGGTTC
CGGGTTCGAGTCCCGGCAGAGATG



ex3_53
19677_
x3

CM00066
3.2/16727
285-
16727355

21 ###### 42.1 3 GCCTTGGTGGTGCAGTGGTAGAATTCTCGCCTCCCACGTGGGAGACCCG
GGTTCAATTCCCGGCCAATGCA

ex3_53
20757_
x3

CM00067
7.2/79744
655-
79744727

30 ###### 60 3 GGGGGTATAGCTCAGTGGGTAGAGCATTTGACTGCAGATCAAGAGGTCCC
CGGTTCAAATCCGGGTGCCCCCT

ex3_53
23958_
x3

CM00067
9.2/19860
862-
19860932

18 ###### 36.2 3 GCATTGGTGGTTCAATGGTAGAATTCTCGCCTCCCACGCAGGAGACCCAG
GTTCGATTCCTGGCCAATGCA

ex3_53
25896_
x3

CM00067
6.2/20681
690-
20681762

26 ###### 52 3 GGCCCTATAGCTCAGGGGTTAGAGCACTGGTCTTGTAAACCAGGGGTCGC
GAGTTCAAATCTCGCTGGGGCCT

ex3_53
30303_
x3

CM00068
3.2/35891
030-
35891100

13 0.008 26.3 3 GAGGATTTAGTTTAATTAAAATGTTTGATTTGCATTCAATTGATGTAAGATA
GAGAGTGTTGCAGTCCTTA

ex3_53
32814_
x3

CM00066
3.2/14802
0474-
14802054
4

15 0.001 30.2 3 GCGTTGGCAGTTCAGTGGTAGAATTCTCGCCTCCCACCCGGGAGACCTGG
ATTCCATTTCCGGCAAATGCA

ex3_53
32886_
x3

CM00067
2.2/67764
503-
67764584

20 0.0001 32.2 3 GCAGCGATGGCCGAGTGGTTAAGGCGTTGGACTTGAAATCCAATGGGGTC
TCCCCGCGCAGGTTCGAACCCTGCTCGCTGCG

ex3_53
34191_
x3

CM00066
9.2/64110
400-
64110468

13 0.008 26.3 3 AAGGGCTTAGCTTAATTAAAGTGATTGATTTGCATTCAATTGATACAGAATA
GAGTTTTTCAGTCCTTA

ex3_53
35100_
x3

CM00066
3.2/14824
6758-
14824683
1

15 0.0006 30.2 3 GTCTCTGTGGCGCAATCGGTCAGAGCGTTCGGCTATTAACCGAACGGTGA
GTAGTTCAAGACCACCCAGGGACG

ex3_53
36708_

GL00025
0.2/77722

20 ###### 40.1 3 GGGGGTATAGCTCAGCGGTAGAGCGCGTGCTTAGCATGCACGAGGTCCT
GGGTTCAATCCCCAATACCTCCA



x3 -77651

ex3_53
38001_
x3

CM00067
9.2/60786
232-
60786302

26 ###### 36.2 3 GCCCGGATAGTTCAGTTGGTAGAGCATCAGACTTAATCAGAGGGTCCAGG
GTTCAAGTCCCTGTTTGGGTG

ex3_53
39519_
x3

CM00066
3.2/22246
5005-
22246507
7

14 0.005 28.2 3 GGCTCCATAGCTCAGTGGTTAGAGCACTGGTCTTGTAAACCAGGGGTCGC
GAGTTCGATCCTCGCTGGGGCCT

ex3_53
40467_
x3

CM00067
3.2/10916
5312-
10916539
3

13 0.01 26.3 3 TGAGTTGTAGCTGAGTGGTTAAGGCAACGAGCTAGAAATTCGTTGGTTTCT
CTCTGTGCAGGTTTGAATCCTGCTAATTATG

ex3_53
42909_
x3

CM00066
3.2/14969
8551-
14969847
8

17 0.009 26.3 3 ATCTCCGTGGAGCAATTGGTTAGCGCGTTCGGCTGTTAACCGGAAAGTTG
GTGGTTCGAGCCTACCCAGGGACG

ex3_53
45954_
x3

CM00067
6.2/84172
756-
84172830

15 0.002 30.2 3 GTTAAGATGACAGAGCCTGGCAATTGCGTAAAACTTAAAACTTTATAATCA
GAGGTTCAACTTCTGCTCTTAACA

ex3_53
46119_
x3

CM00067
1.2/78741
498-
78741570

13 0.009 26.3 3 GAGATTGAGACCAGTTGATTAAGGTGTTTAGCTGTTAACTAAATTTTTGTGG
GTTTGAATTCCATCAATCTAG

ex3_53
49512_
x3

CM00066
4.2/21824
5826-
21824591
8

14 0.004 28.2 3 CCTTCAATAGTTCAGCTGGTAGAGCAGAGGACTATAGCTACTTCCTCAGTA
GGAGACGTCCTTAGGTTGCTGGTTCGATTCCAGCTTGAAGGA

ex3_53
50487_
x3

CM00066
5.2/13222
9171-
13222910
0

32 ###### 63.9 3 GGGGGTGTAGCTCAGTGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCT
GGTTCAAATCCAGGTGCCCCCT



ex3_53
51606_
x3

CM00068
5.2/24601
905-
24601837

21 ###### 42.1 3 GTGGGTATAGCTCAGAGGTAGAGCATTCAACTGCAGATCGAAGTGGCTGT
ACCATTTTGCATTCCCACC

ex3_53
51681_
x3

CM00066
3.2/14826
5179-
14826510
8

40 ###### 79.8 3 GGTTCCATGGTGTAATGGTAAGCACTCTGGACTCTGAATCCAGCGATCCG
AGTTCGAGTCTCGGTGGAACCT

ex3_53
54642_
x3

CM00067
3.2/10340
5997-
10340606
9

14 0.004 28.2 3 TAGATTGAAGCCAGTTGATTAGGATGTTTAGCTGTTAACTAAATTATCCTGG
GTTTGAATTCCACCAATCTAG

ex3_53
56982_
x3

CM00068
5.2/11960
3898-
11960396
6

14 0.002 28.2 3 GCAGCTGTGGCTCAGTGGAAAGAGCATCAGTCTGGGTATCAGAAGACCTA
GGTCCTAGCCCCAGCTGTA

ex3_53
62073_
x3

GL00025
1.2/12401
9-123948

19 0.002 30.2 3 GTGGATGTAGTTTAGTGGTAGAACGCGCGCTTTGCATGTATGAGGTCCCG
GTTTCGATCCCTGGCGTTTCCA

ex3_53
62529_
x3

CM00067
2.2/58537
83-
5853711

14 0.005 28.2 3 GGTTCCATAGTGTAGTGGTTATCACATCTGCTTTACACGCAGAAGGTCCTG
GGTTCAAGCCCCAGTGGAACCA

ex3_53
62805_
x3

CM00066
3.2/14441
9267-
14441934
0

26 ###### 52 3 GTCTCTGTGGCGCAATCGGTTAGCGCATTCGGCTGTTAACCGAAAGGTTG
GTGGTTCGAGCCCACCCAGGGACG

ex3_53
69090_
x3

CM00067
3.2/63489
530-
63489598

13 0.008 26.3 3 ATTAAGGTAGTATAGTAGAGTAAAATACTTCGAAGCCAAAAGATCTAGGTTT
GAATCCTAGCTTTCATG

ex3_53
72444_
x3

CM00066
8.2/26594
874-
26594962

19 ###### 38.2 3 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGGGGTTTGAATGTG
GTCATCCTTAGGTCGCTGGTTCGAATCCGGCTCGGAGGA



ex3_53
73299_
x3

CM00066
8.2/27672
531-
27672450

24 ###### 48.1 3 GCTGTGATGGCCGAGTGGTTAAGGTGTTGGACTCGAAATCCAATGGGGGT
TCCCCGCGCAGGTTCAAATCCTGCTCACAGCG

ex3_53
74100_
x3

CM00067
0.2/13375
5832-
13375576
7

15 0.0008 30.2 3 GGTAAAATGACTGAATAAGCCTTAGACTGTAAATCTGAAGACAGAGGTCAA
GGCCTCTTTTTACCA

ex3_53
75492_
x3

CM00066
3.2/16889
677-
16889750

21 ###### 42.1 3 GTCTCTGTGGCGCAATCGGTTAGCGCGTTCGGCTGTTAACCGAAAGATTG
GTGGTTCGAGCCCACCCAGGGACG

ex3_53
78639_
x3

CM00067
8.2/31574
77-
3157405

33 ###### 65.9 3 GCCCGGCTAGCTCAGTCGGTAGAGCATGAGACCCTTAATCTCAGGGTCGT
GGGTTCGAGCCCCACGTTGGGCG

ex3_53
79581_
x3

CM00067
6.2/20633
006-
20633077

22 ###### 44.1 3 GGCTCGTTGGTCTAGTGGTATGATTCTCGCTTTGGGTGCGAGAGGTCCCG
GGTTCAAATCCCGGACGAGCCC

ex3_53
79752_
x3

CM00067
4.2/69827
047-
69826978

13 0.008 26.3 3 GAGGGTATAGCTCAGAGGTAGAGCACTGGACTGCAGATCAAGAATATCAG
CTTCAGTTCAGCTGCCTTCA

ex3_53
85773_
x3

GL00025
1.2/33067
-32995

35 ###### 69.9 3 GACCACGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGA
GGGTTCGAATCCCTTCGTGGTTG

ex3_53
92844_
x3

CM00066
9.2/69333
643-
69333709

13 0.009 26.3 3 GGTAAAATGGCTGAGCAAGCATTAGACTGTAAATCTGAAAACAGAGGTCAA
AGGTCTCTTTTTACCA

ex3_53
94950_
x3

CM00066
8.2/27553
494-
27553413

33 ###### 65.9 3 GTAGTCGTGGCCGAGTGGTTAAGGTGATGGACTAGAAACCCATTGGGGTC
TCCCCGCGCAGGTTCGAATCCTGCCGACTACG

ex3_53
95280_
x3

CM00066
3.2/16678
341-
16678271

20 ###### 40.1 3 GCGTTGGTGGTTTAGTGGTAGAATTCTCGCCTCCCATGCGGGAGACCCGG
GTTCAATTCCCGGCCACTGCA



ex3_53
95304_
x3

CM00068
5.2/10278
6742-
10278666
9

13 0.008 26.3 3 TAGAATATAGTGTATCAGGTAGCACAAAGATTTTTGAATTCTTAAGAGAGTA
GGTTCAATTCCTATAATCCTGT

ex3_53
95505_
x3

CM00067
6.2/20625
370-
20625451

31 ###### 61.9 3 GGTAGTGTGGCCGAGCGGTCTAAGGCGCTGGATTTAGGCTCCAGTCTCTT
CGGGGGCGTGGGTTCGAATCCCACCACTGCCA

ex3_53
96711_
x3

CM00067
8.2/31529
00-
3152972

33 ###### 65.9 3 GCCCCGGTGGCCTAATGGATAAGGCATTGGCCTCCTAAGCCAGGGATTGT
GGGTTCGAGTCCCACCCGGGGTA

ex3_53
98190_
x3

CM00067
8.2/33709
82-
3370908

13 0.008 26.3 3 TTTAAGATGGCAGACCCCGGCAATTACCTAAGACTTAAAACTTTAAAATCA
GAGGTTCAACTCCTCTTCTTAACA

ex3_54
00143_
x3

CM00067
4.2/56190
364-
56190445

24 ###### 48.1 3 GTCACGGTGGCCGAGTGGTTAAGGCGTTGGACTCGAAATCCAATGGGGTT
TCCCCGCACAGGTTCGAATCCTGTTCGTGACG

ex3_54
00803_
x3

GL00025
2.2/55434
-55363

32 ###### 63.9 3 GGGGGTGTAGCTCAGTGGTAGAGCGCATGCTTTGCATGTATGAGGTCCCG
GGTTCGATCCCCGGCACCTCCA

ex3_54
04211_
x3

CM00067
3.2/59551
059-
59550987

29 ###### 58 3 GGTTCCATAGTGTAGCGGTTATCACGTCTGCTTTACACGCAGAAGGTCCT
GGGTTCGAGCCCCAGTGGAACCA

ex3_54
07327_
x2

CM00066
4.2/13027
3890-
13027382
6

14 0.002 28.2 2 GGTAAAATGGCTGAGTAAGCATTAGACTGTAATCTAAAAACAGAGATCAAG
ACCTCTTTTTACCA

ex3_54
08059_
x2

AC00494
1.2/32735
-32806

18 ###### 36.2 2 GGGGGUAUAGCUCAGGGGUAGAGCAUUUGACUGCAGAUCAAGAGGUCC
CUGGUUCAAAUCCAGGUGCCCCCU

ex3_54
11057_
x2

CM00068
1.2/12188
561-
12188634

18 0.003 28.2 2 GGCTCTGTGGCTTTGTGGGTTAAAGTACTTGTCTGGCAAACAGGAGATGC
TGGATTTCAATCCCAGCAGGGCCT



ex3_54
11421_
x2

CM00066
3.2/63634
501-
63634429

18 ###### 36.2 2 GGTTGTACAGCTTAGAGCTTAAGAGCCTGGACTCTGGAATCAGAGTGTCT
GGGTTCAAATCCCAGCTCTGCCA

ex3_54
14039_
x2

CM00067
9.2/75034
503-
75034431

33 ###### 65.9 2 GCCCCAGTGGCCTAATGGATAAGGCACTGGCCTCCTAAGCCAGGGATTGT
GGGTTCGAGTCCCACCTGGGGTG

ex3_54
16025_
x2

CM00066
6.2/75046
18-
7504555

14 0.003 28.2 2 GGCTGGGAAGCCAGCCCTGGGGTCCAGAGCCAGATGGATGTGGGTTCAA
ATCCCACCACAGCCA

ex3_54
16085_
x2

CM00066
3.2/14358
4701-
14358477
2

14 0.003 28.2 2 GGTTCCATGGTGTAATGGTGAGGGCTTTGGACTCTGACTACAGTGATCAG
AGTTCAAGTCTCAGTGGGACCT

ex3_54
19097_
x2

GL00025
6.2/19126
-19197

22 ###### 44.1 2 GGGGGTGTAGCTCAGTGGTAGAGCGCGTGCTTAGCATGCACGAGGCCCT
GGGTTCAATCCCCAGCACCTCCA

ex3_54
19179_
x2

CM00067
9.2/81389
62-
8138881

14 0.003 28.2 2 GCTGTGATGGCCGAGTGGTTAAGGCGTTGGACTCGAAATCCAATGGGGTC
TCCCCGCGCAGGTTCGAATCCTGCTCACAGCG

ex3_54
20237_
x2

CM00067
2.2/69593
173-
69593241

15 0.001 30.2 2 AAGGGCTTAGCTTAAGTAAAGCAATTGATTTGCATACAATTGATGTAGGAC
AGAGTCTTGCAGTCCTTA

ex3_54
20999_
x2

CM00066
3.2/12084
4335-
12084426
2

14 0.003 28.2 2 GTCTCTGTGGCGTAGTCGGTTAGCGCGTTCGGCTGTTAACCGAAAGGTTG
GTGGTTCGAGCCCACCCAGGAACG

ex3_54
22503_
x2

CM00066
4.2/14022
4222-
14022415
2

14 0.002 28.2 2 GTTAATGTAGCTTAATTATTCAAAGCAAGACACTGAAAATGTCTAGATGGGT
CTGCACAACCCCATAAACA

ex3_54
23417_

CM00066
5.2/14333

15 0.001 30.2 2 GGTGGTGAAGACAATGGACTGAGGAGTCTGTTGGACCTGGGTTCGAATCC
CAGCTCCACCA



x2 639-
14333699

ex3_54
23565_
x2

CM00066
8.2/26701
483-
26701555

18 0.003 28.2 2 GCCCTCTTAGCGCAGCTGGCAGCGCGTCAGTCTCATAATCTGAAGGTCCT
GAGTTCAAGCCTCAGAGAGGGCA

ex3_54
23719_
x2

CM00067
9.2/19605
432-
19605367

13 0.008 26.3 2 GGTAAAATGGCTGAGTAAGCATGAGACTGTAAATCTAAAGACAGAGGTCAA
GACCTCTTTTTACCA

ex3_54
24303_
x2

CM00067
9.2/82270
64-
8226991

20 ###### 40.1 2 GGCCGGTTAGCTCAGTTGGTTAGAGCGTGGTGCTAATAACGCCAAGGTCG
CGGGTTCGAACCCCGTACGGGCCA

ex3_54
25343_
x2

CM00067
1.2/64046
744-
64046678

15 0.0008 30.2 2 GGTAAAATGACTGAGTAGGGCATTAGACTGTACATCTAAAAACAGAGGTCA
AGGCCTGTTTTTACCA

ex3_54
27603_
x2

CM00066
7.2/78023
024-
78022952

14 0.002 28.2 2 AGCTGTATATTATAGTGGAATAAATGTGGACTTTGAAGTTAGATACACCTG
GGTTCAAATCCCAGTGCTGTCA

ex3_54
27833_
x2

CM00067
6.2/73588
891-
73588832

18 ###### 36.2 2 ATAGCTCAGTTGATAGAGCATCAGACTTTTAATCTGAGGGTCCAGGGTTCA
TGTCCCTGT

ex3_54
28411_
x2

CM00066
9.2/14955
8042-
14955811
4

18 0.003 28.2 2 GGGGGTATAGCTCAGGGCTAGAGCTTTTTGACTGTAGAGCAAGAGGTCCC
TGGTTCAAATCCAGGTTCTCCCT

ex3_54
30567_
x2

CM00067
0.2/98141
234-
98141302

13 0.009 26.3 2 GGTCTTGTGCTCAGTGGAAGCCTCTGTCTGACCATACAGATGATCCAGGT
TCGAATCCTGGCAAGGCCA

ex3_54
31425_
x2

CM00066
9.2/14961
3136-
14961306
5

13 0.01 26.3 2 GGGGGTATAGCTCAGGGGTAGAGCATTTGACTGCAAATCAAGAGGTCCCT
GATTCAAATCCAGGTGCCCCCT



ex3_54
31661_
x2

CM00066
5.2/12072
2386-
12072231
8

15 0.001 30.2 2 GAAAAAGTCATAGAGGTTATGAGGTTGGCTTGAAACCAGTTTTAGGGGGTT
GGATTCCTTCCTTTTTCG

ex3_54
36995_
x2

CM00066
3.2/93933
954-
93934017

13 0.008 26.3 2 GGTAAAATGGCTGAGTAAGCTTTAGACTATAAATCTAAAGAGAGATTGAGC
TCTCTTTTTACCA

ex3_54
37543_
x2

CM00066
7.2/12376
0805-
12376087
3

14 0.004 28.2 2 GTTTATGTAGCTTAATTATTAAAAGCAAGACACTGAAAATGTCTAGACGGAC
TTATTACCCCATAAACA

ex3_54
37809_
x2

CM00066
8.2/27230
637-
27230555

13 0.008 26.3 2 ACCGGGATGGCTGAGTGGTTAAGGCGTTGGACTTAAGATCCAATGGACAG
GTGTCCGCGTGGGTTCGAGCCCCACTCCCGGTA

ex3_54
39775_
x2

CM00066
4.2/30054
702-
30054774

13 0.01 26.3 2 GGGCCAGTGGCTCAATGGATAATGCGTCTGACTAAGAATCAGAAGATTCC
AGCCTTGACTCCTGGCTGGCTCA

ex3_54
40527_
x2

GL00025
1.2/21999
1-220062

26 ###### 52 2 GGGGGTGTAGCTCAGTGGTAGAGCGCGTGCTTCGCATGTACGAGGCCCC
GGGTTCGACCCCCGGCTCCTCCA

ex3_54
41541_
x2

CM00066
3.2/16145
6332-
16145641
4

20 ###### 40.1 2 GTCAGGATGGCCGAGCGGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC
CCTGGAGGCGTGGGTTCGAATCCCACTCCTGACA

ex3_54
41675_
x2

CM00068
5.2/14343
4095-
14343402
4

14 0.004 28.2 2 TAGGATATGGTATATTAGGTAGCACAAAGAATTTTGAATTCTCAGGGGTAG
ATTCAATTCCTATAATTCTAG

ex3_54
41751_
x2

CM00067
7.2/58152
510-
58152578

13 0.008 26.3 2 GTAAATATAGTATAACCAAAACATTAGATTGTGGATCTAATAACAGAAGTCT
GAAACTTCTTATCTACT



ex3_54
42567_
x2

CM00067
9.2/19605
267-
19605195

14 0.004 28.2 2 TAGATTGAAGCCAATTGATTAGGGTGTTTAGATGTTAGCTAAATTTTCGTGG
GTTTGAATTCCACCAGCCTAG

ex3_54
43119_
x2

CM00068
6.2/83715
87-
8371660

13 0.008 26.3 2 GTTAAGATGGCAGAACCTGGCAGTTTCATAAAACTTAAAGTTTATAATCAGA
GGTTCAACTCCTCTTCTTAACA

ex3_54
44403_
x2

CM00066
8.2/27020
346-
27020439

31 ###### 61.9 2 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATATGGCAGTATGTG
TGCGAGTGATGCCGAGGTTGTGAGTTCGAGCCTCACCTGGAGCA

ex3_54
45731_
x2

CM00067
9.2/19603
208-
19603276

18 ###### 36.2 2 GGAAATATGTCTGACAAAAGAATTACTTTGATAGAGTAAATAATAGAGGTTA
AAATCCTCTTATTTCTA

ex3_54
45887_
x2

CM00066
7.2/15186
8584-
15186851
3

13 0.008 26.3 2 GGTAGTGTAGTCTACTGGTTAAACGCTTGGGCTCTGACATTAACGTCCTGG
GTTCAAATCCCAGCTTTGTCA

ex3_54
45949_
x2

CM00066
8.2/28607
156-
28607227

14 0.002 28.2 2 GGGGGTGTAGCTCAGTGGTAGAGCGCGTGCTTAGCATGTACGAGGTCCC
GGGTTCAATCCCCGGCACCTCCA

ex3_54
46901_
x2

CM00067
0.2/67585
468-
67585398

19 0.0005 30.2 2 ACTTTTAAAGGATGAGAGTCATCCGTTGGTCTTAAGAACCAAAAACACTGG
TGCAACTCCAAATAAAAGTA

ex3_54
50023_
x2

CM00067
9.2/19603
345-
19603274

13 0.01 26.3 2 TAGGATGTGGTGTAATAGGTGGCATGGAGAATTTTGGATTATCAGGGGTA
GGTTCAATTCCTATAGTTCTAG

ex3_54
50047_
x2

CM00066
3.2/16161
2029-
16161194
6

17 0.01 26.3 2 GTCAGGATGGCCGAGCAGTCTTAAGGCGCTGCGTTCAAATCGCACCCTCC
GCTGGAGGCGTGGGTTCGAATCCCACTTTTGACA

ex3_54
50269_

CM00067
4.2/74457

14 0.004 28.2 2 CCATGGTGTAATGGTAAGCACCCTGGACTCTGAATCCAGCAACCAGAGTT
CCAGTCTCAGCGTGGA



x2 406-
74457471

ex3_54
50479_
x2

CM00066
8.2/78958
365-
78958293

20 ###### 40.1 2 GCCAAAATAGCTCAGCTGGGAGAGCATTAGACTGAAGATCTAAAGGTCTC
TGGTTTGATCCTGGGTTTCAGAA

ex3_54
50671_
x2

CM00066
9.2/68098
326-
68098258

15 0.0005 30.2 2 GAGAAGGTCATAGAGGTTATGGGATTGGCTTGAAACCAGTTTCTGGAGGT
TCCATTCTTTCCTTTTTCG

ex3_54
52895_
x2

CM00067
8.2/29276
61-
2927733

14 0.003 28.2 2 CCCCGGCTGGCTCAGTCAGTAGATCATGAGACTCTTAATCTCAGGGTCGT
GGGTTCACGCCCCACACTGGGCG

ex3_54
54069_
x2

CM00068
5.2/55180
233-
55180304

13 0.008 26.3 2 TAGGACATGGTGTGATAGGTAGCATGGAGAATTTTGGATTCTCAGGGGTA
GGTTCAATTCCTACAGTTCTAG

ex3_54
55487_
x2

CM00066
8.2/18053
386-
18053467

19 ###### 38.2 2 GGGCCAGTGGCGCAATGGATAACGCGTCTGACTACGGATCAGAAGATTCT
AGAAATAGTAACTAAGGGCAGAATTTGGCCCA

ex3_54
58237_
x2

CM00067
6.2/61184
426-
61184490

15 0.0007 30.2 2 GACAGTTTGGCTTAGTGGTTAAGAGCTTTGGTACCAGATGGAATGGGTTCA
AATCCCAACTCTCT

ex3_54
58827_
x2

CM00066
9.2/57170
776-
57170844

14 0.002 28.2 2 GTAAATATAGTTTAATCAAAACATTAGATTGTGGGTCTAATAATAAAAGTCT
GCAACTTCTTATTTACT

ex3_54
59403_
x2

CM00066
3.2/14700
5272-
14700520
1

15 0.0008 30.2 2 GGTTCCATGGTGTAATGGTGACCACTTTGGACTCTGAATACAGTGATCAGA
GTTCAAGTCTCACTGGAACCT

ex3_54
59869_
x2

CM00068
2.2/57358
446-
57358372

14 0.004 28.2 2 GTTAAGATGGCAGAGCCCAGCGATTGCATAAAACTTAACACTTTATAATCA
GAGGTTCAACTCCTCTTCTTAACA



ex3_54
64725_
x2

CM00067
2.2/36434
683-
36434615

15 0.001 30.2 2 GTAAATATAGTTTAGTCAAAATATTAGATTGTGGATCTGATAATAGAAGTCT
GTAACTTCTTATTTACT

ex3_54
65079_
x2

CM00067
6.2/20660
051-
20659958

17 ###### 34.2 2 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGACTGCGGAAACGT
TTGTGGACATCCTTAGGTCGCTGGTTCAATTCCGGCTCGAAGGA

ex3_54
69309_
x2

CM00066
6.2/84855
315-
84855245

16 0.0003 32.2 2 AATATAGTACTGAGTGATGAAGAGCCTGGCTTGGAATCAGATAGATGTAGT
TTTAAATTCTGTCTGTATTG

ex3_54
70389_
x2

CM00067
0.2/33015
028-
33015130

13 0.01 26.3 2 GGAAATATGTCTGACAAAATAATTACTTTGATAGAGTAAACAATACAGGTTA
AAATCTCTCATTTCTAGAACTACAATAGAGGTTAAAATCCTCTTATTTCTA

ex3_54
70511_
x2

CM00067
8.2/70788
694-
70788764

37 ###### 73.8 2 GCATTGGTGGTTCAGTGGTAGAATTCTCGCCTGCCATGCGGGCGGCCGG
GCTTCGATTCCTGGCCAATGCA

ex3_54
71367_
x2

GL00025
3.2/24013
-23942

21 ###### 42.1 2 GGGGGTGTAGCTCAGTGGTAGAGCACATGCTTTGCATGTGTGAGGCCCC
GGGTTCGATCCCCGGCACCTCCA

ex3_54
71415_
x2

CM00066
8.2/14225
7639-
14225770
9

13 0.008 26.3 2 GCATGGGTGATTCAGTGGTAGAATTTTCACCTGCCATGCAGGAGGTCCAG
GTTCATTTCCTGGCCTATGCA

ex3_54
79377_
x2

CM00066
3.2/16148
0566-
16148063
6

27 ###### 54 2 GCATAGGTGGTTCAGTGGTAGAATTCTTGCCTGCCACGCAGGAGGCCCAG
GTTTGATTCCTGGCCCATGCA

ex3_54
81289_
x2

CM00066
4.2/20121
3158-
20121308
8

14 0.002 28.2 2 ACTTTTAGAGGATGAGAGTTATCCATTGGTCTTAGGAACCAAAAATATTGG
TGCAACTCCAAATAAAAGTA

ex3_54
83565_

CM00067
0.2/79428

13 0.008 26.3 2 GGCACTGTAGTTTGGATTGAGAAACACAGGCTTTAGAGGCAGAAGTTCTG
GGTTCAAACCCAGCATTGCCA



x2 812-
79428742

ex3_54
87481_
x2

CM00067
6.2/20653
192-
20653099

15 0.0008 30.2 2 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGCCTGTAGAAACAT
TTGTGGACATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_54
91011_
x2

CM00066
3.2/14366
1253-
14366118
2

26 ###### 52 2 GCCATGATCGTATAGTGGTTAGTACTCTGCGCTGTGGCCGCAGCAACCTC
GATTCGAATCCGAGTCACGGCA

ex3_54
91347_
x2

CM00066
4.2/15526
3777-
15526384
2

13 0.008 26.3 2 CGTAAAATGGCTGAGTAAGGCATTAGACTGTAAATCTAAAGACAGAGGCTA
AACCTCTTTTTACCA

ex3_54
91915_
x2

CM00068
1.2/35575
848-
35575920

13 0.008 26.3 2 GCCCAGCTAGCTCAGTCGGTAGAGCATAAGACTCTTAATCTCAGGGTTGT
GGATTCGTGCCCCATGCTGGGTG

ex3_54
92517_
x2

CM00066
4.2/11551
708-
11551764

13 0.009 26.3 2 TGGTCTAGTGGTTAGGATTCAGCGCTCCCACCGCCGCAGCCCGGGTTCG
ATTCCCGG

ex3_54
94493_
x2

CM00067
0.2/65697
384-
65697297

15 0.001 30.2 2 TCTTCAATAGCTCAGCTGGTAGAGCGGAGGACTGTAGGTGCACGCCCGTG
GCCATTCTTAGGTGCTGGTTTGATTCCGACTTGGAGAG

ex3_54
94815_
x2

GL00025
1.2/18581
4-185743

13 0.009 26.3 2 GGGGGTGTAGATCAGTGGTAGAGCGCGTGCTTCGCATGTACGAGGTCCC
TGGTTCAATCCCTGGCACCTCCA

ex3_54
95949_
x2

CM00067
9.2/75035
113-
75035185

31 ###### 61.9 2 GACCGCGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAGAAGATTGA
GGGTTCGAGTCCCTTCGTGGTCG

ex3_54
95967_
x2

CM00068
2.2/50335
886-
50335805

14 0.003 28.2 2 GGTAGGGTGGCCGAGCGGTCTAAGGCACTGTATTAAGACTCCAGTCTCTT
CAGAGGCATGGGTTTGAATCCCACTGCTGCCA



ex3_54
96939_
x2

CM00066
8.2/27664
766-
27664841

13 0.009 26.3 2 GCCGAAATAGCTCAATTGGGAGAGTGTTAGACTGAAGATCTTCTGCAGGT
CTCTGGTTCAATTCCGGGTTTCGACA

ex3_54
97183_
x2

CM00066
8.2/28213
037-
28213118

35 ###### 69.9 2 GACGAGGTGGCCGAGTGGTTAAGGCGATGGACTGCTAATCCATTGTGCTC
TGCACACGTGGGTTCGAATCCCATCCTCGTCG

ex3_54
99419_
x2

CM00067
3.2/59551
755-
59551837

20 0.0002 32.2 2 ACCAGAATGGCCGAGTGGTTAAGGCGTTGGACTTAAGATCCAATGGATTC
ATATCCGCGTGGGTTCGAACCCCACTTCTGGTA

ex3_55
00023_
x2

CM00067
3.2/50274
779-
50274708

13 0.01 26.3 2 GGGGGTGTAGCTCAGTGGTAGAGCGGATGCTTTGCATGTATGAGACTTTG
GGTTGGATCCCCAGCACCTCCA

ex3_55
00501_
x2

CM00067
1.2/11019
8523-
11019859
5

15 0.0005 30.2 2 GGCCGTGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAAAAGATTGC
AGGTTTGAGTTCTGCCACGGTCG

ex3_55
01479_
x2

CM00067
8.2/31649
38-
3165010

13 0.008 26.3 2 GCCTGGCTAGCTCAGTCGGCAAAGCATGAGACTCTTAATCTCAGGGTCGT
GGGCTCGAGCTCCATGTTGGGCG

ex3_55
01579_
x2

CM00066
5.2/15211
466-
15211541

15 0.0007 30.2 2 GCCTGGATAGCTCCTTCGGTAGAGCATCATCAGACTTTTAATGTGAGGGTC
CAGGGTTCAAGTTCCTGTTTGGGCG

ex3_55
03537_
x2

CM00066
3.2/14648
8866-
14648893
6

18 0.003 28.2 2 GCGTCAGTGGTTTAGTGGTGGAATTCCTGCCTCCCATGCACGAGATCCGT
GTTCAACTCCTGGTTGGTGCA

ex3_55
04643_
x2

GL00025
6.2/1818-
1745

19 ###### 38.2 2 GCCTGGGTAGCTCAGTCGGTAGAGCTATCAGACTTTTAGCCTGAGGATTC
AGGGTTCAATCCCTTGCTGGGGCG

ex3_55
14431_
x2

CM00066
4.2/22332
1669-

21 ###### 34.2 2 GTTGGGGTAACTCAGTTGGTAGAGTAGCAGACTTTTCATCTGAGGGTCCA
GGGTTTAAGTCCATGTCCAGGCA



22332159
7

ex3_55
18805_
x2

CM00068
5.2/25262
043-
25261972

14 0.003 28.2 2 AGTCAAGTGGTTTAGTGGAAAGAACATTGGATTGGAAGTCAAGAGGCCTG
GATTCTTGCTCCAGCTTCACCA

ex3_55
19329_
x2

CM00066
4.2/21177
8080-
21177800
8

14 0.004 28.2 2 TAGATTGAAGCCAGTTGATTAGGGGGTTTAACTGTTAACTAAATTTTCGTG
GTTTTGAATTCCACCAGTCTAG

ex3_55
24437_
x2

CM00066
9.2/14954
6540-
14954661
1

14 0.003 28.2 2 GGGGGTATAGCTCAGGGGTAGAGCACTTGACTGCAGATCAAGAAGTCCTT
GGTTCAAATCCAGGTGCCCCCT

ex3_55
26159_
x2

CM00066
4.2/13138
2569-
13138263
8

15 0.001 30.2 2 GAGAAGGTCATAGAGGTTATGGGATTGGCTTGAAACCAGTCTCTGGGGGG
TTCGATTCCCTCCTTTTTCA

ex3_55
32505_
x2

CM00066
9.2/14941
5209-
14941513
8

13 0.01 26.3 2 GGGGGTATAGCTTAGCGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCC
GGTTCAAATCCGGGTGCCCCCT

ex3_55
33897_
x2

CM00067
9.2/15505
371-
15505444

18 0.002 28.2 2 GGCAGTGACGCCTACTGGTTTAGAGCACAGATTCTAGATCGAGACATTCC
TGGGTTCAAATCCCAGCACTGTTG

ex3_55
38919_
x2

CM00066
8.2/57861
238-
57861166

14 0.003 28.2 2 GGGGAATTAGCGCAAGTGGTAGAGTGCTTGCTTAGCATGCAAGAGGTAGT
GGGATCGATGCCCACATTCTCCA

ex3_55
40499_
x2

CM00067
9.2/22528
921-
22528853

14 0.004 28.2 2 GAAAAAGTCATAGGGGTTATGAGGCTGGCTTGAAACCAGCCTTAGGAGGT
TCAATTCCTTCCTTTTTTG



ex3_55
41939_
x2

GL00025
4.2/88976
-88903

13 0.008 26.3 2 GCCGAAATAGCTCAGTGGGGAGAGCGTTAGACTGAAGATCTTAAAGGTCC
CTGGTTCAATCCCGGGTTTCGGCA

ex3_55
42753_
x2

CM00066
9.2/14969
1252-
14969118
1

22 ###### 36.2 2 GGGGATATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCC
GGTTCAAATCCGGGTGCCCCCC

ex3_55
43579_
x2

CM00066
4.2/84858
752-
84858824

14 0.002 28.2 2 GGTTCCATAGTGTAACAGTTATCATGTCTGCTTTACACACTGAAGGTCCTG
GGTTCAAACTCCAGTGGAACCA

ex3_55
49429_
x2

KI270765.
1/51018-
50945

14 0.005 28.2 2 GTCTCTGTGGCACAATCGGTTAGCGCGTTTGGCTGTTAATCTAAAGTTTGG
TGGTTAGAGCCCACTGAGGGACG

ex3_55
52069_
x2

CM00066
9.2/14931
0190-
14931026
1

29 ###### 50.1 2 GGGGGCATAGCTCAGTGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCT
GGTTCAAATCCAGGTGCCCCCT

ex3_55
57829_
x2

CM00066
4.2/14309
6757-
14309668
9

14 0.002 28.2 2 GTAAATATAGTTTAACCAAAACATTAGATTGTGAATCTAATAATAGAAGCCT
GTAACTTCTTATCTACC

ex3_55
59187_
x2

CM00066
3.2/14637
0101-
14637017
4

14 0.003 28.2 2 GTCTCTGTGGCGCAATCGGTTAGCGCGTTCGGCTGTTAACCGCAAGGTTG
GTGGTTCCAGCCCACCCAGGGACG

ex3_55
60247_
x2

CM00066
9.2/67399
631-
67399560

14 0.004 28.2 2 GGCCTCATGGTGCAACAGTAGTGTGTCTGACTCCAGATCAGAAGGTTGTA
TGTTCAAATCACGTAGGGGTCA

ex3_55
61195_
x2

CM00066
8.2/27303
860-
27303789

13 0.008 26.3 2 GGCAGAGTGGTGCAGCGGAAGCGTGCTGGGCCCGTAACCCAGAGGTCAA
TGGATCGAAGCCATCCTTGGCTA

ex3_55
62965_

CM00068
5.2/55180

13 0.008 26.3 2 GGAAATATGTCTGACAAAAGAACTACTTTGATAGAGTAAACAACAGAGGTT
AAAATCCTCTTATTTCTA



x2 370-
55180302

ex3_55
66731_
x2

CM00067
3.2/39766
947-
39766879

13 0.01 26.3 2 GAGAGAGTCATAGAGGGTATGGGATTGGCTTGAAACCAGTTTCTGGAGGT
TTGATTCCTTCCTTTCTCG

ex3_55
66975_
x2

CM00066
7.2/18109
7555-
18109747
4

36 ###### 71.9 2 GGTAGCGTGGCCGAGCGGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCTT
CGGAGGCGTGGGTTCGAATCCCACCGCTGCCA

ex3_55
68425_
x2

CM00066
9.2/14964
7026-
14964695
5

16 0.0002 32.2 2 GGGGGTATAGCTTAGGGGTAGAGCATTTGACTGCAGATCAAAAGGTCCCT
GGTTCAAATCCAGGTGCCCCTT

ex3_55
70075_
x2

CM00067
8.2/31806
26-
3180554

15 0.0006 30.2 2 GCCCGGCTAGCTCAGTCGATAGAGCATGAGACTCTTAATCTCAGGGTCGT
GGGTTCGAGCCGCACGTTGGGCG

ex3_55
75289_
x2

KI270713.
1/28828-
28755

14 0.003 28.2 2 GTCTCTGTGGCGCAGTCGGTTAGCGCGTTCGGCTGTTAACCGGAAGGTTG
GTGGTTCGAGACCACCCAAGGACG

ex3_55
77181_
x2

CM00067
3.2/92752
43-
9275316

14 0.002 28.2 2 GCCTCCTTAGTGCAGTAGGTAGCGCATCAGTCTCAAAATCTGAATGGTCCT
GAGTTCAAGCCTCAGAGGGGGCA

ex3_55
78923_
x2

CM00066
4.2/42810
536-
42810628

30 ###### 60 2 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATACAGCAGTACATG
CAGAGCAATGCCGAGGTTGTGAGTTCGAGCCTCACCTGGAGCA

ex3_55
80905_
x2

CM00067
0.2/18537
373-
18537307

13 0.008 26.3 2 GGTAATATAGCTTAAGAGCCGTGGGTTTTGAACTCAGATTGCCTTGGTTCA
AATCCGAGTTTCATTT

ex3_55
81877_
x2

CM00068
1.2/41242
309-
41242237

13 0.008 26.3 2 GCCAGGATAGTTCAGGTGGTAGAGCATCAGACTTTTAACCTGAGGGTTCA
GGGTTCAAGTCTCTGTTTGGGCG



ex3_55
88729_
x2

CM00066
5.2/10689
4213-
10689414
3

13 0.008 26.3 2 ACTTTTAAAGGATAGGAGTTATCTATTGATCTTAGGAACCAAAAACATTGGT
TCAACTCCAAGTAAAGGTA

ex3_55
89775_
x2

CM00066
8.2/28537
590-
28537683

14 0.004 28.2 2 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATAAGACAGTGCACC
TGTGAGCAATGCCGAGGTTGTGAGTTCAAGCCTCACCTGGAGCA

ex3_55
96973_
x2

CM00066
8.2/27505
909-
27505828

19 ###### 38.2 2 GTAGTCGTGGCCGAGTGGTTAAGGCGATGGACTTGAAATCCATTGGGGTT
TCCCCGCGCAGGTTCGAATCCTGTCGGCTACG

ex3_56
01723_
x2

CM00067
9.2/22525
692-
22525760

14 0.003 28.2 2 AGAAATATGTCTGACAAAAGAGTGACTTTGATAGAGTAAATAATAGAGGTTT
GAATCCTCTTATTTCTA

ex3_56
01989_
x2

CM00066
5.2/16623
3278-
16623320
8

14 0.004 28.2 2 GTTGATGTGGTTTAATATGTTAAAACAAGGCATTGAAAATGTCTAGATGAGT
TCTCATAGCTCCATAAACA

ex3_56
03859_
x2

CM00067
8.2/31919
89-
3192060

18 ###### 36.2 2 GGCTCGTTGGTCTAGGGGTATGATTCTCGCTTAGGATGCGAGAGGTCCCG
GGTTCAAATCCCGGACGAGCCC

ex3_56
05025_
x2

CM00066
9.2/14936
3270-
14936320
7

14 0.002 28.2 2 GTGGATATAGTCTGCATTTGACTGCAAATTAAAGAAGTCTCTGGTTCAAAT
CCAGCTGTCCCCT

ex3_56
08453_
x2

CM00066
3.2/14970
1404-
14970133
3

14 0.005 28.2 2 TGCATGGTTGTCTAGTGGCTAGGATTCGGTGCTGAAAGCGCCACGGCCCG
GGTTCGATTCCCGGTCAGGGAA

ex3_56
09899_
x2

CM00066
3.2/20547
4143-
20547421

13 0.008 26.3 2 GCCCGGAGAGCTCAGTGGGTAGAGCATCAGACTTTTAATCTGAGGGTCCA
GGGTTCAAGTCCTCGTTCGGGCA



5

ex3_56
11225_
x2

CM00066
8.2/57813
562-
57813490

13 0.008 26.3 2 GAGGAATTAGCTCAGGCGGTAGAGCGCTCGCTTAGCATGCGAGAGGTAG
CGGGATCGACGCCCGCATTCTCCA

ex3_56
14553_
x2

CM00066
4.2/11702
5004-
11702493
3

18 0.004 28.2 2 TAGGACATGGTGTAATAGGTAGAATGGAGAATTTTGAATTCTCAGGGGTAG
GTTCAATTCCTATAGTTCTAG

ex3_56
24589_
x2

CM00066
7.2/15260
9036-
15260921
1

14 0.003 28.2 2 GGCTGTATAGCTCAGTGGTAGAGCATTTGACTACAGAATCCTATACTCAGG
GGAAGGAGAACTGGGGGTTTCTCAGTGGGTCAAAGGACTTGTAGTGGTAA
ATCAAAAGCAACTCTATAAGCTATGTAACAAACTTTAAAGTCATATGTAGCT
GGGTTCAAATCCTGTTTCTGCCA

ex3_56
25569_
x2

CM00066
7.2/53964
07-
5396475

13 0.008 26.3 2 GAAGAAGTCATGGAGGTTATGGGATTGGCTTGAAACCAGTCTTTGGGGGT
TCAATTCCTTCCTTTTTCA

ex3_56
27889_
x2

CM00066
8.2/27668
583-
27668656

20 ###### 40.1 2 GGCCGGTTAGCTCAGTCGGCTAGAGCGTGGTGCTAATAACGCCAAGGTC
GCGGGTTCGATCCCCGTACGGGCCA

ex3_56
29575_
x2

CM00066
9.2/14180
5039-
14180496
5

13 0.009 26.3 2 GTTAAGATGGCAGAGCCCGGCAATTGCATAAAACTTAAAACTTTATAACTG
GAGGTTCAACTCCTCTTCTTCTTC

ex3_56
33114_
x1

CM00068
6.2/83721
71-
8372101

14 0.003 28.2 1 TAGGACGTGGTGTAATAGGTAGCACAGAGAATTTTGGATTCTCAGGTGCA
GGTTCAATTCCTATATTCTAG

ex3_56
33996_
x1

CM00066
9.2/57187
595-
57187527

13 0.008 26.3 1 CATGGCTTAGCTTAATTAAAGTGATTGATTTGCATTCAATTGATGCAGAATA
CAGTTTTGCAGTCTTTA

ex3_56
36195_
x1

GL00025
5.2/21015
6-210228

22 ###### 44.1 1 GCCTCCTTAGCGCAGTAGGCAGCGCGTCAGTCTCATAATCTGAAGGTCCT
GAGCTCGAACCTCAGAGGGGGCA



ex3_56
37158_
x1

CM00066
7.2/10004
8984-
10004891
6

16 0.0002 32.2 1 GTAAATATAGTTTAACCAAAACATCAGATTGTGAATCTGATAACAGAGGCTC
ACAGCCCCTTATTTACC

ex3_56
37778_
x1

CM00066
8.2/57808
645-
57808718

14 0.005 28.2 1 GTCTTCTTAGCGCAGTGAGCAGCGCGTCAGTCTCATAATCTGAAGGTCCT
GATGTTCGAGCCTGAGAAAAGGCA

ex3_56
38421_
x1

CM00066
3.2/12047
6923-
12047685
2

18 0.002 28.2 1 GGTTCCATGGTGTAATGGTGAGCACTTTGGACTCTGAATACAGTGATCAGA
GTTCAAGTCTCACTGGGACCT

ex3_56
39977_
x1

CM00067
9.2/22524
659-
22524733

13 0.009 26.3 1 GTTAAGATGGCAGACCCCAGCAATTGCATAAAATTTAAAACTTTACAACCA
GAGGTTCAACCCCTCTTCTTAACA

ex3_56
40248_
x1

CM00066
3.2/14371
7365-
14371729
2

13 0.009 26.3 1 GTCTCTGTGGCACAATCGGTTAGAGCGTTCGGCTGTTAATCTAAAGGTTG
GTGGCTAGAACCCACTGAGGGACG

ex3_56
40817_
x1

CM00068
5.2/55178
989-
55179057

13 0.009 26.3 1 AAGGGCTTAGCTTAATTAAGGTGGTTGATTTGCATTCAATTGATGCAGAAT
AGAGTCTTGCAGTCCTCA

ex3_56
42340_
x1

CM00066
4.2/82819
272-
82819338

13 0.01 26.3 1 GCCCTTGTAGTATAATTCAATACTCTGGTCTTGTAAACCAGAAATGGAGGA
TCTCCTCCCCAGGACA

ex3_56
42649_
x1

CM00068
4.2/36179
392-
36179460

13 0.01 26.3 1 GGAAATATGTCTGATAAGAGAGTTACTTTGACAGAGTAAATTACAGAGGTT
TAAATCTTCCTATTTCTA

ex3_56
42870_
x1

CM00066
3.2/14963
9453-
14963952
6

14 0.003 28.2 1 GTCTCTGTGGTGCAATCGGTTAGCGCGTTTGACTGTTAACTGAAAGGTTG
GTGGTGCAAGCCCATCCAGGGATG



ex3_56
44466_
x1

CM00066
4.2/27050
782-
27050870

14 0.005 28.2 1 CCTTCGATAGCTCAGTTGGTAGAGCGGAGGACTGTAGTGGATAGGGCGTG
GCAATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_56
47425_
x1

CM00066
4.2/13138
4079-
13138414
3

19 0.0008 30.2 1 GGTAAAATGGCTGAGTAAGCATTAGACTGTAATCTGAAAACAGAGGTCAAG
ACCTCTTTTTACCA

ex3_56
47648_
x1

CM00068
6.2/11133
337-
11133271

17 0.009 26.3 1 GGTAAAATGACTAAGTAGGGCATTAGACTGTACATCTAAAAACAGAGGTCA
AGGCCTGTTTTTACCA

ex3_56
47796_
x1

CM00067
4.2/41699
391-
41699323

18 ###### 36.2 1 AGAAATATGTCTGATAAAAGAGTTACTCTGATAGAGTAAATAATAGAGGTTT
AAACCCTCTTATTTCTA

ex3_56
48031_
x1

CM00067
3.2/59556
429-
59556501

14 0.003 28.2 1 GCCCGGATAGCTCAGTCGGTAGAGCATCAGACTTTTAATCTGAGGGTCCG
GGGTTCAAGTCCCTGTTCGGGCG

ex3_56
48187_
x1

CM00067
3.2/20200
305-
20200250

14 0.003 28.2 1 GAAGGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAGAAAATACT
CCTTTG

ex3_56
48333_
x1

CM00066
7.2/14239
4494-
14239442
3

27 ###### 54 1 TCCTCATCAGTATAGTGGTGAGTATCCCCGCCTGTCACGCGGGAGACTGG
GGTTCGATTCCCTGAGGAGGAG

ex3_56
50116_
x1

CM00067
9.2/38833
793-
38833722

14 0.003 28.2 1 GGGGGTAGGGCTCAGGGATAGAGCATTTGACTGCAGATCAAGAGGTCCC
CGGTTCGAATCTAGGTGCCCCCT

ex3_56
51239_
x1

CM00067
0.2/88133
080-
88133007

13 0.009 26.3 1 GGTACAGTGTTAAAGGGGAGAAAAATTGCTGACTTTGAATACAGTAGACCT
AGGTTTGAATCCTGGCTTTACCA

ex3_56
52066_

CM00066
8.2/27091

36 ###### 71.9 1 GGCTCGTTGGTCTAGGGGTATGATTCTCGCTTCGGGTGTGAGAGGTCCCG
GGTTCAAATCCCGGACGAGCCC



x1 742-
27091813

ex3_56
52929_
x1

CM00066
8.2/94447
329-
94447261

13 0.008 26.3 1 AGAAATATGTCTGACAAAAGAGTTACTTTGATATAATAAATTATAGAGGTTC
AAACCCTCTTATTTCTA

ex3_56
57489_
x1

CM00066
4.2/14021
7252-
14021731
7

13 0.008 26.3 1 GGTAAAATGACTGAGTAAACATTAGACTGTAAATCTAAATACAGAGGCCAA
GGCCTCTTTTTACCA

ex3_56
60539_
x1

CM00067
9.2/81203
95-
8120314

31 ###### 61.9 1 GGTAGCGTGGCCGAGCGGTCTAAGGCGCTGGATTTAGGCTCCAGTCTCTT
CGGAGGCGTGGGTTCGAATCCCACCGCTGCCA

ex3_56
70254_
x1

CM00066
8.2/27602
675-
27602569

34 ###### 67.9 1 GTCAGGATGGCCGAGTGGTCTAAGGCGCCAGACTCAAGTTGCTACTTCCC
AGGTTTGGGGCTTCTGGTCTCCGCATGGAGGCGTGGGTTCGAATCCCACT
TCTGACA

ex3_56
71376_
x1

CM00067
2.2/47633
857-
47633927

14 0.004 28.2 1 GTTAATGTAGCTTAATTATTTAAAGCAAGGCACTGAAAATGCCTAGATGGG
TCCGCACAACCCGGTAAACA

ex3_56
72492_
x1

CM00067
9.2/38861
755-
38861684

23 ###### 38.2 1 GGGGGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAGAAGTCCCC
GGTTCAAATCCGGGTGCCCCCT

ex3_56
72608_
x1

CM00066
8.2/27721
201-
27721119

13 0.01 26.3 1 ACCGGGATGGCCGAGTGGTTAAGGCGTTGGACTTAAGATCCAATGGGCTG
GTGCCCGCGTGGGTTCGAACCCCACTCTCGGTA

ex3_56
72673_
x1

CM00068
1.2/49534
748-
49534676

13 0.01 26.3 1 ACCTGGGTAGCTTAGTTGGTAGAGCATTGGACTTTTAATTTGAGGGCCCAG
GTTTCAAGTCCCTGTTTGGGTG

ex3_56
76503_
x1

CM00066
3.2/16520
658-
16520585

14 0.004 28.2 1 GTCTCTGTGGCGCAATCGGTTAGCGCGTTCGGCTGTTAACTGAAAGGTTG
GTGGTTCGAGCCCACCCAGGGACG



ex3_56
76802_
x1

KZ208915
.1/326654
0-
3266610

14 0.004 28.2 1 GGGGGTAGAATTCGGGGTAGAACATTTGACTGCAGATCAAGAGGTCCCCG
CTTCGAATCTGGGTACCCCCT

ex3_56
77528_
x1

CM00067
1.2/84246
500-
84246559

13 0.008 26.3 1 GGTTCCATGGTGTAATGGTGAGCACTCTGGACTCAGAATCCAGAAGTAGT
GCTGGAACAA

ex3_56
78217_
x1

CM00068
4.2/36172
857-
36172789

14 0.006 28.2 1 GAGAAAGTCAGAGTGATTATGAAGCTCGTTTGGAACCAGTTTTAGGAGGTT
TGATTCCTTCCTTTCTCG

ex3_56
80876_
x1

CM00067
3.2/11356
2356-
11356227
3

13 0.01 26.3 1 ACCAGGATGGCCAAGTAGTTAAAGGCACTGGACTTAAGAGCCAATGGACA
TATGTCTGTGTGGGTTTGAACCCCACTCCTGGTG

ex3_56
80944_
x1

CM00067
1.2/50964
82-
5096410

15 0.0005 30.2 1 TAGATTGAAGCCAGTTGATTAGGGTATTTAGCTGTTAACTAAATTTTTGTGG
GTTTGAATTCCACCGATCTAG

ex3_56
81479_
x1

CM00066
3.2/14373
5993-
14373592
0

13 0.008 26.3 1 GTCTCTGTGGCGCAATGGGTTAGCGCGTTCGGCTGTTAACCGAAAGGTTG
GTGGTTCGAGCCCATCCAGGGACG

ex3_56
81525_
x1

CM00066
9.2/57187
832-
57187767

13 0.008 26.3 1 GGTAAAAAGGCCGGGTAAGCATTAGACTGTAAATCTAAAGACAGAGGTCA
AGGCCTCTTTTTAGCA

ex3_56
82907_
x1

CM00066
6.2/11629
7743-
11629781
3

15 0.0009 30.2 1 GTTAATGTAGCTTAATTATTCAAAGCAAGACACTGAAAATGTCTAGATGGAT
CCGCACAACCCTATAAACA

ex3_56
82975_
x1

CM00066
8.2/27293
892-
27293965

26 ###### 52 1 GGCCGGTTAGCTCAGTTGGTTAGAGCGTGCTGCTACTAATGCCAGGGTCG
AGGTTTCGATCCCCGTACGGGCCT



ex3_56
84497_
x1

CM00066
3.2/23794
1311-
23794137
9

13 0.008 26.3 1 AAGGGCTTAGCTTAATTAAAGTGGTTGATTTGCATTCAATTGATGCAGAATA
GAGTCTCGCAGTCCTTA

ex3_56
85020_
x1

CM00067
2.2/55597
818-
55597888

13 0.009 26.3 1 GTTAATGTAGCTTAATTATTTAAAGCAAGGCACTGAAAATGCCTAGATGGG
TCCGCAAAACCCCATAAACA

ex3_56
88472_
x1

CM00066
3.2/93516
349-
93516277

26 ###### 52 1 GGGGGTATAGCTCAGGTGGTAGAGCATTTGACTGCAGATCAAGAGGTCCC
CGGTTCAAATCCGGGTGCCCCCT

ex3_56
89575_
x1

CM00066
8.2/57793
617-
57793545

17 0.008 26.3 1 GGGGGATTAGCTCAAGCGGTAGAGCGCCTGCTTAGCATGCAAGAGGTAG
CAGGATCGATGCCTGCATTCTCCA

ex3_56
89670_
x1

CM00068
1.2/31995
809-
31995876

14 0.003 28.2 1 GTTTCCATGGTGTAATGGTGAGCACTCTGGACTCTGAATCCAGAAATACAT
TCAAAGAATTAAGAACA

ex3_56
90234_
x1

CM00066
3.2/23794
3730-
23794365
6

20 0.0002 32.2 1 GTTAAGATGGCAGAGCCCAGCAATTGCATAAAACTTAAAACTTTACAATCA
GAGGTTCAACTCCTCTTCTTAACA

ex3_56
91109_
x1

CM00067
6.2/88979
098-
88979170

19 ###### 38.2 1 GGGGAATTAGCTCAAGTGGTAGAGCGCTCGCTTAGCATGCGAGAGGTAGT
GGGATCGATGCCCGCATTCTCCA

ex3_56
95351_
x1

CM00066
4.2/11702
4867-
11702493
5

14 0.005 28.2 1 AGAAATATGTCTGACAAAAGAATTACTTTGATAGAGTAAATAATAGAGATTA
AATTCCTCTTATTTCTA

ex3_56
96504_
x1

CM00066
4.2/14021
7492-
14021756
0

15 0.0005 30.2 1 GAGGGCTTAGCTTAATTAAAGTGGCTGATTTGTGTTCAATTGATGCAGAAT
AGAGTCTTGCAGTCCTTA



ex3_57
04314_
x1

CM00067
0.2/70237
343-
70237274

15 0.0007 30.2 1 GGCAGTGTCCTAGAGGTAAAGAGTACAGGCTTAGAGTCAGACAGCGCGG
GTTCAAATCCTGCTTCTGCCA

ex3_57
07409_
x1

CM00067
6.2/20663
285-
20663192

17 0.008 26.3 1 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGATTGTACAGACAT
TTGCGGACATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_57
07821_
x1

CM00068
4.2/44150
657-
44150743

24 ###### 48.1 1 GCTCGGATGATCCTCAGTGGTCTGGGGTGCAGGCTTCAAACCTGTAGCTG
TCTAGTGACAGAGTGGTTCAATTCCACCTTTGTAGGC

ex3_57
08207_
x1

CM00066
8.2/27583
528-
27583457

16 0.0002 32.2 1 TCCTCGTTAGTATAGTGGTGAGTGTCCCCGTCTGTCACGCGGGAGACCGG
GGTTCGATTCCCCGACGGGGAG

ex3_57
11485_
x1

CM00067
4.2/49817
479-
49817409

14 0.003 28.2 1 TAGGATGTGGTGTGATAGGTAGCATGGAGAATTTTGGATTCTCAGGGGTA
GGTTCAATTCCTATATTCTAG

ex3_57
14527_
x1

CM00066
9.2/14180
3557-
14180362
8

14 0.002 28.2 1 TAGGACGTGGTGTAGTAGGTAGCATGGAGAATGTTGAATTCTCAGGGGTA
GGTTCAATTCCTATAGTTCTAG

ex3_57
17520_
x1

CM00066
4.2/11702
6500-
11702643
5

14 0.003 28.2 1 GGTAAAATGACTGAGTAAGCGTTAGACTGTAAATCAAAAGATGGAGGTCAA
GGCCTCCTTTTACCA

ex3_57
19633_
x1

CM00067
1.2/80564
882-
80564950

13 0.008 26.3 1 AAGGGCTTAGCTTAATTAAAGTGGTTGATTTGTGTTCAATTGATGCAGAAC
AGAGTCTTGCAGTCCTTA

ex3_57
20245_
x1

CM00067
0.2/66113
367-
66113459

24 ###### 48.1 1 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGCTACTTCCTCAGC
AGGAGACATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_57
20851_

CM00066
8.2/26568

13 0.009 26.3 1 CCTTCGATAGCTCAGTTGGTAGAGCGGAGGACTGTAGTTGGCTGTGTCCT
TAGACATCCTTAGGTCGCTGGTTCGAATCCGGCTCGAAGGA



x1 858-
26568948

ex3_57
21047_
x1

CM00066
3.2/14380
0111-
14380004
1

16 0.0001 32.2 1 GCACTGGTGGTTCAGTGGTAGGGTTCTCGCCTCACACGCGGGAGACCCG
GGTTCAATTCCCGGTCAAGGCA

ex3_57
21922_
x1

CM00066
3.2/24887
4248-
24887431
9

20 ###### 40.1 1 TCCCTGGTGGTCTAGTGGTTAGGATTCGGCGCTCTCACCGCCGCGGCCC
GGGTTCGATTCCCGGTCAGGAAA

ex3_57
27083_
x1

CM00066
4.2/11702
3841-
11702391
5

13 0.009 26.3 1 GTTAAGATGGCAGAGCCCAGCAATTGCATAAATCTTAAAACTTTATAATCA
GAGGTTCGACTCCTCTTCTTAACA

ex3_57
27638_
x1

KI270803.
1/667733-
667803

14 0.002 28.2 1 GTTAATGTAGCTTAATTATTTAAAGCAAGACACTGAAAATGTCTAGATGGGC
TTATACAGCCCCATAAACA

ex3_57
28171_
x1

CM00068
5.2/39153
03-
3915230

26 ###### 44.1 1 GGCCGGTTAGCTCAGTTGGTAAGAGCGTGGTGCTGATAACACCAAGGTCG
CGGGCTCGACTCCCGCACCGGCCA

ex3_57
28385_
x1

CM00066
6.2/40906
798-
40906726

13 0.008 26.3 1 GACCATGTGGCCTAAGGGAAAAGACATCTCACTTTGGGTCAGAAGATTGA
GGGTTCAAGTCCTTTCATGGTCA

ex3_57
31720_
x1

CM00066
6.2/15546
1250-
15546131
5

22 ###### 44.1 1 GGTAAAGTGGCTGAATAAGCATTAGACTGTAAATCTAAAGACAGAGGTCAA
GGCCTCTTTTTAGCA

ex3_57
34442_
x1

CM00066
3.2/14837
8989-
14837891
6

14 0.004 28.2 1 GTCTCTGTGGCACAATCGGTTAGCGCGTTCGGCTGTTAATCTAGAGGTTG
GTGGTTAGAGCCCACTGAGGGATG



ex3_57
35455_
x1

CM00067
8.2/33698
13-
3369884

13 0.009 26.3 1 TAGGACTTGGTGTAATGGGTAGCACAGAGAATTTTGGATTCTCAGGGGTG
GGTTCAATTCCTTTCGTCCTAG

ex3_57
39076_
x1

CM00066
8.2/57870
417-
57870345

14 0.005 28.2 1 GGGGAATTAGCCCAAGTGGTAGAGCGCTTGCTTAGCATGCAAGAGGTAGT
GGGATCGATGCCCACATTCTCCA

ex3_57
40339_
x1

CM00066
8.2/69204
486-
69204568

13 0.01 26.3 1 ACTCATTTGGCTGAGTGGTTAAGGCATTGGACTTAAGATCCAATGGAGTAG
TGGCTGTGTGGGTTTAAACCCCACTACTGGTA

ex3_57
45328_
x1

CM00067
2.2/19747
745-
19747689

13 0.01 26.3 1 TGGTGTAATAGGTAGCACAGAGAATTCTGGATTCTCAGGGGTAGGTTCAAT
TCCTAT

ex3_57
46011_
x1

CM00066
6.2/15546
3900-
15546382
6

13 0.01 26.3 1 GTTAAGATGGCAGAGCCTGGTAATTGCATAAAACTTAAAATTTTATAATCAG
AGGTTCAACTCCTCTTCTTAACA

ex3_57
48544_
x1

CM00067
0.2/66113
988-
66114076

13 0.008 26.3 1 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGGCGCGCGCCCGT
GGCCATCCTTAGGTCGCTGGTTCGATTCCGGCTCGAAGGA

ex3_57
50555_
x1

CM00068
5.2/55178
915-
55178987

14 0.003 28.2 1 TAGATTGAAGCCAGTTGATTAGGGTGTTTAGCTGTTAACGAAATTTTCGTG
GGTTTGAATTCCACCAATCTAG

ex3_57
53884_
x1

CM00067
8.2/31939
18-
3193990

18 0.004 28.2 1 GCCCCAGTGGCCTGATGGATAAGGTACTGGCCTCCTAAGCCAGGGATTGT
GGGTTCGAGTTCCACCTGGGGTA

ex3_57
56847_
x1

CM00066
3.2/16162
1675-
16162174
8

24 ###### 48.1 1 GTTTCTGTAGCGCGATCGGTTAGCGCCTTCGGCTGTTAAACGAAAGGTTG
GTGGTTCGTTCCCACCCCGGGACA

ex3_57
57187_

CM00066
7.2/26198

13 0.008 26.3 1 GCCCGACTACCTCAGTCGGTGGAGCATGGGACTCTTCATCCCAGGGTTGT
GGGTTCGAGCCCCACATTGGGCA



x1 502-
26198430

ex3_57
57366_
x1

CM00067
9.2/64530
873-
64530800

25 ###### 50.1 1 AGCACCATGGCTTAGCTGGTTAAAGCACCTGTCTAGTAAACAGGAGATCCT
GAGTTTCAATTCCAATGGTGCCT

ex3_57
59246_
x1

CM00066
8.2/28989
002-
28989083

17 0.008 26.3 1 GGTAGCGTGGCCGAGCGGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCTT
CGGGGGCGTGGGTTCAAATCCCACCGCTGCCA

ex3_57
59452_
x1

CM00066
3.2/55373
438-
55373506

20 0.0003 32.2 1 GAGAAAGTCATCGTAGTTACGAAGTTGGCTTAAACCCAGTTTTGGGAGGTT
CAATTCCTTCCTTTCTCT

ex3_57
60063_
x1

GL00025
5.2/88972
-88899

14 0.002 28.2 1 GCCGAAATAGCTCAGTTGGGAGAGCGTTAGACCGAAGATCTTAAAGGTCC
CTGGTTCAATCCCGGGTTTCGGCA

ex3_57
62777_
x1

CM00066
3.2/16161
2718-
16161278
9

13 0.01 26.3 1 GCGTTGGTGGTGTAGTGGTGAGCACAGCTGCCTTTCAAGCAGTTAACGCG
GGTTCGATTCCCGGGTAACGAA

ex3_57
63390_
x1

CM00067
9.2/22527
153-
22527081

16 0.0001 32.2 1 TAGATTGAAGCCAGTTGATTAAGGTATTTAGCTGTTAACCAAATTTTTGTGG
GTTTAAGTCCCATTGATCTAG

ex3_57
64687_
x1

CM00066
3.2/16872
583-
16872654

15 0.0008 30.2 1 TCCCTGGTGGTCTAGTGGCTAGGATTCGGCGCTTTCACCGCCGCGGCCC
GGGTTCGATTCCCGGCCAGGGAA

ex3_57
66530_
x1

CM00067
1.2/92539
385-
92539457

18 0.006 28.2 1 TAGATTGAAGCCAGTTGATTAGGGTATTTAGCTGTTAACTACATTTTTATGG
GTTTGAGTCCCATTTATCTAG

ex3_57
69284_
x1

CM00067
2.2/12581
9937-
12581987
4

13 0.01 26.3 1 GGTAAAATGGCAGAGCAAGCATTAGACTGTAAATCTAGAGACAGGTTGAG
CCCTCTTTTTACCA



ex3_57
72834_
x1

CM00067
0.2/11093
4801-
11093486
9

23 ###### 46.1 1 GAGGGCTTAGCTTAATTAAAGTAGTTGATTTGCGTTCAATTGATGCAGAGT
GGAGTCTTGCAGTCCTTA

ex3_57
77346_
x1

CM00067
6.2/20677
100-
20677019

13 0.01 26.3 1 GGTAGTGTGGTTGAATGGTCTAAGGCACTGAATTTAGGCTCCAGTCTCTTT
GGGGACGTGGGTTTAAATCCCACTGCTGCAA

ex3_57
79437_
x1

CM00066
4.2/13138
5560-
13138563
1

13 0.009 26.3 1 TAGGACGTGGTGTGATAGGTAGCACGGAGAATTTTGGATTCTCAGGGATG
GGTTCAATTCCTGTAGTTCTAG

ex3_57
80488_
x1

CM00066
9.2/14935
6723-
14935666
5

22 0.003 28.2 1 ATAGCTCAGTGGTAGAGCATTTAACTGTAGATCAAGAGGTCCCTGGATCAA
CTCTGGGT

ex3_57
87509_
x1

CM00066
9.2/97141
638-
97141584

14 0.004 28.2 1 GCTAGTCAGTAGAGCATGAGACTCTTAATCTCAGGGTCGTGGGTTCGAGC
CCCAC

ex3_57
94886_
x1

CM00067
6.2/83589
111-
83589041

13 0.01 26.3 1 GTTAATGTAGCTTAATTATTCAAAGCAAGACACTGAAAATGTCTAGATGGGT
TTACACAATTCCATAAACG

ex3_57
96267_
x1

GL00025
6.2/52365
-52293

13 0.008 26.3 1 GGCCGCGTGGCCTAATGGATAAGGCGTCTGATTCCGGATCAGAAGATTGA
GGGTTAGAGTCCCTTCGTGGTCG

ex3_57
99641_
x1

CM00066
3.2/16535
350-
16535279

23 ###### 46.1 1 TCCCTGGTGGTCTAGTGGCTAGGATTCGGCGCTTTCACCGCCGCGGCCC
GGGTTCGATTCCCGGTCAGGGAA

ex3_57
99788_
x1

CM00066
5.2/10690
2102-
10690203
1

16 0.0003 32.2 1 TAGGATGTGGTGTATTAGGTAGCACAGAGAATTTTGGATTCTCAGGGGTAG
GTTCGATTCCTATAATTCTAC



ex3_58
00888_
x1

CM00066
8.2/28478
704-
28478623

15 0.0005 30.2 1 GGTAGCGTGGCCGAGTGGTCTAAGACGCTGGATTAAGGCTCCAGTCTCTT
CGGGGGCGTGGGTTTGAATCCCACCGCTGCCA

ex3_58
01937_
x1

CM00066
6.2/15546
2873-
15546280
5

13 0.008 26.3 1 GGAAATATGTCAGACAAAAGAATTACTTTGATAGAGTAAACAATAGAGGTT
AAAATCCTCTAATTTCTA

ex3_58
02290_
x1

CM00066
5.2/17699
968-
17699905

15 0.0008 30.2 1 GTATATCTCAGGGGGCAGAGCATTTGACTGCAGATCAAGAGGTCCCCGGT
TGAAATCCGGGTGC

ex3_58
10632_
x1

CM00066
3.2/14515
7157-
14515722
9

16 0.0001 32.2 1 GTTTCCGTAGTGTAGTGGTTATCATGTTCGCCTCACACGCGAAAGGTCCC
CGGTTCGAAACTGGATGGAAACA

ex3_58
11844_
x1

CM00066
3.2/23794
2562-
23794263
3

13 0.009 26.3 1 TAGGACTTGGTGTAATAGGTAGCACGAAGAGATTTGGATTCTCAGGGGTA
GGTTCAATTCCTATAGTTCTGG

ex3_58
13753_
x1

CM00068
3.2/88455
58-
8845492

14 0.004 28.2 1 GGTAAAATGACTGAGTAGGGCATTAGACTGTACATCTAAAAACAGAGGTCA
ACGCCTGTTTTTACCA

ex3_58
14596_
x1

CM00066
8.2/28489
066-
28488993

13 0.009 26.3 1 GGCTCTATGGCTTAGTTGGTTAAAGCGCCTGTCTCGTAAACAGGAGATCCT
GGGTTCGACTCCCAGTGGGGCCT

ex3_58
17009_
x1

AC00867
0.6/83725
-83795

13 0.009 26.3 1 ACUUUUAAAGGAUAACAGCCAUCCGUUGGUCUUAGGCCCCAAAAAUUUU
GGUGCAACUCCAAAUAAAAGUA

ex3_58
22328_
x1

GL00025
3.2/73472
-73400

13 0.01 26.3 1 GCCGAGATAGCTCAGTTGGGAGAGCGTTAGACTGAAGATCTAAAGATCCC
TGGTTCAATCCCGGGTTTCGGCA

ex3_58
25943_
x1

CM00067
8.2/31961
53-

13 0.009 26.3 1 GCCCAGCTAGCTCAGCCGGTAGAGCACAAGACTCTTAATCTCAGGGTCGT
GGGTTTGAGCCCTGTGTTGAGCA



3196225

ex3_58
27416_
x1

CM00066
3.2/14804
8589-
14804851
6

20 0.0004 32.2 1 GTCTCTGTGGCGCAATCGGTTAGCGCGTTCGGCTGTTAACTGAAAGGTTA
GTGGTTCGAGCCCACCCGGGGACG

ex3_58
33284_
x1

CM00067
9.2/40082
752-
40082680

13 0.009 26.3 1 GATTCTATAGTGTAGCAGTTATCACATCTGCTTTACATGCAGAAGGTCCTA
GGTTTGAGCCGCGGTGGAACCA

ex3_58
36127_
x1

CM00066
8.2/57842
286-
57842214

13 0.01 26.3 1 GCCCTCTTAGTGCAGCTGGCAGCGCGTCAGTTTCATAATCTGAAAGTCCT
GAGTTCAAGCCTCAGAGAGGGCA

ex3_58
37463_
x1

CM00067
9.2/19598
561-
19598631

14 0.002 28.2 1 GTTAATGTAGCTTAATTATTCAAAGCAAGACACTGAAAATGTCTAGATGGGT
CTGCACATCCCCATAAACA

ex3_58
37558_
x1

CM00066
3.2/14835
3561-
14835363
2

15 0.001 30.2 1 GGTTCCATGGGTTAATGGTGAGCACCCTGGACTCTGAATCAAGCGATCCG
AGTTCAAATCTCGGTGGTACCT

ex3_58
40339_
x1

CM00066
3.2/16532
471-
16532398

27 ###### 54 1 GTCTCTGTGGTGCAATCGGTTAGCGCGTTCGGCTGTTAACCATAAGGTTG
GTGGTTACAGACCACCCAGGGACG

ex3_58
43731_
x1

CM00067
0.2/11093
4549-
11093461
4

17 ###### 34.2 1 GGTAAAATGGCTGAGTAAACATTAGACTGCAAATCTGAAGATGGAGGTTAA
GGCCTCTTTTTACCA

ex3_58
52111_
x1

CM00066
4.2/14022
1556-
14022148
5

13 0.009 26.3 1 GCTAAGATGGCAGAGCCCGGCAATTGCATAAAACTTAAAACTTTATAATCT
GAGGTTCAACTCCTCTTAACA



ex3_58
52426_
x1

CM00067
1.2/54433
01-
5443364

17 ###### 34.2 1 TGCACAATAGTTAAGAGCATAAACACTGGAACCAGATGTCTGGGTTCGAAT
CCCAGCTGTGCTA

ex3_58
55051_
x1

CM00066
4.2/13027
2409-
13027233
8

17 0.01 26.3 1 TAGGACGTGGTGTGATAGGTAGCATGGAGAATTTTGGATTCTCAGGGATG
GGTTCAATTCCTATAGTCCTAG

ex3_58
61314_
x1

CM00067
5.2/36065
681-
36065610

13 0.008 26.3 1 TAGGATGTGGTGTGACAGGTAGCATGGAGAATTTTGGATTCTCAGGGTTA
GGTTCAATTCCTATAGTTCTAG

ex3_58
64767_
x1

CM00066
9.2/14180
2320-
14180238
8

15 0.001 30.2 1 AAGGGTTTAGCTTAGTTAAAGTGGTTGATTTGCATTCAACTGATGCAGAAT
AGAGTCTGGCAGTCCTTA

ex3_58
68643_
x1

CM00066
3.2/54957
941-
54957869

30 ###### 60 1 GCCCAGCTAGCTCAGTCGGTAGAGCATGAGACTCTTAATCTCAGGGTCAT
GGGTTTGAGCCCCACGTTTGGTG

ex3_58
68660_
x1

CM00066
9.2/14966
4824-
14966489
5

13 0.008 26.3 1 GGGGGTATAGCTCACAGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCC
GGTTCAAATCTGGGTGCCCCCT

ex3_58
77017_
x1

GL00025
1.2/28053
0-280459

26 ###### 52 1 GGGGGTGTAGCTCAGTGGTAGAGCGCATGCTTTGCATGTATGAGGTCCCG
GGTTCGATCCCCGCCACCTCCA

ex3_58
78576_
x1

CM00066
4.2/13027
5520-
13027545
1

14 0.002 28.2 1 GAGAAGGTCACAGAGGTTATGGGATTGGCTTGAAACCAGTCTGTGGGGG
GTTCGATTCCCTCCTTTTTCA

ex3_58
79275_
x1

CM00067
1.2/12035
5157-
12035507
5

14 0.004 28.2 1 GTCAGGGTGGCTGAGCAGTCTGAGGGGCTGCGTTCAGGTCGCAGTCTGC
CCTGGAGGCGTGGGTTCGAATCCCACTCCTGAAA



ex3_58
81865_
x1

CM00066
9.2/14935
5746-
14935567
5

16 0.0001 32.2 1 GGGGGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAGAGGTCCCC
AGTTCAAATCTGGGTGCCCCCT

ex3_58
81928_
x1

CM00066
8.2/27162
271-
27162344

13 0.008 26.3 1 GGCCCTGTGGCTTAGCTGGTCAAAGCGCCTGTCTAGTAAACAGGAGATCC
TGGGTTCGAATCCCAGCGGGGCCT

ex3_58
86017_
x1

CM00068
5.2/55178
753-
55178818

14 0.007 28.2 1 GGTAAAATGGCTGGGTAAGCATTAGACTGTAAATCTAAAGACAGAGGCCA
AGGCCGCTTTTTAGCA

ex3_58
88434_
x1

CM00066
3.2/14383
1781-
14383170
8

15 0.0009 30.2 1 GTCTCTGTGGCGCAATCGGCTAGCGCGTTTGGCTGTTAACTAAAAAGTTG
GTGGTTCGAACACACCCAGAGGCG

ex3_58
91501_
x1

CM00066
3.2/23794
1237-
23794130
9

13 0.008 26.3 1 TAGATTGAAGCCAGTTGATTAGGGTATTTAGCTGTTAACTAAGTTTTCATGG
GTTTGAATCCCACCGATCTAG

ex3_58
92700_
x1

CM00067
3.2/10340
4238-
10340430
7

13 0.008 26.3 1 CAAGAAATTCATAGAGGTTATGGGATTGGCTAGAAACCAGTTTCAGGAGGT
TCGATTCCTTCCTTTTTGG

ex3_59
06282_
x1

CM00066
6.2/15546
2736-
15546280
7

13 0.008 26.3 1 TAGGACGTGGTGTGATAGGTAGCACAGAGAATTTTGGATTCTCAGGGGTA
GGTTAAATTCCTATAGTACTAG

ex3_59
09145_
x1

CM00066
8.2/26673
362-
26673434

19 0.001 30.2 1 GGGGAATTAGCTCAAGTGGTAGAGCGCTTGCTTAGCATGCAAGAGGTAGT
GGGATCAATGCCCACATTCTCCA

ex3_59
09173_
x1

CM00067
9.2/22527
306-

14 0.004 28.2 1 GGTAAGATGGCTGAGCAAAGCATTAGACTGTAAATCTAAAAACTCTCTTTTT
ACCA



22527251
ex3_59
10134_
x1

CM00068
5.2/10277
3201-
10277327
5

13 0.008 26.3 1 GTTAAGATGGTAGAGCCTGGTAATTGCATAAAACTTGAAATTTTATAATCAG
AGGTTCAATTACTCTTCTTTTTA

ex3_59
15573_
x1

CM00066
9.2/14940
6135-
14940606
4

13 0.008 26.3 1 GGGGGTATAGCTGAGGAGTAAACCATTTGGCTGCAGATCAAGTGGTCCCT
GGTTCAAATATGGGTGCCCTCT

ex3_59
17200_
x1

CM00067
1.2/92539
198-
92539263

13 0.009 26.3 1 GGTAAAATGGCTGAGTAAAGCATTAGACTGTAAATCTAAGGACAGAGGCTA
AACCTCTTTTTACCA

ex3_59
22691_
x1

CM00066
4.2/13138
5697-
13138562
9

15 0.0006 30.2 1 AGAAATATGTCTGACAAAAGAATTACTTTGACAGAGTAAACAACAGAGGTT
AAAATCCTCATATTTCTA

ex3_59
22886_
x1

CM00066
8.2/26305
570-
26305493

14 0.003 28.2 1 GAGGCCTGGCCGAGTGGTTAAGGCGATGGACTGCTAATCCATTGTGCTCT
GCACGCGTGGGTTCGAATCCCATCCTCG

ex3_59
24225_
x1

CM00066
8.2/26721
065-
26720992

18 0.003 28.2 1 GGCCGGTTAGCTCAGTTGGTCAGAGCGTGGTGCTAATAACGCCAAGGTCG
CGGGTTCGATCCCCGTACGGGCCA

ex3_59
28764_
x1

CM00067
1.2/74903
145-
74903074

15 0.001 30.2 1 TCCTCGTTAGTATGGTGGTGAGTATCCCTGCCTGTCACGCGGGAGACCGG
GGTTCGATTCCCCAACGGGGAG

ex3_59
30597_
x1

CM00067
2.2/69595
484-
69595416

14 0.004 28.2 1 AGAAATATGTCCGATAAAAGAGTTACATTGATAGAATAAATAATAGAGGTTT
AAATCCTCTTATTTCTA

ex3_59
31472_
x1

CM00066
3.2/14512
9239-
14512931

25 ###### 50.1 1 GTCTCTGTGGCGCAATCGGCTAGCGCGTTTGGCTGTTAACTAAAAGGTTG
GCGGTTCGAACCCACCCAGAGGCG



2

ex3_59
37476_
x1

CM00066
3.2/12104
8505-
12104843
2

14 0.002 28.2 1 GTCTCTGTGGCGCAATCGGCTAGCGCTTTTGGCTGTTAACTAAAAGGTTG
GTGGTTTGAACCCACCCAGAGGCG

ex3_59
41921_
x1

CM00067
0.2/46827
965-
46828036

14 0.004 28.2 1 TACGACATGGTGTAATAAGTAGCACAGAGAATTTTGGGTTCTCAGGGGTAG
GTTCAATTCCCATAGTTCTAG

ex3_59
42220_
x1

CM00067
8.2/10721
693-
10721625

13 0.009 26.3 1 GTAAATATAGTTTAACCAAAACATTAGACTATGAATCTAACAATAGAAGCCC
GCAACTTCTTATCTACC

ex3_59
42967_
x1

GL00025
4.2/29263
-29190

14 0.004 28.2 1 GCTGAAATAGCTCAGTTGGGAGAGCGTTAGACTGAAGATCTTAAAGTTCCC
TGGTTCAACCCTGGGTTTCAGCC

ex3_59
55317_
x1

CM00067
2.2/36434
555-
36434485

14 0.002 28.2 1 ACTTTTAAAGTATAAGAGCGACCCATTGGTCTTAGGAACCAAAAATATTGG
TGCAACTCCAAATAAAAGTA

ex3_59
60246_
x1

CM00066
3.2/16559
6913-
16559698
5

14 0.003 28.2 1 GTCTAGCTAGATCAGTTGGTAGAGCATAAGACTCTTAATCTCAGGGTCATG
GGTTTGAGCCCTACGTTGGGCG

ex3_59
68528_
x1

CM00067
3.2/54759
373-
54759316

14 0.003 28.2 1 TAGCTTAGTTGATGAAGCGTGAGACTCTTAATCTCAGGGTAGTGGGTTCAA
GCCCCAC

ex3_59
74922_
x1

CM00067
0.2/46828
102-
46828034

13 0.009 26.3 1 GGAAATATGTTCAACAAAAGAATTACTTTGATAGACTAAACAATGGAGGTTA
AAATCCTCTTATTTCTA

ex3_59
82080_
x1

CM00066
7.2/13218
0779-
13218083
8

19 0.002 30.2 1 AGGGGTATAGCTCAGTGGTAGAGCATTTGACTGCAGATCAAAAAAAAAAAG
TTTCCCCCG



ex3_59
83262_
x1

CM00066
8.2/15654
7986-
15654791
2

13 0.01 26.3 1 GTTAAGACGGCAGAGCCCGGCAATTGCGTAAAATTTACAACTTTATGGGCA
GAGGTTCAATTCCTCTTCTTAACA

ex3_59
95369_
x1

CM00066
8.2/27631
421-
27631514

14 0.004 28.2 1 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATACAACAGTATATG
TGCGGGTGATGCCGAGGTTGTGAGTTCGAGCCTCACCTGGAGCA

ex3_59
97393_
x1

CM00066
9.2/14960
8376-
14960844
7

14 0.002 28.2 1 GGGTGTATGGCTCAGGGGTAGAGAATTTGACTAGAGATCAAGAGGTCCCT
GGTTCAAATCCAGGTGCCCCCT

ex3_60
02730_
x1

CM00068
5.2/55181
396-
55181322

14 0.004 28.2 1 GTTAAGATGGCAGAGCCCGGCAATTGCATAAGACTTAAAACTTTATAATCA
GAGGTTCAACTCCTCTCATTAACA

ex3_60
09060_
x1

CM00066
8.2/27209
849-
27209930

30 ###### 60 1 GCTGTGATGGCCGAGTGGTTAAGGCGTTGGACTCGAAATCCAATGGGGTC
TCCCCGCGCAGGTTCAAATCCTGCTCACAGCG

ex3_60
18723_
x1

CM00068
2.2/30746
051-
30746117

13 0.009 26.3 1 GGTAAAATGACTGAGTAGGGCATTAGACTGTACATCTAAAAACAGAGGTCA
AGTCCTGTTTTTACCA

ex3_60
28422_
x1

CM00066
4.2/13138
4241-
13138431
3

18 0.003 28.2 1 TAGATTGAAGCCAGTTGATTAGGGTGTTTAGCTGTTAATTAAATTTTCGTGG
GTTTAAGTCCCGTCAATCTAG

ex3_60
41109_
x1

CM00066
8.2/27532
208-
27532289

15 0.001 30.2 1 GTAGTCGTGGCCGAGTGGTTAAGGCGATGGACTAGAAATCCATTGGGGTT
TCCCCACGCAGGTTCGAATCCTGCCGACTACG

ex3_60
49787_
x1

CM00066
3.2/14970
8730-
14970866
0

15 0.0006 30.2 1 GCAGTGGTGGTTCAGTGGTAGGGTTCTCGCCTCACACGCGGGAGACCCG
GGTTCAATTCCCGGTCAAAGCA



ex3_60
57824_
x1

CM00066
3.2/23794
1074-
23794113
9

14 0.002 28.2 1 GGTAAAATGACTGAGTAAGCATTAGACTATAAATCTAAAGACAGAGGTCAA
GACCTCTTTTTACCA

ex3_60
86981_
x1

CM00066
9.2/14958
4725-
14958479
6

21 ###### 34.2 1 GGGGGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAGAGGTCTCT
GGTTCAAATCCAGGTGCCCCCT

ex3_60
90119_
x1

CM00066
9.2/64110
164-
64110229

13 0.008 26.3 1 GGTAAAATGGCTGAGTAAGCATTAGACTGTAAATCTAAAGACAGAGGTCAA
GGCCTCTTTTTTCCT

ex3_60
90541_
x1

KI270879.
1/243806-
243735

13 0.01 26.3 1 TAGGATGTGGTGTATTATGTAGCACGGAGAATTTTGGATTCTCATGGGTAG
GTTCAATTCCTGTAATTCTAG

ex3_61
03961_
x1

CM00067
4.2/27690
373-
27690445

14 0.002 28.2 1 ACCCAGATAGCTCAGTCAGTAGAGCATCAGACTTTTAATCTGAGGGTCCAA
GGTTCATGTCCCTTTTTGGGTG

ex3_61
16175_
x1

CM00067
0.2/33015
199-
33015128

14 0.005 28.2 1 TAGTACATAGTGTAATAGGTAGCACAGATAATTTTGGATTCTCAGGGGTAG
GTTCAATTCTTATAGTTCTAG

ex3_61
41787_
x1

CM00066
4.2/15526
3939-
15526401
1

14 0.004 28.2 1 TAGATTGAAGCCACTTGATTAGGGTATTTAGCTGTTAACTAAATTTTTGTGG
GTTTAAGTCCCGTTAATCTAG

ex3_61
43180_
x1

CM00066
3.2/16875
463-
16875536

13 0.01 26.3 1 GTCTCTGTGGTGCAATCGGTTAGCGCGTTCGGCTGTTAACCATAAGGTTG
GTGGTTAGAGACCACCCAGGGACG

ex3_61
50395_
x1

CM00066
8.2/26687
257-
26687329

21 ###### 42.1 1 GGGGAATTAGCTCAAGTGGTAGAGCGCTTGCTTAGCACGCAAGAGGTAGT
GGGATCGATGCCCACATTCTCCA

ex3_61
66629_

CM00066
9.2/64110

14 0.002 28.2 1 TAGATTGAAGCCAGTTGATTAGGGTGTTTAGCTGTTAACTAAATTTTCGTG
GTTTAAGTCCCACCAATCTAG



x1 327-
64110398

ex3_61
84109_
x1

CM00067
1.2/78741
572-
78741640

14 0.005 28.2 1 AAGAGCTTAGCTTAATTAAAGTGGTTGATTTGTGTTCAATTGATGCAGAATA
GAGTCTTGCAGTCCTTA

ex3_62
10314_
x1

CM00066
9.2/57194
203-
57194273

13 0.008 26.3 1 AGTTGTAGAGGATAAGAGCTATCCATTGGTCTCAGGAACCAAAAATATTGG
TGCAACTCCAAATACAAGTA

ex3_62
13134_
x1

CM00067
8.2/33699
50-
3369882

15 0.001 30.2 1 GGAAATATGTCCGACACAAGAATTACTTTGATAGAGTAAACAATAAAGGTTT
AAATCCTCTCATTTCTA

ex3_62
26588_
x1

GL00025
3.2/68435
-68365

18 0.003 28.2 1 GGGGGTGTAGCTCAGTGGTAGAGCGCATGCTTTGCATGTATGAGGCCTCG
GTTCGATCCCCGACACCTCCA

ex3_62
35967_
x1

GL00025
1.2/23841
2-238484

16 0.0002 32.2 1 GCCTGGATAGCTCAGTTGGTAGAACATCAGACTTTTAATCTGACGATGCAG
GGTTCAAGTCCCTGTTCAGGCG

ex3_62
37537_
x1

CM00067
8.2/70778
281-
70778211

41 ###### 73.8 1 GCATTGGTGGTTCAGTGGTAGAATTCTCGCCTGCCACGCGGGAGGCCCG
GGTTTGATTCCCGGCCAGTGCA

ex3_62
53735_
x1

CM00066
8.2/27605
745-
27605638

13 0.008 26.3 1 GTCAGGATGGCCGAGTGGTCTAAGGCGCCAGACTCAAGCTTACTGCTTCC
TGTGTTCGGGTCTTCTGGTCTCCGTATGGAGGCGTGGGTTCGAATCCCAC
TTCTGACA

ex3_62
59611_
x1

CM00066
3.2/16154
0241-
16154031
4

35 ###### 69.9 1 GTCTCTGTGGCGCAATCGGTTAGCGCGTTCGGCTGTTAACCGAAAGGTTG
GTGGTTCGATCCCACCCAGGGACG

ex3_62
61570_
x1

CM00066
3.2/14955
8493-
14955841
9

13 0.008 26.3 1 GTCTCTGTGGCGCAATTGGTTAGCGCGTTCGGTTGTTAACCGTAAAGGTT
GGTGGTTCGAGCCCACCCAGGAACG



ex3_62
67923_
x1

CM00066
8.2/27576
067-
27576139

14 0.002 28.2 1 ACCTGGGTAGCTCAGTAGGTAGAACATCAGACTTTTAATCTGAGGGTCTAG
GGTTCAAGTCCCTGTCCAGGCG

ex3_62
91923_
x1

CM00066
4.2/21177
8006-
21177793
8

13 0.008 26.3 1 AAGGGCTTAGCTTAATTAAAGTGGTTTATTTGCGTTCAACTGATGCAGAATA
GAGTCTTGCAGCCCTTA

ex3_63
26101_
x1

CM00066
9.2/57186
344-
57186273

16 0.0003 32.2 1 TAGGACGTGGTGTGATAGGTAGCATGGGGAATTTTGGATTCTCAGGGGTG
GGTTCAATTCCTATAGTTCTAG

ex3_63
56549_
x1

CM00067
3.2/10341
1122-
10341105
2

14 0.006 28.2 1 GTTAATGTAGCTTAATTATTTAAAGGAAGACACTGAAAATGTCTAGATGGGT
TTGCACAACCCCATAAACA



(b)

Qseqid Sseqid NT Evalue Bitscor
e

Numb
er

Sequence

co3_131898
4_x14055

AC092686.3/296
31-29561

30 ###### 60 14055 GCAUUGGUGGUUCAGUGGUAGAAUUCUCGCCUGCCACGCG
GGAGGCCCGGGUUCGAUUCCCGGCCAAUGCA

co3_140152
2_x13170

GL000253.2/247
759-247830

30 ###### 60 13170 TCCCTGGTGGTCTAGTGGTTAGGATTCGGCGCTCTCACCGCC
GCGGCCCGGGTTCGATTCCCGGTCAGGGAA

co3_147909
9_x12667

AF347001.1/160
15-15948

20 ###### 40.1 12667 CAGAGAAUAGUUUAAAUUAGAAUCUUAGCUUUGGGUGCUAA
UGGUGGAGUUAAAGACUUUUUCUCUGA

co3_185684
9_x8797

ENST00000387
461.2

17 ###### 34.2 8797 CAGAGAATAGTTTAAATTAGAATCTTAGCTTTGGGTGCTAATG
GTGGAGTTAAAGACTTT

co3_213255
2_x6512

AF347015.1/160
4-1672

17 ###### 34.2 6512 CAGAGUGUAGCUUAACACAAAGCACCCAACUUACACUUAGG
AGAUUUCAACUUAACUUGACCGCUCUGA

co3_240741
3_x5455

AC093311.2/140
036-139968

31 ###### 61.9 5455 GUUCUUGUAGUUGAAAUACAACGAUGGUUUUUCAUAUCAUU
GGUCGUGGUUGUAGUCCGUGCGAGAAUA

co3_323672
7_x3090

ENST00000387
441.1

22 ###### 44.1 3090 GTAAATATAGTTTAACCAAAACATCAGATTGTGAATCTGACAA
CAGAGGCTTACGACCCC

co3_324290
6_x3085

ENST00000387
342.1

17 ###### 34.2 3085 CAGAGTGTAGCTTAACACAAAGCACCCAACTTACACTTAGGA
GATTTCAACTTAACTTGA

co3_355114
7_x2550

CM000678.2/31
91501-3191573

40 ###### 79.8 2550 GCCCGGCTAGCTCAGTCGGTAGAGCATGGGACTCTTAATCTC
AGGGTCGTGGGTTCGAGCCCCACGTTGGGCG



co3_359915
6_x2502

ENST00000387
449.1

25 ###### 50.1 2502 GAGAAAGCTCACAAGAACTGCTAACTCATGCCCCCATGTCTA
ACAACATGGCTTTCTCA

co3_361410
7_x2478

CM000663.2/14
8302805-
148302734

26 ###### 52 2478 GCCGTGATCGTATAGTGGTTAGTACTCTGCGTTGTGGCCGCA
GCAACCTCGGTTCGAATCCGAGTCACGGCA

co3_437415
5_x1469

GL000252.2/133
42-13414

34 ###### 36.2 1469 GCCTGGATAGCTCAGTTGGTAGAACATCAGACTTTTAATCTGA
CGGTGCAGGGTTCAAGTCCCTGTTCAGGCG

co3_446501
2_x1366

ENST00000387
421.1

20 ###### 40.1 1366 CACTGTAAAGCTAACTTAGCATTAACCTTTTAAGTTAAAGATTA
AGAGAACCAACACCTC

co3_468900
9_x1180

AF382005.1/581
-651

30 ###### 60 1180 GUUUAUGUAGCUUACCUCCUCAAAGCAAUACACUGAAAAUG
UUUAGACGGGCUCACAUCACCCCAUAAACA

co3_473880
7_x1138

AC007298.17/14
5366-145295

38 ###### 75.8 1138 UCCUCGUUAGUAUAGUGGUGAGUAUCCCCGCCUGUCACGC
GGGAGACCGGGGUUCGAUUCCCCGACGGGGAG

co3_486830
9_x1036

CM000663.2/14
5459658-
145459729

32 ###### 63.9 1036 GGTTCCATGGTGTAATGGTGAGCACTCTGGACTCTGAATCCA
GCGATCCGAGTTCGAGTCTCGGTGGAACCT

co3_497921
8_x963

ENST00000387
377.1

14 ###### 28.2 963 AGTAAGGTCAGCTAAATAAGCTATCGGGCCCATACCCCGAAA
ATGTTGGTTATACCCTTC

co3_531494
9_x769

CM000666.2/54
88322-5488403

23 ###### 30.2 769 GATTTTATGGTGTAATGGTGAGCACTCTGGACTTGGAATCCA
GAATTAACAAACAGAACATCCTGCAATTTTATTAAGAGCA

co3_545869
2_x705

CM000664.2/20
2614781-
202614713

13 0.008 26.3 705 AAGAGAGTCATAGAAGTTATGGGATTGGCTTGAAACCAATTTC
TGGAAGTTCAATTCCTTCCTTTCTTG



co3_562622
7_x635

AC006449.19/19
6857-196784

23 1E-08 46.1 635 GUCUCUGUGGCGCAAUCGGUUAGCGCGUUCGGCUGUUAAC
CGAAAGGUUGGUGGUUCGAGCCCACCCAGGGACG

co3_656413
7_x325

CM000668.2/28
658308-
28658237

20 ###### 40.1 325 GGGGATGTAGCTCAGTGGTAGAGCGCATGCTTAGCATGCAT
GAGGTCCCGGGTTCGATCCCCAGCATCTCCA

co3_658576
0_x320

CM000685.2/18
674981-
18674909

35 ###### 69.9 320 GGTTCCATAGTGTAGTGGTTATCACGTCTGCTTTACACGCAG
AAGGTCCTGGGTTCGAGCCCCAGTGGAACCA

co3_665542
2_x303

CM000678.2/10
721693-
10721625

26 ###### 28.2 303 GTAAATATAGTTTAACCAAAACATTAGACTATGAATCTAACAAT
AGAAGCCCGCAACTTCTTATCTACC

co3_677739
3_x274

AC008443.10/43
006-42934

23 ###### 46.1 274 GUUUCCGUAGUGUAGUGGUUAUCACGUUCGCCUCACACGC
GAAAGGUCCCCGGUUCGAAACCGGGCGGAAACA

co3_681552
0_x266

CM000681.2/41
242309-
41242237

29 ###### 34.2 266 GCCAGGATAGTTCAGGTGGTAGAGCATCAGACTTTTAACCTG
AGGGTTCAGGGTTCAAGTCTCTGTTTGGGCG

co3_684496
1_x260

CM000669.2/14
9691252-
149691181

24 ###### 32.2 260 GGGGATATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAAG
AGGTCCCCGGTTCAAATCCGGGTGCCCCCC

co3_689431
8_x249

CM000663.2/16
1612718-
161612789

16 0.0003 32.2 249 GCGTTGGTGGTGTAGTGGTGAGCACAGCTGCCTTTCAAGCA
GTTAACGCGGGTTCGATTCCCGGGTAACGAA

co3_692837
8_x242

ENST00000387
409.1

32 ###### 63.9 242 GGTAAAATGGCTGAGTGAAGCATTGGACTGTAAATCTAAAGA
CAGGGGTTAGGCCTCTTT

co3_699745
4_x228

CM000681.2/45
478687-
45478602

22 ###### 44.1 228 GCCCGGATGATCCTCAGTGGTCTGGGGTGCAGGCTTCAAAC
CTGTAGCTGTCTAGCGACAGAGTGGTTCAATTCCACCTTTCG
GGC



co3_719623
6_x190

AL163195.5/370
2-3774

18 ###### 28.2 190 GGCUCCAUAGCUCAGGGGUUAGAGCACUGGUCUUGUAAAC
CAGGGGUCGCGAGUUCAAAUCUCGCUGGGGCCU

co3_725411
7_x181

AF346992.1/158
90-15955

29 ###### 58 181 GUCCUUGUAGUAUAAACUAAUACACCAGUCUUGUAAACCGG
AGAUGAAAACCUUUUUCCAAGGACA

co3_739392
1_x159

AF381996.2/426
5-4333

17 ###### 34.2 159 AGAAAUAUGUCUGAUAAAAGAGUUACUUUGAUAGAGUAAAU
AAUAGGAGCUUAAACCCCCUUAUUUCUA

co3_739771
7_x158

AF347015.1/582
7-5762

17 ###### 34.2 158 AGCUCCGAGGUGAUUUUCAUAUUGAAUUGCAAAUUCGAAGA
AGCAGCUUCAAACCUGCCGGGGCUU

co3_742741
5_x153

ENST00000387
365.1

17 ###### 34.2 153 AGAAATATGTCTGATAAAAGAGTTACTTTGATAGAGTAAATAA
TAGGAGCTTAAACCCCC

co3_743686
5_x152

CM000678.2/33
69813-3369884

18 ###### 28.2 152 TAGGACTTGGTGTAATGGGTAGCACAGAGAATTTTGGATTCT
CAGGGGTGGGTTCAATTCCTTTCGTCCTAG

co3_745534
1_x149

CM000669.2/13
9340700-
139340772

21 ###### 42.1 149 GCCCCAGTGGCCTAATGGATAAGGCATTGGCCTCCTAAGCCA
GGGATTGTGGGTTCGAGTCCCATCTGGGGTG

co3_746186
0_x148

ENST00000387
405.1

14 ###### 28.2 148 AGCTCCGAGGTGATTTTCATATTGAATTGCAAATTCGAAGAAG
CAGCTTCAAACCTGCCG

co3_747677
7_x145

CM000668.2/27
777885-
27777956

21 ###### 42.1 145 AGCAGAGTGGCGCAGCGGAAGCGTGCTGGGCCCATAACCCA
GAGGTCGATGGATCTAAACCATCCTCTGCTA

co3_751010
8_x140

GL000256.2/253
971-254043

22 ###### 44.1 140 GCCTCCTTAGCGCAGTAGGCAGCGCGTCAGTCTCATAATCTG
AAGGTCCTGAGTTCGAACCTCAGAGGGGGCA



co3_756071
8_x133

CM000663.2/15
0045476-
150045406

20 ###### 32.2 133 GGGGGTGTAGATCAGTGGTAGGGCGCACGCTTAGCATGCAT
GAGGCCCTGGGTCAATCCCCAGCACCTCCA

co3_766146
5_x120

ENST00000387
456.1

37 ###### 73.8 120 ACTTTTAAAGGATAACAGCTATCCATTGGTCTTAGGCCCCAAA
AATTTTGGTGCAACTCC

co3_775409
8_x108

AF346999.1/440
2-4331

32 ###### 63.9 108 UAGGAUGGGGUGUGAUAGGUGGCACGGAGAAUUUUGGAUU
CUCAGGGAUGGGUUCGAUUCUCAUAGUCCUAG

co3_778768
1_x104

CM000663.2/16
1440242-
161440171

19 ###### 30.2 104 GCGTTGGTGGTATAGTGGTGAGCATAGTTGCCTTCCAAGCAG
TTGACCCGGGCTCGATTCCCGCCCAACGCA

co3_784054
7_x97

CM000663.2/93
847573-
93847657

34 ###### 67.9 97 GGCTCCGTGGCGCAATGGATAGCGCATTGGACTTCTAGAGG
CTGAAGGCATTCAAAGGTTCCGGGTTCGAGTCCCGGCGGAG
TCG

co3_791212
0_x89

AC005329.1/704
3-6971

22 ###### 44.1 89 GCCGAAAUAGCUCAGUUGGGAGAGCGUUAGACUGAAGAUC
UAAAGGUCCCUGGUUCGAUCCCGGGUUUCGGCA

co3_791692
6_x89

ENST00000386
347.1

27 ###### 54 89 GTTAAGATGGCAGAGCCCGGTAATCGCATAAAACTTAAAACT
TTACAGTCAGAGGTTCAA

co3_795618
3_x85

AC008443.10/82
40-8321

20 ###### 40.1 85 GGUAGCGUGGCCGAGCGGUCUAAGGCGCUGGAUUAAGGCU
CCAGUCUCUUCGGGGGCGUGGGUUCGAAUCCCACCGCUGC
CA

co3_797018
7_x83

CM000678.2/10
721565-
10721495

38 ###### 28.2 83 ACTTTTAAAGGATAAGAGTTATCCATTGGTCTCAGGAACCAAA
AACATCGGTGCAACTCCAAATAAAAGTA



co3_802363
2_x78

CM000676.2/20
683273-
20683361

15 ###### 30.2 78 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGTACTT
AATGTGTGGTCATCCTTAGGTCGCTGGTTCGATTCCGGCTCG
AAGGA

co3_810758
0_x70

AL352978.6/119
697-119770

22 ###### 36.2 70 GGCCGGUUAGCUCAGUUGGUUAGAGCGUGGUGCUAAUAAC
GCCAAGGUCGCGGGUUCGAUCCCCGUACGGGCCA

co3_812181
5_x69

GL000251.2/124
019-123948

24 ###### 32.2 69 GTGGATGTAGTTTAGTGGTAGAACGCGCGCTTTGCATGTATG
AGGTCCCGGTTTCGATCCCTGGCGTTTCCA

co3_818350
1_x63

CM000676.2/20
677100-
20677019

15 ###### 30.2 63 GGTAGTGTGGTTGAATGGTCTAAGGCACTGAATTTAGGCTCC
AGTCTCTTTGGGGACGTGGGTTTAAATCCCACTGCTGCAA

co3_822052
0_x60

CM000670.2/67
585468-
67585398

23 ###### 46.1 60 ACTTTTAAAGGATGAGAGTCATCCGTTGGTCTTAAGAACCAAA
AACACTGGTGCAACTCCAAATAAAAGTA

co3_822130
0_x60

CM000670.2/13
3755832-
133755767

16 ###### 32.2 60 GGTAAAATGACTGAATAAGCCTTAGACTGTAAATCTGAAGACA
GAGGTCAAGGCCTCTTTTTACCA

co3_824517
2_x58

ENST00000387
439.1

21 ###### 42.1 58 TGGTATATAGTTTAAACAAAACGAATGATTTCGACTCATTAAAT
TATGATAATCATATTT

co3_825611
1_x57

AC018638.5/469
4-4623

22 ###### 44.1 57 GGCUCGUUGGUCUAGGGGUAUGAUUCUCGCUUAGGGUGC
GAGAGGUCCCGGGUUCAAAUCCCGGACGAGCCC

co3_827084
0_x56

CM000664.2/22
3321669-
223321597

26 ###### 28.2 56 GTTGGGGTAACTCAGTTGGTAGAGTAGCAGACTTTTCATCTG
AGGGTCCAGGGTTTAAGTCCATGTCCAGGCA

co3_829610
0_x54

CM000674.2/49
817479-
49817409

27 3E-06 38.2 54 TAGGATGTGGTGTGATAGGTAGCATGGAGAATTTTGGATTCT
CAGGGGTAGGTTCAATTCCTATATTCTAG



co3_835501
1_x50

GL000252.2/861
6-8544

18 0.002 28.2 50 GGCCGCGTGGCCTAATGGATAAGGCGTCTGATTCCGGATCA
GAAGATTGAGGGTTCGAGTCCCTTCGTGGTCG

co3_837374
2_x49

CM000674.2/98
504252-
98504323

19 ###### 38.2 49 GACCTCGTGGCGCAACGGTAGCGCGTCTGACTCCAGATCAG
AAGGCTGCGTGTTCGAATCACGTCGGGGTCA

co3_845278
4_x43

CM000676.2/72
962971-
72963042

21 ###### 34.2 43 GGGGGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAA
GAGGTCCCCGGTTCAAATCCGGGTGCCCCCT

co3_846528
3_x42

CM000666.2/15
5461250-
155461315

13 ###### 26.3 42 GGTAAAGTGGCTGAATAAGCATTAGACTGTAAATCTAAAGACA
GAGGTCAAGGCCTCTTTTTAGCA

co3_847015
5_x42

CM000679.2/81
39525-8139452

34 ###### 67.9 42 GGCGCCGTGGCTTAGCTGGTTAAAGCGCCTGTCTAGTAAACA
GGAGATCCTGGGTTCGAATCCCAGCGGTGCCT

co3_847897
5_x42

CM000681.2/39
412260-
39412168

21 ###### 42.1 42 GCTCCAGTGGCGCAATCGGTTAGCGCGCGGTACTTATATGAC
AGTGCGAGCGGAGCAATGCCGAGGTTGTGAGTTCGATCCTC
ACCTGGAGCA

co3_848350
6_x41

CM000665.2/45
689071-
45688999

15 ###### 30.2 41 GGGCCAGTGGCGCAATGGATAACGCGTCTGACTACGGATCA
GAAGATTCTAGGTTCGACTCCTGGCTGGCTCG

co3_852940
2_x38

CM000668.2/26
299677-
26299749

14 ###### 28.2 38 GACCACGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAG
AAGATTGAGGGTTCGAATCCCTTCGTGGTTA

co3_855478
9_x37

CM000676.2/20
657557-
20657464

17 ###### 26.3 37 CCTTCGATAGCTCAGCTGGTAGAGCGGAGGACTGTAGATTGT
ATAGACATTTGCGGACATCCTTAGGTCGCTGGTTCGATTCCA
GCTCGAAGGA

co3_857395
4_x36

CM000669.2/67
399631-
67399560

16 ###### 32.2 36 GGCCTCATGGTGCAACAGTAGTGTGTCTGACTCCAGATCAGA
AGGTTGTATGTTCAAATCACGTAGGGGTCA



co3_857818
4_x35

J01415.2/7514-
7446

21 ###### 42.1 35 GAAAAAGTCATGGAGGCCATGGGGTTGGCTTGAAACCAGCTT
TGGGGGGTTCGATTCCTTCCTTTTTTG

co3_858602
4_x35

CM000668.2/27
293892-
27293965

33 ###### 42.1 35 GGCCGGTTAGCTCAGTTGGTTAGAGCGTGCTGCTACTAATGC
CAGGGTCGAGGTTTCGATCCCCGTACGGGCCT

co3_858644
4_x35

CM000686.2/83
71587-8371660

13 ###### 26.3 35 GTTAAGATGGCAGAACCTGGCAGTTTCATAAAACTTAAAGTTT
ATAATCAGAGGTTCAACTCCTCTTCTTAACA

co3_864081
5_x32

CM000673.2/59
551755-
59551837

24 ###### 40.1 32 ACCAGAATGGCCGAGTGGTTAAGGCGTTGGACTTAAGATCCA
ATGGATTCATATCCGCGTGGGTTCGAACCCCACTTCTGGTA

co3_864225
5_x32

ENST00000387
392.1

30 ###### 60 32 AAGGGCTTAGCTTAATTAAAGTGGCTGATTTGCGTTCAGTTGA
TGCAGAGTGGGGTTTTG

co3_864777
0_x31

ENST00000387
419.1

20 ###### 40.1 31 AAGGTATTAGAAAAACCATTTCATAACTTTGTCAAAGTTAAATT
ATAGGCTAAATCCTAT

co3_864987
8_x31

CM000664.2/45
710374-
45710302

14 ###### 28.2 31 GGCTGTGTACCTCAGTGGGCAAGGGTATGGACTTTGAAGCC
AGACTATTTGGGTTCAAATCCCAGCTTGGCCT

co3_865006
4_x31

GL000250.2/777
22-77651

30 ###### 44.1 31 GGGGGTATAGCTCAGCGGTAGAGCGCGTGCTTAGCATGCAC
GAGGTCCTGGGTTCAATCCCCAATACCTCCA

co3_867168
3_x30

CM000665.2/10
6894213-
106894143

14 ###### 28.2 30 ACTTTTAAAGGATAGGAGTTATCTATTGATCTTAGGAACCAAA
AACATTGGTTCAACTCCAAGTAAAGGTA

co3_868421
2_x29

CM000668.2/27
664766-
27664841

27 ###### 30.2 29 GCCGAAATAGCTCAATTGGGAGAGTGTTAGACTGAAGATCTT
CTGCAGGTCTCTGGTTCAATTCCGGGTTTCGACA



co3_872062
8_x28

CM000663.2/14
9558493-
149558419

28 ###### 56 28 GTCTCTGTGGCGCAATTGGTTAGCGCGTTCGGTTGTTAACCG
TAAAGGTTGGTGGTTCGAGCCCACCCAGGAACG

co3_872294
6_x27

CM000684.2/36
179392-
36179460

30 ###### 52 27 GGAAATATGTCTGATAAGAGAGTTACTTTGACAGAGTAAATTA
CAGAGGTTTAAATCTTCCTATTTCTA

co3_873944
3_x27

CM000669.2/14
9556711-
149556780

18 ###### 36.2 27 GGGCGTATAGCTCAGGGGTAGAGCATTTGACTGCAGATCAA
GAGGTCCCCAGTTCAAATCTGGGTGCCCA

co3_873984
8_x27

CM000664.2/21
8245826-
218245918

21 ###### 34.2 27 CCTTCAATAGTTCAGCTGGTAGAGCAGAGGACTATAGCTACT
TCCTCAGTAGGAGACGTCCTTAGGTTGCTGGTTCGATTCCAG
CTTGAAGGA

co3_876114
5_x26

CM000666.2/75
04618-7504555

18 ###### 28.2 26 GGCTGGGAAGCCAGCCCTGGGGTCCAGAGCCAGATGGATGT
GGGTTCAAATCCCACCACAGCCA

co3_877051
3_x25

CM000664.2/30
054702-
30054774

16 ###### 32.2 25 GGGCCAGTGGCTCAATGGATAATGCGTCTGACTAAGAATCAG
AAGATTCCAGCCTTGACTCCTGGCTGGCTCA

co3_877398
8_x25

CM000670.2/46
827965-
46828036

34 ###### 28.2 25 TACGACATGGTGTAATAAGTAGCACAGAGAATTTTGGGTTCTC
AGGGGTAGGTTCAATTCCCATAGTTCTAG

co3_878221
3_x25

CM000671.2/11
0198523-
110198595

14 ###### 28.2 25 GGCCGTGTGGCCTAATGGATAAGGCGTCTGACTTCGGATCAA
AAGATTGCAGGTTTGAGTTCTGCCACGGTCG

co3_880144
1_x24

AF134583.1/159
9-1666

23 ###### 46.1 24 AGAAAUUUAGGUUAAAUACAGACCAAGAGCCUUCAAAGCCC
UCAGUAAGUUGCAAUACUUAAUUUCUG

co3_883520
4_x22

CM000668.2/26
687257-
26687329

25 ###### 34.2 22 GGGGAATTAGCTCAAGTGGTAGAGCGCTTGCTTAGCACGCAA
GAGGTAGTGGGATCGATGCCCACATTCTCCA



co3_883725
0_x22

CM000668.2/27
545689-
27545770

46 ###### 91.7 22 GTAGTCGTGGCCGAGTGGTTAAGGCGATGGACTTGAAATCCA
TTGGGGTTTCCCCGCGCAGGTTCGAATCCTGCCGACTACG

co3_884576
4_x22

CM000679.2/40
117373-
40117300

20 ###### 32.2 22 GACCGTGTGGCCTTAATGGATAAGGTGTCTGACTTCAGATCA
GAAGATTGAGGGTTTGAGTCCCTTTGTGGTCA

co3_885547
1_x21

CM000663.2/14
8246758-
148246831

39 ###### 30.2 21 GTCTCTGTGGCGCAATCGGTCAGAGCGTTCGGCTATTAACCG
AACGGTGAGTAGTTCAAGACCACCCAGGGACG

co3_886376
6_x21

CM000668.2/27
618356-
27618429

13 0.009 26.3 21 GGCCCTGTAGCTCAGCGGTTGGAGCGCTGGTCTCGTAAACC
TAGGGGTCGTGAGTTCAAATCTCACCAGGGCCT

co3_888770
8_x20

CM000673.2/11
3562356-
113562273

14 ###### 28.2 20 ACCAGGATGGCCAAGTAGTTAAAGGCACTGGACTTAAGAGCC
AATGGACATATGTCTGTGTGGGTTTGAACCCCACTCCTGGTG

co3_888844
8_x20

AF134583.1/181
6-1744

19 ###### 38.2 20 UAGAUUGAAGCCAGUUGAUUAGGGUGCUUAGCUGUUAACU
AAGUGUUUGUGGGUUUAAGUCCCAUUGGUCUAG

co3_893819
7_x18

CM000668.2/26
705377-
26705449

14 ###### 28.2 18 GGGGAATTAGCTCAAGCGGTAGAGCGCTTGCTTAGCATGCAA
GAGGTAGTGGGATCGATGCCCACATTCTCCA

co3_894870
7_x17

CM000674.2/26
572619-
26572687

27 0.001 30.2 17 AAGGAGTTAGCTCAATTAAAGTGATTGATTTGCATTCAGTTGA
TGTAAGATAAGATCTTGCAGTCCTTA

co3_899087
0_x16

CM000666.2/40
906798-
40906726

34 ###### 44.1 16 GACCATGTGGCCTAAGGGAAAAGACATCTCACTTTGGGTCAG
AAGATTGAGGGTTCAAGTCCTTTCATGGTCA

co3_899717
4_x16

CM000663.2/23
7942562-
237942633

28 0.0004 32.2 16 TAGGACTTGGTGTAATAGGTAGCACGAAGAGATTTGGATTCT
CAGGGGTAGGTTCAATTCCTATAGTTCTGG



co3_900074
2_x16

CM000663.2/22
2465005-
222465077

19 ###### 30.2 16 GGCTCCATAGCTCAGTGGTTAGAGCACTGGTCTTGTAAACCA
GGGGTCGCGAGTTCGATCCTCGCTGGGGCCT

co3_900466
8_x15

CM000668.2/15
6547986-
156547912

15 ###### 30.2 15 GTTAAGACGGCAGAGCCCGGCAATTGCGTAAAATTTACAACT
TTATGGGCAGAGGTTCAATTCCTCTTCTTAACA

co3_902214
3_x15

CM000679.2/64
530873-
64530800

16 0.0001 32.2 15 AGCACCATGGCTTAGCTGGTTAAAGCACCTGTCTAGTAAACA
GGAGATCCTGAGTTTCAATTCCAATGGTGCCT

co3_902449
8_x15

CM000681.2/12
188561-
12188634

34 ###### 28.2 15 GGCTCTGTGGCTTTGTGGGTTAAAGTACTTGTCTGGCAAACA
GGAGATGCTGGATTTCAATCCCAGCAGGGCCT

co3_905407
6_x14

CM000676.2/20
613862-
20613790

22 ###### 36.2 14 GGCTCCATAGCTCAGGGGTTAGAGCGCTGGTCTTGTAAACCA
GGGGTCGCGAGTTCAATTCTCGCTGGGGCCT

co3_909912
2_x12

CM000664.2/13
0273728-
130273656

16 ###### 32.2 12 TAGATTGAAGCCAGTTGATTAGGGTGTTTATCTGTTAATTAAA
TGTTCGTGGGTTTAAGTCCCATCAATCTAG

co3_914925
3_x11

CM000685.2/14
3434095-
143434024

18 0.004 28.2 11 TAGGATATGGTATATTAGGTAGCACAAAGAATTTTGAATTCTC
AGGGGTAGATTCAATTCCTATAATTCTAG

co3_919844
3_x10

CM000679.2/22
528921-
22528853

22 ###### 36.2 10 GAAAAAGTCATAGGGGTTATGAGGCTGGCTTGAAACCAGCCT
TAGGAGGTTCAATTCCTTCCTTTTTTG

co3_921103
2_x9

CM000678.2/14
285893-
14285964

35 ###### 61.9 9 GGCGCGGTGGCCAAGTGGTAAGGCGTCGGTCTCGTAAACCG
AAGATCACGGGTTCGAACCCCGTCCGTGCCT

co3_921269
7_x9

CM000670.2/65
697384-
65697297

22 ###### 28.2 9 TCTTCAATAGCTCAGCTGGTAGAGCGGAGGACTGTAGGTGCA
CGCCCGTGGCCATTCTTAGGTGCTGGTTTGATTCCGACTTGG
AGAG



co3_927764
2_x8

CM000676.2/88
979098-
88979170

18 ###### 28.2 8 GGGGAATTAGCTCAAGTGGTAGAGCGCTCGCTTAGCATGCG
AGAGGTAGTGGGATCGATGCCCGCATTCTCCA

co3_927996
4_x7

CM000673.2/10
9165312-
109165393

13 ###### 26.3 7 TGAGTTGTAGCTGAGTGGTTAAGGCAACGAGCTAGAAATTCG
TTGGTTTCTCTCTGTGCAGGTTTGAATCCTGCTAATTATG

co3_928046
8_x7

CM000670.2/66
114189-
66114261

23 1E-08 46.1 7 GGGGGATTAGCTCAAATGGTAGAGCGCTCGCTTAGCATGCG
AGAGGTAGCGGGATCGATGCCCGCATCCTCCA

co3_930525
5_x7

CM000673.2/92
75243-9275316

28 ###### 32.2 7 GCCTCCTTAGTGCAGTAGGTAGCGCATCAGTCTCAAAATCTG
AATGGTCCTGAGTTCAAGCCTCAGAGGGGGCA

co3_931276
6_x7

ENST00000387
429.1

21 ###### 42.1 7 ACTCTTTTAGTATAAATAGTACCGTTAACTTCCAATTAACTAGT
TTTGACAACATTCAAA

co3_932103
3_x7

ENST00000387
400.1

27 ###### 54 7 TAGATTGAAGCCAGTTGATTAGGGTGCTTAGCTGTTAACTAAG
TGTTTGTGGGTTTAAGT

co3_933021
4_x6

CM000668.2/69
204486-
69204568

18 ###### 28.2 6 ACTCATTTGGCTGAGTGGTTAAGGCATTGGACTTAAGATCCA
ATGGAGTAGTGGCTGTGTGGGTTTAAACCCCACTACTGGTA

co3_935002
0_x6

CM000683.2/35
891030-
35891100

13 ###### 26.3 6 GAGGATTTAGTTTAATTAAAATGTTTGATTTGCATTCAATTGAT
GTAAGATAGAGAGTGTTGCAGTCCTTA

co3_936440
8_x6

CM000669.2/14
1803557-
141803628

22 ###### 28.2 6 TAGGACGTGGTGTAGTAGGTAGCATGGAGAATGTTGAATTCT
CAGGGGTAGGTTCAATTCCTATAGTTCTAG

co3_938024
8_x5

CM000663.2/14
6488866-
146488936

20 0.0002 32.2 5 GCGTCAGTGGTTTAGTGGTGGAATTCCTGCCTCCCATGCACG
AGATCCGTGTTCAACTCCTGGTTGGTGCA



co3_938186
3_x5

CM000685.2/55
178915-
55178987

35 8E-11 54 5 TAGATTGAAGCCAGTTGATTAGGGTGTTTAGCTGTTAACGAAA
TTTTCGTGGGTTTGAATTCCACCAATCTAG

co3_939353
3_x5

CM000665.2/10
6894340-
106894273

13 0.008 26.3 5 GTAGTTATAGTTTAATTAAACATTAGATTGTGGATCTAATAATA
GAAGTCTACAGCTTCTTACCTACC

co3_942889
8_x5

CM000668.2/57
861238-
57861166

21 ###### 26.3 5 GGGGAATTAGCGCAAGTGGTAGAGTGCTTGCTTAGCATGCAA
GAGGTAGTGGGATCGATGCCCACATTCTCCA

co3_943475
8_x5

CM000685.2/10
2010285-
102010355

13 ###### 26.3 5 GTTAGTGTAGCTTAATATGGTAAAGCAAGGCACTGAAAGTGC
GTAGATGAGTTCATGTAACTCCATAAACA

co3_943779
8_x5

CM000669.2/14
9406135-
149406064

32 ###### 32.2 5 GGGGGTATAGCTGAGGAGTAAACCATTTGGCTGCAGATCAAG
TGGTCCCTGGTTCAAATATGGGTGCCCTCT

co3_944419
6_x4

CM000669.2/14
9363270-
149363207

22 ###### 28.2 4 GTGGATATAGTCTGCATTTGACTGCAAATTAAAGAAGTCTCTG
GTTCAAATCCAGCTGTCCCCT

co3_945595
2_x4

CM000664.2/11
7026500-
117026435

17 ###### 26.3 4 GGTAAAATGACTGAGTAAGCGTTAGACTGTAAATCAAAAGAT
GGAGGTCAAGGCCTCCTTTTACCA

co3_946446
0_x4

KI270803.1/6677
33-667803

15 ###### 30.2 4 GTTAATGTAGCTTAATTATTTAAAGCAAGACACTGAAAATGTC
TAGATGGGCTTATACAGCCCCATAAACA

co3_948082
4_x4

CM000672.2/36
434683-
36434615

33 ###### 34.2 4 GTAAATATAGTTTAGTCAAAATATTAGATTGTGGATCTGATAAT
AGAAGTCTGTAACTTCTTATTTACT

co3_952478
8_x3

CM000670.2/79
428812-
79428742

14 ###### 28.2 3 GGCACTGTAGTTTGGATTGAGAAACACAGGCTTTAGAGGCAG
AAGTTCTGGGTTCAAACCCAGCATTGCCA



co3_957686
8_x3

CM000672.2/55
597818-
55597888

13 ###### 26.3 3 GTTAATGTAGCTTAATTATTTAAAGCAAGGCACTGAAAATGCC
TAGATGGGTCCGCAAAACCCCATAAACA

co3_958251
1_x3

CM000669.2/68
098326-
68098258

13 ###### 26.3 3 GAGAAGGTCATAGAGGTTATGGGATTGGCTTGAAACCAGTTT
CTGGAGGTTCCATTCTTTCCTTTTTCG

co3_962305
0_x3

CM000685.2/11
9603898-
119603966

15 ###### 30.2 3 GCAGCTGTGGCTCAGTGGAAAGAGCATCAGTCTGGGTATCA
GAAGACCTAGGTCCTAGCCCCAGCTGTA

co3_967836
9_x2

CM000676.2/61
184426-
61184490

15 ###### 30.2 2 GACAGTTTGGCTTAGTGGTTAAGAGCTTTGGTACCAGATGGA
ATGGGTTCAAATCCCAACTCTCT

co3_968127
5_x2

CM000671.2/64
046744-
64046678

21 ###### 26.3 2 GGTAAAATGACTGAGTAGGGCATTAGACTGTACATCTAAAAA
CAGAGGTCAAGGCCTGTTTTTACCA

co3_972240
9_x2

CM000673.2/63
489530-
63489598

18 ###### 36.2 2 ATTAAGGTAGTATAGTAGAGTAAAATACTTCGAAGCCAAAAGA
TCTAGGTTTGAATCCTAGCTTTCATG

co3_972316
9_x2

CM000685.2/10
2786742-
102786669

18 ###### 28.2 2 TAGAATATAGTGTATCAGGTAGCACAAAGATTTTTGAATTCTT
AAGAGAGTAGGTTCAATTCCTATAATCCTGT

co3_973215
1_x2

CM000685.2/25
262043-
25261972

14 0.003 28.2 2 AGTCAAGTGGTTTAGTGGAAAGAACATTGGATTGGAAGTCAA
GAGGCCTGGATTCTTGCTCCAGCTTCACCA

co3_973574
1_x2

CM000670.2/70
237343-
70237274

15 0.0005 30.2 2 GGCAGTGTCCTAGAGGTAAAGAGTACAGGCTTAGAGTCAGAC
AGCGCGGGTTCAAATCCTGCTTCTGCCA

co3_983329
5_x2

CM000670.2/88
133080-
88133007

14 ###### 28.2 2 GGTACAGTGTTAAAGGGGAGAAAAATTGCTGACTTTGAATAC
AGTAGACCTAGGTTTGAATCCTGGCTTTACCA



co3_98714
83_x2

CM000666.2/8
4855315-
84855245

14 #####
#

28.2 2 AATATAGTACTGAGTGATGAAGAGCCTGGCTTGGAATC
AGATAGATGTAGTTTTAAATTCTGTCTGTATTG

co3_98776
29_x2

CM000670.2/1
8537373-
18537307

13 #####
#

26.3 2 GGTAATATAGCTTAAGAGCCGTGGGTTTTGAACTCAGAT
TGCCTTGGTTCAAATCCGAGTTTCATTT

co3_99941
67_x2

CM000672.2/4
7633857-
47633927

18 #####
#

28.2 2 GTTAATGTAGCTTAATTATTTAAAGCAAGGCACTGAAAA
TGCCTAGATGGGTCCGCACAACCCGGTAAACA

co3_10040
725_x1

CM000664.2/8
2819272-
82819338

17 9E-05 34.2 1 GCCCTTGTAGTATAATTCAATACTCTGGTCTTGTAAACC
AGAAATGGAGGATCTCCTCCCCAGGACA

co3_10046
439_x1

CM000665.2/1
66233278-
166233208

14 #####
#

28.2 1 GTTGATGTGGTTTAATATGTTAAAACAAGGCATTGAAAA
TGTCTAGATGAGTTCTCATAGCTCCATAAACA

co3_10140
946_x1

CM000668.2/2
6728053-
26728125

23 #####
#

46.1 1 GGGGAATTGGCTCAAGCGGTAGAGCGCTTGCTTAGCAT
GCAAGAGGTAGCAGGATCGACGCCTGCACTCTCCA



Table S3. The list of identified  glycosylated snoRNA in paracancerous tissue (PCA) and cancer tissue (CA). (a) N-

linked glycosylated snoRNAs from PCA, (b) N-linked glycosylated snoRNAs from CA 

(a)

Qseqid Sseqid NT Evalu
e

Bitsco
re

Numb
er

Sequence

ex3_16
03268_
x2330

ENST0
000036
4281.1

14 ####
##

28.2 2330 CTAAAACAATGTCAATAGTTTTCATCAACAGCAGTTGAACCTAGTAAGTGTCGATACT
TT

ex3_16
07924_
x2326

CM000
664.2/2
314565
23-
231456
444

17 ####
##

34.2 2326 TGGATATGATGACTGATTACCTGAGAAATAATTGATGAAATCTCAAGAAAATTCCTCT
AGATAGTCAAGTTCTGATCCAG

ex3_19
90113_
x1412

CM000
673.2/6
285339
5-
628533
25

20 ####
##

40.1 1412 CTCACCAGTGATGAGTTGAATACCGCCCCAGTCTGATCAATGTGTGACTGAAAGGTA
TTTTCTGAGCTGTG

ex3_20
57856_
x1303

ENST0
000062
7253.1

20 ####
##

40.1 1303 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG
T

ex3_21
14424_
x1214

AY349
606.1/1
-85

15 ####
##

30.2 1214 CCCCUAUCUCUCAUGAUGAACACAUAUGCCUCUGAGCUGCUGUGAUUUCUGGCUU
CAAAGUAAACGCUCUGAAGAAGAGAUGGGG

ex3_21
78138_
x1108

AJ2240
28.1/3-
79

28 ####
##

56 1108 CAGAAUACAUGAUGAUCUCAAUCCAACUUGAACUCUCUCACUGAUUACUUGAUGAC
AAUAAAAUAUCUGAUAUUCUG



ex3_22
45872_
x1006

ENST0
000036
2607.1

26 ####
##

52 1006 CTGCATCCACTGATAGACCTTGAACAATTTACTGTTGTTCTTTTGGTTTGCACTAGGA
TG

ex3_23
19852_
x914

CM000
663.2/7
578707
2-
757871
50

14 ####
##

28.2 914 GGTCAATGATGAGTTGGCATGTATTCTGAATCTAAAGTTGATTATTACTACTTTAGCTC
TAGAATTACTCTGAGACCTG

ex3_23
32579_
x902

ENST0
000058
0533.1

30 ####
##

60 902 AAGACTATACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAAC
GT

ex3_24
01130_
x832

CM000
672.2/8
906113
1-
890610
31

14 ####
##

28.2 832 ATTCTTTTGTATCTCACAAGTGTGACTGGGTTTTTAGGCTCATGTGTGAGATGAGCTT
CCCTCAAAAATTGTTGTGACTGTGGCATGTTACCTGTGTGATG

ex3_24
10212_
x819

ENST0
000038
4048.1

16 ####
##

32.2 819 ATTCGTGATGACTGATCATTTCTTCACTTTGACCAGATGTCTACTGAAGAAAGCCTGC
GT

ex3_24
68755_
x767

ENST0
000038
4320.2

14 ####
##

28.2 767 CTGGTTGCATGATGAATAAAATCAAATCACCATCTTTCGGCTGAGTTCGTGATGGATT
TG

ex3_25
97573_
x661

AB061
820.1/3
401-
3472

28 ####
##

56 661 UCAAAAUGAUGAGAUUCCACUUAAUUGGUCCGUGUUUCUGAAACACAUGAUAUUU
GUGGAAAUUCUGACUUG

ex3_26
11343_
x649

ENST0
000044
8188.1

29 ####
##

58 649 TGGAGGTGATGAACTGTCTGAGCCTGACCTTGTAGAATGGAGGCAAAAAAACTGATT
TAA

ex3_27
44568_
x548

AJ5433
25.1/2-
85

28 ####
##

56 548 CUGAGUCCAUGAUGAUUUCAAGUUAUCCCUGUCUGAAGGCAAAGAAAGGCCUUUC
UGUGUGGAAUUUGAAUAUCUGAAACUCAG



ex3_27
82515_
x524

ENST0
000036
4155.1

45 ####
##

65.9 524 GTTTCTGATGAAGCCTATGTTGGTAGGGACAACTAAGGTTGTTGATGAATGCTAACA
GCT

ex3_27
89313_
x520

AC104
446.2/1
45501-
145577

35 ####
##

69.9 520 AAUGUGAAGCAAAUGAUGAUAAACUGGAUCUGACUGACUGUGCUGAGUCUGUUCA
AUCCAACCCUGAGCUUCAUGUU

ex3_28
15960_
x505

AK096
147.1/7
39-811

20 ####
##

40.1 505 GUUUGAAUGAUGACUUUAAUUGUCGGAUACCCCUUCACUCCUUUUAUGAGUGAAA
CAUAAGAGUCUGACAAAC

ex3_28
51113_
x485

AJ6094
83.1/2-
129

28 6E-11 56 485 CUGGAGGACUAAGAAGGCUGAGUCUGAUGAAGUAAGACUUUGCUGAUACAUUCCU
CCUAGAAAAAAGGGUUGGAGAGAGCAGCCUUCACUGAAGAGUAUCACAGGGCUGA
CUGUACUACCCAACACUC

ex3_29
58900_
x429

ENST0
000036
4921.1

19 0.002 30.2 429 ATGCAGGTACTGTTATAACTGAAGTGTTTTACGGTTTTTTCTTCCTGCTTAAAGCACTT
G

ex3_29
73373_
x423

AF020
531.1/1
04-320

24 ####
##

48.1 423 AAGACUAUACUUUCAGGGAUCAUUUCUAUAGUGUGUUACUAGAGAAGUUUCUCUG
AACGUGUAGAGCACCGAAAACCACGAGGAAGAGAAGUAGCGUUUUCUCCUGAGCG
UGAAGCCGGCUUUCUGGCGUUGCUUGGCUGUAACUGCCGUCAGCCAUUGAUGAU
CGUUCUUCUCCCCGUAUUGGGGAGUGAGAGGGAGAGAACGCGGUCUGAGUGGU



ex3_30
29161_
x397

AC092
174.5/1
56814-
156683

23 ####
##

46.1 397 CUUCCCAUUUAUUUGCUGCUUAUAGUCUCACUGUGAUAUGAGCAAUUAUACACAU
GGGAUAAAAUAAUAUUGAGCCACUGUAAAUUGAGAUGAAGUAACCGUUUUCAUAU
CUUCUGCAUGGACUAGACAUUG

ex3_30
76021_
x377

CM000
673.2/6
285373
2-
628536
63

24 ####
##

48.1 377 GTTTGTGATGACTTACATGGAATCTCGTTCGGCTGATGACTTGCTGTTGAGACTCTGA
AATCTGATTTTC

ex3_31
21870_
x356

CM000
679.2/1
911263
6-
191124
20

30 ####
##

60 356 AAGGCTATACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTTTGAAC
GTGTAGAGCACCGAAAACCCCGAGGAAGAGAGGTAGCGTTTTCTCCTGAGCGTGAA
GCCGGCTTTCTGGCGTTGCTTGGCTGCAACTGCCGTCAGCCATTGATGATCGTTCTT
CTCTCCGTATTGGGGAGTGAGAGGGAGAGAACGCGGTCTGAGTGGT

ex3_32
02744_
x322

CM000
682.2/1
796294
6-
179627
10

29 ####
##

58 322 GTGAAATGATGATTCAGTTTATCCATTCGCTGAGTGCGCTGCACTGACCTTCTTCCAA
GCCTCAGTTCCTGTTCTAGGAACTTGAGGCTATGTAGCCTGAAAATGCCCTGCAGTC
TGCAGTGTTCTACTGTGAACTGCTTGTGTGTTGGCAGGCTACCGGTAAGAATGGTTG
GTGTCAGCAGGGACGGGGCCCTCTGAGACCCATCTCACAAAGATGAGTGGTGAAAA
TCTGATCAC



ex3_32
18399_
x317

CM000
668.2/8
567736
8-
856772
94

25 ####
##

50.1 317 TATCTGTGATGATCTTATCCCGAACCTGAACTTCTGTTGAAAAAAAAAAACTTTTACG
GATCTGGCTTCTGAGAT

ex3_32
38119_
x309

ENST0
000045
9342.1

24 1E-08 48.1 309 GTTCAGATGATGAATTTAACTGTTCAACTGCTGAATGATAACGGGCATGAACTAAAAC
TT

ex3_32
63969_
x300

CM000
685.2/1
197874
84-
119787
353

23 ####
##

46.1 300 AAAGCAGGTTGCAATTACAGTGCTTCATTTTGTGGAAGTACTGCCATTATCCTGCTGA
AAGAAAAGCCGTGTTAATCATTTTTGATTTTGCCTTTATGAGGGTAAAATCATGACAG
ATTGACATGGACAATT

ex3_32
65168_
x299

ENST0
000039
1079.1

14 ####
##

28.2 299 AAATGATGAAATCACCCAAAATAGCTGGAATTACCGGCAGATTGTGTAGTGGTGAAC
CTA

ex3_32
98669_
x289

AADC0
110290
1.1/154
89-
15356

19 ####
##

38.2 289 CUGUCAGGUGGGAUAACCCUUCCCUGUUCCUCCGUUUGGAGGGCAGAUAGAACA
UGAUGACUGGAGAUGCAUGAAAUGUGACUAAUGUCUCUGUGUAAUCAGGACUUGC
AACACCCUGAUUGCUCCUAUCUGAU

ex3_33
43463_
x272

CM000
663.2/4
477649
0-
447765
93

26 ####
##

52 272 AAGTAGGGTGATGAAAAAGAATCCTTAGGCGTGGTTGTGGCCGTCTTGGTCACCTGT
GTGCCACTTGCCAATGCAAGGACTTGTCATAGTTACACTGACTGTTG



ex3_34
25819_
x247

CM000
667.2/5
807018
8-
580702
91

17 ####
##

34.2 247 ATCCTTTTGTAGTTTACGAGCATGATGATTGAGTGTTCACACACGGATGTGATATGTG
CCACCCTCAAACCTTGTTACGACTTCAGCTTATTACCCAACTGACC

ex3_34
41946_
x242

AJ2388
53.1/1-
62

25 ####
##

50.1 242 CACAGAUGAUGAACUUAUUGACGGGCGGACAGAAACUGUGUGCUGAUUGUCACGU
UCUGAUU

ex3_34
66325_
x236

AP001
273.4/3
902-
3830

35 ####
##

69.9 236 CGAUGUUAUGAUGAUGGGCGAAAUGUUCAACUGCUCUGAAGGGGCUGAAUGAAAA
UGGCCUUUCUGAACAUCC

ex3_34
74528_
x233

AJ6094
88.1/1-
73

21 ####
##

42.1 233 GUUCAGAUGAUGAAUUUAACUGUUCAACUGCUGAAUGAUAACGGGCAUGAACUAA
AACUUAAUUCUGACAGAG

ex3_34
81725_
x231

CM000
674.2/5
664375
0-
566436
80

24 ####
##

48.1 231 CCTCACTGATGAGTACGTTCTGACTTTCGTTCTTCTGAGTTTGCTGAAGCCAGATGCA
ATTTCTGAGAAGG

ex3_35
37711_
x213

ENST0
000062
9536.1

26 ####
##

52 213 AAGCACTGCCTTTGAACCTGATGTGTCTTGTTTGTAGCTTCACGGGCCAAGCAACAG
TGC

ex3_35
49990_
x209

AK303
222.1/6
47-788

21 ####
##

42.1 209 GCUCUGUGAUGGAGCCCAUGCGUGUCAUCUGAGCCUCUGGCUUCCCUGCCAGUG
CAGCCCUGGCAGUGUCCUACUUCCCAGGGCUGUUGUCUGCCUGGCGGGAAGGUC
CUGGGCAAAGGAUCAGUCUUUGUACUCUGAGAGC

ex3_35
62651_
x206

ENST0
000038
4147.1

35 ####
##

69.9 206 CTACGGGGATGATTTTACGAACTGAACTCTCTCTTTCTGATGGATTAGTGGAGAAAAC
AG



ex3_35
95851_
x197

CM000
665.2/1
854422
19-
185442
319

15 ####
##

30.2 197 ATTCTTTTGTGATTCATAAGCATGACTGGGTGTTCCCACTCACGGGTGAGATGTGCC
TCCCTCCAACCTTGTTACGACGTCACCACATTACCTGTCTGACA

ex3_36
24250_
x190

AB061
820.1/2
178-
2249

28 ####
##

56 190 CAGUAGUGAUGAAAUUCCACUUCAUUGGUCCGUGUUUCUGAACCACAUGAUUUUC
UCGGAUGUUCUGAUGCU

ex3_36
30119_
x189

AC006
597.2/8
154-
8065

14 ####
##

28.2 189 UCACUGUGAUGAUGGUUUUCCAACAUUCGCAGUUUCCACCAGAAAGGUUUUCCUU
AGUGUUGGGUAAACCUUCCUUGGAUGUCUGAGUGA

ex3_36
34440_
x187

AJ0106
66.1/3-
73

20 ####
##

40.1 187 AGCACAAAUGAUGAAUAACAAAGGGACUUAAUACUGAAACCAGAUGUUACAUUGUA
GUGUGCUGAUGUGCU

ex3_36
36497_
x187

AJ6094
30.1/1-
139

29 ####
##

58 187 GACCUCCUGGGAUCGCAUCUGGAGAGUGCCUAGUAUUCUGCCAGCUUCGGAAAG
GGAGGGAAAGCAAGCCUGGCAGAGGCACCCAUUCCAUUCCCAGCUUGCUCCGUA
GCUGGCGAUUGGAAGACACUCUGCGACAGUG

ex3_37
04649_
x171

AJ6094
50.1/1-
137

29 ####
##

58 171 GGGCAUACUCGUAGACCUUGCCUGACUGUGCUCAUGUCCAGGCAGGGGGGACAG
UGUAUGCAAGAAUAAUUUGGAGUUCCUGCCAGCUCUAACCAGCUUCAUCAGUGGC
UGGAUAAAUUGCAGGACUCUAAACAUUU

ex3_37
17530_
x168

ENST0
000040
8061.1

31 ####
##

61.9 168 GGGCTCCCATGATGTCCAGCACTGGGCTCTGATCACCCCTGAGGACACAGTGCACC
CCAG



ex3_37
21212_
x167

ENST0
000036
3836.1

14 ####
##

28.2 167 GGTCAATGATGTAATGGCATGTATTAGCTGAATCCAGAGTTGATATGAGTTCTAAAAT
TA

ex3_37
29173_
x165

CM000
679.2/8
173587
-
817345
4

20 ####
##

40.1 165 TCGTCAGGTGGGATAATCCTTACCTGTTCCTCCTCCGGAGGGCAGATTAGAACATGA
TGATTGGAGATGCATGAAACGTGATTAACGTCTCTGCGTAATCAGGACTTGCAACAC
CCTGATTGCTCCTGTCTGAT

ex3_37
30159_
x164

AC025
362.12/
104594
-
104663

40 ####
##

79.8 164 GCUGUGAUGACAUUCCAAUUAAAGCACGUGUUAGACUGCUGACGCGGGUGAUGC
GAACUGGAGUCUGAGC

ex3_37
43959_
x161

ENST0
000036
3981.1

21 ####
##

42.1 161 ACTCCATGATGAACACAAAATGACAAGCATATGGCTGAACTTTCAAGTGATGTCATCT
TA

ex3_37
60941_
x157

CM000
663.2/2
850855
9-
285087
62

24 ####
##

48.1 157 CCAACGTGGATACCCTGGGAGGTCACTCTCCCCAGGCTCTGTCCAAGTGGCATAGG
GGAGCTTAGGGCTCTGCCCCATGATGTACAGTCCCTTTCCACAACGTTGAAGATGAA
GCTGGGCCTCGTGTCTGCGCCTGCATATTCCTACAGCTTCCCAGAGTCCTGTGGAC
AATGACTGGGGAGACAAACCATGCAGGAAACATAT

ex3_37
87417_
x151

AB061
820.1/4
174-
4242

27 ####
##

54 151 UUGUUAUGAUGAGAUUCCACUUAAGGUCCGUGUUUCUGAAACAAAUGAUUUUGUG
GAAGUUCUGAUUUA

ex3_37
90585_
x150

ENST0
000040
8493.2

23 ####
##

46.1 150 ACCTTCTTGTATAAGCACTGTGCTAAAATTGCAGACACTAGGACCATGTCTTGGTTTT
TG



ex3_37
92235_
x150

ENST0
000036
4805.1

14 ####
##

28.2 150 GAGGTCAGTGATGAGCAACATTCACCATCTTTCGTTTGAGTCTCACGGCCATGAGAT
CAA

ex3_38
02049_
x147

AC117
503.8/2
09801-
209669

25 ####
##

50.1 147 UAGCAAGCCUCCAGCGUGCUUGGGUCUGCAGUGACCCCGUGGAUUCCUACAGGG
CUUGCCAGAACAGUUUUGAAAUGGUUUGAGGCCUUGCCGUGCUCCAUGUAGAGC
AAGGUUAUAGAAAUUUCAGACAAUG

ex3_38
32570_
x141

AC093
484.2/1
60294-
160365

23 ####
##

46.1 141 UGUCCUGAUGAUACUUGUAAUAGGAAGUGCCGUCAGAAGCGAUAACUGACGACGU
CUAAUGUCUAUCUGACC

ex3_38
52233_
x138

ENST0
000051
6404.1

19 ####
##

38.2 138 TCCAGCTGTAGGCAGCTGCCTAGGTTGTCTTGTACCTAGGCAAGTGTTACACTGCTG
GGA

ex3_38
61227_
x135

ENST0
000036
4722.1

29 2E-11 58 135 GATCAATGATGAAACTAGCCAAATCTGAGCATCAGAAGGCTTTCCGGTCTACCTGAT
GCA

ex3_38
67822_
x134

CM000
679.2/1
918801
6-
191882
32

34 2E-14 67.9 134 AAGACTATACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCACCGAAAACCACGAGGAAGAGAGGTAGCGTTTTCTCCTGAGCGTGAA
GCCGGCTTTCTGGCGTTGCTTGGCTGCAACTGCCGTCAGCCATTGATGATCGTTCTT
CTCTCCGTATTGGGGAGTGAGAGGGAGAGAACGCGGTCTGAGTGGT

ex3_38
68626_
x134

ENST0
000062
5943.1

23 ####
##

46.1 134 TCTCAGTGATGAAAACTTTGTCCAGTTCTGCTACTGACAGTAAGTGAAGATAAAGTGT
GT



ex3_38
69832_
x134

AY349
593.1/1
-137

32 ####
##

63.9 134 CAGGCUGUGAUGAUUGGCGCAGGGGUACGGACCUCAGCUGAGUCAUGGGAGCUG
AAUGUAUGUGUUUCUCCUUUGUCCUGCAUGUGGCAGGCUGAUGGGGAGCACUUA
CAUGAGACUGUUGCCUCAAUCUGAGCCUG

ex3_38
73031_
x133

AY349
604.1/4
-89

41 ####
##

81.8 133 UCUGGCAAUGAUGACCCACUUGCCCUCACUGAGAACAAAGUUCGGUAAUGAGAAU
CUUUGUUAAUGGACUCAAGUUCUGAGCCAGC

ex3_38
79510_
x131

CM000
664.2/2
061618
78-
206161
956

22 ####
##

44.1 131 CTGGTTGCATGATGAATAAAATCAAATCACCATCTTTCGGCTGAGTTCGTGATGGATT
TGCTTTTTTCTGATTAAGCCA

ex3_39
03542_
x127

ENST0
000058
3861.1

23 ####
##

46.1 127 CACAGATGATGAACTTATTGACGGGCGGACAGAAACTGTGTGCTGATTGTCACGTTC
TGA

ex3_39
10624_
x126

ENST0
000045
9163.1

51 ####
##

85.7 126 AAGTGAAATGATGGCAATCATCTTTCGGGACTGACCTGAAATGAAGAGAATACTCATT
GC

ex3_39
11632_
x126

ENST0
000038
4229.1

51 ####
##

46.1 126 TGCTCTGATGAAATCACTAATAGGAAGTGCCGTCAGAAGCGATAACTGACGAAGACT
ACT

ex3_39
18628_
x124

ENST0
000036
3214.1

41 ####
##

65.9 124 TGATGACATTCTCCGGAATCGCTGTACGGCCTTGATGAAAGCACATTTGAACCCTTTT
CC



ex3_39
19000_
x124

AL449
212.1/1
7376-
17238

23 ####
##

46.1 124 GACCUCCUGGGAUCGCAUCUGGAGACUGCCUAGUAUUCUGCCAGCUUCGGAAAG
GGAGGGAAAGCAAGCCUGGCAGAGGCACCCAUUCCAUUCCCAGCUUGCUCCGUA
GCUGGUGAUUGGAAGACACUCUGCGACAGUG

ex3_39
22844_
x123

CM000
679.2/1
919024
5-
191900
29

23 ####
##

46.1 123 AAGACTATACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCACCGAAAACCACGAGGAAGAGAGGTAGCGTTTTCTCCTGAACGTGAA
GCCGGCTTTCTGGCGTTGCTTGGCTGCAACTGCCGTCAGCCATTGATGATCGTTCTT
CTCTCCGTATTGGGGAGTGAGAGGGAGAGAACGCGGTCTGAGTGGT

ex3_39
32654_
x122

CM000
682.2/2
656939
-
265701
0

17 ####
##

34.2 122 TGGAGGTGATGAACTGTCTGAGCCTGACCTTGTAGAATGGAGGCAAAAAAACTGATT
TAATGAGCCTGATCC

ex3_39
43630_
x120

CM000
672.2/6
875517
2-
687552
38

28 ####
##

56 120 GAGTTATGATGTGTGTAAATCCTATTCCATTGCTGAAATGCAGTGTGGAACACAATGA
ACTGAACTC



ex3_39
45182_
x119

CM000
685.2/7
084629
5-
708460
80

15 ####
##

30.2 119 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG
TGTATAGCACTGAAAACCACAAAGAAGAGGTGCAGCATTATCTCCTAAGTGTAAAGC
CGGCTCTTGATGTTGCTTTGCTGCAACTGCCATTTGCCATTGATGATCGTTCTTTTCT
TCCTTTGGGAGACTGGGAAGGAAAGGATGCAATCTGAGTGGT

ex3_39
51830_
x118

ENST0
000038
4214.1

32 ####
##

63.9 118 CTTCGATGAAGAGATGATGACGAGTCTGACTTGGGGATGTTCTCTTTGCCCAGGTGG
CCT

ex3_39
65257_
x116

ENST0
000036
4938.1

43 ####
##

85.7 116 CCAACGTGGATACACCCGGGAGGTCACTCTCCCCGGGCTCTGTCCAAGTGGCGTAG
GGGA

ex3_39
91858_
x111

ENST0
000038
4769.1

33 ####
##

50.1 111 AGCTTAATGATGACTGTTTTTTTTGATTGCTTGAAGCAATGTGAAAAACACATTTCACC
G

ex3_39
99465_
x110

ENST0
000051
6236.1

20 ####
##

40.1 110 ATGGAGGCTGCAGTGAGCAGAGATGGCGCCACTGCACTCCAGCCTGAGCGACAAC
GAGAC

ex3_40
04167_
x109

ENST0
000038
4176.1

24 ####
##

48.1 109 CTCCATGTATCTTTGGGACCTGTCAAGTGTGGCAGTCTCCCTTCCTTGCCATGGAAG
AGC

ex3_40
05257_
x109

AC007
066.4/1
64516-
164622

34 ####
##

67.9 109 AAGUUUUCUAAGUGUCUAAUGAUGAAUUUCAUAGGGCAGAUUCUGAGGUGAAAAU
UUAAUUCAUCACUGAUACUCCUACUGUGGAAUCUGAAGACACUUGAAAACGU

ex3_40
32731_
x104

ENST0
000038
4027.1

37 ####
##

58 104 GTTTGAATGATGACTTTAATTGTCGGATACCCCTTCACTCCTTTTATGAGTGAAACATA
A



ex3_40
38295_
x103

AC104
066.3/5
1055-
51176

25 ####
##

50.1 103 GUGCCCUUUUAAGGUUGACCCAGUGCUUUAAGAGGCUAACACAGAAGGGUAAAGU
AAGUCUCCAUAAAACCCAGAGAAGAGACUGGAAAGCUCCUCUUUGGAUCCUGUCU
GGAGUCACAACU

ex3_40
57732_
x100

ENST0
000038
4220.1

20 ####
##

40.1 100 CTTCCCATTTATTTGCTGCTTATAGTCTCACTGTGATATGAGCAATTATACACATGGG
AT

ex3_40
95189_
x93

ENST0
000058
3032.1

29 ####
##

58 93 AGTGATGATGACCCCAGGTAACTCTGAGTGTGTCGCTGATGCCATCACCGCAGCGC
TCTG

ex3_41
09281_
x91

ENST0
000057
9879.1

47 ####
##

54 91 GGGGCGGTGATGACCCCAACATGCCATCTGAGTGTCGGTGCTGAAATCCAGAGGCT
GTTT

ex3_41
30956_
x88

AC008
443.10/
63918-
63851

28 ####
##

56 88 GGGGCGGUGAUGACCCCAACAUGCCAUCUGAGUGUCGGUGCUGAAAUCCAGAGG
CUGUUUCUGAGCUG

ex3_41
39376_
x87

CM000
679.2/4
838258
6-
483823
71

18 ####
##

28.2 87 AAGACTATACTTTCAGGGATCATTTCTATAGTTAGTTGCTAGAGAAGTTTCTCTGGAC
ATGTGGAGCACCAGAAACCATGAGAAGGAGATGTAGTGTTCTCTCCGGAGCATGAA
GCTGGCTCTTGGTGTTGCTTCGCTGCACCTGCCATTTGCCATTGACAATCATTCTTCT
CTTCCTCTGGGAGAGTAAGGAGGAGAGGACACAGTCTGAGTGGT

ex3_41
48537_
x86

AB061
837.1/2
430-
2563

28 ####
##

56 86 UGGUCCAUCCUAAUCCCUGCCGGUCCAUCUGUGGCCUGCCAGGUUUCGCUUGUG
GACCAGAGCACCCUAGAAGCCUCACCCGAGGAGUGAGCAGGGCUCCAGUGGGCU
CACGUCAUGGGCACUUCUAGACACUC



ex3_41
52729_
x85

CM000
663.2/1
738644
45-
173864
369

23 ####
##

46.1 85 AACCAATGATGTAATGATTCTGCCAAATGAAATATAATGATATCACTGTAAAACCGTTC
CATTTTGATTCTGAGGTT

ex3_41
54344_
x85

ENST0
000038
4584.1

29 ####
##

58 85 CAGCATGTTTCCAAGGGCTGTGGCTGGTCATAGCCATGGGATCTCCAACTGCATGCA
AGA

ex3_41
75367_
x82

ENST0
000038
3875.1

46 ####
##

83.8 82 CTGCAGTGATGACTTTCTTAGGACACCTTTGGATTTACCGTGAAAATTAATAAATTCT
GA

ex3_42
10891_
x77

AC013
283.23/
46245-
46493

38 ####
##

75.8 77 AACAUGCUUCCUUAGAUCCACCUUUGUGGAUGAAUCUUGAACUGAGUUCCACUUG
UAAACUUCUUGUUUCUUGUGGUUCCAGUAGUCAAAGAAACAUCCAGCAACUUUUU
UGGUUGUAUAGUCAAAGGUGCUUGAGUCAUUGGCAUGUAAGAGAAAUAUACCUGC
AUGUUAGUCUAACGUUCUGAUAGAAAUGACAUGCAUUUAUGCUGCCAUUUGUUAC
UAUCAGGACUCGACUCGUGUGCGGACAUU

ex3_42
13894_
x77

ENST0
000036
3484.1

20 ####
##

40.1 77 ACCTGTATTCGAAAGTGATCGTGGGCTGCCTGTGCCCTGGTCATTGATAGTGCAGG
GAGA



ex3_42
17282_
x77

BK005
568.1/1
-420

28 6E-11 56 77 GUUUUAGGGAGGGAGAGCGGCCUGGGUCCUGGGUGUUGUGUGCGGAGCUGUGG
CGUCGCGUGUGAGGCGCGUGCAGGGUGAGUGUGAGUGGACGCGUGAGUGUGUG
AGUGUGCGCGCUUGGAGCGUGUUAGGCGAGUGCGUGCGCCCACCCCUGCGCCCC
UCCUCCCGCUUACACUUUGAUCUUAUUUGAUCGGAUCGUGACCCCAGCCCCGCCG
GGCCGACCCGAAAUGAAAAGCUCUCCUCCUGCGAAGCCCCCUCGGGGCGCUGUG
CAGCGAGGCCCCUUAGGCGGCGGCCACGCUGUGGUCCCCGAGGUCCCGGAGCUG
GCCCUGCGGGGCCCGGCGCUCAGAAGUGAUGAAUUGAUCAGAUAGACGAGGCCG
GGCUUGUCCCCGGCCACUGAUUAUCGAGGCGAUUCUGAUCUGG

ex3_42
23227_
x76

CM000
668.2/3
183526
3-
318353
26

33 ####
##

65.9 76 AGTGATGATGACCCCAGGTAACTCTTGAGTGTGTCGCTGATGCCATCACCGCAGCG
CTCTGACC

ex3_42
33396_
x75

CM000
665.2/5
269137
8-
526914
53

33 ####
##

65.9 75 AAGAAATGAAGAAACTAAAATTGGTCTTAGTATTGAAGTGAAGACACTGAGATCCAAC
TCTGATCTTGCCCTAAAC

ex3_42
72183_
x70

ENST0
000038
4662.1

26 ####
##

52 70 CTTCCCATTTATTTGCTGCTTGTAGTCTCACAGTGATACGAGCAGTTATACGCATGGG
AT



ex3_42
73998_
x69

CM000
668.2/1
328168
02-
132816
877

28 6E-11 56 69 GCTGTACATGATGACAACTGGCTCCCTCTACTGAACTGCCATGAGGAAACTGCCATG
TCACCCTTCTGATTACAGC

ex3_42
88263_
x68

ENST0
000036
3217.1

19 ####
##

38.2 68 CCAACGTGGATACCCTGGGAGGTCACTCTCCCCAGGCTCTGTCCAAGTGGCATAGG
GGAG

ex3_42
92981_
x67

L36587
.1/100-
167

21 5E-07 42.1 67 UUCCUAUGAUGAGGACCUUUUCACAGACCUGUACUGAGCUCCGUGAGGAUAAGUA
ACUCUGAGGAGAU

ex3_42
95862_
x67

CM000
670.2/3
351347
5-
335135
78

24 ####
##

48.1 67 ATCCTTTTGTAGTTCATGAGCGTGATGATTGGGTGTTCATACGCTTGTGTGAGATGTG
CCACCCTTGAACCTTGTTACGACGTGGGCACATTACCCGTCTGACC

ex3_43
08009_
x65

ENST0
000036
4113.1

26 ####
##

52 65 ATCGAGGCTAGAGTCACGCTTGGGTATCGGCTATTGCCTGAGTGTGCTAGAGTCCTC
GAA

ex3_43
16573_
x64

CM000
673.2/1
230594
22-
123059
335

21 5E-07 42.1 64 TCGCTGTGATGAGTGATTGTTAAACATTCGTAGTTTCCACCAAAAGCTTGGCTAATGA
TGGCAACACCTTCCTTGGATGTCTGAGCGA

ex3_43
17021_
x64

CM000
663.2/1
738656
86-
173865
622

21 ####
##

42.1 64 GTGTAATGATGTTGATCAAATGTCTGACCTGAAATGAGCATGTAGACAAAGGTAACAC
TGAAGAA

ex3_43
19773_
x64

AC018
761.6/4
8391-
48315

26 ####
##

52 64 GGCCUCAAGUGAUGGAGAGCAAUACCCGGGGAUGACUGUGACCACAUUGGGAUG
UAUUCGUACUGUCUGAUGGGGCC



ex3_43
24189_
x64

ENST0
000036
4884.1

25 ####
##

50.1 64 GGGAATGATGATTTCACAGACTAGAGTCTCCGATGCTGGTCATGATGTCAAAACTAA
GTT

ex3_43
31950_
x63

ENST0
000042
6867.1

35 5E-15 69.9 63 TCTCAGTGATGTAATTCCAATAGATCCTTCTGACCCTCCACTGTGGACTCAATAGCAG
GG

ex3_43
42047_
x61

CM000
663.2/9
283728
9-
928373
83

28 ####
##

56 61 GCTGAATGATGATATCCCACTAACTGAGCAGTCAGTAGTTGGTCCTTTGGTTGCATAT
GATGCGATAATTGTTTCAAGACGGGACTGATGGCAGC

ex3_43
42840_
x61

ENST0
000036
2883.1

20 ####
##

40.1 61 GCTGTGATGACATTCCAATTAAAGCACGTGTTAGACTGCTGACGCGGGTGATGCGAA
CTG

ex3_43
50038_
x61

CM000
679.2/8
034584
-
803448
7

14 ####
##

28.2 61 ATCCTTTTGTACTTGGTAAGCATGATGATTGGGTTTTTATGCTTATATATGAGACATGC
TTGTCTCAAATCTTGTTACAGCACATTACCCTTCCTACT

ex3_43
50343_
x61

ENST0
000040
8564.2

21 ####
##

42.1 61 GTGGCCCTGACTGAAGACCAGCAGTTGTACTGTGGCTGTTGGTTTCAAGCAGAGGC
CTAA

ex3_43
55812_
x60

ENST0
000038
4339.1

26 ####
##

52 60 CTGCGAATATTCTCGCTGTTCTGATTTTGTAATAGTCAGGACAGGCTAAACATTCGCT
AT

ex3_43
58812_
x60

ENST0
000038
4792.1

25 3E-09 50.1 60 GTGCAAACTCGATCACTAGCTCTGCGTGATGTGGCAGAAGCGAAGGGAACCAGGTT
TGCA

ex3_43
64273_
x59

AC010
653.10/
104059
-
104144

29 ####
##

58 59 UGUGUGUUGGAGGAUGAAAGUACGGAGUGAUCCAUCGGCUAAGUGUCUUGUCAC
AAUGCUGACACUCAAACUGCUGACAGCACACG



ex3_43
66751_
x59

ENST0
000038
6847.1

32 ####
##

63.9 59 TGTCCCTGACCTGGGTAGAGTGGCATCTGGTTGGTGATGCCCATCTCATATCAGCCA
GGG

ex3_43
75338_
x58

ENST0
000038
4581.1

36 ####
##

71.9 58 ATCCTCCTGATCCCTTTCCCATCGGATCTGAACACTGGTCTTGGTGGTCGTAAAAGG
AGG

ex3_43
85832_
x57

ENST0
000038
3903.1

20 ####
##

40.1 57 AGTCTGTGATGAATTGCTTTGACTTCTGACACCTCGTATGAAAACTGCACGTGCAGTC
TG

ex3_43
87713_
x57

ENST0
000036
5161.1

21 ####
##

42.1 57 TCTCGTGATGAAAACTCTGTCCAGTTCTGCTACTGAAGGGAGAGAGATGAGAGCCTT
TTA

ex3_44
02448_
x55

CM000
673.2/6
285563
2-
628555
64

21 ####
##

42.1 55 CTTCCTATGATGAGGACCTTTTCACAGACCTGTACTGAGCTCCGTGAGGATAAATAA
CTCTGAGGAGAT

ex3_44
05583_
x55

AC023
950.6/1
58570-
158435

25 3E-09 50.1 55 UGCCCCAUUCUCAAAGAGAAUAGGCACUGUUGAUCAUGCGAUCCAGAGAUUGUUA
AUGGGGCUGCAUUGAGAAACAAGCUAUGUUUCCAUUCACAGCAAACACAUCGCAG
UGGUGACAAUGAGACCUGUAACAUUU

ex3_44
08622_
x54

AC006
435.7/2
333-
2239

15 0.002 30.2 54 CUUAAGAGCCAAUGAUGUUUUUAUUCAAAAUGUCUGAACCUGUCUGAAGCAUCCC
AGUGAUGCAACUUCUGUGUGAUACUGAGGCUUUUUUGCCA

ex3_44
09486_
x54

AC104
446.2/1
43509-
143592

22 1E-07 44.1 54 UUUUGGUUGAAAUAUGAUGAGUGUACAAAAUCUUGAUUUAAGUGAAUGAAAAAUUA
CAAGAUCCAACUCUGAUUUCAGCCAGAG



ex3_44
14022_
x54

ENST0
000036
5530.1

36 ####
##

48.1 54 AGCACAAATGATGAATAACAAAGGGACTTAATACTGAAACCTGATGTTACATTGTAGT
GT

ex3_44
28608_
x52

CM000
682.2/3
842533
1-
384251
98

26 ####
##

52 52 CCCTGTATTCGAAAGTGATCGTGGGCTGCCTTTGCCCTGGTCATTGATAGTGCAGGG
AGAGGAATCAATGAAAGCGCTTCCCCGTGTTTGAAGGGTCCACTCCTATCCCTTCCA
AACTCTGGAGCTTTCGTACA

ex3_44
38135_
x51

AY349
607.1/2
-78

33 ####
##

65.9 51 GUAAAUGAUGACUUCACUUUUUUCCCCAUCAGAUCGACAAUGCUGACGUCUUAUA
UUUUGCCAGUUAGUUCUGAUAC

ex3_44
42266_
x51

CM000
680.2/4
949172
9-
494916
64

21 ####
##

42.1 51 CTGCGATGATGGCATTTCTTAGGACACCTTTGGATTAATAATGAAAACAACTACTCTC
TGAGCAGC

ex3_44
44000_
x51

ENST0
000051
6528.1

26 ####
##

52 51 ATGCATCTATTTGACAGACCTGGAGCAGTTAGTGTGTGCTGCTAAGGTTTCTACCTCT
AG

ex3_44
55305_
x50

CM000
663.2/1
759685
40-
175968
398

31 ####
##

61.9 50 AATGGAAGCTGCTGGAACCAGCCATGTGGACAAATGAAAAAATGCCTTTTGTCTACA
GATTGCAGCGATCCTACATAAATATATGGAGGTCTCTGTCTGGCTTAGGACAGCTGG
CTAAGTCTGATCGTTCCCCTCCGTACAGC

ex3_44
60561_
x49

ENST0
000036
2874.1

27 ####
##

30.2 49 TTGCAATGATGTGAATCTCTCACTGAATTCAACCTTGAAGTGCGAATCCATGAGCTTT
TT



ex3_44
82071_
x47

CM000
682.2/2
654212
-
265428
6

27 ####
##

54 47 TTGCAGTGATGACTTGCGAATCAAATCTGTCAATCCCCTGAGTGCAATCACTGATGTC
TCCATGTCTCTGAGCAA

ex3_44
85267_
x47

CM000
663.2/3
096823
6-
309681
64

27 ####
##

54 47 ACTGGCAAGGATGATACACACTTGCCCTCACTTAGACTATAGTTCACTGATGAGAGC
ATTGTTCTGAGCCAGT

ex3_44
96683_
x45

ENST0
000038
4574.1

19 ####
##

38.2 45 TGCACTGCATGGTATCTGCACTCAGCAGTTTACACCTGCTAGGGTGTTCAAAGGTCA
GTG

ex3_45
06533_
x44

AF141
346.1/1
052-
1111

37 ####
##

73.8 44 AGCCUGUGAUGCUUUAAGAGUAGUGGACAGAAGGGAUUUCUGAAAUUCUAUUCUG
AGGCU

ex3_45
16521_
x44

CM000
681.2/5
713426
0-
571340
49

17 ####
##

34.2 44 CACTTTATACTTTTAGGGATGATTTCTATAATTCATGAGTGGAGAGGTTTCTCTAGAG
GTGTAGGGGACTGGAAACCACATCCAGGAAGTACAGCTTTCTCTCCTGAGCATGAAG
GTATCTTGGCATTTCTTCACTGCAATTGCCATTTGCCTTTTTTGTTTTTCCTTTTGAGA
TAGGGTGTCACCTGTTGCCCAGGCTGGAGGGCAGTGGT

ex3_45
19077_
x43

CM000
673.2/6
285396
8-
628539
04

23 ####
##

46.1 43 TTTCTATGATGAATCAAACTAGCTCACTATGACCGACAGTGAAAATACATGAACACCT
GAGAAAC



ex3_45
23506_
x43

CM000
663.2/1
542597
27-
154259
862

28 ####
##

56 43 GGGCATACCCGTAGACCTTGTCTGACTGTGCTCATGGCCAGGCAGGGGGGACAGTG
TATGCAAGAGTAATGTGGAGTTTGTGCTAACTCTAGCCAGCTTAATTAGTGACTGGAT
AAATTGCACAACTCTCACATTC

ex3_45
25140_
x43

AC010
361.3/2
3932-
23994

26 ####
##

52 43 GUGCAUGUGAUGAAGCAAAUCAGUAUGAAUGAAUUCAUGAUACUGUAAACGCUUU
CUGAUGUA

ex3_45
26043_
x43

CM000
663.2/4
477586
4-
447759
43

23 4E-08 46.1 43 CGTGTATGATGACAACTCGGTAATGCTGCATACTCCCGAGTGCGCGGTGGGGAAGC
CAACCTTGGAGAGCTGAGCGTGCG

ex3_45
37956_
x42

AJ2240
26.1/1-
80

29 2E-11 58 42 GUGCCCUGCCUCUGAUGAAGCCUGUNUUGGUAGGGACAUCUGAGAGUAAUGAUG
AAUGCCAACCGCUCUGAUGGUGGCAC

ex3_45
39636_
x42

CM000
682.2/4
928031
9-
492804
09

33 ####
##

65.9 42 GCTGGCATATATGATGACTTAGCTTTTTTCCCCGACAGATCGACTATGTTGATCTAAC
TTTTCTAAGCCAGTTTCTGTCTGATATGCCAGC

ex3_45
44282_
x41

ENST0
000040
8376.1

20 ####
##

40.1 41 TGATGACTGTTCTTCCTGTTGCCTTCAGACCTGGCATTAGGATTTTAGGTCATCATAA
AT

ex3_45
47193_
x41

ENST0
000038
4693.1

22 ####
##

44.1 41 GTTTGTGATGACTTACATGGAATCTCGTTCGGCTGATGACTTGCTGTTGAGACTCTGA
AA



ex3_45
48915_
x41

AF141
346.1/1
275-
1356

28 ####
##

56 41 UGCCACAAUGAUGACAGUUUAUUUGCUACUCUUGAGUGCUAGAAUGAUGAGGAUC
UUAACCACCAUUAUCUUAACUGAGGCA

ex3_45
51523_
x40

ENST0
000045
9433.1

31 1E-12 61.9 40 GGTTCATGATGACACAGGACCTTGTCTGAACATAATGATTTCAAAATTTGAGCTTAAA
AA

ex3_45
66668_
x39

AC006
435.7/3
490-
3399

27 ####
##

54 39 UAGAGAAGUCAAUGAUGGUUUUAUUCAUAUCGUCUGAACCUGUCUGAAGCAUCUC
AGUGAUGCAAUCUCUGUGUGGUUCUGAGACUUCUCCA

ex3_45
67526_
x39

AF141
346.1/3
076-
3157

48 ####
##

56 39 CCGAUACAAUGAUGAUAACAUAGUUCAGCAGACUAACGCUGAUGAGCAAUAUUAAG
UCUUUCGCUCCUAUCUGAUGUAUCUG

ex3_45
67565_
x39

CM000
663.2/1
738660
28-
173865
968

35 5E-15 69.9 39 CCTGGATGATGATAAGCAAATGCTGACTGAACATGAAGGTCTTAATTAGCTCTAACTG
ACT

ex3_45
71348_
x39

CM000
682.2/4
928068
3-
492807
72

29 ####
##

58 39 GCCTTTGCAGCTGATGATACAGCTTCTTTCCCCATCAGATCGACCCTGTTGATCTCTA
CACTATTGGCCAGTTTTGTCTGATGCATTGGC

ex3_45
71738_
x39

AB061
826.1/4
476-
4547

23 ####
##

46.1 39 AGCUUAAUGAUGACUGUUUUUUUUGAUUGCUUGAAGCAAUGUGAAAAACACAUUU
CACCGGCUCUGAAAGCU

ex3_45
72362_
x39

ENST0
000038
4072.1

25 ####
##

50.1 39 TGGTCATTACCAAGGCTTTTAGAATGCAGTTTCTCATTTGCTGTGGACATGACCATAA
AA



ex3_45
75363_
x38

CM000
673.2/6
285469
5-
628546
21

27 ####
##

54 38 GTCAGATGATTTGAATTGATAAGCTGATGTTCTGTGAGGTACAAAAGTTAATAGCATG
TTAGAGTTCTGATGGCA

ex3_45
84027_
x38

AM055
745.1/1
-178

28 ####
##

56 38 ACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGACACUAGGACCAUGUCUUGGU
UUUUGCAAUAAUGCUUGCAGAGUACACACAAGAAGAAAAGUAACAGCACUAGAUUG
UAAAGACUGGGGUGGACCUCUUUCUUAAUGUCCAAUGUCCUUUGUCUUAAGAUUU
GGUGCAAUAUCU

ex3_45
95578_
x37

ENST0
000040
8587.1

38 1E-16 75.8 37 CAGCCTGAAGTGATGATTCACATTCATGTCTCTTCTCTGATAAATTCTTGAAGAAAATT
T

ex3_45
97576_
x37

ENST0
000038
4096.1

27 ####
##

54 37 CTCCATGTATCTTTGGGACCTGTCAGCCGTGGCAGTCTCCCTTCCTAGCCATGGAAG
AGC

ex3_45
98242_
x37

AB017
710.1/1
702-
1771

24 ####
##

48.1 37 AAUCAAUGAUGAAACCUAUCCCGAAGCUGAUAACCUGAAGAAAAAUAAGUACGGAU
UCGGCUUCUGAGAU

ex3_45
98575_
x37

CM000
684.2/2
933325
8-
293331
63

14 ####
##

28.2 37 ACCCCTGGCAGCCCCTCCTGATGATTCTTCTTCCTGAGCACGCTCATGATGAGCAAA
CTGAGCCTCTAAGAAGTTGACTGAAGGGGCTGCTTCCCC

ex3_45
98649_
x37

ENST0
000039
0994.1

34 ####
##

67.9 37 AGCTTATCAGTGATGTTGTAAAAATAAATGTCTGAACATATGAATGCAGTATTGATTTC
A



ex3_45
99877_
x36

AC093
484.2/1
62015-
162087

21 ####
##

42.1 36 AAAUGAUGAAAUCACCCAAAAUAGCUGGAAUUACCGGCAGAUUGUGUAGUGGUGA
ACCUAUGGUUUUCUGAAG

ex3_46
01461_
x36

ENST0
000036
5444.1

51 ####
##

61.9 36 CGATGTTATGATGATGGGCGAAATGTTCAACTGCTCTGAAGGGGCTGAATGAAAATG
GCC

ex3_46
02577_
x36

AJ0106
76.1/1-
70

24 ####
##

48.1 36 GCUGUGAUGACAUUCCAAUUAAAGCACGUGUUAGACUUCUGACGCGGGUGAUGC
GAACUGGAGUCUGAGC

ex3_46
12047_
x35

CM000
678.2/2
155105
-
215502
3

20 2E-06 40.1 35 AGTCTGTGATGAATTGCTTTGACTTCTGACACCTCGTATGAAAACTGCACGTGCAGTC
TGATTATTTAGCAAGACTGAGGCTT

ex3_46
13622_
x35

ENST0
000058
1525.1

39 0.008 30.2 35 CGTGTATGATGACAACTCGGTAATGCTGCATACTCCCGAGTGCGCGGTGGGGAAGC
CAAC

ex3_46
14812_
x35

ENST0
000045
9004.1

20 2E-06 40.1 35 TTGCATGTGGAAATGTCTGCTTCTCATTCCTTGGGAGCAGGAATATGTTCATAACATG
CT

ex3_46
20657_
x35

ENST0
000060
6769.1

17 ####
##

34.2 35 AAGCAACACTCTGTGGCAGATGATCAAAACTGTCTGACACAATTTGAGCTTGCTATAG
CA

ex3_46
29699_
x34

ENST0
000051
6624.1

24 ####
##

48.1 34 ATGCATCTATTTGACAGACCTGGAGTAGTTACTGTCTGCTGCTAAGGTTTCCACTACA
GA

ex3_46
32045_
x34

ENST0
000040
8189.1

31 ####
##

61.9 34 TTGCAGTGATGACTTGCGAATCAAATCTGTCAATCCCCTGAGTGCAATCACTGATGTC
TC



ex3_46
32657_
x34

L44140
.1/7071
6-
70850

43 ####
##

85.7 34 CCGCAGCCAAUUAAGCCGACUGAGUUCCUUUCCUCAUGGGGACCCAGUGUGCGA
UGGCUGCACACAGCAGCUUCCUUGGUAGUGUACGCAGCCUGUUGGUUGUAUGGG
UUGCUCUAAGGGACCUUGGAGACAGGC

ex3_46
38765_
x33

CM000
677.2/2
507411
4-
250742
15

14 0.008 28.2 33 AGGTTGATGATGACTTACATATATACGTTTTTTTTTTTTTTTTGGAAAGGTGAACAAAA
TGAGTGAAAACTCAGTACCATCATCCTCATCTAACTGAGGTCC

ex3_46
39920_
x33

ENST0
000038
3884.1

30 5E-07 44.1 33 TGCAGATGATGTAAAAGAATATTTGCTATCTGAGAGATGGTGATGACATTTTAAACCA
CC

ex3_46
48830_
x33

GL000
250.2/3
167878
-
316794
0

40 7E-18 79.8 33 AGTGATGATGACCCCAGGTAACTCTGAGTGTGTCGCTGATGCCATCACCGCAGCGC
TCTGACC

ex3_46
50638_
x32

ENST0
000041
0557.1

24 ####
##

48.1 32 TGATGGCTGTTCCTCTCACTGCTTGAAGCCTTAGGCAGTGGGATTTTGATCCATCATA
TA

ex3_46
51214_
x32

ENST0
000051
6327.1

14 ####
##

28.2 32 AGTTACTGTCTGCTGCTAATGTTTCCACTACAGATACAAGAAAAAGTCTCTTCACACT
TT



ex3_46
53966_
x32

L07382
.1/2-
208

23 4E-08 46.1 32 CCAACGUGGAUACACCCUGGGAGGUCACUCUCCCCGGGCUCUGUCCAAGUGGCG
UAGGGGAGCAUAGGGCUCUGCCCCAUGAUGUACAAGUCCCUUUCCACAACGUUG
GAAAUAAAGCUGGGCCUCGUGUCUGCGCCUGCAUAUUCCUACAGCUUCCCAGAGU
CCUGUCGACAAUUACUGGGGAGACAAACCAUGCAGGAAACAGCC

ex3_46
56334_
x32

ENST0
000038
6148.1

38 5E-07 44.1 32 GATCCTGGTGATGACAGACGACATTGTCAGCCAATCCCCATGTGGTAGTGAGGACAT
GTC

ex3_46
59662_
x32

ENST0
000036
5607.2

35 ####
##

69.9 32 CTTCCTATGATGAGGACCTTTTCACAGACCTGTACTGAGCTCCGTGAGGATAAATAA
CTC

ex3_46
62923_
x31

AJ6094
59.1/1-
132

32 ####
##

56 31 CUUCCCAUUUAUUUGCUGCUUGUAGUCUCACAGUGAUACGAGCAGUUAUACGCAU
GGGAUAAAAUAACAUUGGGCCACUGUAAAUUGAGAUGAAGUAACCAUUUUCAUCU
CUUCUGCAGGGACUAGACAUUG

ex3_46
64349_
x31

ENST0
000041
0433.1

21 ####
##

42.1 31 GCTGGCATATATGATGACTTAGCTTTTTTCCCCGACAGATCGACTATGTTGATCTAAC
TT

ex3_46
65372_
x31

ENST0
000038
3893.1

33 ####
##

65.9 31 GGTCAATGATGAGTTGGCATGTATTCTGAATCTAAAGTTGATTATTACTACTTTAGCTC
T

ex3_46
70611_
x31

ENST0
000038
4512.1

33 1E-13 65.9 31 GGTCAATGATGTGTTGGCATGTATTATCTGAATCTATTGCTGATGTGTAATAACACTTT
A



ex3_46
78773_
x30

AF141
346.1/1
960-
2019

26 ####
##

52 30 CCUGGAUGAUGAUAGCAAAUGCUGACUGAACAUGAAGGUCUUAAUUAGCUCUAAC
UGACU

ex3_46
97177_
x29

CM000
672.2/4
341743
8-
434172
49

15 ####
##

30.2 29 TAGGCGGCTTTCAGGGATCATTTCTATAGTCTGCTACTAGAGTACTTTCTGTGAAAGT
GTAGAGCCCCCGGAAACGACAGGAGGTGCAGTTTTCTCCTGAGTGTGAAGCCGGCG
CTTGGTGTTGCTTTCGCCATTGAGGTTTCTTCTCCTCCGTGGGGGAATGAGAGGGAG
AGGACACAGGCTGAATGGT

ex3_46
97641_
x29

ENST0
000036
3961.1

22 ####
##

44.1 29 TTGCAGTGATGTAAAATTTCTTGGCCTGAAATTACTGTGAAGAGTAAAACCGAGCTTT
TT

ex3_47
10446_
x28

AJ2240
27.1/1-
88

19 ####
##

38.2 28 UACUGUUAGUGAUGAUUUUAAAAUUAAAAGCAGAUGGGAAUCUCUCUGAGAAAGA
AAAUGGGAGAUUAAUCCUUAACCUGAAACAGUA

ex3_47
14702_
x28

ENST0
000036
2761.1

27 2E-10 54 28 GCGGCCGGTGATGAGAACTTCTCCCACTCACATTCGAGTTTCCCGACCATGAGATGA
CTC

ex3_47
15710_
x28

CM000
673.2/6
285536
6-
628552
92

21 5E-07 42.1 28 CTACGGGGATGATTTTACGAACTGAACTCTCTCTTTCTGATGGATTAGTGGAGAAAAC
AGAAAATTCTGAGTAGC

ex3_47
15794_
x28

KN196
479.1/1
75490-
175564

38 1E-16 75.8 28 TGCAGATGATGTAAAAGAATATTTGCTATCTGAGAGATGGTGATGACATTTTAAACCA
CCAAGATCGCTGATGCA

ex3_47
16522_
x28

ENST0
000036
5223.1

38 3E-14 67.9 28 TTGCTGTGATGACTATCTTAGGACACCTTTGGAATAACTATGAAAGAAAACTATTCTG
AG



ex3_47
17334_
x28

CM000
664.2/2
892798
3-
289280
60

26 8E-10 52 28 TTGCTGTGATGACTATCATTGGGTTTCGCATGTTGCTGAGTTCCAGTGATGCCTCTTT
TCTCTTGGCTGTCTGAGCAA

ex3_47
18849_
x27

ENST0
000038
4550.1

26 ####
##

52 27 TGGATATGATGACTGATTACCTGAGAAATAATTGATGAAATCTCAAGAAAATTCCTCT
AG

ex3_47
19713_
x27

AC078
797.20/
67061-
67136

27 ####
##

54 27 UUCCUCUGAUGACUUCCUGUUAGUGCCACGUGUCUGGGCCACUGAGACACCAUG
AUGGAACUGAGGAUCUGAGGAA

ex3_47
21900_
x27

CM000
665.2/1
867847
96-
186784
864

39 3E-17 77.8 27 AAGTGAAATGATGGCAATCATCTTTCGGGACTGACCTGAAATGAAGAGAATACTCATT
GCTGATCACTT

ex3_47
22656_
x27

AC011
031.12/
168663
-
168575

20 2E-06 40.1 27 GCUGGCACAAUGAUGACUUAAAUUACUUUUUGCCGUUUACCCAGCUGAGGUUGUC
UUUGAAGAAAUAAUUUUAAGACUGAGAUGCCAGU

ex3_47
23790_
x27

AC097
720.5/9
9784-
99861

25 3E-09 50.1 27 AUGCUAUGAUGACAUCCAUAUGGUUUCGCUGCUGGCUGAGUUUCAGAGAUGACAC
CUUUCUCUUGGCUGUCUGAGCAU

ex3_47
31782_
x27

ENST0
000040
8813.1

29 2E-11 58 27 TGGCCAAGGATGAGAACTCTAATCTGATTTTATGTGCTTCTGCTGTGATGGATTAAAG
GA

ex3_47
33115_
x26

ENST0
000038
4674.1

21 5E-07 42.1 26 ACTCTCTCGGCTCTGCATAGTTGCACTTGGCTTCACCCGTGTGACTTTCGTAACGGG
GAG



ex3_47
34207_
x26

ENST0
000051
6652.1

16 0.000
6

32.2 26 GCTACTCTTGAACTCCTGACCTCAACTGATCCACCCGCCTCGGCCTCCCAAAGTATG
AAA

ex3_47
34727_
x26

ENST0
000038
4762.1

23 ####
##

46.1 26 AGCACTATATTTAAACCTGTGGATGGGAATATTCCCCATTCTTGGTTACGCTGTAGTG
CA

ex3_47
35247_
x26

AC097
720.5/8
6379-
86467

36 ####
##

71.9 26 UGGUGCUGUGAUGAUGCCUUAAUAUUGUGGUUUCGACUCACUGAGAGUAAAAUGA
GGACCUACAAUUCCUUGGCUGUGUCUGAGCACCC

ex3_47
36677_
x26

ENST0
000039
0856.1

21 ####
##

42.1 26 TTCCTCTGATGACTTCCTGTTAGTGCCACGTGTCTGGGCCACTGAGACACCATGATG
GAA

ex3_47
41045_
x26

AF492
209.1/1
-275

28 6E-11 56 26 AAUCUGUAGUCUUGGAGCCGCACAGGGUUGGUGGUACCCUCGAGCACACCAGAC
UUGCAGAAAAAGCAUACUCCAGAGGAAGCUGAGGCAUGCCUGCUCGAGAGCCAGC
UGUUCCAUGUGCAAUUUUCCUCUGAUAGUUUCUGGUCACUGUUGCCACGGUGAU
AAUGACUGGGCUAUGUCAUUAUCUAUCCGCCAACAGUAAGAGAAGCUUUGCAGUC
GAGAUAUUGUUUAGCAGAUGGAGUGUUUUCUGUUGAACACUAAGUACUGCCACAA
GU

ex3_47
42007_
x26

ENST0
000038
6910.1

29 2E-11 58 26 CCCCTATCTCTCATGATGAACACATATGCCTCTGAGCTGCTGTGATTTCTGGCTTCAA
AG

ex3_47
43619_
x26

ENST0
000043
9232.2

21 5E-07 42.1 26 ACTCACTCACTGCCCTATTTTGTCCCTGTATTCGAAAGTGATCGTGGGCTGCCTTTGC
CC



ex3_47
51321_
x25

CM000
681.2/3
982572
-
398250
7

32 3E-13 63.9 25 ATTCGTGATGACTGATCATTTCTTCACTTTGACCAGATGTCTACTGAAGAAAGCCTGC
GTCTGAGG

ex3_47
51446_
x25

ENST0
000038
6307.1

47 ####
##

54 25 GCTGGTGTAAATGATGACTTCACTTTTTTCCCCATCAGATCGACAATGCTGACGTCTT
AT

ex3_47
54496_
x25

L36588
.1/797-
921

25 3E-09 50.1 25 UCCCAAUGAAGAAACUUUCACAUGUCUUACUCUCUGUCCUAGUCCCAGAGCCUGU
AAAGGUGAACCACUGGGACUGGCUGGGGGAGAAGAGGAAGAUUUGUUCCAGAAG
GAACUGUCUGAGGGAU

ex3_47
54746_
x25

ENST0
000062
8590.1

28 ####
##

56 25 ACGCGCTGTCTTTGAGCCCCCGCCGAGCTTCCTCGTGGCGCCGGGGGTCAATCTGC
AGCG

ex3_47
58471_
x25

GL000
250.2/3
169692
-
316975
8

27 ####
##

54 25 GGGAATGATGATTTCACAGACTAGAGTCTCCGATGCTGGTCATGATGTCAAAACTAA
GTTCTGACTC

ex3_47
58846_
x25

ENST0
000036
5382.1

25 3E-09 50.1 25 TCGCTGTGATGAGTGATTGTTAAACATTCGTAGTTTCCACCAAAAGCTTGGCTAATGA
TG

ex3_47
63971_
x25

ENST0
000036
4432.1

24 ####
##

48.1 25 CCCGCCACTGCACCTGACCAGGTCTCTGTTGGCTGGTGCAATCCAGTGGTGAGCTG
ATAG

ex3_47
64246_
x25

ENST0
000036
5493.1

20 ####
##

40.1 25 TGTGCACATTGTTAGAGCTTGGAGTTGAGGCTACTGACTGGCCGATGAACTCGCAAG
TGT



ex3_47
66864_
x24

ENST0
000045
8770.1

23 ####
##

46.1 24 CCACATGCGGCTGATGACAGCACTTCTGCTGAGACGCTGTGATTGCTCTGTCCAAAG
TAA

ex3_47
67536_
x24

CM000
664.2/2
314604
40-
231460
371

26 8E-10 52 24 AGCACAAATGATGAATAACAAAGGGACTTAATACTGAAACCTGATGTTACATTGTAGT
GTGCTGATGTGC

ex3_47
74352_
x24

AY077
740.1/1
-330

21 ####
##

42.1 24 UGGAAAUGAUGAAAUAGAGAUAAUUGGGUGUUGAAUGUUGUAUGACUGGAAAUUU
UUAAUAUGUAUAUUAUGUAAUUCUUAUAAGUUUAGUGUUUUAUAGGUACUUAAUA
GAGAGUGUGUAUGCAUGUGUGUGUGCUUGUGGUGGCUAUGGAAAGGGGGCACUG
ACUGGUGAUGCUGAUAUUGGAGUGCAUCUGAGGCUGUUGUAGAAAUAACAUGGG
UUGUUGAUUACAACAUUGCCAAUGAUUAUAACCCAAGAACAGCUCACCUAACUAGC
CUGGCACCCUAAAAUCUCUAACAGGUUCAUUAAAAUGGUCCUGUGAUCUGAUCCA
A

ex3_47
77088_
x24

ENST0
000036
3753.1

14 0.008 28.2 24 CAGTAGTGATGAAATTCCACTTCATTGGTCCGTGTTTCTGAACCACATGATTTTCTCG
GA

ex3_47
89817_
x23

CM000
682.2/3
843399
8-
384338
65

25 ####
##

50.1 23 ACCTGTATTCGAAAGTGATCGTGGGCTGCCTGTGCCCTGGTCATTGATAGTGCAGG
GAGAGAAATCGCGGAAAGTGCTTCCCCGTGTTTGGAGGGTCCGCTCCTGTCCCTTT
CAAACTCTGGAGCTTTCTCACA



ex3_47
93957_
x23

ENST0
000038
4567.1

29 ####
##

58 23 ATGCGATGATGAGTGAAGTAGAGCCTGACCTGGTATTGCCATTGCTTCACTGTTGGC
TTT

ex3_47
96395_
x23

CM000
667.2/1
812418
92-
181241
814

28 6E-11 56 23 GGTCCTGGTGATGACAGATGGCATTGTCAGCCAATCCCCAAGTGGGAGTGAGGACA
TGTCCTGCAATTCTGAAGGGATT

ex3_47
98777_
x22

ENST0
000050
5219.1

27 ####
##

54 22 GGGCATACTCGTAGACCTTGCCTGACTGTGCTCATGTCCAGGCAGGGGGGACAGTG
TATG

ex3_48
01615_
x22

ENST0
000038
4323.1

27 ####
##

54 22 TACCCCCTTTTCACTTTGCCAGTTGGACTTATGTCTTTATTGGTCATTCAAGTGGGGC
AA

ex3_48
04387_
x22

CM000
667.2/1
385611
10-
138561
043

31 1E-12 61.9 22 GTGCAATGATGTATTTTATTCAACACATCATTCTGAAAGAACGTGTGGAAAACTAATG
ACTGAGCACA

ex3_48
09733_
x22

AK095
849.1/8
03-874

28 ####
##

56 22 ACUCCAUGAUGAACACAAAAUGACAAGCAUAUGGCUGAACUUUCAAGUGAUGUCAU
CUUACUACUGAGAAGU

ex3_48
09887_
x22

AB061
824.1/2
400-
2464

22 ####
##

44.1 22 CUGCAGUGAUGACUUUCUUGGGACACCUUUGGAUUUACCGUGAAAAUUAAUAAAU
UCUGAGCAGC

ex3_48
10745_
x22

AF019
618.1/4
8-114

21 ####
##

42.1 22 GGAUUUGUGAUGAGCUGUGUUUACUGAGCAUGAUGAAGUAAAGCUCAACGUGAUU
ACUCUGAAGUCC

ex3_48
15311_
x21

ENST0
000038
4714.1

21 5E-07 42.1 21 CTTCAGTGATGACACGATGACGAGTCAGAAAGGTCACGTCCTGCTCTTGGTCCTTGT
CAG



ex3_48
22136_
x21

ENST0
000038
4304.1

32 ####
##

63.9 21 CCTTCTATGATGATTTTATCAAAATGACTTTCGTTCTTCTGAGTTTGCTGAAGCCACAT
T

ex3_48
24320_
x21

AJ6094
86.1/1-
187

21 5E-07 42.1 21 ACGGUCUGGGGAAAGGCUCCUGUGUUGUUGAGCCUGCCAAGUUGUGGGUGCAGC
AUGGUACCAGGCAGCCCAACCCUGACCUAAAGUAAAUUCCCGGAAGAAGUCUUUC
CUGGGUUUUGAAUUUGCAGUAACAGGUGUGAGCAUUCUAGCAGCAGUUUGAUGA
UCAUGUAUGAUACUGCAAACAGGA

ex3_48
29213_
x21

AC018
607.12/
34735-
34867

31 ####
##

61.9 21 AGCCUCAUGCUAGAUGAGAAUGGGCACUGUUGAUCAAGGUGUCCAAAAAUAGUUA
AUGUGGCUAAAUUGAGAUAGGUUAUGCUUCCAUCACAGUAUGCAUAUUGCAGUGG
UGACAAUGAGACCUGUAACAUUU

ex3_48
35196_
x20

ENST0
000036
4578.1

19 ####
##

38.2 20 AAGCAGGATTCAGACTACAATATAGCTGTTAAGTGCTGTATTGTCATTCCCCCTGCTC
AA

ex3_48
39376_
x20

CM000
682.2/2
656624
-
265669
4

21 5E-07 42.1 20 CCACAATGATGGCAATATTTTTCGTCAACAGCAGTTCACCTAGTGAGTGTTGAGACTC
TGGGTCTGAGTGA

ex3_48
41036_
x20

AJ6094
65.1/1-
134

35 5E-15 69.9 20 UGGUAAUGGAUUUAUGGUGGGUCCUUCUCUGUGGGCCUCUCAUAGUGUACCCAU
GCCAUAGCAAAUGGCAGCCUCGAACCAUUGCCCAGUCCCCUUACCUGUGGGCUGU
GAGCACUGAAGGGGGUUGCACAGUG



ex3_48
44496_
x20

ENST0
000036
4089.1

30 ####
##

60 20 TCCAGCGGTTGTCAGCTATCCAGGCTCATGTGGTGCCTGTGATGGTGTTACACTGTT
GGA

ex3_48
47276_
x20

AJ6094
67.1/1-
135

29 2E-11 58 20 AGCACUAUAUUUAAACCUGUGGAUGGGAAUAUUCCCCAUUCUUGGUUACGCUGUA
GUGCAAAAGAAUUCCUGGCUCUCUGUUGCACAGCUGACUUGUGCCAUUCUGCUG
UUGCUGUAUAGAGUUAAGGAACAUGG

ex3_48
52496_
x19

ENST0
000038
4342.2

23 4E-08 46.1 19 CCCTTGGCCCTTATCGAAGCTGCAGCTGCTTCCGCATAGCTGCTGTGGTCAAAAAGG
AGC

ex3_48
53560_
x19

AJ0077
33.1/1-
97

22 1E-07 44.1 19 AUGCGAUGAUGAGUGAAGUAGAGCCUGACCUGGUAUUGCCAUUGCUUCACUGUU
GGCUUUGACCAGGGUAUGAUCUCUUAAUCUUCUCUCUGAGCUG

ex3_48
58766_
x19

ENST0
000036
4849.1

24 1E-08 48.1 19 GCTGGCACAATGATGACTTAAATTACTTTTTGCCGTTTACCCAGCTGAGGTTGTCTTT
GA

ex3_48
58861_
x19

ENST0
000060
7313.1

36 1E-15 71.9 19 CTGCGATGATGGCATTTCTTAGGACACCTTTGGATTAATAATGAAAACAACTACTCTC
TG

ex3_48
60020_
x19

AC092
123.4/2
4307-
24224

23 4E-08 46.1 19 UGAUGACAUUCUCCGGAAUCGCUGUACGGCCUUGAUGAAAGCACAUUUGAACCCU
UUUCCAUCUGAUUGCUGAGGCUUUUCAUC

ex3_48
63687_
x19

AJ2240
23.1/1-
67

31 1E-12 61.9 19 GUGCAUAUGAUGGAAAAGUUUUAAUCUCCUGACACUUGUGAUGUCUUCAAAGGAA
CCACUGAUGCAC

ex3_48
67031_
x19

CM000
679.2/1
644003
6-

26 ####
##

52 19 TGCTCTGATGAAATCACTAATAGGAAGTGCCGTCAGAAGCGATAACTGACGAAGACT
ACTCCTGTCTGATT



164401
06

ex3_48
67981_
x19

ENST0
000038
4252.1

27 2E-10 54 19 GCTATGATGAATTTGATTGCATTGATCGTCTGACATGATAATGTATTTTTGTCCTCTAA
G

ex3_48
68779_
x19

ENST0
000038
4384.1

23 4E-08 46.1 19 GGGTCATTTCAAAGAGGGCTTATGAGGCTGTGAAACCCAGAGCTCTTAACGCTGTGA
CCA

ex3_48
74957_
x18

AK025
846.1/2
178-
2094

25 ####
##

50.1 18 UACUGUUAGUGAUGAUUUUAAAAUUAAAGCAGAUGGGAAUCUCUCUGAGAAAGAA
AAUGGAGAUUAAUCUUAAACUGAAACAGUA

ex3_48
78377_
x18

AC055
855.9/1
10736-
110601

22 2E-07 44.1 18 GUGACUGUUCCUGGUAUUGAUUGCAUUUGUUAGUUGUACAGUGCAACCAUAGACA
GUCACACACAUUAAAACAGAUGGUUCCUGCCGACAGGGUCUGUAUAGUUAUCAGA
UUUUCUGUGCGAUGGCUCCAUACAUG

ex3_48
86819_
x18

ENST0
000057
8179.1

18 3E-05 36.2 18 GCAGACTCACTCTGCATCTGACTATACTTCCAGGCGGGTGCTTTTTCTGTCTGCCAG
ATA

ex3_48
86909_
x18

ENST0
000038
4262.1

24 1E-08 48.1 18 GTGCAATGATGTATTTTATTCAACACATCATTCTGAAAGAACGTGTGGAAAACTAATG
AC

ex3_48
86981_
x18

AJ6094
71.1/1-
132

38 1E-16 75.8 18 GUUGAGGUCUAUCCCGAUGGGGCUUUUCCUGUAGCCUGCACAUCGUUGGAAACG
CCUCAUAGAGUAACUCUGUGGUUUUACUUUACUCACAGGACUAUUGUUAGAUCUG
UGGGAAGGAAUUACAAGACAGUU



ex3_48
97027_
x17

AC102
799.9/5
3508-
53611

37 4E-16 73.8 17 UGGUCUCAAGGAAGGGAUGAUGUUCCAGUUGAGACUCAAGAAAAGGAUUCUGAGC
CUCAGAGCUUUGAAGGAGCCACUUGGUCCCUGACCUUCCUAGAGGCAAA

ex3_49
02841_
x17

ENST0
000036
3548.1

24 1E-08 48.1 17 ATGCAGGTACTGTTACAATACAACTGATGTGTTTTGTTGTCGTTCCCCCTGCTTAAAG
CA

ex3_49
05323_
x17

ENST0
000039
1305.1

26 8E-10 52 17 GCCGAGACTAGAGTCACATCCTGACACAACTCTTGTCCTGGTGTGCTAGAGTACTCG
AAG

ex3_49
06003_
x17

AC079
951.35/
128361
-
128226

16 0.000
5

32.2 17 UUGGCCCUGAAUCAAGGCCAGCAGUUUGCUGAAGCUGUUGGUUUCAAGCAGGAG
CCUAAAGAAUUGUCUUUCUAUGGUCUGUUGGCCAUUUCAUAACUUUGGAAAUGUA
AUGGUCAAUUCAUUAGAAAGAAACAUG

ex3_49
10702_
x16

AJ6094
83.1/1-
129

30 ####
##

60 16 ACUGGAGGACUAAGAAGGCUGAGUCUGAUGAAGUAAGACUUUGCUGAUACAUUCC
UCCUAGAAAAAAGGGUUGGAGAGAGCAGCCUUCACUGAAGAGUAUCACAGGGCUG
ACUGUACUACCCAACACUC

ex3_49
12190_
x16

ENST0
000039
1002.1

33 ####
##

58 16 GCCTTTGCAGCTGATGATACAGCTTCTTTCCCCATCAGATCGACCCTGTTGATCTCTA
CA

ex3_49
14062_
x16

CM000
676.2/6
347927
2-
634794
13

14 0.008 28.2 16 GGCCTCTCTCCCATGGTGCTGTGGGTGGGGGAGGAGGGGTGCTTTTCTCCTCAGCG
AAGACTGGAGGCAGACATCACCCCTCAAGGATCATCCTCAGAACTGCCACGTGCTG
GACAGCCTTGTTTTTCTACCTCACACATTT



ex3_49
18926_
x16

GL000
250.2/2
868998
-
286892
3

42 5E-19 83.8 16 GCCAAATGATGTTTATTTGAAACAGGAGCACCTCAGTGCAAGGACGACTCTTATCTAT
CACCCATGACTGATGGCT

ex3_49
22414_
x16

ENST0
000036
3664.1

30 4E-12 60 16 AAGCCAGCCAATGAATCTGCTTACCTGATTGTGTTTGTGCAGACATACTTTAAAAACT
GG

ex3_49
22782_
x16

ENST0
000040
8314.1

29 2E-11 58 16 GGGCCTCCATGATGTCCAGCACTGGGCTCCGACTGCCACTGAGGACACGGTGCCC
CCCGG

ex3_49
23758_
x16

AC013
416.4/5
5441-
55577

22 ####
##

44.1 16 UGCAGUCAAGUCAAAUUCAGUGCCCGUUUCUGUCAUAGCGGGGGCUGGCCCAGA
UGGCUGCCACAGCAAGCUCCACAGCUCAUGGGCCCUGGGUCACCUACCCUGGGA
CCUGGGGAUAAGUUUGGCUGUGGACAGUG

ex3_49
25102_
x16

ENST0
000063
7869.1

15 ####
##

30.2 16 TTTATTATTATTGTTGTTGTTATTTTGAGTAGGACTCTCACTGTGTTGGCCAGGCTGG
AG

ex3_49
26926_
x16

ENST0
000051
6978.2

19 8E-06 38.2 16 GAGAAATGATGAGGGTCAACATTCTTCATACCAAAGTGAAGACATGAGATCCAACTC
TGA

ex3_49
28126_
x16

AJ6094
80.1/1-
137

21 5E-07 42.1 16 GAGCACCUGAAUCUUUCCCAUUCCUUGCUGCCUCGUGCCGGUGUGGGGACAGAU
GGUGCUACAGAAUGAGCAGAGGAAAUCCAGACAGGUUGUUUUCCAUUUGUCUUGG
GGCCUGUCUCUACAGCUCUGCCACAUUU



ex3_49
30498_
x15

CM000
684.2/3
931530
7-
393152
13

41 2E-18 81.8 15 GCTGTTCGTTGATGAGGCTCAGAGTGAGCGCTGGGTACAGCGCCCGAATCGGACAG
TGTAGAACCATTCTCTACTGCCTTCCTTCTGAGAACAGC

ex3_49
30903_
x15

CM000
671.2/1
274486
30-
127448
501

32 3E-13 63.9 15 CCCGCCACTGCACCTGACCAGGTCTCTGTTGGCTGGTGCAATCCAGTGGTGAGCTG
ATAGTAAACCCCAGCTTAGGAAACAGGGTTGTTCTTCATGTGGATGACTCTGTGCCG
AAAGCATGGGAACAGCC

ex3_49
31293_
x15

AJ6094
85.1/1-
127

22 1E-07 44.1 15 CUGGAGACUAAGAAAAUAGAGUCCUUGAAAUCAAGCUGACUCUGCUUUUAGCCUC
CUAAAUGAAAAGGUAGAUAGAACAGGUCUUGUUUGCAAAAUAAAUUCAAGACCUAC
UUAUCUACCAACAGCA

ex3_49
32478_
x15

ENST0
000038
3885.1

23 4E-08 46.1 15 TAGGCCCTGAATCAAGACCAATGGTTTGCTGTAGCTGTTGGTTTCAAACAGGAGCTA
AGA

ex3_49
34638_
x15

AJ6094
66.1/1-
132

23 ####
##

46.1 15 CAGCAUGUUUCCAAGGGCUGUGGCUGGUCAUAGCCAUGGGAUCUCCAACUGCAU
GCAAGAGCAACCUGGAAAGACUUUGACAGCGCAGGUCAGUACAAUACCUGCAAGC
UGCCACUCAGCUUUCCUAUAAUG

ex3_49
45813_
x15

CM000
670.2/9
931823
-
993172
0

14 0.008 28.2 15 GTCCTTTTGTGGTTCATAAGCATGATGATTGGGTTTTCAGGCGATTGTGTGAGATGTG
CCTCATTGAAACCTTGTTACGATGTCTGCCCATTACCCATCTGATG



ex3_49
51861_
x14

ENST0
000062
6886.1

24 1E-08 48.1 14 GCTGTCCTGGACCTGTTGGCACCACAGACAGTTGCTCTGCTGTGCCTGTGGCCTCG
GGGC

ex3_49
54829_
x14

D8801
0.1/291
9-3009

21 5E-07 42.1 14 UCACUAUGAUGAUUGGUUGCCAGACAUUCGCAGUUUCCACCAGAAAUGUUUUUCC
UUAUGUUGGCCAGUUCUUCCUUGGAUGUCUGAGUGA

ex3_49
59589_
x14

AL121
809.6/1
72081-
172016

21 ####
##

42.1 14 CUGUGAUGAUGGCAUUUCUUAGGACAAUUUUGGAUUAAUUAUGAAAACAACUACU
CUCUGAGCAAU

ex3_49
62165_
x14

ENST0
000039
1145.1

34 2E-14 67.9 14 TTATAAGTTTTCTAAGTGTCTAATGATGAATTTCATAGGGCAGATTCTGAGGTGAAAAT
T

ex3_49
62767_
x14

CM000
663.2/7
578788
9-
757879
72

30 4E-12 60 14 GGTCAATGATGTGTTGGCATGTATTATCTGAATCTATTGCTGATGTGTAATAACACTTT
AGCTCTAGAATTACTCTGAGACCTT

ex3_49
63649_
x14

ENST0
000039
1100.1

24 3E-06 40.1 14 TCCAGCAGTAGTCAGCCATCCGGACAGAACCGTTCCTGTGATGGTGTTACACTGCTG
GGA

ex3_49
66785_
x14

AC006
064.10/
138690
-
138555

34 2E-14 67.9 14 UUGUCCUGGCCUAUUUUUCUGCUCCCCUGUGCUCAGUUCUAACAGGGUAGUCUG
GCAGGACACACAGCAAUUCCCUCUCAGUUUAGGAGGGCCGUCCUAAGAAUAGGGC
UGGCUCUUAAAGGCACGAGAGGACAAU

ex3_49
69277_
x14

AC064
836.7/3
1785-
31868

28 6E-11 56 14 GUGUUCAAUGAUGAUUUCUAUUUGUUUGCCUGAUUUCCUUUUGGAUAAUGAAGGC
AUCUUUAGUCACUACCUCUUCUGAGACAC



ex3_49
70103_
x14

AJ6094
54.1/1-
139

32 ####
##

63.9 14 UGCACUGCAUGGUAUCUGCACUCAGCAGUUUACACCUGCUAGGGUGUUCAAAGGU
CAGUGCUAUAGAAAUUCAGUAUCUGGCAUCGUUGGUUUUCUUGGCUUUGUGCUU
GUUAAACCUGGUAUUUCUACUGAUACAGUA

ex3_49
71461_
x14

AB020
236.1/2
404-
2533

22 1E-07 44.1 14 AUCGAGGCUAGAGUCACGCUUGGGUAUCGGCUAUUGCCUGAGUGUGCUAGAGUC
CUCGAAGAGUAACUGCUGACCUUAUUCACUGGCUGUGGGCCUUAUGGCACAGUCA
GUCACCAGGUUAGAGACAUGC

ex3_49
71629_
x14

ENST0
000039
1150.1

21 5E-07 42.1 14 AATGTGAAGCAAATGATGATAAACTGGATCTGACTGACTGTGCTGAGTCTGTTCAATC
CA

ex3_49
71965_
x14

AB061
824.1/4
441-
4504

20 ####
##

40.1 14 UUGCUGUGAUGACUAUCUUAGGACACCUUUGGAAUAACUAUGAAAGAAAACUAUU
CUGAGCAAC

ex3_49
74525_
x13

AJ5433
24.1/2-
73

34 ####
##

67.9 13 ACAAGCCUAUGAUGGUUAGUUAUCCCUGUCUGAAAAUCUGGACUGAGGGAAAUAA
UCUAUUCUGAGGCUUAA

ex3_49
75318_
x13

ENST0
000038
4170.1

26 8E-10 52 13 TAGCAAGCCTCCAGCGTGCTTGGGTCTGCAGTGACCCCGTGGATTCCTACAGGGCT
TGCC

ex3_49
78711_
x13

AC106
804.4/7
4513-
74420

24 ####
##

48.1 13 CAGCCUGAAAUGAUGACUCUUUAAAAAAUUUCAUGUCUCUUCUCUGACAUUUUUC
UCUGGACACAGUUUUUGCCUUAUGAAUCUGAUCAGGCUG

ex3_49
79179_
x13

ENST0
000057
9969.1

51 3E-05 38.2 13 ATGCTATGATGACATCCATATGGTTTCGCTGCTGGCTGAGTTTCAGAGATGACACCTT
TC



ex3_49
88539_
x13

ENST0
000036
4646.1

24 1E-08 48.1 13 GCCCTCCTGGTGCTTACCACAGGCTGTGTTCTTACACTGACTGTATAGAATGAGAAG
GTA

ex3_49
88552_
x13

AK095
288.1/7
48-880

22 1E-07 44.1 13 CCCCCUUUUAAAAGCACUCAAUGGGCCUGUGGCUAAUGACCUAUUGAGCCGUCAA
GAAAGGGGAGAGUGAAAACAUCGCUUUUGGGUGAAGUGGCAACAUGUGUUGUUU
GCUUCAAUCGGUGGUGUGACAAGG

ex3_49
89319_
x13

ENST0
000036
3450.1

34 ####
##

67.9 13 AAGCAGGATTCAGACTACAATATAGCTGCTAAGTGCTGTGTTGTCGTTCCCCCTGCT
TAA

ex3_49
89579_
x13

AC016
868.8/2
1258-
21186

24 0.000
6

32.2 13 GUGUGAUGAAAUCACCCCAAAUAGCUGGAAUUACCAGCAGAUUGUGUAGUGGUGA
ACCUACAAUUUUCUGAAG

ex3_49
93752_
x13

ENST0
000038
4334.1

18 3E-05 36.2 13 GCATGGCTGAATACTGTGTTCTTTTATCAGTAGTTTACACAGCCAGACACCATGCAAA
AG

ex3_49
94961_
x13

CM000
673.2/1
230589
95-
123058
909

25 7E-07 42.1 13 TCGCTATGATGATGGATTCCAAAACCATTCGTAGTTTCCACCAGAAAGTCTTATGTTG
GCCAGTTCCTTCCTTGGATGTTTGAGCGA

ex3_50
00185_
x12

ENST0
000036
4953.1

25 3E-09 50.1 12 AGTGATGATGACCCCAGGTAACTCTTGAGTGTGTCGCTGATGCCATCACCGCAGCG
CTCT

ex3_50
03425_
x12

AL355
075.6/1
93439-
193515

28 6E-11 56 12 AGUUUGCCAUGAUGAAAUGCAUGUUAAGUCCGUGUUUCAGCUGAUCAGCCUGAUU
AAACACAUGCUCUGAGCAGACU



ex3_50
05633_
x12

ENST0
000036
3946.1

25 ####
##

50.1 12 TCCTCCTACAAAGGCGTGTCTGTGGTTCCCTGTCTTTGGACACGTAAGAATTGGAGG
AAA

ex3_50
17825_
x12

ENST0
000038
4416.1

20 2E-06 40.1 12 GTTGAGGTCTATCCCGATGGGGCTTTTCCTGTAGCCTGCACATCGTTGGAAACGCCT
CAT

ex3_50
18725_
x12

ENST0
000040
8716.1

35 6E-15 69.9 12 GCAGACTCACTATGCACCTGACTGTACTTCCAGGCAGGTGCTTTTTCTGTCTGCCAG
AGA

ex3_50
20117_
x12

CM000
677.2/6
650291
0-
665028
12

28 ####
##

56 12 TGCAATGATGTCGTAATTTGCGTCTTACTCTGTTCTCAGCGACAGTTGCCTGCTGTCA
GTAAGCTGGTACAGAAGGTTGACGAAAATTCTTACTGAGCA

ex3_50
20309_
x12

AB028
893.1/4
087-
4152

20 2E-06 40.1 12 CGUCCAUGAUGUUCCGCAACUACCUACAUUGUUUGAUCCUCAUGAAAGCAGCACU
GGCUGAGACGC

ex3_50
21461_
x12

ENST0
000045
9174.1

43 1E-19 85.7 12 GGTGCAGATGATGACACTGTAAAGCGACCAAAGTCTGAACAAAGTGATTGGTACCTC
GTT

ex3_50
21737_
x12

ENST0
000036
4995.1

38 1E-16 75.8 12 AATCAATGATGAAACCTATCCCGAAGCTGATAACCTGAAGAAAAATAAGTACGGATTC
GG

ex3_50
22553_
x12

U4390
1.2/401
1-4161

21 5E-07 42.1 12 GCUGCACACUAUUAAAGCUCAGGGUGGAGGCCAGUCUUGGCUCAUGAACUUCUGA
GUGUCGGAAGUGUGCUAUAUCAAUGGCAGGAUUUUCGCUAACACCAGUAGAGCUU
GCCUCUAUGACUGGAGUUUGGUAGUACUCGCUGCCACAUAG



ex3_50
27872_
x11

AC018
761.6/5
1237-
51168

28 6E-11 56 11 UGGGAAGUGAUGACACCUGUGACUGUUGAUGUGGAACUGAUUUAUCGCGUAUUC
GUACUGGCUGAUCCUG

ex3_50
27883_
x11

ENST0
000038
4423.1

21 5E-07 42.1 11 ATCCAAGGTGATTCCCTCTCCAAGGGGACATCAGTGCCTCTCAGGAAAGTAGCAGCT
TGG

ex3_50
28994_
x11

ENST0
000036
5128.1

14 ####
##

28.2 11 GCTGTAATGTGTGCATAGGTTTCATCTGTGTCTGGTAGCAGTGTCTGTCTGTGTTTTT
CA

ex3_50
30985_
x11

ENST0
000038
4215.1

33 ####
##

65.9 11 TAGCAAGCCTCCAGCGTGCTTGGGTCTGCGGTGACCCTATGCATTCCTTCAGTGCTT
GCT

ex3_50
32635_
x11

CM000
667.2/1
392787
81-
139278
978

37 4E-16 73.8 11 TCCAGCGGTTGTCAGCTATCCAGGCTCATGTGGTGCCTGTGATGGTGTTACACTGTT
GGAAGAGCAAACACTGTCTTTATTGAGGTTTGGCTCCAAGCACTGTTTTGGTGTTGTA
GCTGAGTACCTTTGGGCAGTGTTTTGCACCTCTGAGAGTGGAATGACTCCTGTGGAG
TTGATCCTAGTCTGGGTGCAAACAAT

ex3_50
35066_
x11

ENST0
000038
8090.1

23 4E-08 46.1 11 TGCACTTATGTATGTTTTTGTTTAACGTGGACAAAGACTTACAGATAGGTGCAAAAAA
TA

ex3_50
48629_
x11

ENST0
000045
9155.1

24 1E-08 48.1 11 CAGGCTGATGAGACTAAGGCGAATGCGACTCCGTGCTCTCTGGCCCTTGGCTCCTT
GTTG



ex3_50
51308_
x10

L07383
.1/1-
153

30 4E-12 60 10 UGUGCACAUUGUUAGAGCUUGGAGUUGAGGCUACUGACUGGCCGAUGAACUCGC
AAGUGUAGGUAGUGUGCUACAUGAGGGGCAAGUUUUCGCUAACACCACAAGGGUC
UCUGGCCCAAUGAGUGGAGUUUGAUAGUAAUUCUUGCUACAAGU

ex3_50
51988_
x10

ENST0
000045
9577.1

30 4E-12 60 10 TGGTCTCAAGGAAGGGATGATGTTCCAGTTGAGACTCAAGAAAAGGATTCTGAGCCT
CAG

ex3_50
53918_
x10

ENST0
000041
3522.1

26 8E-10 52 10 CCACAATGATGGCAATATTTTTCGTCAACAGCAGTTCACCTAGTGAGTGTTGAGACTC
TG

ex3_50
54028_
x10

ENST0
000036
2803.1

20 2E-06 40.1 10 TGCAATGATGTCGTAATTTGCGTCTTACTCTGTTCTCAGCGACAGTTGCCTGCTGTCA
GT

ex3_50
55098_
x10

CM000
666.2/5
414726
4-
541474
61

22 0.009 28.2 10 AAGACTCTACTTCCAGGTATAATTTCTATGGTTTATTACTGGAAAAGTTTCTCTAAATA
TGTGGATCGCTGGAAATAAGAGGAAGCACAGGGTTCTCCGAGTGAAGCTGGCTTTT
GGAATTACTTGGCTGCAACTGTCATTTGCTACTTTAAGATTTTACTTATTGATTTTTTTT
TTTGAGACAGAGTCTCACTCTGT

ex3_50
57008_
x10

AF250
841.1/2
261-
2352

21 5E-07 42.1 10 GGAUCGAUGAUGACUUCCAUAUGUACAUUCCUUGGAAAGCUGAACAAAAUGAGUG
AAAACUCUAUACCGUCAUCCUCGUCGAACUGAGGUCC

ex3_50
59798_
x10

ENST0
000038
6062.1

25 ####
##

50.1 10 AATAAGTGATGAAAAAAGTTTCGGTCCCAGATGATGGCCAGTGATAACAACATTTTTC
TG



ex3_50
62638_
x10

ENST0
000038
6745.1

23 4E-08 46.1 10 GCTGTTCAGTGATGAGGCCTGGAATGTGCGCTGGGCACAGCGCCCGAGACAGACT
GCGGA

ex3_50
62938_
x10

ENST0
000038
3870.1

40 7E-18 79.8 10 CCTCCTTTTCTTGGCGGGGATCGGGCTTGTGGTGCCGCTCCCCGTAATGTACGGAG
GAAG

ex3_50
63198_
x10

AJ6094
77.1/1-
132

30 ####
##

60 10 GGCCUCCUGGUGCUUACCACAGGCUGUGUUCUUACACUGACUGUAUAGAAAGAG
GAGGUAGAGUAAACCUACCCCAUAUACACCUCAGCUCAGGCCCUGUGCCUGGUCU
GUAUUGUGAAUGGGGGAACAUAG

ex3_50
64198_
x10

ENST0
000040
8454.1

31 1E-12 61.9 10 GGGACCCCGTGATGTCCAGCACTGGGCTCTGACTGCCCCTGAGGACACGGTGCAC
CCCGG

ex3_50
68968_
x10

ENST0
000038
4356.1

20 2E-06 40.1 10 CTGTGAATATTCTCGCTGTTCTGATTTTGTAATAATCACGATGGGCTAAACATTCGCA
AT

ex3_50
69588_
x10

ENST0
000038
4033.1

34 2E-14 67.9 10 GCTGCACACTATTAAAGCTCAGGGTGGAGGCCAGTCTTGGCTCATGAACTTCTGAGT
GTC

ex3_50
69998_
x10

ENST0
000051
6231.1

30 1E-04 36.2 10 TGAGATGAGATCATGCCATTGCACTCCAGCCTGGACGACAGAGCGAGACTTCATCTC
AAA

ex3_50
70598_
x10

AB028
893.1/3
145-
3226

35 5E-15 69.9 10 AGGUCAGUGAUGAGCAACAUUCACCAUCUUUCGUUUGAGUCUCACGGCCAUGAGA
UCAACCCCAUGCACCGCUCUGAGACCU

ex3_50
71048_
x10

ENST0
000038
4360.1

25 3E-09 50.1 10 GACCTCCTGGGATCGCATCTGGAGACTGCCTAGTATTCTGCCAGCTTCGGAAAGGG
AGGG



ex3_50
72938_
x10

BL000
002.1/9
801851
9-
980187
14

30 ####
##

60 10 AGAGAAGCAAAGUGAUGAGUAAUACUGGCUGGAGCCCCAAAGAGGCACGUGUGUG
UGUUUGUGUGUGUGUGUAUAUGCUUGUCAGUGCAUGCACGUGUAUGUCUGGGAG
UACAAAUGGGUGCGACUGGUUGUAGGGAACUAGCUAUGUGCCUUCUAUUAGGCC
AUGACAGUCAAACUGAUAAGAUCUGAUUGCUUC

ex3_50
73588_
x10

CM000
663.2/2
202006
76-
220200
546

23 4E-08 46.1 10 TTCCAAAGTGTTAAGTTCAGTTCAGGGTAGCTTCCCTGCTCTGTTAATTAAACTTTGG
AACATTGAAACTGGCTAGGGAAAATGATTGGATAGAAACTATTATTCTATTCATTTATC
CCCAGCCTACAAAA

ex3_50
73928_
x10

ENST0
000038
3953.1

20 2E-06 40.1 10 GCTGAATGATGATATCCCACTAACTGAGCAGTCAGTAGTTGGTCCTTTGGTTGCATAT
GA

ex3_50
75628_
x10

CM000
677.2/6
434256
6-
643426
98

14 0.009 28.2 10 TGTTACTCTCTAGCTTAAGAACCTTTAATGTGGTGATGTCCATCTCATGTCATCCAGG
GATAAAGCAACCCTTGTTTATCCCATCTTGGCTCTTGGTCTGTGCCCATGGCTGGTT
CGTGCCTTGGATACATGG

ex3_50
77258_
x10

ENST0
000036
2541.1

22 1E-07 44.1 10 TCTTAGTGACATAATTCTAATAGTTTGTTCCGACCTTCCACTGTGGACTCAATAGCAG
GG

ex3_50
78736_
x9

AL132
709.5/1
55570-
155499

33 ####
##

65.9 9 UGGAUCGAUGAUGACUGCUGGUGGCGUAUGAGUCUUACAUGAUGAAUACGUGUC
UGGAACUCUGAGGUCCAU

ex3_50
82174_
x9

ENST0
000038
4583.1

43 1E-19 85.7 9 TTGGCCCTGAATCAAGGCCAGCAGTTTGCTGAAGCTGTTGGTTTCAAGCAGGAGCCT
AAA



ex3_50
85927_
x9

CM000
673.2/7
540442
1-
754045
66

21 5E-07 42.1 9 CTTCAGTGATGACACGATGACGAGTCAGAAAGGTCACGTCCTGCTCTTGGTCCTTGT
CAGTGCCATGTTCTGTGGTGCTGTGCACGAGTTCCTTTGGCAGAAGTGTCCTATTTA
TTGATCGATTTAGAGGCATTTGTCTGAGAAGG

ex3_50
86287_
x9

ENST0
000038
4437.1

28 6E-11 56 9 ATTGCACCTAAACCCAAGAATCACTGTTTCTTATAGCGGTGGTTTAAACAGAGGTGCA
AA

ex3_50
86944_
x9

CM000
675.2/4
533644
7-
453363
14

22 1E-07 44.1 9 ATGCATCTATTTGACAGACCTGGAGCAGTTGCTATCTGCTGCTATGGTTTCCACCACA
GATGCAAGAAGAACATGTCCTTGCGCTTTCCGTCTGTCTAATTGTGGCAGCTGAGAT
TGAATAGAGGAATACAGGA

ex3_50
88519_
x9

ENST0
000036
4968.1

24 ####
##

48.1 9 ACAAGCCTATGATGGTTAGTTATCCCTGTCTGAAAATCTGGACTGAGGGAAATAATCT
AT

ex3_50
93037_
x9

AC020
931.6/9
5709-
95787

15 0.002 30.2 9 CCACAUGCGGCUGAUGACAGCACUUCUGCUGAGACGCUGUGAUUGCUCUGUCCA
AAGUAAACGCCCUGACGCACUGUGG

ex3_50
93235_
x9

AB028
893.1/4
355-
4440

31 1E-12 61.9 9 GGCAGAUGAUGUCCUUAUCUCACGAUGGUCUGCGGAUGUCCCUGUGGGAAUGGC
GACAAUGCCAAUGGCUUAGCUGAUGCCAGGAG

ex3_51
00183_
x9

AL132
709.5/1
75950-
175879

21 ####
##

42.1 9 UGGAUCAAUGAUGAGUACCCUGGGGUGUCUGAAUCUUGGAUUUUGAUUAAACCCU
AUAACUCUGAGGUCCAU

ex3_51
05052_
x9

ENST0
000036
2423.1

21 5E-07 42.1 9 CCCCTTTTAAAAGCACTCAATGGGCCTGTGGCTAATGACCTATTGAGCCGTCAAGAA
AGG



ex3_51
08912_
x8

AK090
585.1/1
147-
1282

33 8E-14 65.9 8 GCUGUCCUGGACCUGUUGGCACCACAGACAGUUGCUCUGCUGUGCCUGUGGCCU
CGGGGCAAAGAGAAAGUGGCGAUUUCUACACUCAGUGCUCGGGAACCAGUGGGC
ACUGAGAAUGGUUUAUGGCCUGACAUUA

ex3_51
13544_
x8

ENST0
000036
4915.1

33 8E-14 65.9 8 GCCAAATGATGTTTATTTGAAACAGGAGCACCTCAGTGCAAGGACGACTCTTATCTAT
CA

ex3_51
13880_
x8

AJ6094
41.1/1-
130

21 5E-07 42.1 8 CUGCAUCCACUGAUAGACCUUGAACAAUUUACUGUUGUUCUUUUGGUUUGCACUA
GGAUGCAAAAGAAAGAAAUCCCUGCGCUUUCUGUCUGUCUUUGUGGCGGCCCAGA
UUGAAUUGGGGAAUACAUCU

ex3_51
17992_
x8

AJ6094
73.1/1-
130

35 5E-15 69.9 8 AAGCCAGCCAAUGAAUCUGCUUACCUGAUUGUGUUUGUGCAGACAUACUUUAAAA
ACUGGCAAUAGUAAAGCCAUGUUACGAGCCUUAAGGACAUUGAAGUCGUUAAGGU
CCCUGAGAAUGGCUAUAACA

ex3_51
18072_
x8

CM000
673.2/7
540039
1-
754005
38

20 2E-06 40.1 8 CTTCGATGAAGAGATGATGACGAGTCTGACTTGGGGATGTTCTCTTTGCCCAGGTGG
CCTACTCTGTGCTGCGTTCTGTGGCACAGTTTAAAGAGCCCTGGTTGAAGTAATTTC
CTAAAGATGACTTAGAGGCATTTGTCTGAGAAGG

ex3_51
20904_
x8

CM000
663.2/1
791964
73-
179196
579

20 0.000
8

32.2 8 ATCCAAGGTGATTCCTTCTCCAAGGGGGACATCCAGTGACCCTCTCAGGAAGTAGCA
ACTTGGAATAGAATAGTCCAGGAGTTCCAGGACCAGCCTGGCCAATATGG



ex3_51
21136_
x8

AF308
283.1/1
-330

25 ####
##

50.1 8 GCCACAUGAUGAUAUCAAGGCUGUUGUGAUUCAGUUGGUUUGGCUAAGCCCAGG
GACCUUUGGCCUGUUAAAGGUCUGUAAUCUUGGUGGGCGAUACAGAGUUAUGUG
UGUUCACUGUAAGGGCAGACCAACAAGAACUUUUUCCUACUUUUGAGCUACCUCU
UUUUAAUAGGGGUGAUUCUUCCAGUUGCUGGAGAGAAAUUGUGGUAACUGGAGU
GAGAGAGUAGGAACAGGGCAUGUUCAGGGUAUCAGGGCCAAGGGUCCUAAAGGA
CUUAGCUUGUGUUAUGGCCACUGAGAGAUGAAACACAGAUCUUUGGUAAUCUGAU
GGCU

ex3_51
21720_
x8

AF001
689.1/3
146-
3209

24 1E-08 48.1 8 GGGGUAAUGAUGGAAAAAUCAUUAUUGGAAAAGAAUGACAUGAACAAAGGAACCAC
UGAAGUGC

ex3_51
26008_
x8

AF141
346.1/2
40-319

37 4E-16 73.8 8 GUGCCCUGCCUCUGAUGAAGCCUGUGUUGGUAGGGACAUCUGACAGUAAUGAUG
AAUGCCAACCGCUCUGAUGGUGGCAC

ex3_51
26224_
x8

CM000
671.2/3
393437
6-
339342
96

25 3E-09 50.1 8 CTGGAAAAGACAATGATGTTTTATTTCCAAGCACATATCTGAGTTGTATGTGTGGACA
GCACTGAGACTGAGTCTTTCCAC

ex3_51
26616_
x8

ENST0
000045
9579.1

33 ####
##

65.9 8 GCTCTGTGATGGAGCCCATGCGTGTCATCTGAGCCTCTGGCTTCCCTGCCAGTGCA
GCCC



ex3_51
26648_
x8

CM000
684.2/3
931391
1-
393138
19

41 2E-18 81.8 8 GCTGTTCAGTGATGAGGCCTGGAATGTGCGCTGGGCACAGCGCCCGAGACAGACT
GCGGAACCGTTCCTTGTTGCCTTCCTTCTGAGAACAGC

ex3_51
27552_
x8

ENST0
000045
9255.1

35 5E-15 69.9 8 GCCACATGATGATATCAAGGCTGTTGTGATTCAGTTGGTTTGGCTAAGCCCAGGGAC
CTT

ex3_51
28824_
x8

ENST0
000040
8573.1

33 0.000
5

34.2 8 GCTGTACATGATGACAACTGGCTCCCTCTACTGAACTGCCATGAGGAAACTGCCATG
TCA

ex3_51
34552_
x8

CM000
671.2/3
395285
0-
339527
69

27 2E-10 54 8 GTCCAGAAAACAATGATGTGGTAATTTCCAAGCACATATCTGATGATTCCATGTGGAA
TTTAACTACCTGAGTTTCCTGGAC

ex3_51
34840_
x8

CM000
663.2/1
554216
5-
155423
04

19 0.006 30.2 8 TGGCTCGGTTTCCTGGGGGGTGGGCTCAGTCTACACCACCTCCCCTCAGCCAAGCC
TACAGTAGAGGGCCCAGGCATCCTCCCGTATGGGAGAGGCGTTTGAGTAAGGAGCC
TCACCTGGGGTGTCCTAGCCTCACATTT

ex3_51
36320_
x8

CM000
671.2/1
314904
86-
131490
571

19 8E-06 38.2 8 TCTCAGTGATGTAATTCCAATAGATCCTTCTGACCCTCCACTGTGGACTCAATAGCAG
GGAGATGAAGAGGACAGTGACTGAGAGA

ex3_51
36560_
x8

CM000
679.2/8
329583
-
832971
9

21 5E-07 42.1 8 AAAGCAAGCTGGAATTACAGTGCTTCATTTTGTGAAATACTAAATACCATCATTATGCT
GCTGAAAGAAAAGCTGTTTTAATGATTTTTGATTTGTCTTTGTGAGAGTAAAATCACGA
CAGATTGACATGGACAATT



ex3_51
37120_
x8

CM000
668.2/1
368558
31-
136855
698

14 0.009 28.2 8 TACCCTCTTTCCACTTTGCCAACTGGATGTATGTCTTTACTGGTCATTCCAGTGGGGC
AAACGAAATATCCTTTTTAAAACTCAGGCAAACTGGGTGTTTGTCATGGTCATGTATC
CTGTCAGAGAAAACAAAC

ex3_51
39400_
x8

CM000
663.2/1
738663
68-
173866
301

24 1E-08 48.1 8 ATACTATGATGGTTGCATAGTTCAGCAGATTTAATCATGAAGAGATGTACTATCTGTC
TGATGTATCT

ex3_51
42433_
x7

ENST0
000036
3389.1

27 2E-10 54 7 GGCAGATGATGTCCTTATCTCACGATGGTCTGCGGATGTCCCTGTGGGAATGGCGA
CAAT

ex3_51
42909_
x7

CM000
681.2/1
786258
8-
178627
20

25 3E-09 50.1 7 ATTGCACCTAAACCCAAGAATCACTGTTTCTTATAGCGGTGGTTTAAACAGAGGTGCA
AACAGCAAGCGGATCTTGTCGCCTTTGGGGGGCTGTGGCCGTGCCCCTCAAAGTGA
ATTTGGAGGTTCCACAACT

ex3_51
43784_
x7

ENST0
000036
4804.2

22 2E-07 44.1 7 AAGACTATTTTCAAGGTTCATTTCTATAGTTCACTACTGGAGAAGTTTCTCTGAACATG
T

ex3_51
44568_
x7

AC064
836.7/1
5165-
15252

28 ####
##

56 7 UUCGUUGUUGUCAAUGAUGUAUUCUUCUUGGAACUGAAUCUAAGUGAUCUGACUC
AAUAUUCGUCACUACCACUGAGACAACGAUGAA

ex3_51
46227_
x7

ENST0
000036
2396.1

29 2E-11 58 7 ACCTGCATTCAAAAATGATCACGGGCTGCCTGTGCTCTGGTCATCAATAACGCAGGG
AGA



ex3_51
47298_
x7

BC063
011.1/4
24-557

26 8E-10 52 7 ACUCUCUCGGCUCUGCAUAGUUGCACUUGGCUUCACCCGUGUGACUUUCGUAAC
GGGGAGAGAGAGAAAAGAUCUCCUCAGGACCUCGGAUGGGCCUUACUGUGGCCU
CUCUUUCCUUGAGGGGUGCAACAGGC

ex3_51
48964_
x7

L07384
.1/2-
133

22 ####
##

44.1 7 AAGCAGGAUUCAGACUACAAUAUAGCUGCUAAGUGCUGUGUUGUCGUUCCCCCUG
CUUAAAAUAAAGUUGUUUCUUAACUAUACCUGUCUGCUAUUCUCCUGUAGCAGCC
AGGGACGCUUGGUCUCAUACAU

ex3_51
49069_
x7

ENST0
000063
6377.1

22 1E-07 44.1 7 GAGTTATGATGTGTGTAAATCCTATTCCATTGCTGAAATGCAGTGTGGAACACAATGA
AC

ex3_51
53073_
x7

CM000
677.2/2
507043
2-
250705
26

30 4E-12 60 7 GGATCGATGATGAGTCCTCCAAAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAGAACTCATACCGTCGTTCTCATCGGAACTGAGGTCC

ex3_51
54823_
x7

ENST0
000058
5078.1

21 ####
##

42.1 7 GTGCTGTGATGATGCCTTAATATTGTGGTTTCGACTCACTGAGAGTAAAATGAGGAC
CTA

ex3_51
68760_
x7

AJ6094
26.1/1-
135

23 4E-08 46.1 7 UAGGCCCUGAAUCAAGACCAAUGGUUUGCUGUAGCUGUUGGUUUCAAACAGGAGC
UAAGAGUGAUGUCUUCCUUGUGGUCUGUUGGCUAUUCAGUAUUCCAGUGCGAAU
UGCCAAUUCAGUUGGAAGAAACAUAG



ex3_51
69551_
x7

AK128
061.1/3
770-
3890

34 2E-14 67.9 7 UGGUCAUUACCAAGGCUUUUAGAAUGCAGUUUCUCAUUUGCUGUGGACAUGACCA
UAAAAAAAUUUCCCAGUAGGUUUUCUAUCUGCUACUUUGCUAGCAAUCAGCUUAU
GGGGAACAGUU

ex3_51
71952_
x7

AJ6094
55.1/1-
133

29 ####
##

58 7 AGCCUUUGUGUUGCCCAUUCACUUUGGAAACUAGUGAAUGUGGUGUCAAAAAAGG
CGUAAAUUAAACGCUUUGCAGCCUUUUCCUGCCCUUAAAUUUGAUACCUUUGGUG
UAGGAGCUGCAUAAGUAACAGUU

ex3_51
76572_
x7

AP001
458.6/7
2689-
72837

26 ####
##

52 7 CCUCCUUUUCUUGGCGGGGAUCGGGCUUGUGGUGCCGCUCCCCGUAAUGUACGG
AGGAAGAGGGAAAGGGCUCUGGCCCCCUCGGCGUCAUGUCUUCGGUGCUGGCGG
CUUCCCAUCCGCUGGUUCUAUCCUCAAACGCCGGGACACCG

ex3_51
78677_
x6

ENST0
000038
4391.2

19 8E-06 38.2 6 AAGAGTATAATTTCAGGCATCAATTCTGTAGTTCCTTACTAGAGAAGTTTCTCTTAACA
T

ex3_51
79271_
x6

AJ6094
79.1/1-
123

21 ####
##

42.1 6 GAGCACUGUUCGUAACCCGUUAGCCUGGCUGUAGCUAAUGGGUUCCAUUCCGGU
GCAAUAGCAUUUCCAGCGACACAUGACUGACUGACUGGUGGCUUUCAGUUUCAGG
UCUUGGAGACAAAU

ex3_51
80801_
x6

ENST0
000038
4111.1

29 2E-11 58 6 TGCAGCCGTGTCAAATTCAGTACCTGTCCTATGCATGGTAGGCACTGGCCCAGAAG
GCTG

ex3_51
82469_
x6

ENST0
000036
5633.1

27 2E-10 54 6 TGGCGTCCATGATGTTCCGCAACTACCTACATTGTTTGATCCTCATGAAAGCAGCACT
GG



ex3_51
83315_
x6

ENST0
000038
3966.1

31 1E-12 61.9 6 CGGCAGACAGTTATCCCTTTCTAGTCTGGCTCGTGGGACTCTAGAGGGAGTCAGTCT
GCA

ex3_51
85475_
x6

AC025
362.12/
104850
-
104982

23 4E-08 46.1 6 GCGCUGUCUUUGAGCCCCCGCCGAGCUUCCUCGUGGCGCCGGGGGUCAAUCUGC
AGCGCUAGAGCAUGUGCUUGCGCAUAACUGGGGCCGCCUGGCCUCCCGCGGGCG
GCCUUUUUAACCGCGAGCGACAAGA

ex3_51
85577_
x6

ENST0
000038
4756.1

31 1E-12 61.9 6 TCCCAATGAAGAAACTTTCACATGTCTTACTCTCTGTCCTAGTCCCAGAGCCTGTAAA
GG

ex3_51
86741_
x6

ENST0
000058
4302.1

26 8E-10 52 6 CTACCAAAAGTTAGCTTTTTGGGGGGCAGGTTTTTAAGTAACCTTTGCCAACTTGGG
CTA

ex3_51
88805_
x6

ENST0
000040
8139.1

26 8E-10 52 6 CAGCCTGAAATGATGACTCTTTAAAAAATTTCATGTCTCTTCTCTGACATTTTTCTCTG
G

ex3_51
92177_
x6

ENST0
000040
8684.1

23 4E-08 46.1 6 TACATTCCATGATGTCCAGCACTGGGCTCTGATCACTCCGGAGGACACAGTTTTCCC
CAA

ex3_51
92543_
x6

ENST0
000039
1232.1

32 3E-13 63.9 6 TTCGTTGTTGTCAATGATGTATTCTTCTTGGAACTGAATCTAAGTGATCTGACTCAATA
T

ex3_51
94211_
x6

CM000
680.2/2
171211
9-
217119
50

19 1E-05 38.2 6 AACTTCCTGTATAAGCACTGTGCTAAAATCGCAGAAACTAGGACCATATCTTGGTTTT
TGTGATAATGCTAGCAGAGTACACAGAAGAATAAACGTAACAGCATTGGATTATAAAG
ACTAGGGTGAGGCCAGGCGCAGTGGCTCACACGTGTAATCCCAGCACTTTGGGA



ex3_51
94445_
x6

AK092
096.1/8
24-956

37 4E-16 73.8 6 UGGCCCUUAUCGAAGCUGCAGCUGCUUCCGCAUAGCUGCUGUGGUCAAAAAGGA
GCCCAGAGUGACAGUUUUCCUUGACGGUCGCCGUUCUGUUUGUUGUAACUGAUC
UGCAACAUUUUGGGAAAAUACAGUU

ex3_51
96629_
x6

AF266
720.1/1
61-233

26 ####
##

52 6 GCUAUGAUGAAUUUGAUUGCAUUGAUCGUCUGACAUGAUAAUGUAUUUUUGUCCU
CUAAGAAGUUCUGAGCUU

ex3_51
97241_
x6

ENST0
000038
4281.1

22 1E-07 44.1 6 GAGCACTGTTCGTAACCCGTTAGCCTGGCTGTAGCTAATGGGTTCCATTCCGGTGCA
ATA

ex3_51
98513_
x6

AL132
709.5/1
91680-
191609

23 4E-08 46.1 6 UAGACCAAUGAUGAGUAUUCUGGGGUGUCUGAAUCAAUGAUUUUGAUUAAACCCU
GUAACUCUGAGGUCCAU

ex3_51
98753_
x6

CM000
666.2/1
595074
58-
159507
372

21 ####
##

42.1 6 AAGACTCTACTTTCAGGGATCACTTCTATAGTCCATCCCTAGAGAAGTTTCTCTGAAA
GTGTAGAGCAGCAGTCCCCAGTCCCTGGG

ex3_51
99191_
x6

ENST0
000036
4259.1

27 2E-10 54 6 GGGCATACCCGTAGACCTTGTCTGACTGTGCTCATGGCCAGGCAGGGGGGACAGTG
TATG

ex3_51
99947_
x6

AJ6094
51.1/1-
130

25 3E-09 50.1 6 AUCCUCCUGAUCCCUUUCCCAUCGGAUCUGAACACUGGUCUUGGUGGUCGUAAAA
GGAGGAAAAGUAAUAGUGAAGCUGGCCUAAAUGUUGUAAUCUGGUAUAUGGCAUG
UGGGCUAGUUUCAGACAGGU



ex3_52
00295_
x6

AC064
836.7/1
6842-
16926

25 3E-09 50.1 6 UUCAAUGUUGUCAAUGAUGCAUUCUUAUUGGAACUGAAUUUAAGUGAUCUGACUC
AUUCGUCACUACCACUGAGACAACAUUGAG

ex3_52
00877_
x6

ENST0
000038
4390.1

20 ####
##

40.1 6 TCGCTATGATGATGGATTCCAAAACCATTCGTAGTTTCCACCAGAAAGTCTTATGTTG
GC

ex3_52
02953_
x6

ENST0
000045
9386.1

28 3E-08 48.1 6 GTCCAGAAAACAATGATGTGGTAATTTCCAAGCACATATCTGATGATTCCATGTGGAA
TT

ex3_52
03067_
x6

CM000
664.2/2
314559
36-
231455
800

26 8E-10 52 6 GTCTTCTCATTGAGCTCCTTTCTGTCTATCAGTGGCAGTTTATGGATTCGCACGAGAA
GAAGAGAGAATTCACAGAACTAGCATTATTTTACCTTCTGTCTTTACAGAGGTATATTT
AGCTGTATTGTGAGACATTC

ex3_52
03583_
x6

AY077
742.1/1
-131

25 3E-09 50.1 6 UGGGAGGCUGAUACACAAAUUGGGCUGAAAUACUGCUCUACUUGUCACCAUGCCU
CCCUAGAAUAAACUGCCUUUUGAUGACCGGGACGAAUUGAGUGAAAUCGUAACGG
ACAGAUACGGGGCAGACAGAU

ex3_52
06991_
x6

ENST0
000038
4675.1

26 8E-10 52 6 TTCCACAGCTACTGGTCTGCAGCTGTTCTTATGGTAGCAGTTGTGGCATTCCTCTGT
GGG

ex3_52
07033_
x6

AJ0030
41.1/11
9-186

25 ####
##

50.1 6 UUGCCAAUGAUGGUUAAGAAUUUCUUCACCUGAAUAAACCAUGUGGUCAGCAUUG
CAUCUGAGGCAAA

ex3_52
14581_
x6

ENST0
000036
4043.1

28 6E-11 56 6 AAGTAGGGTGATGAAAAAGAATCCTTAGGCGTGGTTGTGGCCGTCTTGGTCACCTGT
GTG



ex3_52
18406_
x5

CM000
663.2/9
284071
9-
928408
51

25 3E-09 50.1 5 GTGCAAACTCGATCACTAGCTCTGCGTGATGTGGCAGAAGCGAAGGGAACCAGGTT
TGCAAAAGTAACTGTGGTGATGGAAATGTGTTAGCCTCAGACACTACTGAGGTGGTT
CTTTCTATCCTAGTACAGTC

ex3_52
19041_
x5

AJ6094
31.1/1-
133

41 2E-18 81.8 5 UAGCAAGCCUCCAGCGUGCUUGGGUCUGCGGUGACCCUAUGCAUUCCUUCAGUG
CUUGCUAGAACAGUUUUGAAACGGUUUGAGGCCUUGCCCUGCUCCAUCCAGAGCA
AGGUUAUAGAAAUUUCAGACAAUG

ex3_52
23066_
x5

AL132
709.5/1
78148-
178075

27 2E-10 54 5 UGGACCAAUGAUGAGAUUGGAGGGUGUCUGAAUCAAAAAUUUUGAUUAAAGCCAU
CUGUAACUCUGAGGUCCAU

ex3_52
23341_
x5

ENST0
000036
5659.1

27 2E-10 54 5 TCAAAATGATGAGATTCCACTTAATTGGTCCGTGTTTCTGAAACACATGATATTTGTG
GA

ex3_52
23676_
x5

AC132
192.3/7
1954-
71776

21 ####
##

42.1 5 GUAAUGUGUGCAUAGGUUUCAUCUGUGUCUGGUAGCAGUGUCUGUCUGUGUUUU
UCAUUCAGAUCUUGCUAUCCACACAAACAUCAUGCGGCCAAAGAGUAACUUGGGA
UCAUAGUACUGGUCUAGUGUUGUCUCUGGACACAUCUACCACUGGCCAGCCUCCA
AAUUCCCACACACAG

ex3_52
24631_
x5

AC068
213.7/1
0987-
11117

25 3E-09 50.1 5 CUCCAUGUAUCUUUGGGACCUGUCAAGUGUGGCAGUCUCCCUUCCUUGCCAUGG
AAGAGCAUAUUCUUGUUUACCAGCAAAGCUGUCACCAUUUAAUUGGUAUCAGAUU
CUGACUUGCACAAGUAACAUUC



ex3_52
27311_
x5

AC090
227.10/
15359-
15277

20 2E-06 40.1 5 UGGCCGAUGAUGACGAGACCACUGCGCAAUCUGAGUUCUGGGAACCAGGUGAUG
GAGUAUGUUCUGAGAACAGACUGAGGCCG

ex3_52
29301_
x5

ENST0
000057
7887.1

44 ####
##

71.9 5 TTGCTGTGATGACTATCATTGGGTTTCGCATGTTGCTGAGTTCCAGTGATGCCTCTTT
TC

ex3_52
30256_
x5

ENST0
000038
6967.1

22 1E-07 44.1 5 TGGGAAGTGATGACACCTGTGACTGTTGATGTGGAACTGATTTATCGCGTATTCGTA
CTG

ex3_52
30481_
x5

CM000
684.2/3
931911
3-
393190
50

30 4E-12 60 5 CACAGATGATGAACTTATTGACGGGCGGACAGAAACTGTGTGCTGATTGTCACGTTC
TGATTTG

ex3_52
30556_
x5

ENST0
000045
9187.1

22 ####
##

44.1 5 TTGCCCGATGATTATAAAAAGACGCGTTATTAAGAGGACTTTATGCTGGAGTTCTTGA
CG

ex3_52
30646_
x5

ENST0
000051
6165.1

24 0.000
6

32.2 5 CTGGTCAACAGAGAGAGACTCTGTCTCAAAAAAAAGAAAGAAAAGATTTCTGATGTG
CTA

ex3_52
34636_
x5

ENST0
000036
4993.1

21 ####
##

42.1 5 AGCCACCGCACCCGGCCGGGCTGTATTCTTACACTGACTGTATAGAAAGAGGAGAT
AGAG

ex3_52
39511_
x5

ENST0
000038
5573.1

24 1E-08 48.1 5 TGCACTTATGTATGTTTTTGTTTAACTTGTGGACAAAGACTTATGGATAGGTGCAAAA
AA

ex3_52
40186_
x5

CM000
673.2/1
020569
27-
102057
017

15 0.005 30.2 5 ATTTTTATTTTTTATATGCCTATTTTTATCCTTTGCTGACATGTGCCACCCTCAAACCTT
GTGATGATGTCAGCACATTACCCTTCTGACA



ex3_52
40196_
x5

CM000
667.2/1
722524
78-
172252
334

17 0.000
1

34.2 5 CCTCGCTTTCTTTGCAGGGAGCAGGTATGTATGTTCCCTATTATGTCTGGAGGCAGA
GGGAAAAGGCTTCAGTCCCCTGGGCATCATGTCTTTGGTGCCGCTGGCTTCCTGTCT
GCCAATTCTATCCTCAAGCACTGGGACACAG

ex3_52
42786_
x5

ENST0
000060
9620.2

33 8E-14 65.9 5 TAGAGAAGTCAATGATGGTTTTATTCATATCGTCTGAACCTGTCTGAAGCATCTCAGT
GA

ex3_52
42861_
x5

ENST0
000051
7258.1

15 0.003 30.2 5 GACTAGTACCACCTCACACCCGCAGAGCACTGGGCCCTGCCTGGGGTGAAATGCCA
GTTG

ex3_52
43126_
x5

AC079
951.35/
115286
-
115150

20 2E-06 40.1 5 GUGGCCCUGACUGAAGACCAGCAGUUGUACUGUGGCUGUUGGUUUCAAGCAGAG
GCCUAAAGGACUGUCUUCCUGUGGUCUGUUGGCUGUUCUGGGACCUCAGUAGGG
AAUGGCUAUUUCAUUUGGAAGAAACAACC

ex3_52
43146_
x5

BC042
667.1/5
32-663

35 5E-15 69.9 5 ACUGCCCCUAGAGGCGUUGCAGCUGUGGCUGCCGUGUCACAUCUGUGUCAUUAA
GUGGCAGAGAUUAGAGAGGCUAUGUCUACGCUCAGCGUUCUGCCCCGUGAACGU
UUGAAUGUUUGAUAGUCUCACACU

ex3_52
44461_
x5

AC007
318.4/8
0306-
80504

14 0.008 28.2 5 UCCAGCAGUCGUUAGCUCUCCUGGCUAGUGUGAUGCCUGUGAUGGUGUUUCACU
GUUGGAACAGCAAGCACUGUCUUAAUUGAGGCUUGGCUCCGGGUGCUGUUUUGG
UGUGGGGCCAAGUAUACCUUUGGGCAGUGUUUUGCACUUCUGAGAGUGAAAUGA
CUCCUGUGGAGUCGGUCCUAAUCUGAGUGCAAACAAU



ex3_52
44511_
x5

ENST0
000051
6733.1

28 6E-11 56 5 TGCCAATGATGGTTAAGAATTTCTTCACCTGAATAAACCATGTGGTCAGCATTGCATC
TG

ex3_52
45331_
x5

KN196
479.1/1
76189-
176262

21 ####
##

42.1 5 TTGCAGTGATGTAAAATTTCTTGGCCTGAAATTACTGTGAAGAGTAAAACCGAGCTTT
TTAACACTGAGTCAGC

ex3_52
45366_
x5

CM000
672.2/1
002373
02-
100237
156

20 2E-06 40.1 5 AGTTGTGGTGGTTTTCTTTTTGGCACATTTGTTAAGTTTTCAAATGGGCCTAACTCTG
CCACATATATAATATCGGAGATGGCAAAGGCTTGTGACGGAGATATCTCTCTTAAGC
CTTTCCTGCATCAGAGAATGGCTCCCACATGT

ex3_52
47701_
x5

CM000
663.2/7
578947
7-
757895
48

20 ####
##

40.1 5 GGTCAATGATGTAATGGCATGTATTAGCTGAATCTAAAGTTGATGTGAGTTCTAAAAT
TACACTGAGACCTT

ex3_52
47706_
x5

D0059
1.1/310
9-3311

31 1E-12 61.9 5 CCAACGUGGAUACCCUGGGAGGUCACUCUCCCCAGGCUCUGUCCAAGUGGCAUA
GGGGAGCUUAGGGCUCUGCCCAUGAUGUACAGUCCCUUUCCACAACGUUGAAGA
UGAAGCUGGGCCUCGUGUCUGCGCCUGCAUAUUCCUACAGCUUCCCAGAGUCCU
GUGGAUAAUGAUAGGGGAGACAAACCAUGCAGGAAACAUAU

ex3_52
48221_
x5

ENST0
000045
8862.1

22 2E-07 44.1 5 TGGAGGACTGAGAAGGTGAGGCAGTTTTGCCCCGTGCTGCCTTCCACCGGTTAAGA
CCTC

ex3_52
51961_
x5

CM000
666.2/1
511038
27-

25 3E-09 50.1 5 AATAAGTGATGAAAAAAGTTTCGGTCCCAGATGATGGCCAGTGATAACAACATTTTTC
TGATGTT



151103
891

ex3_52
52761_
x5

AL132
709.5/1
34553-
134482

24 1E-08 48.1 5 UGGAUCGAUGAUGAGCACUGGUGGAGUAUGAGUCACAUACGAUGAAUACGUGUCU
GGAACUCUGAGGUCCAU

ex3_52
53771_
x5

AJ6094
68.1/1-
136

38 1E-16 75.8 5 AAGCACUGCCUUUGAACCUGAUGUGUCUUGUUUGUAGCUUCACGGGCCAAGCAAC
AGUGCUAGAGCAUAACGACUUGUUAUAACUGGGGCUCUUCAGCUCUCAACUGAAC
UGCUCUUUUAAAAACAAGGUACAUUU

ex3_52
54701_
x5

ENST0
000038
4289.1

22 1E-07 44.1 5 TTCCAAAGTGTTGAGTTCAGTCCAGGGCAGCTTCCCTGTTCTGTTAATTAAACTTTGG
GA

ex3_52
55096_
x5

ENST0
000039
0981.1

28 6E-11 56 5 ACTGAGGAATGATGACAAGAAAAGGCCGAATTGCAGTGTCTCCATCAGCAGTTTGCT
CTC

ex3_52
56806_
x5

AC010
325.7/1
35083-
134993

31 1E-12 61.9 5 GGGCUCCCAUGAUGUCCAGCACUGGGCUCUGAUCACCCCUGAGGACACAGUGCA
CCCCAGGACCUUUGACACCUGGGGGUCUGAGGGGCCC

ex3_52
57086_
x5

AL121
809.6/1
49441-
149356

26 ####
##

52 5 UGGCAACUGUGAUGAAAGAUUUGGUCUGUAUGUAAUAGAUUUUAUUACUAAAUGA
GGACAACAGUCCCUCUAAACUGAUGUUGCCA

ex3_52
57201_
x5

CM000
673.2/6
285303
5-
628529
10

21 5E-07 42.1 5 TCCCAATGAAGAAACTTTCACATGTCTTACTCTCTGTCCTAGTCCCAGAGCCTGTAAA
GGTGAACCCACTGGGACTGGCTGGGGGAGAAGAGGAAGATTTGTTCCAGAAGGAAC
TGTCTGAGGGAT



ex3_52
57521_
x5

AK123
993.1/1
023-
1100

29 2E-11 58 5 CUGAGCUGAGGAUGAUUUAAAGUUAUCCCUGUCUGAAAUGGUAUCUUUUGUGAGG
AGGUCUGACUUGCUGAGGCUCAG

ex3_52
57686_
x5

ENST0
000062
8922.1

22 2E-07 44.1 5 AAGACTATACTTTGAGGGATCATTTCTATAGTTTGTTACTGGAGAAGTTTCTCTGAATA
T

ex3_52
59561_
x5

CM000
668.2/6
721048
0-
672104
08

18 0.008 28.2 5 AAACGATGAACTCACCTAAAATAGCTGTAATAACCAGCAGATTATGTAATGGCAAACC
TACAGTTTTCTGAAT

ex3_52
63951_
x4

ENST0
000051
7061.1

19 0.005 30.2 4 GCTTAGGGAGGGTGCTCTGCCCAGGTTCCAATCCTGGTTCCACTGCATATGAGCCTT
GTA

ex3_52
64267_
x4

AC087
863.10/
61455-
61585

23 4E-08 46.1 4 CCCUCCUACAAAGGCAUGUCUAUAAUUCCUUGUCUUUGGACAUGUAAGAAUUGGA
GGGACAGAAAUGUGGACUUGGAGAAAUCUGGGGCCAGCUUUCUCAUCACAGGCU
CAACAUCAACCAUGCCACAUAG

ex3_52
64283_
x4

CM000
665.2/1
540075
02-
154007
367

22 ####
##

44.1 4 TCGTCAGGTGGGAGAATTCTTACATGTTCCTCCTTTTGCAAGGCAGATTAGAACATGA
TGATTGGGGTTCGCATAATATGTGATTAACGTTTCTGTGTAATCAGGACTTGCAACAT
CCCGAATGCCCTTACCTGAC

ex3_52
64291_
x4

ENST0
000063
0737.1

23 4E-08 46.1 4 GAGCACTGCTTTAGAGCCTCTGCGTGTCTGGCTGTGGCCTCAGGGGTCTAGCAGCA
GTGC



ex3_52
64611_
x4

AC079
802.6/8
0721-
80594

23 4E-08 46.1 4 UAGACUUGUGCAUGUUUUUGCUUAACUUGUGGAUAAAGUCUUACAGACAGGUGCA
AAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUGAUAC
AUAUAAGAAAGGACAUU

ex3_52
65395_
x4

ENST0
000036
4133.1

22 1E-07 44.1 4 GGGCATACCCGTAGACCTTGCCTGACTGTGCTCATGTCCAGGCAGGGGGGACATTG
TATT

ex3_52
65523_
x4

CM000
671.2/1
333504
56-
133350
528

20 2E-06 40.1 4 TTGCAATGATGTGAATCTCTCACTGAATTCAACCTTGAAGTGCGAATCCATGAGCTTT
TTAACCCTGAGCAAT

ex3_52
67183_
x4

ENST0
000036
4533.1

30 4E-12 60 4 TCACTGTGATGATGGTTTTCCAACATTCGCAGTTTCCACCAGAAAGGTTTTCCTTAGT
GT

ex3_52
67459_
x4

AL138
976.5/1
50375-
150500

39 3E-17 77.8 4 AAGCAACACUCUGUGGCAGAUGAUCAAAACUGUCUGACACAAUUUGAGCUUGCUA
UAGCAAGAAAGUCUAACCUAUUCCGGUGUUCUCUCUCCCAUGAGACAAGCCGUUA
UAUAGACUUAAACAGU

ex3_52
67487_
x4

AC114
402.2/3
8652-
38776

23 4E-08 46.1 4 GCAGACUCACUAUGCACCUGACUGUACUUCCAGGCAGGUGCUUUUUCUGUCUGC
CAGAGAAACAUUCCAGGGUGCUGUGGCUGCCUCACCUAUCCAGGGCGAUGCAGC
UCCCUGGGGACACAGGU

ex3_52
67839_
x4

ENST0
000060
6420.1

29 2E-11 58 4 GGCCTCCTGGTGCTTACCACAGGCTGTGTTCTTACACTGACTGTATAGAAAGAGGAG
GTA



ex3_52
67995_
x4

ENST0
000038
3895.1

20 2E-06 40.1 4 AAAGCAGGTTGCAATTACAGTGCTTCATTTTGTGGAAGTACTGCCATTATCCTGCTGA
AA

ex3_52
69203_
x4

ENST0
000063
0429.1

29 2E-11 58 4 ACTGCCCCTAGAGGCGTTGCAGCTGTGGCTGCCGTGTCACATCTGTGTCATTAGGT
GGCA

ex3_52
69699_
x4

CM000
684.2/3
778552
6-
377856
33

15 0.002 30.2 4 ATCCTTTTGTCGTTCATAAGCATGACGATTGGGCTTTCATGCTCATGCATGAGATGGG
CCTCCCTTCAGTCTTGTTACAGGCCGGCTCTGTGGCTCATGCCTGTAATC

ex3_52
70331_
x4

AJ2431
99.1/1-
78

21 6E-07 42.1 4 GCCAUAUGAUGUUUUCUUUUCGAAAGGUGAGCGCUUUGCGCAGUGAUGACCCUC
AUCUAUCACCCUUGACUGAUGGCU

ex3_52
70931_
x4

AC016
876.10/
19660-
19526

20 2E-06 40.1 4 UGUCCCUGACCUGGGUAGAGUGGCAUCUGGUUGGUGAUGCCCAUCUCAUAUCAG
CCAGGGACAAAGCAACUCCUUGUUCAUCCCAGCUUGGCUUUUGAUCCGUGCCCAU
GCCUGGUUCAUGCCUUGGACACAUAG

ex3_52
71447_
x4

ENST0
000036
3593.1

30 4E-12 60 4 TCGTCAGGTGGGATAATCCTTACCTGTTCCTCCTCCGGAGGGCAGATTAGAACATGA
TGA

ex3_52
75599_
x4

ENST0
000045
8893.1

32 3E-13 63.9 4 GTGCATATGATGGAAAAGTTTTAATCTCCTGACACTTGTGATGTCTTCAAAGGAACCA
CT

ex3_52
76495_
x4

CM000
663.2/1
738677
50-
173867
671

39 3E-17 77.8 4 GTGCCCTGCCTCTGATGAAGCCTGTGTTGGTAGGGACATCTGAGAGTAATGATGAAT
GCCAACCGCTCTGATGGTGGCAC



ex3_52
79935_
x4

CM000
682.2/3
842744
2-
384273
09

34 ####
##

67.9 4 TCCTGCATCCGAAAGTGATCATAGGCTGCCTGTGCCTAGGTCATTGATAGTGCAGGG
AGAGGAACGCTGAAAGAGGTTGTCCCCGTGTTTGGAGGGTCCACCCTATCCCATCC
GAACCCTGAAGCTTTCACACA

ex3_52
82363_
x4

CM000
667.2/6
887395
4-
688740
87

22 ####
##

44.1 4 CCCAAAGTGCTGGGATAACCCTTACCTGTTTCTCCTTTGCAGGGCAGATAGAACATG
ATAATTGGAGATGCATGAAACGTGATTAATCTCTCTGTATAATCAGGACTTGCAACAC
ACTTAATTTTTTTTTTAAT

ex3_52
83215_
x4

ENST0
000062
8177.1

30 4E-12 60 4 GTCTGTGATGAATTGCTTTGACTTCTGACACCTCGTATGAAAACTGCACGTGCAGTCT
GA

ex3_52
84063_
x4

ENST0
000038
6157.1

22 ####
##

44.1 4 CTTCCTCAGCCTTACTCCAGGGACTTTTTGTTGCCTGTAAAGTGCTCTGGCATTGCCT
GA

ex3_52
85083_
x4

ENST0
000036
2704.1

22 1E-07 44.1 4 TTGTTATGATGAGATTCCACTTAAGGTCCGTGTTTCTGAAACAAATGATTTTGTGGAA
GT

ex3_52
85271_
x4

BK005
567.1/2
84-353

23 4E-08 46.1 4 GGGCAAUGAUGAAAAGGUUUUACUACUGAUCUUUGUAACUAUGAUGGUUUCUACA
CUUGACCUGAGCUCA

ex3_52
92499_
x4

AJ6094
61.1/1-
133

32 3E-13 63.9 4 GGGUCAUUUCAAAGAGGGCUUAUGAGGCUGUGAAACCCAGAGCUCUUAACGCUGU
GACCAAAGAUGGAAGUUCUCUAUAGGAAGCCAUAGCACUCCUAAUGUUUGGUGCU
AUGUUUUCCUGAGGAGAUAUAAA



ex3_52
92571_
x4

CM000
663.2/4
477839
0-
447784
58

21 ####
##

42.1 4 TCTCAGTGATGAAAACTTTGTCCAGTTCTGCTACTGACAGTAAGTGAAGATAAAGTGT
GTCTGAGGAGA

ex3_52
93663_
x4

AJ2240
25.1/2-
73

21 5E-07 42.1 4 GGUGCAAAUGAUGCAUAUGUUAGCGACCAAAGCCUGAUCUUUGCUGAUUAGUCAU
AAUUAACUGACUGCACC

ex3_52
94595_
x4

AK027
016.1/1
395-
1517

26 ####
##

52 4 UGGUCAUUACCAAGGCUUUUAGAAUGCAGUUUCUCAUUUGCUGUGGACAUGACCA
UAAAAAAAAAUUUCCCAGUAGGUUUUCUAUCUGCUACGUUGCUAGCAAUCAGCUU
AUUGGGAACAGUU

ex3_52
95627_
x4

ENST0
000051
7238.1

20 0.000
6

32.2 4 CAAAGTTCTGGAATTACAGGTGTGAGCCACCGTGCCCAGCATTTAAAATTTTAATATG
TA

ex3_52
95671_
x4

ENST0
000040
8789.1

25 3E-09 50.1 4 GGGGTGTGCTCAGAGCAGGGGGCCCAAAGAATGGCTCCTCTGTTTACAACACACCC
AACA

ex3_52
97311_
x4

CM000
682.2/3
842980
3-
384296
70

27 2E-10 54 4 CCCTGCATTCGAAAGTGATCATGAGCTGCCCGTGCCCTGGTCATTGGTAGTGCAGG
GAGAGGAACTGCCGAGAGCACTTCCCCGTGTTTGGAGGGTCCACTCCTGTCTCTTC
CAAACCCTGGAGCTTTCCCACA

ex3_52
97547_
x4

ENST0
000036
2915.1

25 3E-09 50.1 4 TGGTCCATCCTAATCCCTGCCGGTCCATCTGTGGCCTGCCAGGTTTCGCTTGTGGAC
CAG



ex3_52
98439_
x4

CM000
674.2/6
967606
-
696733
7

24 1E-08 48.1 4 CAGGCTGATGAGACTAAGGCGAATGCGACTCCGTGCTCTCTGGCCCTTGGCTCCTT
GTTGGGGGTGGGGACTACAGATGAGATCTGAAATCTTAGTGGTAGTACCTGAGCCAT
GACTCCCCACTGTAAGGCCAGATCAATAGCATTGGTGGCCTTGCCTTCATTTCTGGT
GCTGCCCCTAGTTCCTGGCAGCAGCCTGCAGGGAGGCCCACAGGTGGGGTCCACG
GTAGGGCTGGGCACAAGCCACCTGAGCGCAACCTTGGATCTGACA

ex3_53
03639_
x4

AL132
709.5/1
46793-
146719

30 4E-12 60 4 UGGACCAAUGAUGACAAAUGGUGGCAUUGGAGUUAUGGACGAUGAAUGAUAUGUG
UCUGAAACUCUGAGGUCCAA

ex3_53
04043_
x4

ENST0
000036
4902.1

28 6E-11 56 4 TGCAGTCAAGTCAAATTCAGTGCCCGTTTCTGTCATAGCGGGGGCTGGCCCAGATG
GCTG

ex3_53
04423_
x4

CM000
670.2/1
897961
9-
189797
72

14 0.009 28.2 4 TATTCTTCTTGTTAGAGCTCGGAGTTGAGGCCAGTGACTGGCCAATGAACTCACAAG
TGTAGACAGGGTGTTACGCAAGGGACAAGTTTTTCACTAACACCACAAGAGTCTCTG
GCCCAATGAGAGGAGTTTAATAGAAATTCTTGCTACAACT

ex3_53
05127_
x4

ENST0
000045
8790.1

23 4E-08 46.1 4 AGCCTTTGTGTTGCCCATTCACTTTGGAAACTAGTGAATGTGGTGTCAAAAAAGGCG
TAA

ex3_53
05883_
x4

ENST0
000038
4365.1

22 1E-07 44.1 4 GGATCGATGATGAGTCCTCCAAAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAG



ex3_53
06631_
x4

ENST0
000060
7547.2

14 0.009 28.2 4 AAGACTATACTTTCAGGGATCATTTCTCTAGTTCAATACTACAGAAGTTTCTCTGAAG
GT

ex3_53
09115_
x4

ENST0
000039
1007.1

52 2E-15 71.9 4 TTCAATGTTGTCAATGATGCATTCTTATTGGAACTGAATTTAAGTGATCTGACTCATTC
G

ex3_53
09771_
x4

AC010
553.6/7
12-633

20 2E-06 40.1 4 CAGCCUGAAGUGAUGAUUCACAUUCAUGUCUCUUCUCUGAUAAAUUCUUGAAGAA
AAUUUUUGUGUGUCUGAUCAGGCCU

ex3_53
10635_
x4

ENST0
000038
4706.1

19 0.008 30.2 4 GTCAGATGATTTGAATTGATAAGCTGATGTTCTGTGAGGTACAAAAGTTAATAGCATG
TT

ex3_53
11903_
x4

AC115
088.6/1
23021-
122911

21 5E-07 42.1 4 UGUGAGAGUGAUGAGUUGCACACUGGUGGAGCCAUGGUAUCAGGUGAUACAGGC
ACCACUCAGUAUCACCCUGGUGACAAAAUCAAGUGCACAGGGGCCAUCUGACUCA
CA

ex3_53
12379_
x4

ENST0
000038
4452.1

24 1E-08 48.1 4 CTGCATTCTTAAACCCTCTTGGTAGCTTCGTTCTAAGTGCTTCCAAGATATGAGTGAA
TG

ex3_53
13667_
x4

CM000
685.2/1
547685
28-
154768
659

28 6E-11 56 4 TTCCAAAGTGTTGAGTTCAGTCCAGGGCAGCTTCCCTGTTCTGTTAATTAAACTTTGG
GACATTAAAATGGGCTAAGGGAGATGATTGGGTAGAAAGTATTATTCTATTCATTTGC
CTCCCAGCCTACAAAA

ex3_53
14835_
x4

ENST0
000051
6890.1

31 1E-12 61.9 4 CCTCTTCTCAGAACACTTCCTGGGTCTGATTGGTGGCCCAGGGAGCTGTCAGAGAA
GAGC



ex3_53
15159_
x4

ENST0
000036
5570.1

50 5E-07 44.1 4 TAGCATATGATGGAAAAATCTTAATCTTCTGAGACTTGTGATGTCTTCAAAGGAACCA
CT

ex3_53
15399_
x4

ENST0
000036
2567.2

20 ####
##

40.1 4 CCTGGACCTGTTGGCACCACAGACAGTTGCTCTGCTGTGCCTGTGGCCTCGGGGCA
AAGA

ex3_53
15555_
x4

CM000
665.2/1
834525
67-
183452
732

19 9E-06 38.2 4 ACCTTCTTGTTTAAGCTCTGTACTAAAATTGCAGAAACTAGTATCGTGTCTTACCATTT
GTAATAAAGCTATCAGAGAAAACCCAAGGAAAAAAACAGCTGTACCAGATAGAAAAA
CTGAGTTGAACCTTTTTTTTTTCTTTTTTTTAGATGGAGTCTCACTCTGT

ex3_53
16495_
x4

ENST0
000036
3064.1

20 2E-06 40.1 4 GAAAATACATGATGATCTCACTCCAACTGGAACTCTCTCACTGATTACTTGATAACAA
TA

ex3_53
17615_
x4

ENST0
000045
9229.1

21 5E-07 42.1 4 GCCCTGTGGTTGCTGGATGCTGTTGTGCATGGACAGCTCTCCAGTGGATTCGATGG
GCCA

ex3_53
17767_
x4

AB070
559.1/4
340-
4471

31 1E-12 61.9 4 CUGCGAAUAUUCUCGCUGUUCUGAUUUUGUAAUAGUCAGGACAGGCUAAACAUUC
GCUAUAUUAAGACCAUGCAUGUGUCCCCAAACCUAGUUCUUUCCCUAGGUCUGGU
UUUAUAAAUGCUGGUGAUAAAC

ex3_53
18363_
x4

CM000
663.2/1
714819
07-
171482
009

14 0.009 28.2 4 ATCCTTTTGTAGTTCATAAGTGTGATGATTCAGTGTTCACATGAATCTATGAGATGCG
CCAACCTCAAACCTTGTTATGACGTGGTCCATTACCCATCTGATG



ex3_53
20910_
x3

ENST0
000041
0438.1

23 4E-08 46.1 3 TTCCAAAGTGTTAAGTTCAGTTCAGGGTAGCTTCCCTGCTCTGTTAATTAAACTTTGG
AA

ex3_53
21276_
x3

Z15025
.1/1294
5-
12815

14 0.008 28.2 3 UCCUCCUACAAAGGCGUGUCUGUGGUUCCCUGUCUUUGGACAUGUAAGAAUUGG
AGAAAAUAAAUGUGGAUUUGGGAAACUUUGAGGCCAGCUUGCUUCUUGCAGGCUC
AUGAUCAACCAAUCUCACAUAA

ex3_53
21618_
x3

ENST0
000045
9157.1

22 1E-07 44.1 3 ATCCTTTTGTAGTTCATGAGCGTGATGATTGGGTGTTCACATGCATGTGTGAGATGTG
CC

ex3_53
22956_
x3

ENST0
000039
1141.1

22 1E-07 44.1 3 AACATGCTTCCTTAGATCCACCTTTGTGGATGAATCTTGAACTGAGTTCCACTTGTAA
AC

ex3_53
23415_
x3

CM000
679.2/4
402522
3-
440250
20

15 0.003 30.2 3 AAGCTTGTACTCTCAGTGATCATTGCTGTAGTTACGAGATAAGCTTCTCTGAACATGC
AGAGCAGTGGTAACTATGAGGAGGCACAGTCTCTCCTGAGCATGACTCTGGCTGTT
GGTGTGGCTTTGCTGCAGCTGCCGTGTGCCATTGATGATCCTGCTCCTCTTCCTTCG
GGAAAGTAAGAGGGAGAGAACAGTCTGAGTGGG



ex3_53
23568_
x3

CM000
677.2/3
685264
0-
368528
59

14 0.008 28.2 3 AAGACGATACTTTCAAGAATCATGATCATTCTATACAGTTCATTACTAGAAAAGTTTCT
CTAAACATGTAGAGCGCTGGAAGCCATGAGGAGGAGTCTCAGTGTTGTTGCCTGAG
CATGAAGCAGACTCTTGTTGCTTCACTGCAACCACCATGTACCATTGATGATGGTTCT
TCTCTTCCTCCAGGAGAGTAAGAGGGAAAGAATTCAGTCTGAGTGGT

ex3_53
24168_
x3

AJ6094
64.1/1-
132

28 6E-11 56 3 UUCCACAGCUACUGGUCUGCAGCUGUUCUUAUGGUAGCAGUUGUGGCAUUCCUC
UGUGGGAAAGAAACUGUUAACACAAACACCUCUUUCUUAGCAAAACAGAAAGUGG
GUAUAUAUGUGUGACAGACACAA

ex3_53
26193_
x3

ENST0
000060
6526.1

27 2E-10 54 3 TCACTATGATGATTGGTTGCCAGACATTCGCAGTTTCCACCAGAAATGTTTTTCCTTA
TG

ex3_53
26697_
x3

ENST0
000051
6419.1

20 ####
##

32.2 3 TACTCCAGCCTGGATGACAGAGCCAGACTCTGTCTCGAAAAAAAAAAAAAAAAAAGC
TTA

ex3_53
27180_
x3

AL132
709.5/1
53488-
153414

20 2E-06 40.1 3 UGGACCAGUGAUGGUGACUGGUGGUGUGUGAGUCAUGCACAGUGAAUAUCAUGU
GUCUGGAACUCUGAGGUCCAA

ex3_53
27267_
x3

ENST0
000040
8569.2

16 0.000
8

32.2 3 TTGTATTTTTTGTAGAGATGGGGTCTCTCCCATGGGCACAGTCTCATTGTTTCTATAG
TT



ex3_53
27285_
x3

AJ6094
52.1/1-
137

15 0.005 30.2 3 UACCAAAAGUUAGCUUUUUGGGGGGCAGGUUUUUAAGUAACCUUUGCCAACUUGG
GCUAUUUGGAAGAGUAAAAGACCACACUCCACAGUGGGCUAUACCACUUAGUAUA
GUUCGCUACUAUUUUGUGGCCUACAUG

ex3_53
29685_
x3

AY055
806.1/1
-75

29 2E-11 58 3 GGUUCAUGAUGACACAGGACCUUGUCUGAACAUAAUGAUUUCAAAAUUUGAGCUU
AAAAAUGACACUCUGAAAUC

ex3_53
30039_
x3

AM055
743.1/3
-203

25 3E-09 50.1 3 UCCAGCAGUAGUCAGCCAUCCGGACAGAACCGUUCCUGUGAUGGUGUUACACUGC
UGGGAGAGGAAUGUCUUGUCUUCAUCCGGUUGCCUGCGCCACUGUUCUGGUGGC
GUCUGGCACUGGUGCAAGACAGAGCUGUGCUUCCCCGAGAGUGUGCUAAGCAUU
CACUUUGGCUGCUUAGUUCUAGUCUGGGAGCAGACAGA

ex3_53
30738_
x3

CM000
672.2/5
659603
1-
565959
63

20 ####
##

40.1 3 TGATGAATTGATGACAGTCATCTTTTGAGAGTGACCCAAAATGAAAAGAATACTCATT
GCTGATCACTT

ex3_53
31167_
x3

AP005
270.2/1
24772-
124639

20 2E-06 40.1 3 UGCCUCUGACCUGGGUAGAGUGGCAUCUGGCUGUGACAUUCAUCUCAUAUCAGC
CAGGGACAAAGCAACCCCUUGUUUAUUUCAGCUUGGCCUUUUGUCUGUGCCCAUG
CCUGGUUCAUGCCUUGGACACACUA



ex3_53
32196_
x3

AC104
360.8/6
2127-
61997

39 3E-17 77.8 3 GCCGAGACUAGAGUCACAUCCUGACACAACUCUUGUCCUGGUGUGCUAGAGUACU
CGAAGAGAAUCUACUGGUCUUGAUUCACUGGUGGGGGCAGUCGGUGCCCCCGUU
AGUGCCCAGAUCAGAAACAUAC

ex3_53
32235_
x3

CM000
667.2/8
030636
8-
803062
35

14 0.008 28.2 3 ATACATCTGTTTGACAGACCTAGTGCAATTACTGGGTGCTGCTAAGGTTCTCACTACA
GATGCAAGAAAAAGGTGTCATTGTCCTTTCTGTCTGTCTTATTGTGGTAGCCAAGACT
GAATAGAGGAAAACAGAG

ex3_53
32679_
x3

ENST0
000038
6037.1

20 2E-06 40.1 3 CAGGCTGTGATGATTGGCGCAGGGGTACGGACCTCAGCTGAGTCATGGGAGCTGAA
TGTA

ex3_53
33174_
x3

AJ6094
39.1/1-
126

30 5E-12 60 3 UACCCCCUUUUCACUUUGCCAGUUGGACUUAUGUCUUUAUUGGUCAUUCAAGUGG
GGCAAAGGAAAUAUCCUUUUAAAACUCAGGCAAACUGGGUGUUUGUCUGUAUCCU
GUCAGAGGAAACAAAU

ex3_53
33282_
x3

AY077
737.1/2
-276

21 5E-07 42.1 3 GGUCGUGAUGAUUGGUAAAAGGUCUGAUUGCACUGAAUGUCACAGUCCCUUUGU
UGCCCUCAACUCCCAGCAGCCCAUUUUUUCCCUCCCGUCACAUUUAAGUCAUGUG
UAUGGGAUCAUGGAGCAGCUGAUAAUUUGGGAUUCUGUCAGUGUGUGUUUCUGA
GAGUGAUCGACUCACAGCUGACGAGUAUCCAACAAAACCAGUUACACAGGAGACU
GACGAGUGGCAGUCAUGGGUGUGAUGGUGCAUGAUCUCAAGUUUUCAAUCUGAG
ACC



ex3_53
33480_
x3

ENST0
000039
1112.1

25 ####
##

50.1 3 ATACTATGATGGTTGCATAGTTCAGCAGATTGAATTCATGAAGAGATTTACAATGTCT
GA

ex3_53
35010_
x3

ENST0
000063
6729.1

18 0.009 28.2 3 ATCATTATTGTTATTATTATATTTTTGAGAAGGAATCTCACTCTGTCGCCCAGGCTGGA
G

ex3_53
35274_
x3

AJ6094
70.1/1-
125

15 0.004 30.2 3 GCGCUCACUAAGGCUCGGUCCUCUCCACGUGGUCCUGACCUGUCCUCUGUGAGC
AAGAGAAACAGGACUGGUUUGGGGGUGUCCUGUCUCAGUGGACACAGGACACCA
CGGUUUUCAGUACAACA

ex3_53
35703_
x3

CM000
681.2/3
305140
3-
330515
04

20 2E-06 40.1 3 AAGACTGTACTTCCAGGGATCATTTCTACAGTTCGTTACTAGAGAAGTTTCTCTGTAC
GTGTACAGCAACCGTTTATATTAGTGTGGCACACACCTATCTGA

ex3_53
40992_
x3

ENST0
000058
4275.1

30 4E-12 60 3 GCCATATGATGTTTTCTTTTCGAAAGGTGAGCGCTTTGCGCAGTGATGACCCTCATCT
AT

ex3_53
42183_
x3

AC121
336.3/1
55535-
155667

14 0.008 28.2 3 UUGGGCAGUGAACACCCAAGUGUGCUUUAUAGUUCCUUUGGCUUUGACUUUGUG
CUAGAGCAAUGUCUGUUAUUUUUCUCUGCAUUGAAAGGAGCAUUUAUCCUUUUAA
AUGUAUUCAGAAAGCCAGUACAUU

ex3_53
42216_
x3

AF001
689.1/2
296-
2367

28 6E-11 56 3 GGUGCAGAUGAUGACACUGUAAAGCGACCAAAGUCUGAACAAAGUGAUUGGUACC
UCGUUGUCUGAUGCACC



ex3_53
43884_
x3

AJ6094
84.1/1-
166

22 ####
##

44.1 3 CAGCACUUGAUACUAACCGAGCUGUCUAUAUCCUAGCCUUGUGUCAAAGGCUUGU
GAUGUGUUGUGAUAGCUGGGUUUAAGAAGUGCAAUAUUAAAACAAAAGCCAUGAG
UCUUUUAAGCCCAGUGUGUAAAGAUACACUCUGAGUUAUAACUCAGAGGCACAAC
U

ex3_53
44556_
x3

CM000
678.2/5
694655
7-
569464
46

14 0.008 28.2 3 AAGACTATACTTTCAGGGATCATTTCTGTGGTTGGTTACCAGAGAAGTTTCTCTGAAC
ATGTAGAGCACTGGTAAAAAAAAATAAATAAGAAATCATTTATTTATTTTTTGA

ex3_53
44850_
x3

AK027
197.1/1
806-
1940

21 ####
##

42.1 3 CCGCAGCCAAUUAAGCCGACUGAGUUCCUUUCCUCAUGGGGACCCAGUGUGCGA
UGGCUGCACACAGCAGCUUCCUUGGUAGUGUACGCAGCCUGUUGGUUGUAUGGG
UUGCUGUAAGGGACCUUGGAGACAGGC

ex3_53
46206_
x3

AM055
742.1/1
-134

14 0.009 28.2 3 UUGCAUGUGGAAAUGUCUGCUUCUCAUUCCUUGGGAGCAGGAAUAUGUUCAUAAC
AUGCUACAUUAACAAAGGAGUUCUCAGGGCUGCCAACCUUCUAGUAAAGGUUGAG
UGGUAGUAUAUUUCUCCAACAUAA

ex3_53
46824_
x3

ENST0
000040
8237.1

24 1E-08 48.1 3 GGGGTGTGCTCAGAGCAGGGGGCCTAAAGAATGGCTCCTCTGTTTATAACACACCC
AACA

ex3_53
47712_
x3

CM000
685.2/2
350731
3-
235072
11

16 0.001 32.2 3 ATCCCTTTATAGTTCCCGAGCATGACGATTGGGTGTTCACATGCATGTGTGAGATGT
ACCACCCTCGCATCTTGTTAGACGTTGGCACATTACCCGTCTGACC



ex3_53
49062_
x3

AL132
709.5/1
33438-
133369

15 0.005 30.2 3 UGGUUCAGUGUUGACUACUGGUGUCGUGUGAGUCAUACAAUGAAUACAUGUCUG
GAACUCUGAGGCCCAU

ex3_53
49551_
x3

BA000
025.2/1
06547-
106465

35 5E-15 69.9 3 UGGGAGUGGUAAUGAUGAUCUGGUUGGACAAGAGUCUCUGAGCUUUUCUCUGAG
GAUCUUUGAACCCACCUGAUCCACCUUCA

ex3_53
50328_
x3

AC005
682.2/1
10683-
110610

21 5E-07 42.1 3 UGGCCAAGGAUGAGAACUCUAAUCUGAUUUUAUGUGCUUCUGCUGUGAUGGAUUA
AAGGAUUUACCUGAGGCCA

ex3_53
54342_
x3

AK095
831.1/7
58-827

35 5E-15 69.9 3 GGUGAAAAUGAUGAAUUCUGGGGCGCUGAUUCAUGUGACUUGAAAAAUGCCAUCC
AUUUCCUGAUUCACC

ex3_53
55161_
x3

ENST0
000038
6683.1

51 3E-24 101 3 GGATTTGTGATGAGCTGTGTTTACTGAGCATGATGAAGTAAAGCTCAACGTGATTACT
CT

ex3_53
55389_
x3

CM000
677.2/9
241754
7-
924176
89

14 0.009 28.2 3 AAGCATGGCACACTGGATGGGCGTTCTGCTTCTCTTTAAAGAGCATGGATTTATCCA
TACCATGTGACATGAATGAAATGAGGAGTTTTCAGGGCTGCCAACCTCTTGGTTAAG
GTTCTGTGTAGTATATTTCTCCTACAATA

ex3_53
57768_
x3

ENST0
000036
5074.1

14 0.008 28.2 3 CTGCAGATATTCTCACTGTTTTGATTTTGTAATAGTCAGGACAGGCTAACCATTCACT
TT

ex3_53
59205_
x3

ENST0
000045
9159.1

25 3E-09 50.1 3 TGGCGATGAGGAGGTACCTATTGTGTTGAGTAACGGTGATAATTTTATACGCTATTCT
GA

ex3_53
59622_
x3

ENST0
000039
0930.1

32 3E-13 63.9 3 GTGAAATGATGATTCAGTTTATCCATTCGCTGAGTGCGCTGCACTGACCTTCTTCCAA
GC

ex3_53
60951_
x3

ENST0
000038
4744.1

23 4E-08 46.1 3 GCATGGTAATGGATTTATGGTGGGTCCTTCTCTGTGGGCCTCTCATAGTGTACCCAT
GCC

ex3_53
66009_
x3

AL132
709.5/1
48004-

22 1E-07 44.1 3 UGGACCAAUUAUGACUACUGGUGUGAGUCACGCAUAAUGAACACCACGUGUCUGG
AACUCUGAGGUCCAA



147935
ex3_53
66444_
x3

ENST0
000060
6577.1

33 8E-14 65.9 3 GGTCCTGGTGATGACAGATGGCATTGTCAGCCAATCCCCAAGTGGGAGTGAGGACA
TGTC

ex3_53
68949_
x3

CM000
673.2/1
193234
09-
119323
293

15 0.006 30.2 3 GTTGGATGAAAATCATCCCGGGCTTTGCCAGTGGCCGCGAGTGCCCAGAGCTTCCA
GGGGCCTCAGCTCACCATGCACTGCCCCGTGTGTGGCAGTGAAACCCAGGCCCTGA
CAGGC

ex3_53
71481_
x3

CM000
675.2/4
623577
3-
462356
70

14 0.008 28.2 3 ATCCTTTAGTAGTTCATAAGCATGATGATTGGCTTTTTATGCTCATGAATAAAATATGC
CTCCCTCAAGCCTTTTTATGACATTGGCACATTACCCATCTGACG

ex3_53
71553_
x3

CM000
679.2/1
955756
0-
195577
11

30 4E-12 60 3 GCCCAGGGTATGTTCACGGGGCGATGCTGCCCTCCCAGCTGGCCCATGGGTGACC
CTGGGAACATTAACTGCCTCACAACGTTTGTGCCTCAGTTACCCGTAGATGTAGTGA
GGGTAACAATACTTACTCTCGTTGGTGATAAGGAACAGCT

ex3_53
72723_
x3

AJ6094
82.1/1-
130

24 1E-08 48.1 3 UGGACAUUUAUUUUUAUUCAGUUUCUUCUCAAGGUGAAGAUAACUCUUUGUAAAU
GUCCUACAGAAAUAUAGUAGCUUUCUGUUCUUCCUUUGCAAGUAAAAAGGGUGGG
UCGUUCCACUACUGACAUUU

ex3_53
75912_
x3

AC010
582.6/8
1476-
81337

14 0.008 28.2 3 UGAUGACUGUUCUUCCUGUUGCCUUCAGACCUGGCAUUAGGAUUUUAGGUCAUCA
UAAAUUAAAAUUUGAUUUUCUUCACUCAGAGAAUAUUAGGAUAAUGGAGUUAUCUG
UUCUCUGAAAUUUGCGGAAUCAAACAUGU

ex3_53
76545_
x3

ENST0
000038
4183.1

14 0.008 28.2 3 TTTCTCATTTGACTACCACATTTTCTCCTAATAATAGATTTTAGTGGCTATGCTTATGG
G

ex3_53
77472_
x3

ENST0
000036
3524.1

22 1E-07 44.1 3 CCCTCCTACAAAGGCATGTCTATAGTTCCTTGTCTTTGGACATGTAAGAATTGGAGGC
AA

ex3_53
78771_
x3

AJ6094
27.1/1-
137

14 0.008 28.2 3 UUGGCCCUGAAUCAAGGCCAGCAGUUUGCUGAAGCUGUUGGUUUCAAGCAGGAG
CCUAAAGAAUUGUCUUUCUAUGGUCUGUUGGCCAUUUCAUAACUUUGGAAAUGUA
AUGGUCAAUUCAUUAGAAAGAAACAUGA

ex3_53
80508_

AP001
324.4/9

18 3E-05 36.2 3 ACAGAUGAUGAACUCAUUGACAGACAUACAGAGACUGUGUGCUGAUUGUCAUGUU
CUGACUUA



x3 5881-
95819

ex3_53
81276_
x3

ENST0
000036
4729.1

21 5E-07 42.1 3 TCCTGCATCCGAAAGTGATCATAGGCTGCCTGTGCCTAGGTCATTGATAGTGCAGGG
AGA

ex3_53
84213_
x3

ENST0
000045
9083.1

36 1E-15 71.9 3 GGTGCAAATGATGCATATGTTAGCGACCAAAGCCTGATCTTTGCTGATTAGTCATAAT
TA

ex3_53
84429_
x3

CM000
670.2/9
929297
1-
992930
49

25 3E-09 50.1 3 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG
TGTAAAGCACCATTTAAAGT

ex3_53
84639_
x3

BC028
232.1/1
51-277

15 0.006 30.2 3 GUUGGUUGAAAAUCGCCCCCGGCUUUGGCCGUGGCCGCGGGUGAGAUUCGGCGC
CCAGAGCCCCCGGGGGCCUCAGCUCACCGCGCGCUGCCCCAUGUGCGGCGGUGA
AACCCAGGCCCCGACAGGC

ex3_53
87045_
x3

AL132
709.5/1
83412-
183335

29 2E-11 58 3 UGGAUCAAUGAUGAGUAUUGGUGGAGGUGUCUGAAUCAACACUUUUGAUUAAGCC
CUCUGUGUAACUCUGAGAUCUGU

ex3_53
87750_
x3

ENST0
000051
5966.1

14 0.009 28.2 3 GCCCTATGTTAAAATTTTAATTCTGCACTTACTAACTATCTTGGGAACCTTGGGCAAG
TA

ex3_53
88677_
x3

ENST0
000036
5465.1

22 1E-07 44.1 3 AATCAATGATGAAACCTATCCCAAAGCTGATGACCTGAAGAAAAATACGTACAGATTC
AG

ex3_53
89316_
x3

CM000
685.2/1
008227
52-
100822
620

21 1E-06 42.1 3 TAGCAAGCCTCCAGCATGCTTAGGTCTGCAGTGACCCTATGCATCCCTACAGTGCTT
GCCAGAACAGTTTTGAAACGGTTTGAGGCCTTGCCCTGCTCCATCCAGAGCAAGGG
TATAGAAATTTCAGACAATT

ex3_53
89364_
x3

AB028
893.1/1
0920-
11006

23 4E-08 46.1 3 GGCAGAUGAUGUUUGUUUUCACGAUGGUCUUCAGAUGCCCACGUGGGCACUGCU
GAGAAAGCCACUUGGUAAAACUGAUGCCGGAAA

ex3_53
89583_
x3

ENST0
000036
2805.1

21 5E-07 42.1 3 GGGCAATGATGAAAAGGTTTTACTACTGATCTTTGTAACTATGATGGTTTCTACACTT
GA



ex3_53
90084_
x3

AJ0103
96.1/58
4-712

34 2E-14 67.9 3 CGGCAGACAGUUAUCCCUUUCUAGUCUGGCUCGUGGGACUCUAGAGGGAGUCAG
UCUGCAACAGUAAGUGGUGAGUUCUUCUGUCCAGCGUCAGUAUUUUGAUGGUGG
CUUUAGACUUGCCAGAUAACA

ex3_53
90909_
x3

AY349
597.1/1
-142

37 4E-16 73.8 3 UUGCCCGAUGAUUAUAAAAAGACGCGUUAUUAAGAGGACUUUAUGCUGGAGUUCU
UGACGUUUUUCUCUCUUUUCUAUACUUCUUUUUCUUUCUUUGAAUGUCCAGCGUC
CUGUGAGCGAAGAUUAUGAGAUAUGAGGGCAA

ex3_53
91206_
x3

CM000
676.2/6
365149
9-
636512
96

15 0.002 30.2 3 AAGACCATATTTTCAGGGATCATTTCTATAGTTCATTCATTACTAGAGAAGTTTCTCTG
AACATGCAGGGCACCGCAAACCATGAGGAAGAGGCACAGCATTCTCTTCTGAGCCT
GAAGCCAGCTCTTCTTGCTTCACTGCCATTTGCCCTTCATGATCATTCTCTTCCTGCA
GGAGAGTAAGAAAGGATGCAGTCTGAGTGGT

ex3_53
92031_
x3

ENST0
000036
3315.1

36 1E-10 56 3 CTGAGCTGAGGATGATTTAAAGTTATCCCTGTCTGAAATGGTATCTTTTGTGAGGAGG
TC

ex3_53
94563_
x3

CM000
673.2/9
373064
6-
937305
13

33 8E-14 65.9 3 GGGTCATTTCAAAGAGGGCTTATGAGGCTGTGAAACCCAGAGCTCTTAACGCTGTGA
CCAAAGATGGAAGTTCTCTATAGGAAGCCATAGCACTCCTAATGTTTGGTGCTATGTT
TTCCTGAGGAGATATAAAA

ex3_53
95136_
x3

CM000
681.2/4
994952
7-
499493
16

16 0.000
8

32.2 3 AAGATGACACTTTGAGGCATCGTGTCTATGGTTCATTACTACAGAAGCTTCTCTGGAT
GTGTAAAGCACAGGAAACCAGGCAGAGGAGGCACAGGGTGCTCTCCAGAACGAGAA
GCCAGCTCCTGGAGTTGTTTGCTGCAACTGCCATTCCCCGTTGATGACCATGCTCTT
CCTTCAGAAGAGGGAGAGTGAGAGGACCAAGTCCAAGTGGT

ex3_53
95412_
x3

CM000
673.2/6
699562
5-
669954
78

18 0.008 28.2 3 AGGACTGTACTTTCAAGGATCATTTCTATAGTTTATTACTAAAGAAGTTTCTCTGAACA
TATAAAGCAAAACATTTTTTAAGAAGAAAAAATAGACCAGATGCTGTGGCTGACACTT
GTAGTCCCAGCACTTGGGTAGGCTGAGGTAG

ex3_54
00827_
x3

AY841
870.1/3
444-
3579

28 6E-11 56 3 GCAUGGGUUUGGAUUUAUGACAGGCCCGUCACCCUGGGCCUGUCAUAGUACCCC
AUGCCAGAGCAAACUGUGUCCCCGAACCAUUGCCUGGCCUCUGUGCCCGUAGGC
UGCUGGCACUGAAGUGGGUUGCACAGUG

ex3_54
00968_
x3

CM000
668.2/8
871443

25 3E-09 50.1 3 TCAGCTTGAGTCACTCTTCCCAGGCTTTATCCAGGTGGCTTAGGTTAGCTAGGGCTG
TGTCCCGTGATGTACAGTCCCTTTACACAATGTTGGAGATAAAACTTGGCCTCATGTC
TTGCTTCATATTCCCACAGCCTCTCAGAGTCCTGTGGACAATGACTAGGGAGACAAA



0-
887142
42

CCATGCAAGCAACATAT

ex3_54
01379_
x3

AJ6094
53.1/1-
134

21 5E-07 42.1 3 UGCAGCCGUGUCAAAUUCAGUACCUGUCCUAUGCAUGGUAGGCACUGGCCCAGAA
GGCUGCCACAGAAACACUGUGACUCAUGGGCCCUGUUCCUGUGUCCCAGGCUCA
GGGAUAAAUUUGGUUACAGACAUCA

ex3_54
01580_
x3

CM000
668.2/5
314792
9-
531478
29

15 0.004 30.2 3 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAATTTCTCTGGACA
TCTAGAGCACACACAAAAAAGAAAAAAGGAACTTCATTCTTA

ex3_54
02579_
x3

KV880
768.1/1
517190
-
151695
3

15 0.002 30.2 3 AGTCACCTTTAAAAAAGGCAGGTCCCCCAGCAGCCCATTTTTTTTTTCCTCCCATCAC
ATTTAAGTCATGTGTATGGGATCATGAAGGAGGTGATAATTTGGGGTTTTTTCAGTGT
ATGTTTCTGAGAGTGAATGGTTCACAGCTGACGAGTATCCAACAGAACCAGTTACAC
AGGAGATTGAGGAGTGGCTGTCATGGCTGTGACAGTGCATGATCTCAAGTTTTCAAT
CTGAGACC

ex3_54
03236_
x3

AM055
729.1/1
-131

28 6E-11 56 3 GGGGUGUGCUCAGAGCAGGGGGCCCAAAGAAUGGCUCCUCUGUUUACAACACAC
CCAACAGGAAUCUGGGGUCAUUGUGAUGAGGGCGUCAAACUUGUGGCUUCCCUA
UGAACAAACGUCCCCCAACACCU

ex3_54
03299_
x3

ENST0
000039
1196.1

34 2E-14 67.9 3 GATCACGGTGATGGCTGACCAGGGCTCCCTGACCTATACAGGCCTCTGCTATGGGG
GTGA

ex3_54
03677_
x3

AJ6094
57.1/1-
135

30 4E-12 60 3 CUGCAUUCUUAAACCCUCUUGGUAGCUUCGUUCUAAGUGCUUCCAAGAUAUGAGU
GAAUGCUAUAGAAAUUGCAGGGGAGUCCAAAGGGCUGCGCUUCUCCCGUGGCUC
AGUCUUAUUUCAUACCUGCGACAUCU

ex3_54
04349_
x3

ENST0
000036
3497.1

26 8E-10 52 3 TGGACCAATGATGAGATTGGAGGGTGTCTGAATCAAAAATTTTGATTAAAGCCATCTG
TA

ex3_54
04622_
x3

AL445
624.3/8
0903-
80775

20 2E-06 40.1 3 CUAGCAUUUUCACAGGUCCUCCCUCAGGCUAUGGGGCCAGGAUUUGGUAGCUGG
UGCUGAGAGAAAACGCUUGAUUGCAUCCUUGCCCUGGGACUGUGCCAGUGGCAG
CUGUCACUCAAUGGGACAAUU

ex3_54
04958_
x3

ENST0
000038
4158.1

26 8E-10 52 3 GTCTTCTCATTGAGCTCCTTTCTGTCTATCAGTGGCAGTTTATGGATTCGCACGAGAA
GA

ex3_54
05183_
x3

CM000
682.2/4
927894

21 5E-07 42.1 3 GCTGGTGTAAATGATGACTTCACTTTTTTCCCCATCAGATCGACAATGCTGACGTCTT
ATATTTTGCCAGTTAGTTCTGATACATCGGC



0-
492790
28

ex3_54
05762_
x3

ENST0
000045
9584.1

20 2E-06 40.1 3 GGGCTAATGATGGAAAAATCATTATTGGAAAAGAATGACATGAACAAAGGAACCACT
GAA

ex3_54
06020_
x3

CM000
663.2/8
559228
0-
855923
56

19 1E-05 38.2 3 GAAAATACATGATGATCTCACTCCAACTGGAACTCTCTCACTGATTACTTGATAACAA
TAAAATATCTGATATTCTG

ex3_54
06245_
x3

CM000
667.2/1
385590
39-
138558
970

23 4E-08 46.1 3 GTGCCGTGATGTATTTGTCAACACATCACTCTGAAGAAAAGTATGTGGTGACTTTCTG
TGACTGAGCATG

ex3_54
07261_
x2

AC007
448.14/
61996-
61858

24 1E-08 48.1 2 UGCACUGCAUGGCAUCUGCACCCAGCAGUUUACUCUUGCUAAGGUGUUCAAAGGU
CAGUGCUAUAGAAAUUCAGUAUCUGGCAUCAUUGGUUUUCUUGACUUUGUGCUUG
UUAAACCUAGUAUUUCUAUUGAUACAGUA

ex3_54
07571_
x2

AB028
893.1/3
795-
3879

20 2E-06 40.1 2 GCGGCCGGUGAUGAGAACUUCUCCCACUCACAUUCGAGUUUCCCGACCAUGAGAU
GACUCCACAUGCACUACCAUCUGAGGCCAC

ex3_54
07589_
x2

AC104
843.3/8
1519-
81640

14 0.009 28.2 2 GCACCCCUUUAAGGCUGAUGCAAUGCUUUAAGAGGCUAACACAGAAGGGUGAAGC
CAGUCUCCUUAAAACCCAAAGAAGAGAUUGUAAAACUUCUCUUUGGCUCCUGUCU
GGAGUCACAGCU

ex3_54
08009_
x2

CM000
667.2/1
496959
59-
149695
748

15 0.004 30.2 2 AAGACTCTACTCTCAGGGCTCATTTCTGTCATTCAATACTAGAGAAGTTTCTCTGAAT
GTTTAGAGCACTGGAAACCAAACGGAGGAGGCGGGCATTCTTTCCTGAGCATGCAG
CCAGCTCATAGTGTTGTTTTGTTGCAGCTGCCGCTTGCCATTGATGATCCTTCTTCTC
TTCCTTCAGGGGAGTAAGGAGACGACGCGGTCTTAGTGGT

ex3_54
08443_
x2

CM000
672.2/4
995421
4-

20 3E-06 40.1 2 TCCAGCAGTAGTCAGCTGTCTGGACAGAACCATTCCTGGGATGGTGTTACACTGCTG
GGAGAAGAATGTCTTCTCTTCATCCAGTTGCCTCCATCACTGTTCTGGTGGTGTCTG
GCACTGGTGCAAGGCAGAACTGTGCTTCCTTGAGAGTGTGCTGAGCATTCACCTTG
GCTGCTTGGTTCTAGTCTGGGAGCAGACACA



499544
14

ex3_54
08831_
x2

ENST0
000036
4597.1

14 0.009 28.2 2 GGCGGCCCTTATCACAGCTGCAGCTGCTTCCACATAGCTGCTGCGGTCAAAAAGGA
GCCC

ex3_54
09069_
x2

ENST0
000036
5609.1

14 0.009 28.2 2 TCACTGTGATGATGGTTTTTCAACGTTCACAGTTTCCACCAGAAAGATTTTCCTTAGT
GT

ex3_54
09663_
x2

ENST0
000045
8892.1

15 0.006 30.2 2 TGGCAACTGTGATGAAAGATTTGGTCTGTATGTAATAGATTTTATTACTAAATGAGGA
CA

ex3_54
09675_
x2

AL132
709.5/1
80473-
180397

26 8E-10 52 2 UGGAUCAAUGAUGAGUAUGCGUGGGGCAUCUGAAUCAAAUAUUCUGAUUAUACCC
UGUCUGUAUCUCUGAGGUCCAU

ex3_54
09861_
x2

ENST0
000051
6310.1

14 0.008 28.2 2 GTTGGATGAAAATCATCCCGGGCTTTGCCAGTGGCCGCGAGTGCCCAGAGCTTCCA
GGGG

ex3_54
09925_
x2

ENST0
000038
4418.1

26 2E-07 44.1 2 GCCCGCCTTGGCCTCCCAAAGTGCTGGGATTCTTACATCGACTGCATAGAAAGAGG
AGAG

ex3_54
10175_
x2

AC112
907.7/6
2863-
62686

27 2E-10 54 2 ACCUUCUUGUAUAAGCACUGUGCUAAAAUUGCAGACACUAGGACCAUGUCUUGGU
UUUUGCAAUAAUGCUAGCAGAGUACACACAAGAAGAAAAGUAACAGCACUAGAUUG
UAAAGACUGGGGUGGACCUCUUUCUUAAUGUCCAAUGUCCUUUGUCUUAAGAUUU
GGUGCAAUAUCU

ex3_54
10383_
x2

AP000
033.1/3
1795-
31930

29 2E-11 58 2 GCAUGGGUUUGGAUUUAUGAUGGGCCCGUCCCCCUGGACCUCUCAUAGUACCCC
AUGCCAGAGCAAACUGUAGCCCUGAACCAUUGCCUGGCCUCUGUUCCCGUAGGCU
GCUGGCACUGAAGUGGGUUGCACAAUA

ex3_54
10609_
x2

CM000
681.2/1
143915
9-
114392
75

17 0.000
1

34.2 2 AGCCTCCCAAAGTGCTAAGCCGCCGCGCTTGGCCACGATGATTAGGTTTTTATGCAC
GTGTGAGAGATACGCCTCCCTTAAACCTTGTTGCGACCTTGGCGCATTACCTGTCTG
ATA

ex3_54
10617_
x2

AL132
709.5/1
82043-
181969

36 1E-15 71.9 2 UGGACCAGUGAUGAAUAUCAUGGGGUUUCUGAAACAACAUUUUUGAUUAAACCCA
UCUGCAACUCUGAGGUCCAU

ex3_54 CM000 35 6E-15 69.9 2 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG



10853_
x2

676.2/8
527193
2-
852720
10

TGTAGAGCACTAAAATGCTA

ex3_54
11467_
x2

AC093
462.11/
145947
-
146075

21 5E-07 42.1 2 UGAGCACUUUCACAGGUCCUCCCUCAGGCUGUGGGGCCAGGAUUUGGUAGCUGG
UGCUGAGAGAAAACCUUUGUUGGCAUCCUUGCCCUGGGACUGUGCCAGUGGCAG
CUGUCAUUCAAUGGGACAAUU

ex3_54
11513_
x2

CM000
663.2/2
857882
2-
285787
49

38 1E-16 75.8 2 ACTGGTCCAGGATGAAACCTAATTTGAGTGGACATCCATGGATGAGAAATGCGGATA
TGGGACTGAGACCAGCT

ex3_54
11583_
x2

CM000
668.2/2
543528
0-
254354
01

16 0.000
7

32.2 2 ATCCTTTTGTAGTTCATGAGGGTGATGGTTGGGTGTTCACGCACGTATGTGAGATGT
GCTACCCTCGAACCTTGTTAAAGAAAAAAAAAGCTAATATTGTATTAGTATATATCTGT
GTGACT

ex3_54
12957_
x2

AL132
709.5/1
37723-
137652

40 7E-18 79.8 2 UGGAUCGAUGAUGACUACUGGUGGCGUAUGAGUCAUAGACAAUGAAUACGUGUCU
GGAACUCUGAGGUCCAU

ex3_54
13501_
x2

ENST0
000039
1286.1

22 1E-07 44.1 2 GTGCCCTTTTAAGGTTGACCCAGTGCTTTAAGAGGCTAACACAGAAGGGTAAAGTAA
GTC

ex3_54
13671_
x2

ENST0
000036
4957.1

25 0.000
2

34.2 2 ACTCCAGCCTGGCTGACAGAGTGGGACCCCATCTCAAAAAAAAAAAAAAAATTAAGC
TGG

ex3_54
13851_
x2

CM000
678.2/6
863035
4-
686302
23

31 2E-05 38.2 2 TGAGATGAGATCATGCCATTGCACTCCAGCCTGGACGACAGAGCGAGACTTCATCTC
AAAAAAAAAAAAGGATCCTCAGGGCTGCCAACCTTATAGTAGAAGTTGAGGTGGTAG
TGGATTTCTCCTACACAA

ex3_54
14627_

AL132
709.5/1

22 1E-07 44.1 2 UGGACCAAUGAUGACCACUGGUGGCGUUUGAGUCAUGGACGAUGAAUACUACGU
GUCUGAAACUCUGAGGUCCAA



x2 68250-
168176

ex3_54
14695_
x2

CM000
668.2/9
279045
3-
927906
65

15 0.004 30.2 2 AAGACTCCTTTCAGGAATCATTTCTTTAGTTCCTACTAGAGAGGCTTCTCTTAACATGT
GGAGCGCTGGAAACCACAAAGAGGAGGTGCAGCATTCAGTTCTAAGTGTGAAGTGG
ATTCTTGGTGTTGCTGTGCTGCAACTGCCATTTGCTAATGATGACCTTGCTTTTCTTA
CTTAGAGTAAGACAGAGAGACAGCAGTCAGCCTAAGCGGT

ex3_54
15311_
x2

ENST0
000039
1076.1

29 2E-11 58 2 ATGTAATAATGTTCATCAAATGTCTGACCTGAAATGAGCATGTAGACAAGTTAATTTAA
C

ex3_54
15465_
x2

ENST0
000036
5153.1

14 0.009 28.2 2 CAAATACATGATGATCTCACCTCAGTTTGAACTCTCTCACTGATCACTTGATGACAAT
AA

ex3_54
15705_
x2

ENST0
000051
6013.1

15 0.002 30.2 2 GTGCACATTGTTACATTGGGAGAAAAGATATTTCTGATGTGATGAATAAATTTTTGGA
GA

ex3_54
16847_
x2

CM000
685.2/1
509021
21-
150902
235

18 0.008 28.2 2 AAGACTATACTTTCAGGAATTGTTTCTGTAGTACATTACTAGAGAATGTCCTCTGAAT
GTGCAGAGCACAGAAAAATACAAAATAATAATAAATTCCAAATCAGCTATCTGAGTA

ex3_54
17493_
x2

ENST0
000036
5012.1

22 1E-07 44.1 2 GGGCAATGATGTAAAGGTTTTACGACTGACCTTTGTAACTATGAAGTTTTCTACACTT
GA

ex3_54
18063_
x2

ENST0
000036
3931.1

18 0.009 28.2 2 GGGTGGTGATGAGAACCTTGTATTCTTCTGAAGAGAGGTGATGACTTAAAAACCATG
CTC

ex3_54
18453_
x2

ENST0
000038
4274.1

46 2E-21 91.7 2 GGATCGATGATGAGTCCCCAAAAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAA

ex3_54
18865_
x2

CM000
665.2/1
831750
07-
183174
894

15 0.004 30.2 2 AAGACTATACTTTCAGGGATCATTTCTATAGTTCGTCACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCACTGATGCAGCCAAAAAACACATGAAAAAATGCTCATCATCACTGGC

ex3_54
19015_

ENST0
000036

14 0.009 28.2 2 TGGACCAGTGATGGTGACTGGTGGTGTGTGAGTCATGCACAGTGAATATCATGTGTC
TGG



x2 3738.1
ex3_54
20585_
x2

AC068
057.5/6
2929-
63057

15 0.002 30.2 2 CUGAGAAUAUCUUGCUGUUCUGAUUUUGUAAUAGGACAGGCUAUAAAGAUUGGCU
AUAUUAAGGCCACGCACAUGUCCCCAGACUUAAUUCUUUCCCUAGGUCUGGUUUU
AUAAACUCUGGUAAUAAAC

ex3_54
20709_
x2

ENST0
000036
5032.1

22 2E-07 44.1 2 GCCTGCATTCGTAAGTGATCACGGGCTGCCCGTGTCCTGGTCATTGGTAGTGCAGG
CAGA

ex3_54
21799_
x2

CM000
685.2/1
508112
74-
150811
384

18 0.009 28.2 2 AAGACTCTACTTTCAGGGATCATTTCTGTAGTTTGTTATTAGAGAAGATTCTCTGAAG
GTGTAGAGCATCAAAAATAAAATAAAATTTTAAAAAGGAAATAGAAAATCTGA

ex3_54
21973_
x2

AF250
841.1/4
124-
4215

28 6E-11 56 2 GGAUCGAUGAUGACCUCAAUACAUGCAUUCCUUGGAAAGCUGAACAAAAUGAGUG
AAAACUCUAUACCGUCGUCCUCGUCAAACUGAGGUCC

ex3_54
22077_
x2

ENST0
000039
1162.1

30 4E-12 60 2 AGTTGTGGTGGTTTTCTTTTTGGCACATTTGTTAAGTTTTCAAATGGGCCTAACTCTG
CC

ex3_54
22787_
x2

AC013
722.8/1
84033-
183920

27 2E-10 54 2 ACUGAGGAAUGAUGACAAGAAAAGGCCGAAUUGCAGUGUCUCCAUCAGCAGUUUG
CUCUCCAUGGGCACACGAUGACAAAAUAUCCUGAAGCGAACCACUAGUCUGACCU
CAGU

ex3_54
23065_
x2

AF250
841.1/6
375-
6466

31 1E-12 61.9 2 GGAUCGAUGAUGACUUUUAUACAUGCAUUCCUUGGAAAGCUGAACAAAAUGAGUG
AAAACUCUAUACCGUCAUCUUCGUUGAACUGAGGUCC

ex3_54
23559_
x2

ENST0
000038
4765.1

35 5E-15 69.9 2 GACCTCCTGGGATCGCATCTGGAGAGTGCCTAGTATTCTGCCAGCTTCGGAAAGGG
AGGG

ex3_54
24695_
x2

CM000
668.2/1
342065
14-
134206
411

15 0.002 30.2 2 ATCCCTTTGTCGTTTATAAGTGTGATGATTGGGTTTTCATGTTCCTGTGTGAGATATG
CCTCCTTCAAGCCTTGTTATGATGTCTGCACATTACCTGCCTGTCA

ex3_54
24967_

CM000
663.2/1

15 0.004 30.2 2 AAGACTATACTTTCAGGGATCATTTATATGATTTGTGGCTACAGAAGTTTCTCAGCGT
GAGGAGCCCCAGAAACCATGAGGAGGAGACGCAGCATTCTCTGTGGCGCGTGAGG



x2 162786
06-
116278
821

CCAGCTCTTGGTTTTACTTCGCTACAACTGCATTTGCCATTGGTGATCGTTCTTCTCT
CATCTCAGGGAGAGTAGAAGGGAGAGAAGATGCAGCCTGAGTGAT

ex3_54
25441_
x2

CM000
664.2/2
153027
66-
215302
864

14 0.008 28.2 2 ATCCTTTTGCAGTTCATAAGCATGAAGTTTGGGTTTTCACATGCATCTGTGAGAAATA
CCTTCCTCAAACCCTGTTACAATGGTGGCTCACATCTGTAA

ex3_54
26487_
x2

ENST0
000038
6747.1

37 4E-16 73.8 2 GCTGTTCGTTGATGAGGCTCAGAGTGAGCGCTGGGTACAGCGCCCGAATCGGACAG
TGTA

ex3_54
26797_
x2

CM000
675.2/3
242051
6-
324203
90

15 0.005 30.2 2 AATTGGGATCAAAGATGCAGCCGCCTTCCCATTTAAGCAGCACAGACAGCCCAAAGT
GACAGTTTTCCTGTACAGTTACTCTTCTGTTATCTGTAACTGATCTATGACATTTTGGG
AAAAAACAGCC

ex3_54
27505_
x2

ENST0
000051
7059.1

16 0.000
6

32.2 2 TCAAATGAGCCTGAGCTGACATTGTAGAGGATGTAGATGGCTGAAGAAACTGTTCAG
CTG

ex3_54
27525_
x2

AC005
214.1/1
4143-
14018

21 5E-07 42.1 2 AAACCCCUGUUCACUUUGCCAAAUGGAUUUGUGUCUUUAUUGCUCAUUAAUUGGG
GCAAAGGAAAUAUCCUUUUAAAACUCAGGCAAACUGAGUGUUUGUCUUGUAUCCU
GUCAGAGGAAAGAAAU

ex3_54
27585_
x2

ENST0
000036
4009.1

21 5E-07 42.1 2 TCACAATGATGAATGGTCCAAAACATTCGCGGTTTCCACCAGAATTCAAGGTGTTGG
CAA

ex3_54
27709_
x2

ENST0
000036
4672.1

16 0.001 32.2 2 AAGGCAGCATTGTTGTAGATGATTTGAAAGATTTTAAAAGGTATAAGCTCACAAGTGT
AG

ex3_54
28301_
x2

ENST0
000051
6006.1

15 0.005 30.2 2 GGATCGATGATGACTATAAAAAAAATGGATCTCATCGGAATCTGAACAAAATGAGTGA
CC

ex3_54
28433_
x2

CM000
672.2/6
122619
6-
612262

17 0.000
2

34.2 2 AGTGTATGATGACACCTTGGTAATGCTGCAGACTCCTCAGTGTGCAGTGAAGAGGTG
AACTTTGAAGAGTCACA



69
ex3_54
28729_
x2

CM000
663.2/2
868966
5-
286897
94

14 0.008 28.2 2 TGGACATTTATTTTTATTCAGTTTTTTCTCAAGGTGAAGGTAACTGTTTGTAGATGTCC
TAGAGAAATATTGTAGCTTTCTGTTCACCCTTTGCAACTAAAAAGCATGGACTGTTCC
ACTACTGAGATTT

ex3_54
29451_
x2

ENST0
000040
8473.2

15 0.002 30.2 2 TAGGCGGCTTTCAGGGATCATTTCTATAGTCTGCTACTAGAGTACTTTCTGTGAAAGT
GT

ex3_54
30489_
x2

CM000
674.2/5
664510
1-
566450
27

22 1E-07 44.1 2 CCTTCTATGATGATTTTATCAAAATGACTTTCGTTCTTCTGAGTTTGCTGAAGCCACAT
TTAGGTACTGAGAAGG

ex3_54
31049_
x2

ENST0
000045
9477.1

15 0.003 30.2 2 CTGCATGTGGAAATGTCTGTTCTTCATTCTTTTAGGAGCAGGAATACATATAGATATA
AA

ex3_54
31075_
x2

CM000
665.2/1
560088
80-
156008
801

15 0.003 30.2 2 TAGACTATACTTTCAGGGATCATTTCTACAGTTTGTTACTAGAGAAGTTTCTCTGAATG
TATAGAGCACCGAAGACAAGC

ex3_54
31615_
x2

AY077
738.1/1
-265

25 3E-09 50.1 2 GGUCAAUGAUGAAUGGUAAAAGGUCUGAGUCCUCAGAUCCCCUCCCGGCAUCCCA
GUUAUCCCCAGCUGCCUCUCCUCCAUCGCACUUCAGAAGUGCUGCGAUGGGCAG
AAGGGCAGCUGACACUCCGUGAUGUCCCUCAUUCUGUGUUCCUCCGUGAGCUCA
GGGAAGACACUGGUUGGCAUCCAACAGCUUAGUCACAAAGGGAUUUGAUUGUUGG
GAGUGCUGGUAUCUGUGGCUAUGAUCUGCCUUGUUCAAGCUGAGACC

ex3_54
32217_
x2

CM000
665.2/1
834538
14-
183453
944

14 0.009 28.2 2 AGGCAGGATCTAGTTACATTGTAGCTGTGAAGTGCTGCATTGTCTTTGCCCCCTGCT
CAAAATAAAACTGTTACCTTTCAAGCCCTGTCTGCCATGGTGCTGTAGCAGCAGGGA
TGTTTGGTCTCATACAT

ex3_54
32317_
x2

ENST0
000051
6449.1

18 0.009 28.2 2 TCCCATCTCTTAAATAAAAAGATTTTTTTTTTAAGAAGTTGTACATGTGCAATGGCTGC
A

ex3_54 AJ6094 46 2E-21 91.7 2 CUCCAUGUAUCUUUGGGACCUGUCAGCCGUGGCAGUCUCCCUUCCUAGCCAUGG



32435_
x2

78.1/1-
124

AAGAGCAUAUCCUUGUUUAUUGGCAAAGCUGUCACCAUUUAAUUGGUAUCAGAUU
CUGACUUGCACAAGU

ex3_54
32591_
x2

AC112
497.4/5
3262-
53124

15 0.004 30.2 2 UACCUCCCAGGAUGGCAUCUGGAAGUGGAUAGUAUUCUGCCAGCUUUGGAAACUG
GAUGAAAAGCAAAUCUGGCAGAGGUACCCAUUUCAUUCCCAGCUUGCUCAGUAGC
UGGUGAUUGGAAGAAACUCUGCAACAGUG

ex3_54
32727_
x2

AC008
083.23/
27997-
28128

14 0.009 28.2 2 GGCCUCUCAGUGCCGCUUAAUCACACAGGUCCAGUGUGUGCUUGGUGUCUUUUC
UGGGAGGCAGAGGAAGGCUCUCCUAAUCACAACAGACCUGCCCAGAAGGGCCUCU
CUAUUUCUAGGAGUAUGAUAGCU

ex3_54
32943_
x2

CM000
668.2/5
146469
0-
514647
65

14 0.008 28.2 2 GTCCTCTGATGACTTCATGTTAGTGCCACCTGTCTGGGCCACGGAGAACCCATGATG
GAACTGAGAATCTGAGGAA

ex3_54
33091_
x2

CM000
676.2/2
032332
6-
203231
79

28 6E-11 56 2 TGATGGCTGTTCCTCTCACTGCTTGAAGCCTTAGGCAGTGGGATTTTGATCCATCATA
TATCAAAAATGGCTTATCTTCACTCAGGGCACCATGAGGATGGGCTGGCTGTCCGTT
AGTGCCTTCTGATTTTTGCGGAGTCAAACAATT

ex3_54
33467_
x2

ENST0
000039
1075.1

15 0.005 30.2 2 GTAGGTGACGACCAATATTTTTTTTACTTTGACTTGATGTCTATTGAAGAAATCTAGCA
T

ex3_54
34207_
x2

AL132
709.5/1
52651-
152577

35 7E-15 69.9 2 UGGACCAAUGAUGACAAAUACCGGCGUAUGAGUCUUGGAUGAUGAAUAAUACGUG
UCUGGAACUCUGAGGUCCAU

ex3_54
35349_
x2

ENST0
000040
8535.2

32 3E-13 63.9 2 GCGCTGTCTTTGAGCCCCCGCCGAGCTTCCTCGTGGCGCCGGGGGTCAATCTGCA
GCGCT

ex3_54
35655_
x2

CM000
679.2/7
577955
-
757809
1

21 5E-07 42.1 2 ATCCAAGGTGATTCCCTCTCCAAGGGGACATCAGTGCCTCTCAGGAAAGTAGCAGCT
TGGAATAGAATCTGGCATGCCTAAGGCCTTTGGGGAACTGGGATGCTTATTTCCTCT
GCCTTCCTTGGCTGCCCACATGG

ex3_54
36555_

ENST0
000039

15 0.005 30.2 2 GTCCTCTGATGACTTCATGTTAGTGCCACCTGTCTGGGCCACGGAGAACCCATGATG
GAA



x2 1230.1
ex3_54
37409_
x2

AL132
709.5/1
67225-
167151

14 0.008 28.2 2 UGAGCCAGUGAUGAAAACUGGUGGCAUAGAAGUCAAGGAUGCUGAAUAAUGUGUG
UCUAGAACUCUGAGGUUCAA

ex3_54
38505_
x2

ENST0
000060
7417.1

15 0.004 30.2 2 CAGCATTGTGCAATGGCCTTTGGTTTTTCTTGTAACCAGTTAGGTCTGAAACCAATGC
AA

ex3_54
38555_
x2

ENST0
000038
3906.1

23 5E-08 46.1 2 GCATGGGTTTGGATTTATGACAGGCCCGTCACCCTGGGCCTGTCATAGTACCCCATG
CCA

ex3_54
39005_
x2

ENST0
000045
9623.1

28 6E-11 56 2 TTTTGGTTGAAATATGATGAGTGTACAAAATCTTGATTTAAGTGAATGAAAAATTACAA
G

ex3_54
39241_
x2

ENST0
000045
9473.1

29 2E-11 58 2 GGTGAAAATGATGAATTCTGGGGCGCTGATTCATGTGACTTGAAAAATGCCATCCAT
TTC

ex3_54
39803_
x2

ENST0
000038
4107.1

26 8E-10 52 2 TGCCTCATTCTAGAGAATGGGCACTGTTGATCATGGTGTCCAAAAATAGTTAATGTGG
CT

ex3_54
40045_
x2

AK124
098.1/2
478-
2557

21 1E-06 42.1 2 AGCUUAUCAGUGAUGUUGUAAAAAUAAAUGUCUGAACAUAUGAAUGCAGUAUUGA
UUUCAGCAUUUAACUGAGAUAAGCG

ex3_54
41163_
x2

ENST0
000036
4749.1

22 1E-07 44.1 2 ATCCAAGGTGATTCCCTCTCCAAGGGGAACATCCAGTGCCCCTCTCAGGAAAGTAGC
AAC

ex3_54
41517_
x2

ENST0
000036
3807.1

14 0.008 28.2 2 CTATTATGATGAGATTACGCTCTGTGGTCCGTGTTTCTGAAACACAGGATTTTGTGGA
AG

ex3_54
41635_
x2

ENST0
000036
4027.1

14 0.008 28.2 2 TTTAGGAACAGCCTTTGAGGAAGCCTGTGTTTGTAGGGACATCTGAGAGTGTTGATG
AAT

ex3_54
41789_
x2

ENST0
000036
3922.1

39 3E-17 77.8 2 GCATGGGTTTGGATTTATGATGGGCCCGTCCCCCTGGACCTCTCATAGTACCCCATG
CCA

ex3_54
42331_
x2

CM000
679.2/2
977761
9-

17 0.000
2

34.2 2 CTACAACCAGCTACTGGTTGATCTTACATTTGATCTGGTGTGCAATGGCTGCAAACA
GCAGCCTCCTTGGTGGTGTTTGCAGCCTGTTGCTTGTATGAGTTGCCCTAATGGACC
TTGGAGACAGCC



297777
44

ex3_54
42489_
x2

CM000
683.2/4
051314
4-
405132
79

14 0.009 28.2 2 GCCCGCCTTGGCCTCCCAAAGTGCTGGGATTCTTACATCGACTGCATAGAAAGAGG
AGAGAACATAACCTACCTACCCCGTACATACTTCAGCCCAGGTCCTGTGCCTCATCT
GTAATATGAATGAAGAGACATGG

ex3_54
42941_
x2

CM000
671.2/8
837426
9-
883743
52

23 5E-08 46.1 2 AAGACTATACTTTCAGGGATCATTTCTATAGTTCGTTACTAAAGAAGTTTCTCTGAACG
TGTAGAGCACCGGTACAAACAAATG

ex3_54
43537_
x2

CM000
663.2/2
229119
47-
222911
844

14 0.009 28.2 2 GTCCACTTGTAGTTCATAAGCAACATGATTTGGTTTTCATGCTGATGTGTGAGATGTG
CCTCCCTCAAACCTTGTTACTATGTTGGCACATTACAAGTTTGACA

ex3_54
44323_
x2

CM000
679.2/6
935528
3-
693551
33

15 0.002 30.2 2 TGCACCTGTTTGAGGAATAAAGGAATTAAAACTCCCAAAAGAGGACAAATATTAACAA
AAATGTATGGACAGACGCAAAAAAACAAATCCTCATTTGCAACCCAGAACTAATTGTT
TAGTATGATTTTTGACACATATAAGAAGGAGTATT

ex3_54
44541_
x2

CM000
680.2/5
695727
0-
569574
69

15 0.004 30.2 2 TAGACGATACTTTCAAGGATCATTTCTATAGTTTGTTACTAGAGAAATTGCTCTGAATG
TGTAGAGCAGCAGAAATCACAAAGAGGAGGCGCAGCATCCTCCCCTGAGCATGTTG
CTTCCCTTCAACTGCGCTTTGCCATTACTGATGGTTCTTCTCTTCCTCTGCGAGAGTA
AGAGGGAGAGGATGCAGTCTGAATGGG

ex3_54
44813_
x2

ENST0
000039
0964.1

15 0.003 30.2 2 TGCACTTGTGTTTTTGTTTAACTGTGAACAAAGACTTATAGAGAAGTGCAAAAAATAAA
T

ex3_54
44887_
x2

CM000
677.2/9
183537
9-
918354

16 0.001 32.2 2 CTCCTTTTGCGGTTTATAAGCATGATGATTGGGTTTTCATGTGTGAGATGTGTCTCCC
TCAAATCTTTTTATGAAGTAGATGCATTGTCTGTCTGACA



76
ex3_54
45655_
x2

ENST0
000051
5921.1

15 0.003 30.2 2 CTATCTAGCAAAATTTGGTTTAGAGGGAAAGTTTATAGTAGACTTTGCCAGCTGAAGT
TG

ex3_54
45859_
x2

CM000
672.2/8
799469
5-
879946
18

15 0.002 30.2 2 CAGTCCAGCCTCTGATGAAGCCTATGTTAGTAGGCACATCTGAGTGGTAATGAATGC
CAGCAGCTCTGATGAAAAAAA

ex3_54
46043_
x2

CM000
678.2/7
726951
-
772684
1

24 0.001 32.2 2 AGCACTTGTATGTTTTAACATGTGGACATTTATAGACAGGTTCAAAAAGTCCTCTTGC
AACCCAGAACTCGTTGTTCAGTATGAGTCTTGATACGTGTAAGAAGGGATTTG

ex3_54
46301_
x2

AC116
348.3/1
01703-
101837

40 7E-18 79.8 2 GCAUGGGUUUGGAUUUAUGAUGGGCUGGAUUCCCUAGGCCUCUCAUAGUACCCC
AUGCCAGAGCAAACUGUAGCCCCAACCAUUGCCGGGCCUCUAUGCCUGUAGGCUG
CUGGCACUGAAGUGGGUUGCACAGUA

ex3_54
47029_
x2

ENST0
000058
0726.1

36 2E-15 71.9 2 TCCAGCAGTAGTCAGCTGTCTGGACAGAACCATTCCTGGGATCATGTTACACTGCTG
GGA

ex3_54
47921_
x2

ENST0
000036
3181.1

44 9E-18 79.8 2 GGTCAATGATGAGCTGACATGTATTCTGAATCTAAAGTTGATTATTAGTACTTTAGTTC
T

ex3_54
48117_
x2

AC004
125.1/8
8446-
88314

14 0.008 28.2 2 AGCCUCUUUCUAGAUGAGAAUGGGCACUGUCGAUCAUGGUGUCUGAAAAUUGUAA
GUGGCUAAAUUGAAACACAGGUUAUGCUUCCAUAAGAGUAUAUGUAUUGCAGUGG
UGACAAUGAGACCUGUAACACUU

ex3_54
48173_
x2

ENST0
000045
8800.1

14 0.008 28.2 2 ATTCAGATGCTGAATTTAACTGTTCAACTGCTGAACCACTCAACAGACATGAACGAAA
GC

ex3_54
49933_
x2

CM000
663.2/1
123710
04-
112371
107

15 0.006 30.2 2 ATCCTTTCACAGTTCATAAGAGTGATGACTGGGTTTTCACTTTCATGTGTAAGATGTG
CCTCCCTGAAACCTTGTTACAACATTGGCACATTACCCATCTGATG

ex3_54 ENST0 14 0.009 28.2 2 ACCAAGATTCAAGTCACATTCCGAGTGTCCCGGTGTGCTAGGGCACTTGCAGAGAAT



50145_
x2

000040
8166.1

CTG

ex3_54
50491_
x2

ENST0
000039
1296.2

14 0.008 28.2 2 AAGACTATTCTTTCAGGGATCATTTTTATGCTTTGTACTAGAAGTTTCTCTGAAAGTGT
A

ex3_54
50947_
x2

CM000
663.2/3
641857
8-
364184
50

22 1E-07 44.1 2 AAGCAGGATTCAGACTACAATATAGCTGTTAAGTGCTGTATTGTCATTCCCCCTGCTC
AAATTAAAGTTGTTTCTTAACTATACCCATCTGCTATTCTGTAGCAGCCAGGGATGCT
TGGTCACATACAT

ex3_54
51195_
x2

CM000
670.2/1
314329
55-
131432
776

14 0.009 28.2 2 CTGCCAATATTCTCATTGCTCTGATTTTGTAATAGTCAGGACAGCCTAAACATTTGCT
ATATTTTTTTAATTTTTAATTTTAATTTTTGTGGGTATAACATTCACTATATTAAGATCAT
GCATGTGCCCCCAAACCTAATTCTTTTCTTAAGTCTAGTTTTATAAATGCTAATGATGA
AC

ex3_54
51671_
x2

CM000
663.2/1
937319
40-
193731
859

19 0.003 30.2 2 AGCGTGAAGCTGGCTCTTGGTGCTCCTTCACTGAAAATGCCATTTGCCATTGATGAT
CGCTCTTCCCTTCCTCTGGGAGGAT

ex3_54
51711_
x2

CM000
673.2/5
732896
1-
573288
59

30 4E-12 60 2 ATCCTTTTGTAGTTCATAAACATAATGGTTGGGTGTTACGTGCGTGTGTGAAATGTGC
CACCCTCCAGCCTTGTTACGATGTTGACACATTACCCATCTGACA

ex3_54
52371_
x2

KZ208
915.1/4
293352
-
429346
2

14 0.008 28.2 2 AAGACGATACTTTCAGGGATCATTTCTGTAGTTTGCTACTAGAGAAGTTCCTCTAAAC
GTGTAGAGAAAAAAATGTTAAACAGGAATACATGAAGATCATCAAAGAATGGA

ex3_54
52495_
x2

BX640
788.1/4
49-324

14 0.008 28.2 2 AGGUCACUUCAAAGAGGGCUUGUGGGGCUGUGAAACCAAGGGGUCUUAACAGUA
UGACCAAAAACUGAAGUUCUCUAUAGGAUGCUGUAGCACUCAAUGGUGCUAUGUU
UUCCUCAGGAGAUAUGA

ex3_54
52729_

ENST0
000036

20 2E-06 40.1 2 TGGTCAGGTGGAATAATCCTTATCTGTTTCTCCTTTTGAAGGGCAGATTAGAACATGA
TA



x2 4940.1
ex3_54
53469_
x2

ENST0
000040
8712.1

14 0.008 28.2 2 TCTGAGACTAGAGTCACATCCTGACACGGCTCTTCTCCAATGTGCTGGAGTCCTCAG
CAT

ex3_54
53557_
x2

ENST0
000051
6379.1

14 0.008 28.2 2 TTTAGTTCCATTAACAAAATCTAAAGTTGATTTATAGGCAGGTACAAAAAAATCAATCC
T

ex3_54
54057_
x2

ENST0
000062
9629.1

32 3E-13 63.9 2 AAAATGATGAGATTCCACTTAATTGGTCCGTGTTTCTGAAACACATGATATTTGTGGA
AA

ex3_54
54849_
x2

ENST0
000041
0253.1

31 1E-12 61.9 2 TGGACCAATGATGTGAATGGAATGCATCTGAATAAAAATTATGATCAATCAGTTTTTG
GA

ex3_54
55817_
x2

ENST0
000045
9475.1

33 8E-14 65.9 2 AGTTTGCCATGATGAAATGCATGTTAAGTCCGTGTTTCAGCTGATCAGCCTGATTAAA
CA

ex3_54
56003_
x2

AJ6094
34.1/1-
132

22 1E-07 44.1 2 ACUGCCCCUAGAGGCGUUGCAGCUGUGGCUGCCGUGUCACAUCUGUGUCAUUAG
GUGGCAGAGAUUAGAGAGGCUAUGUCUACGCUCAGCGUUCUGCCCCGUGAACGU
UUGAAUGUUUGAUAGUCUCACACU

ex3_54
56343_
x2

CM000
677.2/2
506502
6-
250651
21

31 1E-12 61.9 2 GGATCGATGATGAGTCCTCCAAAAAAAACATTCCTTGGAAAAGCTGAACAAAATGAG
TGAAAACTCATACCGTCATTCTCATCGGAACTGAGGTCC

ex3_54
56381_
x2

CM000
667.2/1
505436
89-
150543
590

14 0.008 28.2 2 AACTTTGCAGTCCATGCACGTGATGATTGGGTGTTCACACACGTGTGAGGTGTACCC
ACCTCGAACCTTGTTATGATCTCAGCACATTACCTACCTGACA

ex3_54
56931_
x2

CM000
677.2/2
505147
7-
250515
71

31 1E-12 61.9 2 GGATCGATGATGAGTCCCCTATAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAGAACTCATAACGTCATTCTCATCGGAACTGAGGTCC

ex3_54
57649_
x2

AC007
374.6/1
22865-

23 0.003 30.2 2 GGGUGUGCUCAGAGCAGGGGGCCCGAAGAAUGCCUCCUCUGUUUACAACACACC
CAAUAGGAAUCUGGGGUCAUUGUGACAAGGGACACAGAGCUUGUGACCUCCCUAC
AAACAAAUGCCCUACACA



122739
ex3_54
57719_
x2

AC011
749.2/6
4633-
64502

15 0.004 30.2 2 CUUCCCAUUUAUUUGCUGGUAUAAUGAUACAAUGAUAUGAGCAGUUAUACUCUUU
GGAAAAAAUAAUAUUGGGCCAUUGUAAAUUGACAUGAAGUAAGUAUUUUCAUAUCA
UCUGCAAUGGACUAGAUGUUG

ex3_54
58357_
x2

CM000
677.2/4
571081
5-
457108
73

15 0.002 30.2 2 AGAGTGCTGGTGGCTGATGAGCCCAGGGCTGCTCTTGCTCACTTTGCTGACAGCAC
TCG

ex3_54
58839_
x2

ENST0
000036
5321.1

15 0.006 30.2 2 GTGAGTGATGAATAGTTCTGTGGCATATGAATCATTAATTTTGATTAAACCCTAAACTC
T

ex3_54
59471_
x2

ENST0
000036
4642.1

35 5E-15 69.9 2 CCCTGCATTCGAAAGTGATCATGAGCTGCCCGTGCCCTGGTCATTGGTAGTGCAGG
GAGA

ex3_54
60679_
x2

CM000
668.2/1
137814
64-
113781
311

15 0.004 30.2 2 AAGACTATACTTCCCAGCATCATTGCTATGGTTCATTACTAGAAAAGTTTCTCCAACTT
TGTAGAGCACTAGGAGCCAGAAGGAGGAGGTGCAGTGTTCTCTCTTTAGTGTGAAG
CCAGCTTTGCTCTTCGGGAAGGAATGCAGTCTGAGCGAT

ex3_54
60813_
x2

CM000
666.2/1
859460
83-
185946
186

14 0.008 28.2 2 ATCCTTTTGGGGTTGATAGGTGTGATGATTGGGTTTCTATGCATGTGTGTGACATGTG
TCTCCCTCAAAGCTTGTTACCACATCCGTACAGCACCCATAGGATG

ex3_54
61131_
x2

CM000
681.2/4
476497
6-
447651
00

14 0.009 28.2 2 ATGAACACTAGTCAAGCTAATTGTGCTCCTCTCCTCCTATGCAGTGGCGGCAAACAG
CAGTGCCCTCAGTAGTATACGCAGCCTGCTGCGTGTAGCGGTGGCCTTAAGAGACC
TTGGAGATAGCC

ex3_54
61551_
x2

AP005
857.3/1
35498-
135653

15 0.003 30.2 2 UCUCGUGGUAGUUUUCUUUUUGGCACAUUUGUUAAGUUUUCAAAUGGGCCUAACA
CUGCCACAUGUAUUAUACUGGAGUUGGCAAAGGCCUGUGACAAUGAGAUAUCUCU
CAAGCCUUUCACGCCUUUCCUCUAUCAGAGAAUGGCUCCCACAUGU

ex3_54 KZ208 14 0.009 28.2 2 CTCCTTTTGTAGTTCAGGAGAATGATTTGGTGTTTGTGCCTAAGTGTGATATGTGCCT



61625_
x2

908.1/6
6317-
66216

CCCTCTGAACCTTGTTACAGCGCTGGCACATTACCCATCCAACC

ex3_54
61911_
x2

CM000
664.2/6
952017
4-
695200
43

20 2E-06 40.1 2 TTCCAAAGTGTTGAGTTCAGTCCAGGGCAGCTTCCCTGTTCTGTTAATTAAACTTTGG
GACATTGAAATGGGCTAGGGGAGATGATTGGGTAGAAAGCATTATTTTATTCATTTGC
CTCCCAGCCTACAAAA

ex3_54
62011_
x2

CM000
680.2/2
181762
4-
218178
28

14 0.009 28.2 2 CCAATGTGTAATATCCTGGGATATCATTTTTTCTAGGCTTTGTCCACATGGCTTAGGG
GAGCATAGGGCTCTGCCCCATGATGTACAGTCCCTTTCCTCAGTGTTGGAGATGAAG
CTGGGTCTGGTGTTTGCACTTTCATATTCCTGTAGCTTCTCAGAATCCTGTGGACAGT
GACTGGGGAGACAAACCATGCAGGAAATATGT

ex3_54
62507_
x2

ENST0
000039
1226.1

14 0.008 28.2 2 AAGACAACGTAAATATATGTATAAAGAGTATCTTCAGGAGACGTAATAATGTAAAAAT
CA

ex3_54
62831_
x2

ENST0
000040
8784.1

15 0.003 30.2 2 GGCCAGTGATGGTTTAAAAGTAATGGACAGAAGGTTTCTGAAATTCTATTTTGAAGTT

ex3_54
63215_
x2

AF067
016.1/5
46-676

14 0.008 28.2 2 UUCCAAAGUGUUGAGUUCAGUCCAGGGCAGCUUCCCUGUUCUGUUAAUUAAACUU
UGGGACAUUAAAAUGGGCUAAGGGAGAUGAUUGGGUAGAAAGUAUUAUUCUAUUC
AUUUGCCUCCCAGCCUACAAA

ex3_54
63811_
x2

ENST0
000039
1308.2

24 1E-08 48.1 2 AAGACTATACTTTCAGGGATTATTTCAGATAAACTTCTAGAGTTTCTCTGAACCTGTAG
A

ex3_54
63815_
x2

AL132
709.5/1
71766-
171695

21 5E-07 42.1 2 UGGACCUAUGAUGAUGACUGGUGGCGUAUGAGUCAUUGACGGUGAAUACAGGUC
UGGAAGUCUGAGGUCCAA

ex3_54
63999_
x2

CM000
679.2/2
801877
0-
280189
07

19 0.005 30.2 2 TGTCTCATTTTTGTAGATCAGGACACTGGGAGGCTCCCTTTTCTCCTTAGCCATGGCT
GGAGGCCAAGTCCAGCCCTCAAGGATCATTGTCAGGACCAACACAAGCTGGACAGC
CTTGTTTTCCTACCTCAGATGGGA

ex3_54
65147_
x2

CM000
680.2/5
607959

14 0.009 28.2 2 CCAACATGGATACCCTGGGAAGTCACTCTCCCCAGGCTCTGTCTAAATGGCATAGGG
GAGCATAGGGTCCCATCCCAGGATGTACTGTCCTTTGCCACAAGTTAGAGATGAAGC
TGGGTCTGGTGTCTGTGCCTGAATATTCCTACAGCTTCTGAGTCCTGTGGACAATGA



4-
560793
94

CAGAGGAGACAGACCATGCAGGAAATTTGT

ex3_54
65933_
x2

ENST0
000060
7595.1

15 0.003 30.2 2 TCCAGCAGTCGTTAGCTCTCCTGGCTAGTGTGATGCCTGTGATGGTGTTTCACTGTT
GGA

ex3_54
66671_
x2

ENST0
000036
3863.1

15 0.004 30.2 2 TGTCAGTGCTGAAACTTTGTCAAGTTATGCTACTGACATGAAGTAATGATACAGTATA
TC

ex3_54
68731_
x2

AB061
842.1/1
832-
1898

20 2E-06 40.1 2 UGGCGAUGAGGAGGUACCUAUUGUGUUGAGUAACGGUGAUAAUUUUAUACGCUAU
UCUGAGCCAGCA

ex3_54
68851_
x2

CM000
683.2/3
445623
7-
344561
10

16 0.001 32.2 2 GGGGTGCACTCAGGGCAGGGGGCTTGAAGAACGGCTCCTCTGTTTACGACACACTC
AACAGGGGTGTGAGGTCACAGTGATGAGAGGCCCAAACTTGTGGCCTCCCCGTGAA
CAAATGCCCTACACAT

ex3_54
69843_
x2

CM000
672.2/1
214566
3-
121457
66

15 0.002 30.2 2 ATGCTTTCGTAGTCCGTAGATGTGATGATTGGATCTTCACGCTCGTGTGTGAGATGT
GCCTCTCTCCAGCCTTGTTAGGATGTTGGAACATTACCCATCTGACA

ex3_54
70023_
x2

CM000
674.2/9
254498
7-
925448
92

14 0.008 28.2 2 ATTCTCCAAAGCATGATGATTGGGTTTTCATGCTAATGTGTGAAATGTGCCTCCCTCA
AACCTTGTTACGACAAATAAAATTCTCCCCAGGTGATT

ex3_54
70815_
x2

CM000
676.2/3
575632
7-
357564
63

15 0.002 30.2 2 ATGCATCTACTATGTGACAGACCTGGAGCAGTTCCTGTCTGCTGCTAAGGTTTCCAC
TACAGATGCAAGAAAAACATGTCCTTGTACTTTCTGTCTTTTTTATTGTGGCAGCCAA
GGATGAATAGAGGGATACAGGG

ex3_54
72635_
x2

ENST0
000060
8459.2

17 0.000
1

34.2 2 TTAGAGGTATTTTCAGTACTCTGGCTTAAGAGCCAATGATGTTTTTATTCAAAATGTCT
G



ex3_54
76059_
x2

CM000
676.2/9
171513
0-
917149
15

14 0.008 28.2 2 AAAATTATACTTTCAGCAATCATCTCTATAGTTTGTTACTAGAGAAGCTTCTGTGAATG
TGTAGAGCACCGGAAACCACAAGGCAAAGGCTCAGCATTCTCTCCTAAGCGCGAAG
CTGGCTCCTGGTGTTGGTTGGCCGCAACTGCCATTTGCCATTGATGATCATTCTTCT
CTTCCTGTGGTAGAGGAAGAGGGAGAGAATGCAGTTTGAGTGGT

ex3_54
76323_
x2

CM000
682.2/4
136971
4-
413696
13

14 0.009 28.2 2 AAGACTATACTTTCAGGGATCATTTCTACAGTTCATGACTAGAGAAGTTTCTCTCTGT
AGAGCACATTTGGTTGCTGGGATCAGAAACCCATTCAAGCTAGC

ex3_54
77429_
x2

ENST0
000051
6848.1

15 0.002 30.2 2 CTACAACCAGCTACTGGTTGATCTTACATTTGATCTGGTGTGCAATGGCTGCAAACA
GCA

ex3_54
80513_
x2

CM000
663.2/1
222127
1-
122211
48

14 0.009 28.2 2 CTAGAAAAATTGAAGATTTGGCCACTCTGGAAACTGCTGAGGGCCCCATGTGTAATG
GCTGCAAACAGCTTCCTTTGTTGTGTAGACAGCCTGAGTTTTTCTCTAAGGGACTATG
GAGACAGCC

ex3_54
81947_
x2

CM000
678.2/1
229732
3-
122971
97

18 0.008 28.2 2 ATTACTTGAAAATCACTCCCAGGCTTTGGCCATGGCAGCAGGTGAGATTCAAGGCCC
AGAGCCTCCAGGGCCTCAGCTCACCGCACACTGCCCCGTGTGTGGTGGGGAAACC
CAGACCCCAACAGGT

ex3_54
83349_
x2

AC020
918.6/1
65518-
165651

14 0.008 28.2 2 GGCCUCCUGGUGCUUACAAGCAGCUGUGUGCUUGCAUUGACUGUACAGAAAAAAA
GAGAUAGAGUAAACACACCCCGUAUACAACUCAGCCCAGGUCCUGUGCCUUGUCU
AUAUUGUGAAUAGGGGGGACAUAG

ex3_54
84167_
x2

CM000
685.2/8
814879
2-
881489
18

14 0.008 28.2 2 GTTGGTTGTGAATAACCCTTGGCTTTGATTGTGGCTGTGGATGAAATTCAGCACCTA
CAGCCACCAGTAGCCTTAGCTCACCACCCACTGTCTCAATATCATGGGTAAAACCCA
GGCTCTGACAGGC

ex3_54
84451_
x2

ENST0
000036
4339.1

15 0.005 30.2 2 CAGCCCTAAAATGGAAAAAATTTAAAATTACTTAGACAATGTGATGTCATCAAAGGAA
CC



ex3_54
85725_
x2

AK024
486.1/3
319-
3428

23 4E-08 46.1 2 UGCCCAGUGAUGACACCAUCCUUGCUCCCCGUGCCCCCCAGGGGCUAUGGGCGA
CACCAUGGCUGCCCCUGGGCUGGGCCAGUGGGGCCAAUGCCCAGGGGCUGAGG
GCA

ex3_54
86785_
x2

CM000
669.2/1
290615
31-
129061
634

15 0.005 30.2 2 ATTCTTTTGTAGCTGATAAGCATGATGACTGGAGTTTCACGTGCATGTGTGAGATATA
CCTCCCTCCAACCTTGTTACCACATCTGCACATTACCTGCCTGATG

ex3_54
86847_
x2

ENST0
000036
5363.2

14 0.009 28.2 2 GAGATTATACTTTCAGGGATCAATTCTATAGTTTGTTACTAGGGAAGTTTCTCTGAAT
GC

ex3_54
89479_
x2

CM000
684.2/1
764151
9-
176414
06

14 0.009 28.2 2 ATCCTTTTGCGGTTCATAAAGAACCAAGATGACTGGGTTTCATGCTAATGCATGACAT
GTGCCTCCCTCAAATCATGTTGCCTCATGGGCTTATTGGCACATTACCGTCTGAGG

ex3_54
89571_
x2

AC073
149.5/3
8723-
38590

14 0.009 28.2 2 UGUUCUGACAUGGGAAGAGUAGCUUCUGGUUGGUGGAGCCCAUCUCACAUUAGC
CAGAGACAAAGCAACACCUUGUUUAUCCCGGCUUGGCUUUUGGCCUGUGUCCAUG
ACUGGUCCAUACCUUGGACACAUGG

ex3_54
90129_
x2

AC099
676.2/7
9107-
79241

21 5E-07 42.1 2 CUGCAGCCAAUUAAGCCGACUGAGUUCCUUUCCUCAUGGGGGCCCAGUGUGCAA
UGGCUGUAAAUAGCAGCUUCCUUGGUAGUGUAUGCAGCCUGUUUGUUGUAUGGG
UUGCUCUAAGGGACCUUGGAGACAGUC

ex3_54
90759_
x2

AC090
227.10/
15587-
15444

19 8E-06 38.2 2 CUUUCGGGUCCCCAUUGCAGCCCCCGGAUGAGCCCGCAGUAUUUUCCUUAUAUG
AUCAGGUCCCAUUGCGGGCGGCGCCGCUUGCCCGGAGCCUGAGAGGAUUAUGAA
AACGUGGCGAGCGAAAUGGGGCCAGGGGACCUGGAG

ex3_54
91107_
x2

ENST0
000038
4436.1

21 5E-07 42.1 2 CCGCAGCCAATTAAGCCGACTGAGTTCCTTTCCTCATGGGGACCCAGTGTGCGATG
GCTG

ex3_54
91125_
x2

ENST0
000051
6131.1

27 2E-10 54 2 GCCAGGTACCATGCAAAAGCAATCTTCCCTTTAGAATGACTGATGGTATGCTAAGGT
TTT

ex3_54
91285_
x2

ENST0
000040
8746.2

14 0.009 28.2 2 AAGACTTTATCCCCCCACCCCGCAAAGAAAAGGAAGAAGAAGAGTTTTTAAATGGCG
CAG



ex3_54
91757_
x2

AL132
709.5/1
28363-
128289

15 0.004 30.2 2 UGAGCAAGCGAUGACAGCCGGUGGUGUGUGAGUCAUGGAGGAUGAAUACUAAGU
GCCUGGAACUCUGAGGUUCAA

ex3_54
92699_
x2

CM000
680.2/2
290162
6-
229015
24

15 0.007 30.2 2 GTTCTTTTGTGTTTCATAAAGTAATGATTGTGTTTTCACATTATTGTGTGAGGTGTGCC
TCCCTCAGACCTTGATACCAGTCTGCACATTACCTGATGTGAAG

ex3_54
94789_
x2

CM000
686.2/5
714796
5-
571478
90

28 6E-11 56 2 AAGACTATACTTTCAGGGATTATTTCTATAGTTTGTTAATTATTTGTACTAATAGTAGTA
ATTGACACTAACTAGT

ex3_54
95535_
x2

ENST0
000036
4699.1

43 1E-19 85.7 2 TGGACCAATGATGACAAATGGTGGCATTGGAGTTATGGACGATGAATGATATGTGTC
TGA

ex3_54
96043_
x2

AC104
763.12/
68286-
68156

15 0.003 30.2 2 UGCCUCUCUCCCAUGGGCUUUGGGGGGUCCCUGUUCUCCUUAGCCAAGGCUGGA
GGCCAAGAGCAGCCCUCGAGGAUCGUCGUCAGGACUGCCACGAGUGGGGCAGCC
UUGUUUUCCUGCCUCAGACAUGU

ex3_54
96437_
x2

CM000
669.2/2
426171
4-
242616
09

15 0.003 30.2 2 ATCCTTTTGTAGTTTGTAAGTGTGATGATTGGGTTTTTTCACGCTCATGTGTGAGATAT
GCCTTCCTTAAAGTTTGTTACATCATCAGCACATTACCCATCTGACA

ex3_54
97001_
x2

AC090
821.13/
147314
-
147441

16 0.000
9

32.2 2 UGCACUUAUGUAUGUUUUUGUUUAAACUGUGGACAAAGACUUAUGGAUAAGUACA
AAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUAAUAC
AUAUAGCCAGGGAAAUU

ex3_54
98959_
x2

CM000
669.2/1
111093
57-
111109
268

14 0.009 28.2 2 ATGCTTTTGTAGTTCGTAAGCATGATGATTGGGTTTTCTTGCTCTTGTATGAGATGTG
CCTCCGTCATACCTTGGAAACCTGACTTGAAA



ex3_54
99153_
x2

ENST0
000040
8528.2

14 0.009 28.2 2 AAGACTCCTTTCAGGAATCATTTCTTTAGTTCCTACTAGAGAGGCTTCTCTTAACATGT
G

ex3_55
00887_
x2

ENST0
000040
8612.1

15 0.003 30.2 2 ACTGGTCCAGGATGAAACCTAATTTGAGTGGACATCCATGGATGAGAAATGCGGATA
TGG

ex3_55
01069_
x2

ENST0
000036
2493.1

32 3E-13 63.9 2 AGGCAGGATCTAGTTACATTGTAGCTGTGAAGTGCTGCATTGTCTTTGCCCCCTGCT
CAA

ex3_55
01869_
x2

AB017
549.1/4
52-542

18 5E-05 36.2 2 UGCUGGUGGUGAAGCUCCCUCUCUCCGAGCACUGGGCCCUGCCUGGGGGCUCCC
GGGAGCCAGGGGAGAUGCUACCUCGGAAGCUGAAGCG

ex3_55
02825_
x2

CM000
672.2/2
148563
8-
214857
22

15 0.004 30.2 2 AAGACTGTATTTTCAGAGCTCATTTCTGTAGTTCATTACTATGGAAGTTTCTGTAAATA
TATAGAGGTCTACAAAACAAAAAAGT

ex3_55
02989_
x2

CM000
674.2/6
476097
3-
647608
68

20 0.000
8

32.2 2 ATCCTTTTGTGGTTCATAAGCCTGATGATTGGGTTTTCATGCTATTGTGTGAGTTACC
ACCCCTACCTCAAACCTTGTTAGGACTCCGCGCATTACCCCTCTGTGT

ex3_55
03441_
x2

CM000
663.2/1
539981
51-
153998
067

15 0.002 30.2 2 TTGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCAGAATG
TATAGAGAAAAAAAAGAATCCACAGA

ex3_55
04457_
x2

AC104
794.4/7
2269-
72155

14 0.008 28.2 2 GUGCCUAAGGUUAACACAGCGCCUUAAGAGGCUAACACAGAAGGGCAAAGUAAGU
CUCCAUAAAACCCAGAGAAGACUGUGAACCCCUCUCUGGAUCCUGUCUGGAGUCA
CAGCU

ex3_55
05425_
x2

ENST0
000039
1322.1

15 0.003 30.2 2 GTGCCCTTTTAAGGTTGACGCAGTGCTTTAAGGGGCTAACACAGAAGGGTAAAGGAA
GTC

ex3_55
05807_
x2

CM000
668.2/9
211942

15 0.003 30.2 2 AAGGCTATACTTTCAGGAATCATTTCTATAGTTTGTTACAAGAGAAGTTTCTCTGAATG
TGTAGAGCACCAGAAACCACGACGAGGACGAGAAGGCACAGCATTCTTTCCTAAATG
TGAAGCCAGCTCTTGGTGTTGCTTCAACTGCCACTTGCCATTAATGACAGTTCTTCTT



3-
921196
33

TCCCACTGGGAGAATAAAAAGGAGAGAATGCAGTCCT

ex3_55
06225_
x2

CM000
663.2/9
065775
0-
906579
64

15 0.003 30.2 2 AAGACTATATTTTCAGGGATCATTTCTACAGTGCACTACTAGAGAAGTTTCTGTGAAC
TTGTAGAGCACCGGAAACCATGAGCAGGAAGTGCAGCGTTCTCTCCTGAGCATGAA
GCCGGCTCTTGGTGTGGCTTCGCTGCAACTGCCATTGGCCATTGATGATCGTTCTTC
TCTTCTCTGGGAGAGTAAGAGAGAGAGGACACAGTCTGAGTGGT

ex3_55
06903_
x2

ENST0
000040
8318.1

14 0.008 28.2 2 GGGGTGTGCTCAGAGCAGGGGGCTGAAGAATGGCTCCTCTGTTTATAACACATGGA
ACAG

ex3_55
07449_
x2

ENST0
000038
3910.1

20 2E-06 40.1 2 CTGCAGCCAATTAAGCCGACTGAGTTCCTTTCCTCATGGGGGCCCAGTGTGCAATG
GCTG

ex3_55
08683_
x2

ENST0
000045
9538.1

26 8E-10 52 2 ACCCCTGGCAGCCCCTCCTGATGATTCTTCTTCCTGAGCACGCTCATGATGAGCAAA
CTG

ex3_55
08837_
x2

ENST0
000058
1572.1

30 1E-09 52 2 TACTCCAGCCTGGATGACAGAGCCAGACTCTGTCTCGAAAAAAAAAAAAAAAAAAAG
CTT

ex3_55
08845_
x2

CM000
671.2/9
229259
3-
922924
61

30 4E-12 60 2 GCCCTGTGGTTGCTGGATGCTGTTGTGCATGGACAGCTCTCCAGTGGATTCGATGG
GCCATAGCAATCCTGTGATTTATGCATGGAGGCTGCTTCTCCTCAGCAGCTGCCATA
GCCCGGTCGCTGGTACATGA

ex3_55
09565_
x2

ENST0
000041
0734.2

15 0.002 30.2 2 AGGACTGTGCTTTCAGAGTTCATGTCCACAGCTCATTGCGGGGGCAGTTTCTCTGAT
CGT

ex3_55
09777_
x2

ENST0
000040
8471.1

16 0.001 32.2 2 GGGGTGCACTCAGGGCAGGGGGCTTGAAGAACGGCTCCTCTGTTTACGACACACTC
AACA

ex3_55
12381_
x2

ENST0
000036
2913.1

16 0.001 32.2 2 CCGCAGTGACAGCAATATTTTTCATCCACAGTTCACCTCATGAATGTTGTCACTTTGG
GT

ex3_55
12585_
x2

ENST0
000038
4084.1

43 1E-19 85.7 2 GGTCTCTCAGCTCCGCTTAACCACACGGGTCCAGTGTGTGCTTGGCGTGTTTTCAGG
GAG

ex3_55 ENST0 14 0.008 28.2 2 ATTTCATGTTTTAAAGGCATAATGATGTCACTGACTGGCTGATGAAATCCCAAGCGTA



12805_
x2

000036
5504.1

GG

ex3_55
13721_
x2

CM000
666.2/7
864010
0-
786402
02

15 0.005 30.2 2 ATCCTTTCATAGTTCATATGCGTGCTGATTGGGGGTTCATGCTCTGGTGTGAGATGT
GCTTCCCTCAAGCCTTGTTAAGACATGAGCACATTACCATCTGATA

ex3_55
15853_
x2

CM000
665.2/1
867863
23-
186786
445

34 2E-14 67.9 2 ATGCAGGTACTGTTACAATACAACTGATGTGTTTTGTTGTCGTTCCCCCTGCTTAAAG
CACTTGATGCATAACTCTGTCTACCTTCATTCCGTAGTAAGACAGAGACGCTTGGCTT
CAGACAT

ex3_55
16383_
x2

CM000
680.2/3
107249
5-
310726
07

14 0.009 28.2 2 ATTCTTTTATGGCTTTTATGGTGCATAAGCATGATGATAGGGTTTTTATGCTCATGTGT
GAGACACACGTCTCTCAAACCTTATTACGACAACAGTACATTACCTGTATGACT

ex3_55
16687_
x2

ENST0
000036
5647.1

15 0.003 30.2 2 AGACTCCCAGCTCTGCCCAGTTACACTAGGCTTCGCCTGTGTGGCTTCTGTAATGGG
GAG

ex3_55
18681_
x2

ENST0
000051
7242.1

22 4E-05 36.2 2 ATGCATCTATTTGACAGACCTGGAGCAGTTGCTATCTGCTGCTATGGTTTCCACCACA
GA

ex3_55
18779_
x2

CM000
676.2/1
027895
91-
102789
491

14 0.008 28.2 2 ATCCTTTTGTAGTTCATAAGTGTGATTGGGTATTCAAATGAAGGTGTGAGAGGTGCCA
CTCTGAAACCTTGTTATGACGTCGGCACATTACCCATATGACA

ex3_55
18981_
x2

ENST0
000057
8065.1

44 3E-20 87.7 2 TCCTCCTACAAAGGCGTGTCTGTGGTTCCCTGTCTTTGGACATGTAAGAATTGGAGG
AAA

ex3_55
19615_
x2

ENST0
000040
8548.1

25 4E-09 50.1 2 GGGGTGTGCTCAGAGCAGGGGGCCTGAAGAATGGCTCCTCTGTTTACAACACACCC
AACA

ex3_55
19987_

AC092
579.3/1

20 2E-06 40.1 2 UUGCACAGUGAACACCCAAGUGUGCUUUAUAGUUCCCUUGGCUUUGACCCUGUGC
UAGAGCAUUCAUUACCUGUUCAUCUGCUCUGCAUUGAAAGGAAUAUUUGUCCUUU



x2 14744-
114881

UAAAUGUAUUCAGAAAGCCAGCACAUUA

ex3_55
24439_
x2

ENST0
000045
8938.2

15 0.002 30.2 2 AAGACTATCCTCTCAGTGATGATTTCTATAGTTCGTTACTAGAGAAGTTTCTCTAAACA
T

ex3_55
24883_
x2

ENST0
000036
4476.2

16 0.000
7

32.2 2 AAGACTATACTTTCAGGGATCATTTCTGTAGTTCATTATTAGAGAGGTCTCTCTGAAT
GA

ex3_55
25687_
x2

CM000
669.2/9
941407
8-
994139
78

15 0.002 30.2 2 ATCCTTTTGTAATTCATGAGTGTGCTTGGGTGTTCACATCCATGTGTGAGACATGCCA
CTCTCAAACCTTGTCACAACGTTGGCACATTACCCATGTGACA

ex3_55
25717_
x2

CM000
683.2/3
166430
6-
316644
82

14 0.008 28.2 2 ACTTTATTGTATATAAGCACTGTGCTAAAATTGCAGGAACTGGGACCATATCCTGATT
TTTGTAATAATGCCAGCAGAGTACACACAAGAAAAGTAACTGCACTAGATTGTGAAGA
CTGGGGTGGACCTGCTTCTGAAGGTCCAGTGCCCTTTGTCTTAAGATTTGGTGTAGT
GTGT

ex3_55
26691_
x2

CM000
664.2/6
995564
5-
699557
47

15 0.002 30.2 2 ATCCTTTTGTAGCTTGTAAGCGTGATGATTGGATGTTTGCAGGAGCGTGTGTGATGT
GCCACCTCGCACCTTGCTACAACATCGGCACAGTAGCTGTGTGACA

ex3_55
26737_
x2

CM000
663.2/3
093577
3-
309356
88

33 8E-14 65.9 2 TCTGGCAATGATGACCCACTTGCCCTCACTGAGAACAAAGTTCGGTAATGAGAATCT
TTGTTAATGGACTCAAGTTCTGAGCCAGA

ex3_55
27279_
x2

CM000
663.2/1
369619
9-
136960
70

14 0.009 28.2 2 AGGACTTGCCTCATTAGTAATACAACCAAGCTGATAGGGTAGTTTGGCAGGACACAC
AGCCATTTCCCTCTCAGCTTAGGAAGGCTGTCATAAGACTAGGACTAGCTCTGCAAG
GCAAGAGAAGGACAAT

ex3_55
27355_

CM000
678.2/6

18 8E-05 36.2 2 TAGTGTGGAACTGTCTACTCCTCATTCCTGTGGAAGCAGGAATACATTCATAACATGC
TCCATTAAAAAAGGAGTTCTAGGCCAGGCAGCGTGCCTCATGCCTGG



x2 863096
8-
686308
64

ex3_55
29171_
x2

AC095
353.9/7
5194-
75323

22 4E-05 36.2 2 CUUCCCAUUUAUUUGCUGGUAUAGUCUCACAAUGAUAUGGCCAGUUAUACUUAUG
GGAAAAAAUAAUAUUGGGCCAUCGUAUAUUGACAUGAGUAACUAUUUUCACCUCU
UCUGCAUGGACUAUCUAUAU

ex3_55
31133_
x2

AC006
534.10/
104122
-
104252

35 5E-15 69.9 2 CCCUCCUACAAAGGCAUGUCUAUAGUUCCUUGUCUUUGGACAUGUAAGAAUUGGA
GGCAAAGAAAUGUGGACUUGGAGAAAUCUGGGGCCAGCUUGCUCUCCGCAGGCU
CAAGAUCAACCAUCCCACAUAG

ex3_55
34331_
x2

CM000
672.2/2
840825
1-
284080
39

14 0.009 28.2 2 AGGACTGTGCTTTCAGAGTTCATGTCCACAGCTCATTGCGGGGGCAGTTTCTCTGAT
CGTGTGGAGCTGGATGCCAGGAGCAGGACACACTGTGTTCTTTCCTGAGCATGAAG
CCAGCTCTCGGAGTTGTTTTGTTGCACCTGCCATTAGGCGTTGATGATGTTCTTTCTT
TCCTCCGGTAGGGTAAGAAGGAGAGGACGCAGTCCAAGTGGT

ex3_55
34549_
x2

ENST0
000038
4529.1

42 5E-19 83.8 2 GGATCGATGATGACTTCCATATATACATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
AC

ex3_55
34591_
x2

CM000
663.2/2
263161
64-
226316
061

14 0.008 28.2 2 ATCCTTTTGTAGCTCCTGAGCACGATGATTGTGTGTTCATGCTCATGTGTGAGATGTC
CCACCCTTGAACCTTGTTACAACATCGGCATATTACCTGTCTGACA

ex3_55
37033_
x2

ENST0
000051
6069.1

14 0.008 28.2 2 TTATATTAGTGATGGCTTTTAAAGTTCTCACAGACAGGCATCTCTCTGAAAGACAGCG
AA

ex3_55
38623_
x2

CM000
677.2/2
508128
7-
250813
78

37 4E-16 73.8 2 GGATCGATGATGACTTCCATATATACATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
ACTCTATACCGTCATCCTCGTCAAACTGAGGTCC

ex3_55
39431_
x2

AC004
830.1/5
8886-

15 0.003 30.2 2 CUAUCAAAAGUUACUUUUUGUGGGGUGGAAGUUUUUAAAAUAACCUUUACCUACG
UGGGCUGUUUUGGAAAAUAAAGAAAAGACCACACUCAGCAGAGGGCUAUACCCCU
UAGUAUAGUUCACCACUAUUUUGCAGCUUAUAUU



58743
ex3_55
39591_
x2

KV880
768.1/1
215368
-
121547
1

16 0.001 32.2 2 ATCCTTTTGTAATAGATAAGCATAATGATTGGGTTTTTATGTTCACATGTTTGATATGC
CTCCCTCAAATCCTCTTATGATGTCGGCACATGACCCATCTGAGG

ex3_55
39893_
x2

CM000
677.2/6
945814
9-
694579
41

14 0.008 28.2 2 AAGAGTATAATTTCAGGCATCAATTCTGTAGTTCCTTACTAGAGAAGTTTCTCTTAACA
TGTACAACACTGGAAACCATGAGGAGGTGGCAGCACAGCATTCTCTGCTGAGCGTG
AGGTTGGCTCTTGGTGTTGCTTTGCTGCAACTGTCATTTGCCATTGATGATGGTTCTT
CTCTTCCTCCGAGGGAGAGAATGCAGTCTGAGTGGG

ex3_55
39921_
x2

AC055
866.19/
124993
-
124866

16 0.001 32.2 2 UGCACUUAUGUAUGUUUUUGUUUAACUUGUGGACAAAGACUUAUGGAUAGGUGCA
ACAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGCAUGAGUUUUGAUAC
AUACAGGAAGGGAUAUU

ex3_55
40979_
x2

AJ6094
56.1/1-
134

22 2E-07 44.1 2 UGCAUUCUUAAACCCUCUUGGUGGCUUCCCUGUAAAUGCUUCCAAGAUAUGAGCG
AAUGCUAUAGAAAUUGCAGGAAAGUCCAAAGGGCUGCGCGUCUCCUGUGGCUCAG
UCUUAUUUCAUACCUGCAACAUCU

ex3_55
41093_
x2

AL161
747.5/8
490-
8387

40 7E-18 79.8 2 CCCCUGUGAUGAGUUGCCAUGCUAAUACGGAGACACCAGGUAGGGAGUUUUACCC
UAACUUGGGUGUUGUUGAAAUAAACUCUUUCUCGUAAAUGCUGAGGGGC

ex3_55
41363_
x2

KN538
363.1/2
21065-
221340

31 1E-12 61.9 2 GGTCGATGATGATTGGTAAAAGGTCTGATTGCACTGAATGTCACGGTCCCTTTGTTG
CCCTCAACTCCCAGCAGCCCATTTTTTCCCTCCCGTCACATTTAAGTCATGTGTATGG
GATCATGGAGCAGCTGATAATTTGGGATTCTGTCAGTGTGTGTTTCTGAGAGTGATC
GGCTCACAGCTGACGAGTATCCAACAAAACCAGTTACACAGGAGACTGACGAGTGG
CAGTCATGGGTGTGATGGTGCATGATCTCAAGTTTTCAATCTGAGACC

ex3_55
43385_
x2

CM000
667.2/2
397229
4-
239721
88

14 0.008 28.2 2 AGGTCTTGTGGACAAAGACTTACGGACAGGTGCAAAACATAAATCCTCTTCTGCAAC
CCAGAACTTATTGTTCAGTATGAGTTTTGATACATGTAAGAAGGGATATT

ex3_55
44117_
x2

AL132
709.5/1
38673-
138602

33 8E-14 65.9 2 UGGAUCGAUGAUGACUACCGGUGGCGUAUGAGUCAUAUGUGAUGAAUACGUGUU
UGGAACUCUGAGGUCCAU



ex3_55
44655_
x2

ENST0
000051
7283.1

19 0.004 30.2 2 ACCTTCTTGTTTAAGCTCTGTACTAAAATTGCAGAAACTAGTATCGTGTCTTACCATTT
G

ex3_55
44725_
x2

CM000
663.2/2
624675
4-
262468
47

15 0.005 30.2 2 AAGACTGTATTTTCAGGGATCGTTTCTGTAGTATGTTACTAGAGAAGTTTTTCTGAAT
GTGTAGAGCACCGTTAAGAAAAAGAAAATAAAATGA

ex3_55
45405_
x2

CM000
664.2/2
326789
63-
232679
065

14 0.008 28.2 2 ATCCTTTTGCGGTTCATAATGTGATGACTAGGTTTTCATGTCCATGTGTGAAGTGCGC
CTTCCTCCAATCCTGTTAAGATGTCAGCACATTTGCCTTCTGACA

ex3_55
46693_
x2

ENST0
000036
3762.1

32 3E-13 63.9 2 TGGATCAATGATGAGTATGCGTGGGGCATCTGAATCAAATATTCTGATTATACCCTGT
CT

ex3_55
50007_
x2

ENST0
000051
6650.1

15 0.004 30.2 2 CACTCCCCTTTCATTTTACCATTGAGGCTTATGTCTTTATTGGTTGTTCAAGTAGGGC
AA

ex3_55
50331_
x2

CM000
667.2/1
405274
28-
140527
352

15 0.005 30.2 2 GGTCAATGATGAGCTGACATGTATTCTGAATCTAAAGTTGATTATTAGTACTTTAGTTC
TAGAATTACTGAGACATG

ex3_55
51443_
x2

CM000
667.2/1
754509
18-
175450
816

14 0.009 28.2 2 ATCCTTTTGTGGTTCATAAGCATGATGATTGGGTTTTCATGCTTATGTGTGTGATGTG
CTGCCTTAAACCTTGTTACAGTGTCAGCACGTCACTCATCTGATG

ex3_55
51753_
x2

ENST0
000036
4969.1

22 1E-07 44.1 2 TGGACCAATGATGACCACTGGTGGCGTTTGAGTCATGGACGATGAATACTACGTGTC
TGA

ex3_55
52021_
x2

CM000
666.2/5
710634
5-

15 0.004 30.2 2 ATCCTTTTGTAGTTCATAAGCATGATGATTGAGTGTTCATACACATGTGTGAGGTATG
TCGCCCCCAAACCTTTTATGACATTGGCACATTACCTGTCTGACA



571062
43

ex3_55
52237_
x2

AJ3118
53.1/1-
86

40 7E-18 79.8 2 GAUCACGGUGAUGGCUGACCAGGGCUCCCUGACCUAUACAGGCCUCUGCUAUGG
GGGUGAUGGCCAGUCCUGGUGUCUGAGUGAUU

ex3_55
52317_
x2

ENST0
000038
4430.1

33 8E-14 65.9 2 GGATCGATGATGACTTCCATATGTACATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
AC

ex3_55
52569_
x2

CM000
677.2/2
508014
2-
250802
33

33 8E-14 65.9 2 GGATCGATGATGACTTCCATATATACATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
ACTCTATACCGTCATTCTCGTCGAACTGAGGTCC

ex3_55
54591_
x2

CM000
678.2/2
953936
5-
295392
62

33 8E-14 65.9 2 ATCCTTTTGTAATACATAAGCATAATGATTGGGTTTTTATGTTCACATGTTTGATATGC
CTCCCTCAAATCCTCTTATGATGTCGGCACATGACCCATCTGAAG

ex3_55
54605_
x2

ENST0
000036
4587.1

40 7E-18 79.8 2 GCACCTGAATCTTTCCCATTCCTTGCTGCCTCGTGCCGGTGTGGGGACAGATGGTG
CTAC

ex3_55
56305_
x2

AL132
709.5/1
39624-
139553

33 8E-14 65.9 2 UGGAUCAAUGAUGACCACUGGUGGCGUAUGAGUCAUAUGUGAUGAAUACGUGUCU
GGAACUCUGAGGUCCAC

ex3_55
58303_
x2

ENST0
000036
4021.1

18 4E-05 36.2 2 CAGTCCAGCCTCTGATGAAGCCTATGTTAGTAGGCACATCTGAGTGGTAATGAATGC
CAG

ex3_55
58697_
x2

CM000
664.2/7
093041
5-
709303
03

15 0.004 30.2 2 GTCCTTTTGTAGTTCTTCAGCAGGATGACTGGGTGTTCATGCTCCTATGTGAGATGT
GCTTTCCTCAAACCTCAAACCTTGCTGGCAAGCAGTGAGTCAAGGCTGTTCTGAGT

ex3_55
58713_
x2

CM000
667.2/1
592301
94-

19 0.003 30.2 2 CTCATACCTAAACCCAAGAATCACTTTCTTATAGTGATGATTTAAACAGATGCAAACA
GCGAGCACATCTTGTCACCTTTGCGGGACTGTGGCTGTGCCCCTCGCAGTAAATTTG
GAGGTTCTACATCC



159230
322

ex3_55
60379_
x2

ENST0
000045
9604.1

16 0.000
8

32.2 2 TGTGTATGATGAGATTTCACTTCATGGTCTGTGTTTCTGAAACACATGATGTTGTGGA
AG

ex3_55
61921_
x2

ENST0
000036
5346.2

15 0.002 30.2 2 CTTGCCAGCCCCATAGACACAGTTGCTGTGCTGTGCCTGTACTATTGGAGCAAAGAA
AAA

ex3_55
63101_
x2

AC012
119.8/9
2875-
93023

15 0.006 30.2 2 AUCCAAGGGGAUUCCCUCUCCAAGGGAACAUGCAGUGCCCCUCUCAGGAAAGUAA
CAACCUGGAAUAGAAUCUGGCAUGCCUAAGGUCUUUGAGGAAUAGAGGAAUAGAG
GAUGCUUGUUUCCUCUGCCUUCCUUGGCUGCCUACAUGG

ex3_55
63185_
x2

AJ6094
74.1/1-
132

29 2E-11 58 2 UCCUCCUACAAAGGCGUGUCUGUGGUUCCCUGUCUUUGGACACGUAAGAAUUGG
AGGAAAAUAAAUGUGGAUUUGGGAAACUUUGAGGCCAGCUUGCUUCUUGCAGGCU
CAUGAUCAACCAAUCUCACAUAA

ex3_55
63751_
x2

ENST0
000062
0099.1

14 0.008 28.2 2 TTTATCAATGGCATGATTTTAAAGCTGTTTCACCCGAGTACACAGCAGGGAAGCCATC
CT

ex3_55
64073_
x2

ENST0
000038
3922.1

21 6E-07 42.1 2 CTTCCCATTTATTTGCTGCTATAGTCTCATAATGATACAAGCAGTTATATGCATGGGAT
A

ex3_55
64109_
x2

ENST0
000045
9299.1

20 2E-06 40.1 2 ATCCTTTTGTAGTTCATGAGCGTGATGATTGGGTGTTCATACGCTTGTGTGAGATGTG
CC

ex3_55
65127_
x2

CM000
685.2/9
414717
0-
941472
34

15 0.004 30.2 2 TAGAAGTGACTGGAGTTGTTGATGGATGGACAGAGACATCGTGCTGATTGCCATGTT
CTGATTGA

ex3_55
65151_
x2

CM000
665.2/6
085660
5-
608563
89

17 0.000
3

34.2 2 AAGATTATATTTCCAGGGGTCATTTCTGTGGTTCATTACTTAAAGGAGTTTCCCCAAG
TGTGTAGAGCACTGGAAACCACAGGAAGATATGCAATGTTCTCTCCCGAGCACGAAG
CTCGTTCTTGGTGTTGCTTCATTGCAACTGCCATTTGCCATTGATCATTGTTTTTTTCT
TCCTTTGGGGAGATTAAGAGGAAGAGGACACAGTCTGAGTGAT

ex3_55
65261_
x2

CM000
672.2/8
705024
6-

20 2E-06 40.1 2 AAGACTATGCTTTCAGGGATCATTTCTATAGTTCGTTACTCGGGAAGTTTCTCTGAAC
GTGTAAAGCACCGAACAAA



870503
22

ex3_55
65861_
x2

CM000
667.2/4
079020
4-
407900
71

14 0.009 28.2 2 CCTCCTTTTCTTGTCAGGGACTGAGTGTGTGGTCCTGCTCCTGTTATGTATGGAGGC
AAAGGGAAAGGGCTCCGGCCCCCTCAAAATCATGTCTTTGGTGCCAGCCGGTTCTG
TTCTCAGTCACCTGGATACTG

ex3_55
65901_
x2

ENST0
000036
4461.1

15 0.004 30.2 2 GGGTCAATGATGAGAACCCTATATTGTGTTGAAGAGAGGTGATGACTTAAAATTACCA
TG

ex3_55
66507_
x2

ENST0
000040
8117.2

14 0.009 28.2 2 AAGCTTGTACTCTCAGTGATCATTGCTGTAGTTACGAGATAAGCTTCTCTGAACATGC
AG

ex3_55
67595_
x2

CM000
667.2/1
227960
88-
122796
227

15 0.003 30.2 2 ATTCTTTTGTGGCTCATAAGCTTGGGATTTTCACACTAAACATTTTTAACTCATGAGGT
TGGGACTTCACATTAATCTCTAATCTTTGAGATTGCCTCCCTCAAACCTTGCTACAGT
ATTGGCACATTACCCATCTCACA

ex3_55
68037_
x2

CM000
670.2/2
878245
0-
287825
39

14 0.009 28.2 2 AAGACTGTACTTTCAGGGATCATTTCTGTTGTTTGCTACTAGAGAAGCTTCTCTGAAT
GTGTACAGCATGTGGACATGTGTGCACACATG

ex3_55
68977_
x2

ENST0
000039
1065.2

17 0.000
1

34.2 2 AAGACTGTACGTTCCAAGATTGTTTCTATAGTTGGTTGTGAGAGAAGTTTCTCTGAAC
TT

ex3_55
69293_
x2

AC016
907.6/1
86868-
187000

49 4E-23 97.6 2 GGUCUCUCAGCUCUGCUUAACCACACGGGUCCAGUGUGUGCUUGGCGUGUUUUC
AGGGAGGCAGAGAAAGGCUCUCCUAAUGCACGACAGACCCGCCCAGAAUGGCCUC
UCUGUUCCUAGGAGUGUGACAAUU

ex3_55
69531_
x2

CM000
669.2/1
403756
66-
140375
563

22 1E-07 44.1 2 ATTCTTTCGTAGTTCGTAAGCTGGATTATTGAGTATTCACACACGTGTGTGAGATGTG
CCACCCTTGAACCTTGTTACAACGTGGGCACATTATTCACTTGACA

ex3_55 ENST0 16 0.001 32.2 2 CTGATTCAACTATGATTTTTATTTGTTTGACTGATTTCCTTTTGGATAATGAAGGTATC



69977_
x2

000045
9482.1

T

ex3_55
70487_
x2

AC010
746.8/1
40334-
140470

14 0.008 28.2 2 CUACCAAAAGUUAAUUUUUUAUGGGGAAGGCUUUCUAAAUAACCUUUACCAAUUU
GGGCUAUUUGGGAGAGUAAAGGAAAGACCACACUCCACAGCGGGCUAUACCAAUA
GUUCACUACUAUUUUGUGGUCUACAUU

ex3_55
70667_
x2

AC020
602.6/1
36573-
136700

26 1E-09 52 2 UGCACUUAUGUAUGUUUUUGUUUAACUUGUGGACAAAGACUUAUGGAUAGGUGCA
AAAAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUGAUAC
AUAUAAGAAGGGAUAUU

ex3_55
72471_
x2

ENST0
000039
1153.1

16 0.001 32.2 2 TAGACTTGTGCATGTTTTTGCTTAACTTGTGGATAAAGTCTTACAGACAGGTGCAAAA
AA

ex3_55
73291_
x2

CM000
674.2/1
004021
45-
100402
250

15 0.003 30.2 2 ATCCTTTTGTAGTTCATAAATGTGATAATTGGGTGTTCACGTGCATGTATGAGATGTC
TGAGTCCCTCAAACCTTGTTACAACATTGGTACATTACCCATTTTACC

ex3_55
74901_
x2

CM000
667.2/6
596131
9-
659611
83

16 0.000
8

32.2 2 TCACATTTTATCAACCAAATGAATTAGGGAAAAAAGTTCATGCCCAGGGGTGAGACTA
TAGTGCCAGAACACTTGCTTGTGCATAATTAAGGCCACTTGCCCTCTTCAGGTAGCC
CTTTTAACTGGGAGCAAAGTGA

ex3_55
78639_
x2

ENST0
000039
1191.1

14 0.009 28.2 2 GAGGTACGAGGAAACAGTCTGATAGTCACTGAAGACTGATTAGATCCAACTCTGATC
TCA

ex3_55
78941_
x2

CM000
677.2/6
557107
3-
655709
73

19 0.004 30.2 2 ATCCTTTTATAGCTCATAAGTGTGATAACTGGATTTTCACTCTCCTGTGTGAGATGTG
CTTCCCTCAAACCTTGTTACATCAGCACATTACGTGTCTGATT

ex3_55
79689_
x2

CM000
664.2/2
226980
00-
222697
896

18 0.008 28.2 2 GTCCTTCTGTAGTTCATGAGCGTGAAGATTGGGTGCTCACGGGCACATGTGAAATGT
GCCACCCTCTGAACCTTGTTACAACATCGGCACATTACCCATCTGACC



ex3_55
80153_
x2

ENST0
000036
2763.1

14 0.009 28.2 2 ATGCAGGTACTGTTACAATATGACTGAAGTGATTTGTTGTCATTTCCCCTGCTTAAAG
CC

ex3_55
80831_
x2

CM000
675.2/9
521034
4-
952104
48

14 0.009 28.2 2 ATCCTTTTGTAGTTCATGAGCATGATAATCGGGTGTTCACGCACTTGTGTGAGATGTG
CCACCCTTGAATTTTGTTATGATGTTTCCACAATAGCCCATCTGACA

ex3_55
81971_
x2

CM000
664.2/1
856617
74-
185661
906

14 0.008 28.2 2 TTATCAGCTGGGATAATCTTTACCTGTTCCTTCTTTTGGAGGGCAAATTAGGACATGA
TTGGGGTTCACATAGTATGCGATTAACGTCTCTGAGTAATCAGGACTTCCAGTACCCT
GATTGTGCCTATCTGAT

ex3_55
83081_
x2

ENST0
000045
9452.1

15 0.004 30.2 2 ATCCTTTTGCAGTTCATGAACATGATGATTGGGTGTTCATGCTCATGTGTGAGATGTG
CC

ex3_55
83991_
x2

CM000
670.2/7
060453
2-
706046
37

16 0.001 32.2 2 ACCCTTTTGTAGTTCACAAGTGTGATGATTGGGGTTTCACGCTTATATGTGAGATGTG
TCTCTCCCTCAAACTTTGTTCTGACCTGAGCACCTTACCTGTCATAAA

ex3_55
84183_
x2

ENST0
000036
4773.1

31 1E-12 61.9 2 TTGCATTCTTAAACCCTCTTGGTGGCTTCCCTGTAAATGCTTCCAAGATATGAGCGAA
TG

ex3_55
84259_
x2

ENST0
000036
4632.1

14 0.008 28.2 2 ATGTGATGCCTCTGATGAAGCCTATGTTAGTAGAGACATCTGAGAGTGTAGATGAAT
GCC

ex3_55
84603_
x2

CM000
666.2/1
683106
92-
168310
795

15 0.004 30.2 2 ATCCTTTTGTAGTTCATAAATGTGATGATTGGGTTTTCATGTGTATGTGTTGGATGTG
CCCTACTCAATCCTTGTTACAAAGTTATCTCATTATCCGGCTGGCA

ex3_55
85011_
x2

ENST0
000058
4451.1

20 0.001 32.2 2 CATGTATAATGATATATTGGTAACACTGCAGACTTGGGGAAGCCAGCCAACCTTGGA
GAT

ex3_55 CM000 15 0.004 30.2 2 ATCTTTTGTAGTTCCTAAGTGTGATGATTGGGTGTTCACAGGCATGTGTGAGATGGC



85539_
x2

669.2/9
527658
6-
952766
84

CTCCCTCAAACCTTGTTATGACATTGGCATACCCAAAAAAAA

ex3_55
85775_
x2

CM000
663.2/2
047279
91-
204728
106

19 0.002 30.2 2 CGCCTTTCTCCCATGGGCTGTGTGGGGTCCCTGTTCTTCGCAGCTAAGGCTGGAGG
CCAAGATCAGCCTTTGAGGACTGTCATCAGAATTGCCTTGCTTTCCTGCCTCAGATG
TGA

ex3_55
85805_
x2

CM000
664.2/1
140056
55-
114005
440

29 4E-09 50.1 2 AAGACTGTAGTTTCAGGGATTGTTTCTATAGTTTGCTACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCCCCGGAAACCCCCGGGTGGTGGTGCAGCATCCTCTCTTGAGGTGAAG
CCGGCTTTTGGTGTTGCTTCACTGCAACTACCTTTTGCCATGGATGATTGTCCTTCTC
CTCCTCTGGCAGAGGGAGAGGGAGAGGACATAAGTCTGAGTGGT

ex3_55
88125_
x2

ENST0
000038
4614.1

42 5E-19 83.8 2 TTGCACAGTGAACACCCAAGTGTGCTTTATAGTTCCCTTGGCTTTGACCCTGTGCTA
GAG

ex3_55
88193_
x2

ENST0
000038
4504.1

40 7E-18 79.8 2 TGAGCACTTTCACAGGTCCTCCCTCAGGCTGTGGGGCCAGGATTTGGTAGCTGGTG
CTGA

ex3_55
89545_
x2

ENST0
000036
4172.1

28 6E-11 56 2 CCCTCCTACAAAGGCATGTCTATAATTCCTTGTCTTTGGACATGTAAGAATTGGAGGG
AC

ex3_55
89817_
x2

ENST0
000036
5075.1

18 0.009 28.2 2 CTACAGCCAACTCAGCTGGCTGAGTTCCTCGCCTCATGGGGGACGTGTGCAATGGC
TGCA

ex3_55
92301_
x2

CM000
672.2/6
017194
-
601705
4

14 0.009 28.2 2 ATGCATCTTAGAACATCCAGGAGACAGTCTTCTAAAATACCAGTGAGTGGCAAGATAT
GAGTAAATTCCACAGGAAAAGGAAGGCAGTCCAAAGGGCTGTGCTTCTCCTGTGGC
TCAGTGTTATTCATAGCTGTGACATCT

ex3_55
93299_
x2

AL132
709.5/1
64433-
164362

21 6E-07 42.1 2 UGGAUCAAUGAUGUCCACUGGUGGCGUAUAAAUCAUAUUUGGUGAAUAUAUGUCU
GGAACUCUGAGGUCCAA

ex3_55 AB007 22 1E-07 44.1 2 GGUCUCUCAGCUCCGCUUAACCACACGGGUCCAGUGUGUGCUUGGCGUGUUUUC



93959_
x2

147.1/1
04-236

AGGGAGGCAGAGAAAGGCUCUCCUAAUGNACGACAGACCCGCCCAGAAUGGCCUC
UCUGUUCCUAGGAGUGCGACAAUU

ex3_55
94171_
x2

ENST0
000057
8183.1

16 0.001 32.2 2 AACATAGAGTACACATTTTCTGTTTTGTTTAAGAATTATTCTCTTGCAGACCTATGTTT
T

ex3_55
95249_
x2

ENST0
000051
7176.1

15 0.005 30.2 2 AGCGCTGACTCCCACATATGCATTCCTTAGAAAGCTGAACAAAATGAGCAAAAAACC
TCT

ex3_55
95413_
x2

CM000
685.2/1
139444
04-
113944
186

15 0.002 30.2 2 TTGTGAAGACTATTTTCAAGGTTCATTTCTATAGTTCACTACTGGAGAAGTTTCTCTGA
ACATGTGGAACACCAGGAAACATGAGGAAGAAGCACAGCATTCTCTCCTAAATGTGA
AGCCAGCTGTTGGTGTTGCTTTGCTATAACTGCTATTTGCCATTGATGATTATTTTCCT
CTTCTTCCCAGAGAGTAAGAGGGAGAGGATGCAGTCTGTGTGGT

ex3_55
96869_
x2

ENST0
000045
8974.1

20 2E-06 40.1 2 TGGACCAATGATGAGACAGTGTTTATGAACAAAAGATCATGATTAATCCAGTTCTGCA
CA

ex3_55
97019_
x2

ENST0
000036
4674.1

14 0.008 28.2 2 TATGGCCTTTATCAAAGCTGCAGCTGCTTCCATGTAGCTGCTGTGGTCAAAAAGAAG
CCA

ex3_55
97945_
x2

CM000
677.2/4
270879
2-
427086
92

15 0.003 30.2 2 ATCCTTTTGTAGTTCGTAAGCATGACGATCGGGTTTTCACATACATGTCTCAGAAGTG
CCTCTCTCAAACCTTGTTACGTCAGCACATTACCTGTCTTACA

ex3_55
98321_
x2

CM000
663.2/1
156220
05-
115621
872

15 0.002 30.2 2 GCATGGTAGTGGGTTCATTGGGGGCCCTTCTCTGTGGGCCTCATAGCGTACCCATG
CCAGTGTAAACTTGAGCCTTGAACCATTGCCCAGCCTCCTTCCCATGGGCTGTGTGT
AGCGAAGGGGGTTGCACAGTG

ex3_55
98585_
x2

AC137
590.2/6
1748-
61613

28 6E-11 56 2 CUUCCUCAGCCUUACUCCAGGGACUUUUUGUUGCCUGUAAAGUGCUCUGGCAUU
GCCUGAGGAUAGAUGAGAAAGCACAUAUCCCUCCCCAGUAAGACGCUGUUUUCUU
UUGGGGCCUACAAGUUGAGCUGACAGU

ex3_55
98679_
x2

CM000
663.2/1
639236
70-

14 0.008 28.2 2 AAGACTATTCTTTCAGGGATCATTATGCGAGAAGTTTTTCTGAATGCCTAAAGAACCA
GAAAACCATGAGGACAGACAGCAGCATTTTCTCCTGAGCTTGAAGCTGGCTCTTGGC
ACTGGTTTGCTGCAACTGCCGTTTGCCATTGCTGATCATTTTTCTCTTCCTTTGGGAG
AGTGAGGGGAAGAGAATGCAATCTGAGTGAT



163923
873

ex3_55
99201_
x2

ENST0
000040
8706.2

14 0.008 28.2 2 AAGACTGTATTTTCAGGGATCATGTCTATAGGTCATTTCTAGAGAAGCTTCTCTGAAC
AT

ex3_55
99781_
x2

AC096
587.1/2
5864-
25727

18 0.009 28.2 2 GCUAUCCUGGACUUGCCAGCCCCAUAGACACAGUUGCUGUGCUGUGCCUGUACU
AUUGGAGCAAAGAAAAAGUGGCUAUUUCUAUGCUCAGUGUUCACAAACCAGUGAG
CACUAAGAAUGGUUUAUAGCCUGACAUUU

ex3_55
99791_
x2

CM000
677.2/3
901581
1-
390159
01

15 0.003 30.2 2 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTTCTAGAGAAGTTTCTCCGAATG
TGTAGAGCACTGCTTAATCTTTTAAATTTAGA

ex3_55
99849_
x2

CM000
681.2/5
516717
1-
551672
74

15 0.002 30.2 2 ATCCTTTTGTAGTTTCTAAGCGGGATGATTGGGTGTTCACGCGCATGCGTGAGATGT
GCCTCCCTCAAACCTTGTTACGACATCGGCACATTACTCTTCTGACA

ex3_56
00125_
x2

ENST0
000036
2945.2

18 0.009 28.2 2 CCTGCCAGCTGCACAGATGCAGATGCTCTGCTATGCCTGTAACATCGGGGCGAAGT
GAAA

ex3_56
01945_
x2

ENST0
000036
4617.1

26 8E-10 52 2 GGTCAATGATGTAATGGCATGTATTAGCTGAATCTAAAGTTGATGTGAGTTCTAAAAT
TA

ex3_56
02709_
x2

AC015
982.9/4
5601-
45748

19 0.003 30.2 2 GGUUGUGGUGGUUUUCUUUCUGGUACAUUUGUUAAGUUUUCAAAUGAGCCUAAC
UCUGCCACAUAUAUCAUAUAGGAGCUGGCAAAGGCUUGAUGACAAAGAGAUCUCU
CUCAAGCCUUUCCCACAUCAGAGGCUGGCUUUCACACAC

ex3_56
02851_
x2

CM000
677.2/6
932542
0-
693252
93

14 0.009 28.2 2 GCAGACTCACTGTGCACCTGGCTGCAGGCCCAGGTGGGTGCTCGTTCCCTCTGCAA
GAGAAACAAACATTCCAGGGTGCTGTGGCTGCCTGACCTATAAGGGCGATGCAGCT
GCCTGGGGATAGACAG

ex3_56
03237_
x2

CM000
664.2/4
827155

18 4E-05 36.2 2 CTGCATCCACTGATAGACCTTGGACAGTTTGCTGTTTTTTTTTGTTTGTTTGTTTGTTT
GTTTGTTTTTGTTTGCTCTGGGGATGCAAAAGAGGGAAATCCCTGCACTTCCTCTCTG
TCTTTGTGGCAGCCGGGATTGAATTGGGGAATGCATCT



-
482700
1

ex3_56
03525_
x2

CM000
663.2/1
792014
87-
179201
627

15 0.002 30.2 2 ATCCAAGGTGATTCCCTCTCCAAGGGGAACATCCAGTGCCCCTCTCAGGAAAGTAGC
AACCTGGAACAGAATCTGGCATGCCTAAGGCATTTGGGGAACAGGGCTGGTTATTTC
CTCTGCCTTCCTTGGCTGCCTACATGG

ex3_56
03993_
x2

ENST0
000036
4523.1

15 0.007 30.2 2 CCCTATATTCGAAAGTTATCCTGGTCATTGACAGTGCAGGGAGAGAAACTGCTGAAA
GCA

ex3_56
05161_
x2

AC007
240.2/1
63812-
163679

25 3E-09 50.1 2 GGCCUCCUGGUACUUACCCACAGGCUGCGUUCUUACACUGGCUGUACAGAAAGAG
GAGCUAGAGUAAACCUACCUAAUAUACACCUCAGCCCAGGCCCUGUGCCUGGUCU
GUAUUGUGAAUGGGGGGGACAUAG

ex3_56
06081_
x2

AC090
233.16/
1998-
1865

15 0.002 30.2 2 UCAUCAGGUGGGAUAAUCCUUACCUGUUCCUCGUUUUGGAGGGCAGAUAGAACAG
GAUAAUUGGAGUUUGCAUGAUCCAUGAUUAAUGUCUCUGUGUAAUCAGGACUUGC
AAACUCUGAUUGUUCAUAUCUGAU

ex3_56
06365_
x2

CM000
665.2/6
407201
9-
640718
07

19 0.006 30.2 2 AAGATTATACTTTCAGGAATCATTTCTATAGTTTGTTACTAGAGAAAGTTCTCTGAATG
TGTAAAGCATGAAAAACCACAAGGAGACACAGTGTCTGCTCCTGACTGAAAAGCCAG
CTCTTGGTGTTGCTCTGCTGCAACTGCTATTTGCCATTGATAACCATTCTTCTCTTCC
TCTGGGATAGTAAGAGGGAGAGACTGCAGTCTGAGTGGT

ex3_56
07659_
x2

CM000
673.2/1
290498
8-
129048
17

15 0.002 30.2 2 TTGATCACAGGACCCCTTTACACTCGTAAATAAATTATTGATGTACCAGACAGCCTGA
CCCTGACCTCAAGTAAATTCCCAGGAGACGCCTTTCCTGGGTTTTGAATTTGCCGTA
ACAGGTGTGAGCATTCTAGCAGCAGTTTGGTGATCATGTACGATACTGCAAACAGGA

ex3_56
09065_
x2

AL132
709.5/1
40595-
140524

29 2E-11 58 2 UGGAUCGAUGAUGACUACUGGUGGCGUAUGAGUCAUCUACAGUGAAUACGUCUCU
GGAACUCUGAGGUCUGU

ex3_56
09219_
x2

ENST0
000051
7250.1

16 0.000
9

32.2 2 ATGCATCTACTATGTGACAGACCTGGAGCAGTTCCTGTCTGCTGCTAAGGTTTCCAC
TAC

ex3_56 CM000 14 0.008 28.2 2 ATACTTTTGTAGCTCATAAGCATGATGATTCAGTGTCCAAGTGCATGCATGAGATGTG



09411_
x2

664.2/2
181850
82-
218184
979

CCTCCCTCAAACCTTGTCACAACATCAGCACGTTGCTCATCTGACA

ex3_56
10151_
x2

BK005
567.1/2
9-108

47 6E-22 93.7 2 GAUCAAUGAUGAAACUAGCCAAAUCUGAGCAUCAGAAGUCUUUCCAGUCUACCUG
AUGCAUGAUCUCUACAGUUCUGAGA

ex3_56
10999_
x2

CM000
679.2/5
024500
4-
502448
96

16 0.001 32.2 2 ATTCTTTTGCTGTTCGTAAGCATAAGGATCAGGTATTCATGGTCATGTGTAAGACGTG
CCTCCCTCCAACCTTGTTACGATGTGGACGTCAGCACATACCCATTTGATG

ex3_56
11493_
x2

CM000
669.2/2
526465
6-
252648
82

14 0.009 28.2 2 GAGATTATACTTTCAGGGATCAATTCTATAGTTTGTTACTAGGGAAGTTTCTCTGAAT
GCGTACAGACCTGCAGAAGAGCAGCAGAACCCATGAGGAGAAGGCGCAGGATGAT
CCTGAGCATGAAGCTGGCTCATGGAGTTGCTTTGCTGCTACTGTCACTTGCCATTGA
TGATCGTTCTTCTCTTCCTTTGGGAGAGGAAGAGGGGGAGAAAGCAGTTGGAGTGG
T

ex3_56
14629_
x2

CM000
670.2/2
203235
0-
220324
52

15 0.004 30.2 2 AGGCTCTTGTCATTTATAAGTGTGATGATTGGGGTTTCACGCTCGTGTGTAAGGTGT
GCCTCCCACAAACCTGGTTACGAGTTGGCACATCACCTGTCTGATG

ex3_56
15069_
x2

CM000
672.2/1
190611
11-
119060
983

17 0.000
3

34.2 2 GTGCACATTTCATTGTCTTTTTTCTTTATTTCAAGAGAAAAGATATATCTGATGTGCTC
AGCAAACCTTTGGAGGTTAATTAGCAGCATGACTAATTTAGCCATTGCTGCCAGTCAC
CTTCAAACAAGT

ex3_56
16101_
x2

CM000
663.2/2
057313
52-
205731
221

15 0.002 30.2 2 CTGCAGATATTCTCACTGTTTTGATTTTGTAATAGTCAGGACAGGCTAACCATTCACT
TTATTAAGACCATGCATATATCCCCAGAACTAGTTCTTTCCTGAGGTCTAGTTTTATAA
ATGTTGCTGATAAAC

ex3_56
16697_

CM000
680.2/2

15 0.002 30.2 2 AAGACTATACTTTCAGGGATCATTTCTATAGTTCTTTACTAGAGAAGTTTCTCTGAACA
TGTAGAGCACTGTGCCTTAAAAAAGAAAAAAAAAAGGGC



x2 629925
5-
262991
58

ex3_56
17237_
x2

AL132
709.5/1
54547-
154476

14 0.008 28.2 2 AAGAUCAAUGAUGACUACUGUUAGUGUAUGAGUUACACAUGAUGAAUACAUGUCU
GAAACUCUGAGGUCCAU

ex3_56
18115_
x2

ENST0
000039
0947.2

14 0.008 28.2 2 CCCAAAGTGCTGGGATAACCCTTACCTGTTTCTCCTTTGCAGGGCAGATAGAACATG
ATA

ex3_56
18367_
x2

CM000
669.2/9
995203
3-
999521
58

15 0.005 30.2 2 AGTTCCTTGGAAGTTAAAGGTTAAGCTTAAGGACTGATTCAAAGGCAGGTGCAAAAA
ATAAACCCTCTTTTGTAACCCAGAACTCATTTTTCAGTATGAGTTTTGATACATATAAG
AAGGAAAGCT

ex3_56
18663_
x2

ENST0
000036
2566.1

15 0.005 30.2 2 CCCCTGTGATGAGTTGCCATGCTAATACGGAGACACCAGGTAGGGAGTTTTACCCTA
ACT

ex3_56
19971_
x2

CM000
674.2/4
896083
6-
489607
38

14 0.008 28.2 2 ATCCTTTTGTAGTTCATAAGCATAATGACTGGGTGCTTACACACATGTGAGATGTGCC
ACCCTCAAACCTTGTTACATTGGCACACTATCCATTTGACA

ex3_56
20705_
x2

ENST0
000038
4492.1

15 0.007 30.2 2 CTGCAACCAATTAAGCCGACCTAGTTCCTTTCCTCTTTGGGGCCTGGTGTTCAATAG
CTG

ex3_56
23903_
x2

AL132
709.5/1
49496-
149422

21 5E-07 42.1 2 UGGACCAAUGAUGACAACUGCCGGCGUAUGAGUGUUGGGUGAUGAAUAAUACGU
GUCUAGAACUCUGAGGUCCAA

ex3_56
24363_
x2

ENST0
000036
3365.1

15 0.002 30.2 2 AAACCCCTGTTCACTTTGCCAAATGGATTTGTGTCTTTATTGCTCATTAATTGGGGCA
AA

ex3_56
24625_
x2

CM000
663.2/2
185418
99-

19 0.004 30.2 2 AAGACTATACTTTCAGGGATTATTTCAGATAAACTTCTAGAGTTTCTCTGAACCTGTAG
AGCACCAGAAACCATGAAAAGAGGGTGTAGCATTCTCTCCTGCGTGTGAGGCCGGC
TCTTGGTGCTACCTCACTGAAACTGCCATTGCCACGGATGATCATTCTTCTCTTACTC
TGAGAGAGAAAGAGAGAGAGAATACAGTCTGAGTGGT



218541
690

ex3_56
24929_
x2

CM000
670.2/2
061492
6-
206148
33

19 2E-05 38.2 2 AAGACTATACTTTCAGGGATCATTCCTATAGTTCATCATTAGAGAAGTTCTCTGAACAT
GTAGAGCACCGAGACAAGAAATAACTAAGATCAGA

ex3_56
24931_
x2

ENST0
000045
9407.1

14 0.009 28.2 2 ATCCTTTTGTAGTTCATAAGCATGATGATTGGGTTTTCATGCTTGTGTGTGAGATGTG
CT

ex3_56
26035_
x2

ENST0
000039
1318.1

17 0.000
2

34.2 2 GACTTCTCACTGAGCTTCTTTCTGTCTGTTGCTGGCAGCTTATGGATTCATATGAGCA
GA

ex3_56
27255_
x2

ENST0
000036
3786.1

16 0.000
6

32.2 2 GGCAGCCATGTCAAATTCAGTGCCTGCCCTGTCTATGGTAGGCACTGGCCCAGAAG
ACTG

ex3_56
28329_
x2

ENST0
000036
5413.1

14 0.009 28.2 2 AAGCTAGCCAATGAATCTGCTTACCTAAACATGTTTCTGCAGAAATTTTTATTTTAAAA
A

ex3_56
28449_
x2

CM000
664.2/2
764216
9-
276420
43

14 0.008 28.2 2 TTCTAAAGTGTTGAGTTCAGTCCAGGGTGGATCCCCTGCTCTGTTAATTGAACTGGA
ACATTTAAACTGGCTAGGCAAAATGCCTACATAGAAAGCATTACTCTTTATTCATCCC
CAGCCTACAAAA

ex3_56
30971_
x2

CM000
663.2/5
241144
2-
524115
22

19 0.006 30.2 2 ATCCTTTTGTAGTTCAGGTGCATGTGTGAGTTGTGCCTCCCTCAAACCTTGTTACAAA
GTCAGCACATTACCTGTCTATCA

ex3_56
32199_
x1

CM000
665.2/4
708860
8-
470887
47

15 0.002 30.2 1 ATCCTTTATGGTTCATAAATATGATGAATGGGTTTTCACGCTGCTGTGTGAGATATAT
CTCCTTCAAACTTATATAATTTATATGTTATAATATATAATGACCTTTTTATGATGTCAG
CATATGAATGACCCAGCTGATA

ex3_56
32364_

CM000
683.2/2

15 0.005 30.2 1 AAGACGACGCTTGCAGGGATTGTTTCTATAGCTCACTACCAGATAAGTTTCTCCGAA
CATGTAGAGCACCAGAAACCACATGCAGCGGTGCAGCGCTCTCTCGGGAGCCTGAC



x1 918063
9-
291804
25

ACTGGCTCTGGGTGCTGCTTCACTGCAACTTCCATTTGCCATTGAGAACTGTTCCGC
TCTTCCTCTGGGAAAGTAAGAGAGAGAGGGTGCAATCTGAGGGGT

ex3_56
32445_
x1

ENST0
000051
6158.1

15 0.004 30.2 1 ATATAGTTGGACTCAACACCTCTCTATCAGAAATGGACAGATCCAGATCATGAAGAGA
TT

ex3_56
32719_
x1

CM000
685.2/7
144064
4-
714405
17

14 0.009 28.2 1 ATCTTTTTGTAGTTCATAAGCTTATGATGACGTAAGTGTGACGACATTGGGTTTTCAC
GTTCATGTGTGAGATGTGCCTCCCTCAAGCCTTATTACAATGCCAGTACATTTTTTTT
CCACATCTGATG

ex3_56
32950_
x1

ENST0
000051
6349.1

14 0.008 28.2 1 TTGTGGGTATAACATTCACTATATTAAGATCATGCATGTGCCCCCAAACCTAATTCTTT
T

ex3_56
33117_
x1

ENST0
000036
2361.1

14 0.008 28.2 1 GATCGATGATGAAAATAAGCAAGTTTGAGCATCAGAAGACCTTCCAGTCTACTTGATG
CA

ex3_56
33832_
x1

AC079
969.5/1
16696-
116565

14 0.008 28.2 1 GUUGAGGUCUAUCCCGAUAGGUCUUUUCCUGUAGCCUGCACGUUGUUGGAAAUG
CCUCAUAGAGUAACUCUGUGAUUUUACUUUACUUACAGGACUAUUGUUACAUCUG
UGGGAAGGAACCACAAGACAGUU

ex3_56
34785_
x1

CM000
677.2/7
512166
6-
751215
36

14 0.009 28.2 1 AACCAATTGTGCCAGTGGGGCTATGGGTGGCCCCTTTTCTCCTCAGTCAGGGCTGG
AGGCCAAGATCAGCCTTTGAGGATTATCAGGGCTGCCACAAGCTGGGCAGCCTTGT
TTTCCTACCTCAGACATTT

ex3_56
34821_
x1

ENST0
000062
5269.1

15 0.002 30.2 1 TCCTGGCTTTAATTTATATGCCTTTTTCAAATTCTGACTGGTTGCATGATGAATAAAAT
C

ex3_56
35606_
x1

CM000
665.2/3
030453
6-
303043
21

14 0.009 28.2 1 AAGACTATACTTTGAGGGATCATTTCTATAGTTTGTTACTGGAGAAGTTTCTCTGAATA
TGTAGAGCACCACAAATCACGAGGAAAAAGCGCAGCATTCTCTCCTGAGCATGAAGC
CAGTTTTCAGTGTTGCTTCGATGTAACTGCCTTCTGCCCTTGATGATCATTCTTCTCT
CCTCCCTGGAGAGTAAGAGGGAGAGGAGGCAGTCTGAGTGGT

ex3_56
35796_

ENST0
000036

19 2E-05 38.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAATG
G



x1 2986.2
ex3_56
35887_
x1

AK096
147.1/2
233-
2308

24 1E-08 48.1 1 GCUGUACAUGAUGACAACUGGCUCCCUCUACUGAACUGCCAUGAGGAAACUGCCA
UGUCACCCUUCUGACUACAGC

ex3_56
35905_
x1

ENST0
000038
4442.1

15 0.002 30.2 1 GGCTTGCTGGTGCTTACCACAGGCTGAATTCTTACACTGACTATATAGAAAAGGAGG
TAG

ex3_56
36645_
x1

ENST0
000040
8876.1

20 3E-06 40.1 1 TGCCCAGTGATGACACCATCCTTGCTCCCCGTGCCCCCCAGGGGCTATGGGCGACA
CCAT

ex3_56
36980_
x1

CM000
666.2/1
118884
-
111901
3

14 0.009 28.2 1 TGTCCTTGGCCTGGGTAGAGTGGCACCTAGTTGGTGGTGCCCATATTAGCCAGGGA
CAAAGCAACCCTTTGTTCATCCCAGCTTGGCTTTTGATCTGTACCTATACCTGGTTCA
TGCCTTAGACACATGG

ex3_56
37670_
x1

CM000
673.2/6
285428
5-
628541
61

15 0.003 30.2 1 CTCCAATGAGGAGGAAACATCCTGCCTTACCCCTGTTTTAGCCTGGGAACCAGTAAT
TGTGAACTCACCAGGGTTAACATGAAGAGGGCATGAGAGCTTATTCCATAAGGAATT
GTCTGAGACAT

ex3_56
37908_
x1

ENST0
000036
5080.1

32 3E-13 63.9 1 TGGATCAATGATGAGTACCCTGGGGTGTCTGAATCTTGGATTTTGATTAAACCCTATA
AC

ex3_56
38053_
x1

ENST0
000051
6035.1

19 0.007 30.2 1 TTTCTATTTTATCTGATTCTTCCTCTATGCACAAACTCAGCTTCAGTCATTAGTATCATT

ex3_56
38182_
x1

ADDF0
113389
94.1/39
88-
3917

14 0.009 28.2 1 UGGGCAUGUGAUGUGACCUUCCUGAGCCUGCAUUCCCUCACCUGGAAAUGAUGA
GCAGUUACUGAUGCCACA

ex3_56
38337_
x1

CM000
685.2/2
013613
5-
201360
66

33 8E-14 65.9 1 GGGCAATGATGTAAAGGTTTTACGACTGACCTTTGTAACTATGAAGTTTTCTACACTT
GACCTGAGCTCA



ex3_56
38690_
x1

ENST0
000051
7184.1

15 0.003 30.2 1 TGGTTTAAAGCCAACTCTGGGCTCCCATCAGAAGGAAGGAGATGAATGCTATGACCA
AAG

ex3_56
39905_
x1

ENST0
000051
6792.1

16 0.000
5

32.2 1 GAGGAGGTCCATTTTAAAAAAGAATAGATTGGAAATGCCTCATAGAGTAACTCTGTG
GTT

ex3_56
40134_
x1

CM000
682.2/1
698303
3-
169828
31

14 0.009 28.2 1 AAGATTATATTTTCAGGGATCATTTCTATAGTTTGTCACTAGGGAAGTTCCTCTGAATG
TGTAGAGCACCAGAAACATGAGGAAGAGGCACAGGGTTCTCTCCTGAGTGTGAAGC
TGGCTCTTGGCGCTGCTTTCCTGCAACTGCTATTTGCCATTCGTGATTGTGGAGAGT
CAGAGGGAGAGGATGATGCAGTCTGAGTGGT

ex3_56
40464_
x1

ENST0
000036
4977.1

19 1E-05 38.2 1 ACCACCAGTGATGAGTTGAATACTGCCCCAGTCTGATCAACATGCGTGAAAGATATT
TTC

ex3_56
41320_
x1

CM000
682.2/3
844808
4-
384482
15

14 0.009 28.2 1 GCCTGCATTCGTAAGTGATCACGGGCTGCCCGTGTCCTGGTCATTGGTAGTGCAGG
CAGAGGAAATGCGGGAAAGGTTGCTGTGTTTGGAGGGTCCACATCTTCACCCTCCT
GTCCCAGGAGCTTTCCTACA

ex3_56
41715_
x1

CM000
682.2/5
121539
-
512141
7

15 0.003 30.2 1 GTTCCCTTTTAAGGCTGACCCAGTGCTTTAAGAGGCTGATACAGAAGGGTAAAGTTA
AGTCTCCACAAAATCCAGGGAAGAGACTGTGAAACTCATCTTAGAACCTTGTATGGA
GTCACAGCT

ex3_56
42085_
x1

CM000
685.2/2
013638
5-
201363
06

23 4E-08 46.1 1 GATCAATGATGAAACTAGCCAAATCTGAGCATCAGAAGGCTTTCCGGTCTACCTGAT
GCATGATCTCTACAGTTCTGAGA

ex3_56
42446_
x1

AC034
186.5/1
19166-
119029

14 0.008 28.2 1 GCUGUCCUGGACCUGCCAGCUGCACAGAUGCAGAUGCUCUGCUAUGCCUGUAAC
AUCGGGGCGAAGUGAAAGUGGCUAUUUCUACACUCAGUGUUCAGAAAACACUGAA
CAACAAGAAUGGAUAAUAGCCUGACAUUU

ex3_56
42701_
x1

ENST0
000051
7111.1

14 0.008 28.2 1 ATGCATCTATCTGACATGCCTGGAGCAGGTATTGTCTGCTGCTAAAGTTTCCACCAC
AGA



ex3_56
43282_
x1

CM000
674.2/1
037210
44-
103720
942

14 0.009 28.2 1 ATCCTTTTGTGGTTCATTAGCTTGATATTGGGTTTTCACACTATTCTATGAGATGTGCC
TCCCTCAAAACTTGTTACAACATTGACACATTACCCTTCTGATG

ex3_56
43384_
x1

CM000
685.2/4
747560
9-
474757
80

14 0.009 28.2 1 GGCCTCCTGGTGCTTACCACAGGCTGTGTTCTTACACTGACTGTATAGAAAAAGAAG
TGGGCCTGCCTTCTCTGTTCTTGTACTGACTGTATAGAAAGAGAAGAGCTCCTACCC
TATATACACCTCTGCCCAGGCTCTAGTCCTGGTCTGAATTGTGAATGGAGGGACATG
G

ex3_56
43477_
x1

ENST0
000038
4458.1

15 0.006 30.2 1 GGTCTCTCAGCTCTGCTTAACCACACGGGTCCAGTGTGTGCTTGGCGTGTTTTCAGG
GAG

ex3_56
44189_
x1

AC005
995.3/2
6676-
26542

33 8E-14 65.9 1 GCAUGGGUUUGGAUUAUGACAGGCCCAUCCCCCUGGACCUCUCAUAGUGCCCCA
UGCCAGAGCAAACUGUGGCCCCGAACCAUUGCCUGGCUUCUGUACCCGUGGGCC
ACUGGCACUGAAGAGGGUUACACAGUG

ex3_56
45549_
x1

CM000
663.2/1
930574
15-
193057
281

14 0.009 28.2 1 TTGCATGTGGTAATGTCTGCTCTTCATTCCTTTGGGAGCAGAAATACATCCATAACAC
GCTAAATTAAAAAAGGAGTTCTCAGGGCTGCCAACCTTACAGTAGAGGTTGAGTGGT
AGTATATTACTCCTACATAA

ex3_56
45900_
x1

ENST0
000036
3660.1

17 0.000
1

34.2 1 GGCAGATGATGTTTGTTTTCACGATGGTCTTCAGATGCCCACGTGGGCACTGCTGAG
AAA

ex3_56
46734_
x1

ENST0
000036
4079.1

19 0.006 30.2 1 GGGTCAATGATGAGAACCTGATATTGCCCTGAAGAGAGATGATGACTTAAAAATCAT
GTT

ex3_56
46981_
x1

ENST0
000041
1292.1

33 8E-14 65.9 1 TGTGTGTTGGAGGATGAAAGTACGGAGTGATCCATCGGCTAAGTGTCTTGTCACAAT
GCT

ex3_56
48029_
x1

AJ6094
76.1/1-
135

15 0.002 30.2 1 CUUCCUCAGCCUUACUCCAGGGACUUUUGUUGCCUGUAAAGUGCUCUGGCAUUG
CCUGAGGAUAGAUGAGAAAGCACAUAUCCCUCCCCAGUAAGACGCUGUUUUCUUU
UGGGGCCUACAAGUUGAGCUGACAGU

ex3_56
48632_
x1

CM000
663.2/1
116961

16 0.001 32.2 1 ATCCTTTTGTATACATTTATGCATGATGATTGGGTTTTTACCATCACATGTGGTGAGAT
GTGTCTCCCTCAAACTTGTTATCACGTCAGCATGTGATCAGTCTGACA



3-
111695
07

ex3_56
48720_
x1

ENST0
000036
5028.1

21 5E-07 42.1 1 TTTAGAATGTCAAAATTGATTTTGTAATAGTCAGGACAGGATAAACAGTCGCTATATTA
A

ex3_56
48826_
x1

ENST0
000040
8175.1

20 0.000
5

32.2 1 GGGGTGTGCTCAGAGCAGGGGGCCCGAAGAATGCCTCCTCTGTTTACAACACACCC
AATA

ex3_56
49119_
x1

CM000
663.2/1
565293
30-
156529
429

19 0.002 30.2 1 ATACTTTTGTAGGTCATAAGCTGAGGATTGGGTTTTCATGCTCTTGTGTGAGATATGC
TTCTCTCAAACCTTCTGACCTGGGCACATTACCCAGCTAATG

ex3_56
49345_
x1

CM000
671.2/1
931069
1-
193107
88

14 0.009 28.2 1 ATCTTCTTATAGTTGATAAGCGTTGATGATTGGATGTTCACGCACATGTGTGAGATGT
GCCTCCTACAACTTGATGTTGGCATATTACCTGTCTGATG

ex3_56
49364_
x1

KZ208
915.1/6
242092
-
624201
9

19 0.005 30.2 1 AAGACTGTACTTTCAGGGGTCATTTCTGTAGTTCATTAATATAGTTTTCTGAGCATGTA
GAGCACCAAAAAAAT

ex3_56
49857_
x1

AC084
794.3/2
15294-
215169

14 0.008 28.2 1 AGAUCAUUUCAAAGAGGGCUCGUGGGGCUAUGAAACCAUGAGCUCUUAAUGCUAU
GACCAAAGACUGAAGUUCUCUAUAGGACGCCAUAGCACUCAAUGGUGCUGUUUUC
CUGAGGAGACAUAAGA

ex3_56
49868_
x1

CM000
667.2/4
065496
3-
406550
94

14 0.008 28.2 1 ACGCAGGATTCAGACTAGAATATAGCTGTTAAGTGCTGTGTTGTCATTCTCCCTGCTT
AAAATAAAGTTTTTTTCTTAACTATACCTGTCTGCTATCTGCTGTAGCAGCCAGGGAT
GCTTGGTTTCATACAT

ex3_56
50130_
x1

ENST0
000039
1306.1

14 0.008 28.2 1 TGAACTTTAAAATGCAAGTTCATAGTTCTTTAAGAGACTAACACAGAAAGCTAAAGTA
AT



ex3_56
50258_
x1

CM000
668.2/1
614844
5-
161483
65

18 7E-05 36.2 1 AAGACTATACTCTCAAGGATCATTTCTATAGTTTGTTACTAAAGAAGTTTCTCTGAATT
TGTAGAGCACCGAAATTATTAA

ex3_56
50549_
x1

CM000
666.2/5
412320
4-
541231
00

14 0.009 28.2 1 ATCTTTTTTGTAGTTCATAAATGCGATGATTGGGTTTTCATGTTTATGTGTGAGATGTG
CTTCCCTCAAACCTTGTTATGATGTCAGTACGTTATCCATCTGATG

ex3_56
50700_
x1

ENST0
000039
1093.1

15 0.004 30.2 1 TTTACAAGGGAAAAGCAACCCCATTAAAAAGTGGGCAAAGTAAGGTCTTTGGGGAAC
AGG

ex3_56
50794_
x1

ENST0
000036
3424.1

16 0.001 32.2 1 TTCCAAAGAATTGAGTTCAGTTCAAGGCAGCTTCCCTGTTCTGTTAACGAAACTTTGG
GA

ex3_56
51079_
x1

ENST0
000036
4514.1

18 0.009 28.2 1 AGGCAACTCTTAGAAGATGGATAGCTTCTCTTTTGCTGTGGGTGTGGCCACAAAACG
TTT

ex3_56
51623_
x1

ENST0
000036
3552.1

14 0.008 28.2 1 GGTCAATGATGTAATGGCATGTATTAGCTGAATCCAAAGTTGAAGTGAATTCTAAAAT
TA

ex3_56
52164_
x1

CM000
679.2/4
281844
-
428176
9

14 0.008 28.2 1 AAGACTATCCTTTCAGGGATCATTTCTATAGTTTGTTACTATAGAAGTTTTCTGAAGGT
GTAGAGCACCAAAGGAT

ex3_56
52305_
x1

ENST0
000045
8802.1

15 0.002 30.2 1 AGTTTTCTGTGGTTCATAAGCATGATGATTGGGTTTTCATGCTTATGTGTGAGATGTG
CC

ex3_56
52832_
x1

ENST0
000036
2582.1

16 0.000
5

32.2 1 TCTTGTATCCAAAAGTGATCATGGGTTGCCTGTGTCCCGATCATTAACAGTGCAGGG
GTA

ex3_56
52880_
x1

AF250
841.1/1
-91

37 4E-16 73.8 1 GAUCGAUGAUGACUUCCAUAUAUACAUUCCUUGGAAAGCUGAACAAAAUGAGUGA
AAACUCUAUACUGUCAUCCUCGUCGAACUGAGGUCC

ex3_56 ENST0 21 5E-07 42.1 1 TGTGAGAGTGATGAGTTGCACACTGGTGGAGCCATGGTATCAGGTGATACAGGCAC



52933_
x1

000039
0833.1

CACT

ex3_56
53218_
x1

AC006
549.28/
5389-
5513

15 0.002 30.2 1 GCAGACUCACUCUGCAUCUGACUAUACUUCCAGGCGGGUGCUUUUUCUGUCUGC
CAGAUAAACAUUCCAGGGUGCUGUGGCCGCCUCACGUAUCCAGAGUGAUGCAGCU
CCCUGGGGACACAGGU

ex3_56
53231_
x1

ENST0
000051
6087.1

15 0.003 30.2 1 GGATCGATGATGACTTAAAGATTTATCTAATTTAAATCTGAACAAAATGAGTGACCAA
AA

ex3_56
53742_
x1

CM000
670.2/9
735826
5-
973584
78

17 0.000
1

34.2 1 AAGACTATACTCTCAGGAATCATTTCTATAGTTTTTTACTAGAGAAATTTCTCTGAACG
TGTAGAGCACTGGAAACCGTGAGGAGAAGCTGCCTTCTCTTCTGAGCATGAAGTGA
GCTCTCAGTGTTGCTTCTCTGCAACTGCCATTTGCCATTGATGATCGTTCTTCTCTTC
CTCTGGGAGAGTAAAAGGGTACAGGATGCAGTCTGAGTAAT

ex3_56
54322_
x1

CM000
664.2/4
423966
1-
442395
68

15 0.004 30.2 1 ATCCTTCTGTAGTTCACAAGCATGATGATTGGGTTTTCACACTTACATGAGATGTGCC
TCCCCTCAGCCTTGTTACTACATTATCCACCTGATA

ex3_56
54883_
x1

CM000
663.2/2
173074
71-
217307
389

15 0.003 30.2 1 GGTCAAAATGTGTTGACATGTATTACCTGAATTTATTGCTGATGTATAATAACACTTCA
ACTCTAAAATAATATAGCTTTTGG

ex3_56
54895_
x1

ENST0
000045
9124.2

22 4E-07 44.1 1 GTGTTCAATGATGATTTCTATTTGTTTGCCTGATTTCCTTTTGGATAATGAAGGCATCT
T

ex3_56
54979_
x1

ENST0
000051
6771.1

20 0.001 32.2 1 CATATCTATTTGACAGACCTGGAGCAGTTACTGTCTGCTGCTAAGGTTTCCACTACAG
AT

ex3_56
56654_
x1

CM000
667.2/6
953926
4-
695391
61

15 0.005 30.2 1 GTCCTTTTATAGTTGATGAGCATGATGATTGGGTGTTCACACGCATGTGTGAAATGTC
CCACCCTCAAATCTTGTTACAATATTGGCACATTACCCATCTGACA

ex3_56 CM000 28 6E-11 56 1 ATCCTTTTGTAGTTCATGAGTGTGATGATTGTGTGTTCATACGCTTGTGTGAGATGTG



57671_
x1

665.2/4
725062
6-
472505
23

CCACCCTTGAACCTTGTTACGACATTGGCACATTACCCGTCTGATC

ex3_56
58211_
x1

CM000
670.2/7
589290
4-
758928
00

15 0.003 30.2 1 ATCCTCTTGCAGTTCATAAGCATGATGATTGGGTTTTCACACTCCTGTGTGAAATGTA
CCTTCCTCAAACCTTTTTATAACATCAGCACATTACCGAACATGAAA

ex3_56
58270_
x1

AC073
210.8/1
34490-
134624

26 8E-10 52 1 GCAUGGCUGAAUACUGUGUUCUUUUAUCAGUAGUUUACACAGCCAGACACCAUGC
AAAAGCAGUCUUCCCUUUAGAAUGACUGAUGGUAUGCUAAGGUUUUUCAUAGCAU
AUCAUUAUUAAAGGUGAAUACAAAU

ex3_56
58426_
x1

ENST0
000036
3418.1

14 0.008 28.2 1 TTTGAGGTCTTTCCCGATGGGACTTTTCTGTAGGCTGCACATCATTGGAAACGCCTC
ATA

ex3_56
58550_
x1

CM000
666.2/1
831769
40-
183176
760

14 0.009 28.2 1 AAGTCACGCTTAGCTTCTGCAAGTATTTGTTTTGCAGTATTGAAAAACTCCTCCATGA
GGAGGGCACAGCGTTCTGCCTGGAGTGTGAGGCCGGTGTTGCTTGGCTGCAGCTG
CCATTTGCCACTGATGATCATTCTTCTCTTCCCCTGTGAGAGTAAGGAGAGGATGCA
GTCTGAGTGGT

ex3_56
59086_
x1

CM000
685.2/8
085720
2-
808570
76

16 0.000
6

32.2 1 ATTGGTTGAATATCACCCCTGGCTTTGGCCATGGCCATGGGAGAGATTTGGCACCCA
GAGCCTCCAGGGGCCTCAGCTCAATGTGCACTGCCCCATGTGCAGCTGTGAAACCC
AGGCCCTGATGGGC

ex3_56
59179_
x1

ENST0
000051
6395.1

19 0.002 30.2 1 ATGACCTGTGAAACCAAGGGCTCCTAATGCTATGACCAAAGACTGAAGCTCTCTATG
AGA

ex3_56
59207_
x1

ENST0
000045
8762.1

15 0.006 30.2 1 TGATGAATTGATGACAGTCATCTTTTGAGAGTGACCCAAAATGAAAAGAATACTCATT
GC

ex3_56
59842_
x1

ENST0
000041
1362.1

14 0.008 28.2 1 GCCAAATGATGCTTATTTGACTCTGGTGCACTTCAGTGTAAGGATGATTTATAATCTG
TC

ex3_56 ENST0 19 0.004 30.2 1 TGTCAAAAATTCCCCAATCCTATTTCTGACACTTCATATGAAAGCTGCATGTGCAGTC



60957_
x1

000051
6883.1

TT

ex3_56
61076_
x1

ENST0
000038
4488.1

36 1E-15 71.9 1 GCATGGGTTTGGATTATGACAGGCCCATCCCCCTGGACCTCTCATAGTGCCCCATGC
CAG

ex3_56
61566_
x1

CM000
679.2/1
814655
2-
181466
51

15 0.005 30.2 1 ATTCTTTTATAGTTTATAAGTGTGATGATTGAGTTTTCATGCTCAGGCATGAGATGTGT
CACCCTCAAACCTTGCTAAAACATCAGCACAAGACCAGACG

ex3_56
61933_
x1

AL132
709.5/1
35542-
135471

37 4E-16 73.8 1 UGGAUCGAUGAUGACUACUGGUGGCGUAUGAGUCUUUUGCGAUGAAUACGUGUC
UAGAACUCUGAGGUCCGU

ex3_56
63520_
x1

ENST0
000038
4401.1

14 0.008 28.2 1 CTCCATGTGTCTTTGGAACCTGTCAGCTGTGGCAGTTGCCCTTCCTAGCCATGGAAG
AGT

ex3_56
64048_
x1

ENST0
000041
0413.1

25 3E-09 50.1 1 AAGAAATGAAGAAACTAAAATTGGTCTTAGTATTGAAGTGAAGACACTGAGATCCAAC
TC

ex3_56
64763_
x1

AC068
544.7/1
02252-
102068

15 0.004 30.2 1 AUAGUCUGUGGAAAGGCUACUGUGUUGUUGAACUUGCCCAGCUGUGGGUGCAGC
CAUGUACCAGGCAGCCCAAGCCUGACAUAAAGUAAAUUCCCAGGAGAAGUCUUUC
CUGGGUUUUGAAUUUGCAGUAACAGGUGUAAGCAUUCCAGCAGCAGUUUGUUGAU
CAUGUGAUAUCAGAAAUGCAA

ex3_56
65899_
x1

CM000
673.2/8
555016
-
855514
6

15 0.004 30.2 1 GACCTCTCTCTCATAGGGCTGTAGGGGATCTTTTTTCTCTTCAGCCAGGGTTGGAGG
CCAAGATGGCCCTTGAGAATCATCATCATGACTGCTGAGAGCTGGGCAGCCTTGTTT
ACCTCCCTTGGGCATTT

ex3_56
66123_
x1

AL121
784.5/1
00385-
100257

18 0.009 28.2 1 GGGGUGUGCUCAGAGCAGGGGGCCCGAAGAAUGCCUCCUCUGUUUACAACACAC
CCAAUAGGAAUCUGGGGUCAUUGUGACAAGGGACACAGAGCUUGUGACCUCCCUA
CAAACAAAUGCCCUACACAU

ex3_56
66952_
x1

CM000
665.2/1
085745
65-
108574

14 0.009 28.2 1 ATAAACAAAAGAACACCAATTGTGCTCCTTTCCTCCTGGGGCCCAGTGTGCAATGGC
TGCAAACAGCTGCCTCCTTGGTAGTATACATGGCCTGTTGCTTGTATGGGTTGGCCT
AAGAAACCTGAGAGACAGCC



698
ex3_56
67440_
x1

CM000
666.2/8
776858
1-
877684
85

14 0.009 28.2 1 ATCCTTTTGTGGTTTGTAAGAATGATGACTGTGTTTTACACTCAAGATGTGCCTTTCTC
AAACCTTATTACCATGTTGGCACATTACCTGTCTGATG

ex3_56
67448_
x1

ENST0
000051
6873.1

14 0.008 28.2 1 ACTCACTGATGAGTAGCTTCTGACTTTCATTCTGAGTTTGCTGAACCCAGATGCCATT
CC

ex3_56
67515_
x1

AC009
967.8/2
6053-
26184

14 0.009 28.2 1 GGCUUCCUAGUACUUACCAUGGUCUGUGUUCUUACGCUGACUGUAUAGAAACAGG
AGGCAGAGUAAACCGACCCCACAUAUACCUCAGCCCAGGCCCUGUGCUGCGUCUG
UAUUGUGAAUCAGGAGACAUGG

ex3_56
68452_
x1

ENST0
000051
6629.1

15 0.002 30.2 1 GAGCAGTTTGGCATATGTTCTGAATCTGAGGTTGATTATTATTCCTTTAGCGCTAGTA
TT

ex3_56
69346_
x1

CM000
667.2/5
600062
1-
560005
18

16 0.000
7

32.2 1 ATTCTTTTGTAGTTTATAAGCCTGATGATTGGGTTTTCATGTGCATGTGTGAGATGTG
CCTCCCGCAAACCTTGTTACGACGTTGGCACATTACCCATCTGATG

ex3_56
70017_
x1

CM000
666.2/7
355923
4-
735593
11

14 0.008 28.2 1 AAGAGTATACTTTCAGGGATCATTTCTATAGTTTGTTATTAATAGGTGGCTGCTAAAAT
GTAGAAACCATTAAATAGT

ex3_56
70080_
x1

CM000
674.2/6
265117
5-
626512
78

14 0.009 28.2 1 ATCCTTTTGTAGTTCATAAGCTTGATGTTTGAGTTTTCACACTTACGTGTGAAATGTGC
CTCCCTTAAACCTTGTTACTACGTCAGCACATTACCCATGAGACA

ex3_56
70281_
x1

CM000
675.2/7
258668
0-
725868

14 0.009 28.2 1 TGGCAAGCCTCCAGCGTGCGTGGGTCTGTGGTGATGTGTGCATTCCTACACTGCTT
GCCAGAACAGTATTGAAATAGTGGAGCGTTTGTCCTGCTCCATCCAGAGCAAGGTTA
TAGAAATTTCAGACAATT



10
ex3_56
70353_
x1

CM000
669.2/5
610065
9-
561007
52

14 0.008 28.2 1 ATCCTTTTGTAGTTAAGTGTGATGACAGGGTTTTCACACTCATGAAGTGTGCCTCCCT
CAAAACTGGTTGCATTGACACACTACCCATCTGACA

ex3_56
70476_
x1

CM000
673.2/3
208176
4-
320819
73

15 0.002 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAAAGAAGTCTATCTGAACA
TGTAGAACACATGACACCATAAGGAGGAGGCACAACATTCTCCCTAGAGCCTGAAGC
TGGCTCTTGGTGTTTCATGACTACAGCAGCCATTTGCCACTGATGACTGTTCTCTTCC
AGGAGAATAAGAAGGAGAAGATGCAGTTTGGGTTGT

ex3_56
70971_
x1

CM000
676.2/4
159446
2-
415945
91

15 0.004 30.2 1 TTTATTTATCTGACAGACCTGCAGCAGTTACTGGATGCTGTTAAAGTTTCCACTACAG
ATGCAAGAAAAGTGTCCCACACTTTCTGTCTGTCTGATTGTGACAGCTAAGATTAAAT
CAGGTAGGACAGTA

ex3_56
71061_
x1

CM000
673.2/4
675887
3-
467587
66

14 0.009 28.2 1 TATAAATGTGATGAATTGCACACTCGCAGAGTCATAGCATTAGGGGATGCAGGCAGT
GTTTCATACTTTCCCGAGGAAAGAAATGCACAGGTGCCACTCAGTCATCAC

ex3_56
71243_
x1

CM000
663.2/2
263042
62-
226304
363

15 0.006 30.2 1 ACCCTTCTTAGTTCATAAGCATGATGATTGGGTTTTCATACTCATGTGTGAGATGTGT
CTCTCTCAAACTTTGTGAAAAGTCAGCACATGACCCATCTGATG

ex3_56
71539_
x1

ENST0
000051
7180.1

15 0.004 30.2 1 TTGCAGATGCAAGAAAAAAGTGTCCTCATGCTTTCTTTCTGATGGTGGCAGCTGAGA
CTG

ex3_56
71644_
x1

CM000
665.2/9
887218
0-
988720
83

16 0.000
6

32.2 1 AAGACTATACTTTCAGAGATCACTTCTGTAGTTTATTATTAGAAAGTTTCTCTGAATGT
GTAGAACACTGGAAAAAATGATCTAAGACTACTGTGAAT



ex3_56
71648_
x1

CM000
665.2/1
729752
42-
172975
142

16 0.000
8

32.2 1 ACCATGTTGTGGTTCACAAGCATGATAACTCTGTTTTTACGCTCACATGTGAGACATG
CCTCCTTCCAATCTTGTTATGTCAGCACATTATCCATCTGATG

ex3_56
72498_
x1

CM000
664.2/1
045327
73-
104532
985

14 0.009 28.2 1 AAGACTATTCTTCTAGGGATCTTTTCTATAGTTCAGTACCAGAGATGGTTCTCTGACA
GTGTGGAGCACCAGAAACCATGAGAAGGAGGCACAGCAATCTCTCCTGAGCATGGA
GCCTGCTCTTGGTGTTGTTTTGCTGCAGCTGCTGTTTGCCATTGATGATCGTTCTCTT
CTTTCAGGAGAGTAAGAAGGCGAGGATGCAGTCTGAGTGGT

ex3_56
73688_
x1

CM000
669.2/1
368411
96-
136841
093

15 0.003 30.2 1 ATCATTTTGCAGCTTATACATGTGATGACTGGGTTTTTTAACTCATAAGTGAGATGTG
CCTTTCTTACATCTTATTATGACATTAGTACATTACCCATTTGATA

ex3_56
74144_
x1

CM000
668.2/3
820727
4-
382073
45

15 0.004 30.2 1 GGTCAATGATGTAATGGCATGTATTAGCTGAATCCAGAGTTGATATGAGTTCTAAAAT
TACACTGAAGCTGG

ex3_56
74161_
x1

CM000
663.2/3
531027
4-
353104
25

15 0.004 30.2 1 AAGGCAGCATTGTTGTAGATGATTTGAAAGATTTTAAAAGGTATAAGCTCACAAGTGT
AGGTAGTGTGCTACATGAGGGGCAAGTTTTTCACTAATATTACAAGGGTCTCTGATC
CAGTGAGTGGAGTTTGATAGTAATTTTTGATACAAGT

ex3_56
74217_
x1

CM000
670.2/7
181562
5-
718154
94

14 0.009 28.2 1 TCCACAGGTGAGATCATCCTTACCTGTTCCTTCTTTTGGAGGGCAGAGTTCACGATG
ACTAGAGTTTACATGATATGTGATTAATTCTCTGCATAATCAGGATTTGCAACATTCTG
TTTGCTCCTACCTGAT

ex3_56
74371_
x1

BC036
582.1/1
156-
1210

18 5E-05 36.2 1 GGGGUGAUGAAGGCCUGCACCUGGUCCCCUCCCCAACUCUGCUCUGCUCCUGAA
G



ex3_56
74630_
x1

CM000
680.2/3
025567
-
302543
4

14 0.009 28.2 1 ATCCCATCTCTTAAATAAAAAGATTTTTTTTTTAAGAAGTTGTACATGTGCAATGGCTG
CAAACAGCAGCTTCCTTGGCAGTGTGTGCAGCCTGTTTCTTGTATGGGTTGCTCTAA
GGGACCTTGGAGACAGGC

ex3_56
76479_
x1

ENST0
000036
3791.1

22 7E-05 36.2 1 AGGTTGATGATGACTTACATATATACGTTTTTTTTTTTTTTTTGGAAAGGTGAACAAAA
T

ex3_56
76933_
x1

ENST0
000036
5519.1

14 0.008 28.2 1 TAGAAGCCAATTAAGCCAACTGAGTTTCTTTCCTCACAGGGACCTGGTGTGCCATGG
CTG

ex3_56
77417_
x1

ENST0
000038
4533.1

15 0.003 30.2 1 GGATCGATGATGACTTTCATACATGCATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
AC

ex3_56
77735_
x1

CM000
664.2/8
634719
5-
863470
62

25 7E-07 42.1 1 TCATCAGGTGGGATAATTCTTACCTGTTTCTCCTTTTGGAGGGCAGGAAGAATAGGC
TGATTGGAGATGCATGAAATGTGGTTAATGTCTCTGCGTAATCAGGACTTGCAACAC
CCCGATTACTCCTTTCTGAT

ex3_56
77790_
x1

CM000
669.2/1
381761
54-
138176
282

15 0.002 30.2 1 ATCTTTTTGTAATTCCTAAGCATGATGGTTGATTCGGCTCTCACACTTGATGATTGGG
CTTTCACTTGGATCTGTGAGATGTGCCTCCCTCAACCCTTCCTGCGAAGTCAGCACA
TTACCTGACAGAAA

ex3_56
77873_
x1

CM000
685.2/7
272633
7-
727261
22

15 0.008 30.2 1 AGGGCTATACTTTCAGGGGTAATTTCTATAGTTCATTACTAGAGTAGTTTCTCTGAAT
GTGTAGGGTGCCAGAAACCACAAGGAGGAGGCACAGCATTCTCTAGTGAGTGTGAA
GCCGGCTGTTGGTGTTGCTTCGCTGAAACTGCCATTTGCCACTGATAATCGTTCTTC
TTTTCCATCAGGAGACTAAGAGGTAGAAAACGCAGTCTGAGTGGT

ex3_56
78039_
x1

ENST0
000036
4166.1

21 1E-06 42.1 1 TGGACTGTTGATGACAAGTGGTGGCTTATGTGGTTGTACATGCTGGTTGTATATGAA
GAA

ex3_56
78304_
x1

CM000
671.2/6
235828
5-

15 0.004 30.2 1 CTACAATCAATTAAGCCACATGGGGCCTGGTGTGCAAGGGCTGCAAACAGCATCATC
CTAGGTAGTGTACAGCAGCCTGTTCCTTGCGTACAACA



623581
91

ex3_56
80225_
x1

CM000
673.2/1
172637
99-
117263
952

14 0.009 28.2 1 TTGTCCTGGCCTATGCTTTTTCTACTCCCCTCTGCTTTTTTGGTCCCCCTGTGCTCAG
TTCTAACAAGGTAGTCTGGCAGGACACACAGCAGTCTCCTTCAGTTTAGGAGGACTG
TCTTTAGAATAGAGCTGTCCCAAGGCACAAGATTACAAT

ex3_56
80949_
x1

ENST0
000051
7240.1

14 0.009 28.2 1 GCTGTCCTGGACCTGCCAGCACCACAGACACAGTTGCTCCTGCGTGCCTGTAACAC
CGGG

ex3_56
81249_
x1

CM000
684.2/2
094664
5-
209467
18

15 0.004 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAAG
GTGTAGAGCACCCCTC

ex3_56
82184_
x1

CM000
674.2/1
104964
21-
110496
352

17 0.000
2

34.2 1 AATCAATGATGAAACCTATCCCAAAGCTGATGACCTGAAGAAAAATACGTACAGATTC
AGCTTCTGAGAT

ex3_56
82546_
x1

CM000
669.2/9
838982
4-
983897
55

15 0.002 30.2 1 AAGACTTTACTTTCAGGGGTCATTTCTATAGTTTGTTCAGAAGTTTCTCTGAATGTGTA
GAGCAAAAAGT

ex3_56
82644_
x1

CM000
663.2/2
308955
41-
230895
432

15 0.004 30.2 1 ATTATTTTGTGGTTCATAAATGTGAAACACACTTACAGTTTTTCATGCTCATGTGTGAG
ATATCCATCCTTTAAACCTTGTTACAATGTTGGCACATTACCTGTCCGATA

ex3_56
83093_
x1

CM000
667.2/3
542906
4-
354292

15 0.003 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGCTCATTACTAGAGAAGTTCCCCTGAAC
GTGTAGAACACTGGCAACCATGAGGAGGACATGCAGTGTTCTGTCCTGAGTGTGAA
GCTGGGTCTTGGTGTTGCTTTGCTGCAAGTACCATTTGCCACTGATGATTGTTTTTGT
CTCCCTCTGGGACAGTAAGGGAAAGGACACAGTCTGAGTGAT



77
ex3_56
83576_
x1

ENST0
000045
8908.1

15 0.005 30.2 1 TAGCACTGTTGCCTGAGCCATTGGTGCTCCCTGGTACTAGCTCAGTTTTAATGCAGT
GCA

ex3_56
83716_
x1

CM000
672.2/1
959824
7-
195984
63

14 0.009 28.2 1 AAGACTGTGCTTTCAGGGATCATGTCTATAGTTTGCCACTAGAGAAGTTTTTTTGAAC
ATGTAGTAGGGCACCAGAAGCACAAGGAAGAGGCACAGCCTTCTCTCCTGAGCATG
AATCTGGCTCTTGGTCTTGCTTTGTTCCAGCTACCATTTGCCATTGATTATGTCCTTCT
CTTCCTTCCAGAAAGTAAAAGGGAGAGAATGCAGTCTGAGTGGT

ex3_56
84392_
x1

CM000
667.2/1
426263
05-
142626
169

14 0.008 28.2 1 CAATGCCTTGAGTTCAGTCGAGGACAGCTTCCCTTTTCTGTTAATTAAACTTTGGAAT
GTTGGGGCATTAAAACAGGCTAGGGTAGGTGATTGCACAGAGAATACTATTCTATTC
ATTTCCTTCCTAGCCAAAAACA

ex3_56
84513_
x1

CM000
671.2/1
287493
58-
128749
461

19 0.002 30.2 1 ATCCTTTCGTAGTTTATAAGAGTGATGATTAGGTCTTCATGCTCATGTGTGAAATGTG
CCTCCCTCAAACCATGTTAGGACGTTGGCATATTGCCCATCTGAAA

ex3_56
84806_
x1

AL132
709.5/1
29680-
129609

15 0.003 30.2 1 UGGAUCAAUCAUGACUACUGGUAUUGGAUGGGUCUUCGUCAGUGAAUGCCUAUCU
GGAACUCUGAGGUCCAU

ex3_56
85138_
x1

CM000
684.2/1
924984
0-
192499
66

14 0.008 28.2 1 TCAAAGCTGATTTTGAAACTTAAAAAAAAAATCGCCAGGTACCATGCAAAAGCAATCT
TCCCTTTAGAATGACTGATGGTATGCTAAGGTTTTTCGTGGCATATTATTATTAAAGGT
GAATACAAAT

ex3_56
86363_
x1

CM000
664.2/1
473239
71-
147324
075

14 0.008 28.2 1 ATCTTTTTGTAGTTCATGAGCACGATGATTGGGTTTTCACAAGAATGTGTGAGATGTG
CCACCCTCTGAACCTTTTTATGATCTTGGCACATTACCCATCTGACC

ex3_56
87119_

CM000
670.2/1

15 0.004 30.2 1 ATTCTTTTTTAGTTTAAAAGTGTGATGATTAGGTTTTCACACTTGTGTGAGATGTGCCT
TCCTCAAACCTTGTTACAACGTCTGCACATTACCCATCGGACA



x1 125639
76-
112563
875

ex3_56
87293_
x1

AC008
581.11/
95393-
95256

27 2E-10 54 1 UGGAGGACUGAGAAGGUGAGGCAGUUUUGCCCCGUGCUGCCUUCCACCGGUUAA
GACCUCCAAAAUCGAAGGGCUGCCCAGGCAGAGGAUGUCCCCUUGCCACCCUUG
GAGGGGCAGCGCUGUGCUGGCCGACAUUUG

ex3_56
87461_
x1

CM000
668.2/1
109634
66-
110963
569

15 0.004 30.2 1 ATCTTTTTGTAGTTCATAAGCATGATGATTATGTTTTTACATTCATGTGTAAGATGTGC
CTCCCTCAAACCTTGTTATGATGTCAGCATATTACCTGTCTGATG

ex3_56
88031_
x1

ENST0
000038
4737.1

15 0.004 30.2 1 GTGCACATTTCATTGACCTGCTTTCTTTTATGTGAGTAGTGTTATTTCTTATGTGCTAT
A

ex3_56
88617_
x1

ENST0
000039
0977.2

19 0.004 30.2 1 ATACTGTGACAGTTGCATCGTTCAGCAGATTGAGTCACGAAGAGATGTATACCATCT
GTC

ex3_56
88722_
x1

AC010
325.7/1
32197-
132107

23 4E-08 46.1 1 GGGCCUCCAUGAUGUCCAGCACUGGGCUCCGACUGCCACUGAGGACACGGUGCC
CCCCGGGACCUUUGACACCCGGGGGUCUGAGGGGCCC

ex3_56
88963_
x1

ENST0
000045
9128.1

14 0.009 28.2 1 GGATCGATGATGAGAATAATTGTCTGAGGATGCTGAGGGACTCATTCCAGATGTCAA
TCT

ex3_56
89140_
x1

CM000
674.2/8
418344
8-
841833
24

14 0.009 28.2 1 GCTGACACTAGAGTAACATCCTGACACAGCTCTTGTCCTGGTGTGCTAGAGTTCTCG
ATGAATCTACTGGTCTTGATTCACTGGCAGGAGCAGTGACTGTGTTAGTATGCGTAT
CTGAAACATGG

ex3_56
90067_
x1

AC107
390.4/3
3836-
33915

14 0.009 28.2 1 UUGAUCUACCUCUGAUGAAACCUGUGUUGGUGGGGACAUCUGAGAGUGUUGAUG
AAUGCCAGUGACUCUGAUAGAAAAAA

ex3_56
90121_
x1

CM000
679.2/2
802246

14 0.008 28.2 1 TAGAAGCCAATTAAGCCAACTGAGTTTCTTTCCTCACAGGGACCTGGTGTGCCATGG
CTGCAAACAGCAGCTTCCTTGTCAGGGTACGCAGACTGTTTCTTGGATGGGTTGCTC
TAAGGGACCTTGGAGACAGGC



4-
280223
30

ex3_56
90457_
x1

AC079
121.5/4
2943-
42813

18 6E-05 36.2 1 UUCCAAAGUGUUGAGUUCAGUCCAGGGCAGCUUCCCUGUUCUGUUAAUUAAACUU
UGGGACAUUGAAAUGGGCUAGGGGAGAUGAUUGGGUAGAAAGCAUUAUUUUAUUC
AUUUGCCUCCCAGCCUACAAA

ex3_56
91149_
x1

X8737
3.1/278
6-2857

15 0.004 30.2 1 AAUGAAUGAUGACAAAAUGUUUCAGUCCCAAAUGAUACAUACUGAUUAUACCAUUA
UAUUUAUCCUGACAUU

ex3_56
91163_
x1

ENST0
000039
0962.1

17 0.000
2

34.2 1 AAATAATGAAATCACCCAAAATAGCTGGAATTACTGGCAGATTGTGTAGCAATAAACC
TA

ex3_56
93450_
x1

CM000
685.2/1
351833
06-
135183
190

14 0.008 28.2 1 AAGACTATACTTGCAGGGATCATTTCTGTAGTTGGTTACTAGAGAAGTTTCTGTGACA
GGGCACAGTACCAAATTTTAAAAGAATGCACTTCAAATCTTCAAAGTTAGGATTGGAG
A

ex3_56
94803_
x1

ENST0
000038
3961.1

14 0.009 28.2 1 GGATCGATGATGACTTCCTTATATACATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
AC

ex3_56
94950_
x1

CM000
668.2/6
866524
5-
686651
28

31 2E-12 61.9 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG
TGTAGAGCACCGAGAACCTACAAAATACCATGAAATGAGAAGTGATGATAAAGAGTG
GT

ex3_56
95184_
x1

ENST0
000061
5323.1

18 1E-04 36.2 1 AACACTTCCATGCACCATTTCTATAGTTTCTTACCAGAGAAGTTTCTCTGAACATGTG
GA

ex3_56
96037_
x1

CM000
663.2/6
710277
9-
671026
45

14 0.008 28.2 1 ATGCATCTATTTGACAGACCTGGAGTAGTTACTGTCTGCTGCTAAGGTTTCCACTACA
GATGCAAGAAAAAAAATATTCTCGAGTTTTCTGTCTGTCTGATTGTGGCCTCTGAGAT
TGAATAGAGGAATACAGTG

ex3_56
96049_
x1

AC073
210.8/1
29951-

14 0.008 28.2 1 UUGCACAGUGAACACCCAAGUGUGCUUUAUAGUUCCCUUGGCUUUGACCCUGUGC
UAGAGCAUUGCCUGCUCUUCUCCUCUGCAUUGAAAGGAAUAUUUAUCCCUUUAAA
UGUAUUCAGAAAGCCAGCACAUUA



130084
ex3_56
97017_
x1

CM000
685.2/4
808176
7-
480818
70

14 0.008 28.2 1 ATCCTTTTGTAGTTCCTAAGCATGATGATTGGGTGTTCATGTGCTTATGTGAGATGTG
CCTTTCTCAAACCTTGTTATGACATCAGCACATTATTCATCTGATA

ex3_56
97159_
x1

CM000
665.2/4
878702
-
487859
9

14 0.008 28.2 1 ATTCTTCTATAGTTCATGAGCATGATGATTGGGTGTTCATGACATGTGTGAGATGTGC
CACCCTCTGAACCTTGTTCCCACATCGGCACATTATCCATCTAACC

ex3_56
98399_
x1

CM000
669.2/1
483896
45-
148389
859

14 0.009 28.2 1 TAGTAACACTTCCATGCACCATTTCTATAGTTTCTTACCAGAGAAGTTTCTCTGAACAT
GTGGAGCACCGGAAACCACGAGGAGGCGGCTCAGCATTCACTCCTGAGCATGAAGC
TGGCTCTTGGTGGTGCTTCTCTGCAATTGCCTTTTGCTGCTGATGATCACTCTTCTCT
TCCTTTGGGAGAGTGAAAGGGAAAGGAAGCCATCTGAAGGGT

ex3_56
98480_
x1

ENST0
000038
4234.1

15 0.003 30.2 1 GGCTTCCTAGTACTTACCATGGTCTGTGTTCTTACGCTGACTGTATAGAAACAGGAG
GCA

ex3_56
98613_
x1

ENST0
000038
4053.1

16 0.000
5

32.2 1 GGCTTCTCATTGAGCTCCTTTCTGTCCATTGATGGCAGTTGATGGATTTGCATGAGAA
GA

ex3_56
99346_
x1

AC011
120.11/
127524
-
127388

16 0.000
6

32.2 1 CAGACAUUCAUUUUUAUCCAGUUUCUUCUCAAAGUGAAGAUAACUUUUUGUAAAU
GUCCUAAAGUCAUGUAGAAUGUAGUAGCUUUCUGUUCACACUGUACAAAUAAAAA
GGAUGGAUCAUUCUACAACUGACAUUA

ex3_56
99447_
x1

ENST0
000051
7218.1

16 0.000
6

32.2 1 TTGCAGGTTTGCTCCAAGGTTTAAACATGAACACTAGTCAAGCTAATTGTGCTCCTCT
CC

ex3_57
00798_
x1

ENST0
000036
4393.1

14 0.009 28.2 1 TGGATCAATGATGTCCACTGGTGGCGTATAAATCATATTTGGTGAATATATGTCTGGA
AC

ex3_57
01199_
x1

ENST0
000036
4946.1

14 0.008 28.2 1 CCAACATGGATACCCTGGGAAGTCACTCTCCCCAGGCTCTGTCTAAATGGCATAGGG
GAG

ex3_57 ENST0 17 0.000 34.2 1 GCTGACACTAGAGTAACATCCTGACACAGCTCTTGTCCTGGTGTGCTAGAGTTCTCG



02423_
x1

000040
8221.1

2 ATG

ex3_57
02573_
x1

ENST0
000036
2522.1

18 0.008 28.2 1 AGGACATTTCAATGCGGGCTCATGGGGCTGTGAAGCCAAGAGCTATTAACACTATGA
CCA

ex3_57
02583_
x1

ENST0
000038
4439.1

18 3E-05 36.2 1 GCATGGCCGAATACTGTGTTTTTATCAGTAGTTTACACAGCCAGACACCATGCAAAA
GCA

ex3_57
02617_
x1

CM000
663.2/2
388225
5-
238823
52

15 0.003 30.2 1 ATCCCTTCGTAGTTCATAAGCGTGATGACTGGTTTTCACGCTCACGTGTGAGATGTTC
CTCAAACCTATGATGACATTGTCACGTTACCAGTCTGATG

ex3_57
02713_
x1

AC020
634.16/
18995-
18865

25 3E-09 50.1 1 UGCAGCUGUGUCAAAUUUGGUGCCUGCCCUGCCUGUGUAGGCACUGACCCAGAA
GGCUGCCACAGAAACACUGACUCAUGGGCCCUGUUCCUGUGUCUCGGGCUCAGG
GAUAAAUUUGGUUACAGAUACCA

ex3_57
02789_
x1

ENST0
000051
7233.1

14 0.009 28.2 1 CTGCATTTTACCCTCCCTGATGGGGCTCAGTGTGCAGCAGCTGGAAAAAGTAGATGC
CCT

ex3_57
03094_
x1

ENST0
000045
9316.1

14 0.009 28.2 1 TTGCATGAGGAAGTATCTGCTCTTCATTCCTTTGGGAGGAGAAATACATCCATAACAT
GC

ex3_57
03586_
x1

CM000
669.2/1
526093
13-
152609
434

16 0.001 32.2 1 GCACCCCTTTAAGGCTGATGCAATGCTTTAAGAGGCTAACGCAGAAGGGTGAAGCC
AGTCTCCTTAAAACCCAAAGAAGAGATTGTAAAACTTCTCTTTGGATCCTGTCTGGAG
TCACAGCT

ex3_57
03853_
x1

ENST0
000060
7707.1

21 5E-07 42.1 1 TGATGGCAATGATGATTTTTACACTTATTGTTGTTCACCTGATAACATAAATATGAGGG
T

ex3_57
04791_
x1

ENST0
000051
6717.1

14 0.009 28.2 1 AAGACCCTTCAGCTGCAAACAACAGCTTCCTTGGTAGTTTATGCAGCCTGTTTCTTGT
AT

ex3_57
05101_
x1

ENST0
000051
7285.1

15 0.007 30.2 1 TTCCTAAAGATTCACAATGAACATTATTATTTAAGAGCTTTTTGAAGTGCAAATCCATG
A

ex3_57 CM000 15 0.004 30.2 1 ATTCTTTTTTGGTTCATAAGTGTGATGATTTCGTTTTCATGTTAAAGTGTGAGATCAGC



05153_
x1

666.2/1
835823
01-
183582
195

CTCCCTCAAACCTTGTTACTACATCAACACCACATTATCCATCCAATG

ex3_57
05352_
x1

AJ6094
35.1/1-
128

33 8E-14 65.9 1 GUGCACAUUUCAUUGACCUGCUUUCUUUUAUGUGAGUAGUGUUAUUUCUUAUGUG
CUAUACAAAUAAUUGAAGGCUAAUUAGCAGUAUAACUAUAAAUAGUAAUGCUGCCA
GUCUCCUUCAGACAAAA

ex3_57
05814_
x1

ENST0
000060
7261.1

14 0.008 28.2 1 TGGATCAATGATGAGTATTGGTGGAGGTGTCTGAATCAACACTTTTGATTAAGCCCTC
TG

ex3_57
06112_
x1

ENST0
000039
1302.1

15 0.005 30.2 1 TGCCCCTGACCTGGGAAGAGAGGGGCCTGGCTGGTGGTATCCATCTCATACCAGCT
AGGG

ex3_57
06295_
x1

AC080
089.5/4
2226-
42352

15 0.003 30.2 1 GGGGUGUGCUCAGAGCAGGGGGCUGAAGAAUGGCUCCUCUGUUUAUAACACAUG
GAACAGGCAUCUGAGGUCACUGUGACAAGGGGCACAAAACUUGUGACUCCCUAAG
AACAAAUGUCCUACAAGU

ex3_57
06497_
x1

ENST0
000036
3883.1

15 0.002 30.2 1 CTACAAAGATAGCAACACTTTTCATCAACAGCAGTTCACCTAGAGAGAGTCGACACTT
TT

ex3_57
07351_
x1

CM000
669.2/1
386251
88-
138625
060

18 3E-05 36.2 1 AATACTTCATTTAGTTCCATTAACAAAATCTAAAGTTGATTTATAGGCAGGTACAAAAA
AATCAATCCTCTTTTGCAATCCAGAACTCATTGTTCAGTATAAGTTTTGCTACAAATAA
GAAGGGGTATT

ex3_57
08289_
x1

ENST0
000039
1143.1

16 0.000
8

32.2 1 TGTCCTTGACTTGGGTAGAGTGATGTCTGGTTGGTGCTGCCTATCTCATATAAGCCA
GGG

ex3_57
09568_
x1

CM000
668.2/4
354414
4-
435442
70

16 0.000
6

32.2 1 CTGAAGACTAAGAAAATAGAGTCCTTAAAGTCAAGCTGAGTCTGCTGTTAGCCTCCTA
AATGAAAGGATAGACAGAACAGGTCTTGTTTGCAAAATAAATTCAAGACCTACTTATC
TACCGACAGCA

ex3_57
10013_
x1

CM000
672.2/1
012808
97-

15 0.006 30.2 1 AAGACTGTACTTTCAGGGATCATTTCTTTAGTTCATTACTAGATAAGTTTCTCTGAATA
TGTAGAGCGCTGAATTATAAT



101280
976

ex3_57
10020_
x1

CM000
685.2/1
241332
76-
124133
377

19 0.003 30.2 1 ACTCTTTCATCTTTTTTGTGATGACTGGATTTTCATGCTGTTATGTGAGATGTGCCTCC
CTCAAACCTTGTCATGACATCTTGGCACATTACCCATCTGATG

ex3_57
10244_
x1

ENST0
000040
8405.2

15 0.006 30.2 1 AATTCTATACTTTGAGGAGCCATTTTCATAGTTTGTTACTAGAGAAGTTTCTCTGAACA
T

ex3_57
10364_
x1

AL132
709.5/1
56819-
156747

15 0.004 30.2 1 UUGAUGAUAUGAUGGCCACUGGUGGCUUAUGAGUCUUAUACAGUGAAUACAUGUU
UGAAACUCUGAGGUCUGU

ex3_57
10647_
x1

ENST0
000036
3352.2

14 0.008 28.2 1 AAGATTATACTTTCAGGAATCATTTCTATAGTTTGTTACTAGAGAAAGTTCTCTGAATG
T

ex3_57
11358_
x1

CM000
685.2/1
205894
41-
120589
530

14 0.008 28.2 1 AAGACTATATTTTCAGGGGTCACTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACA
GGTAAAGATAAAAAGCACATATGTACTGTGT

ex3_57
14425_
x1

ENST0
000039
1109.1

15 0.006 30.2 1 AGGCCAATGCTGAATTATTATCTTGACGAGAAATGATGACGTAAAAATTAAGCTTAGT
AG

ex3_57
15008_
x1

CM000
685.2/1
187380
55-
118738
182

14 0.009 28.2 1 TAGCACTGTTGCCTGAGCCATTGGTGCTCCCTGGTACTAGCTCAGTTTTAATGCAGT
GCAATAGGAATTCTTTGTTTCCACAAGGCCTTGTCCTGCTGTGGGCTGCTCCTTCCC
ACAGTTGGACCTTG

ex3_57
16138_
x1

ENST0
000040
8116.2

22 4E-05 36.2 1 AAGACTCTACTCTCAGGGCTCATTTCTGTCATTCAATACTAGAGAAGTTTCTCTGAAT
GT

ex3_57
16509_
x1

CM000
670.2/5
433068
7-

14 0.009 28.2 1 CCAACATGGATAGTCTGGGAGGTCACTCTCCCCAGGCTCTGTGGAAGTGGTGTTGG
GGAGCATAGACGTTTGGTCCATGACGTACAGTACAGCCCCTTTCCACAATGCTGGAG
ATGAAGCTGGGTCTCCTGTCTGCGCCTGCATATTCCTATAGCTTCCCTGAGTCCTGT
GGATGATGACTGGTGAGACAAATCGTGCAGGAAACAAGT



543308
95

ex3_57
16605_
x1

CM000
685.2/3
284800
5-
328479
07

16 0.001 32.2 1 ATCCTTTCGTAATTCATAAGCATGATTTGGGTGTTTATACTCAGATATGAGATAAGCCT
TTCTCTAAACTTATGATGTTGGCACACTACCCATTTGATA

ex3_57
16755_
x1

CM000
679.2/6
096189
3-
609617
90

14 0.009 28.2 1 ATCCTTTTGTAGTTCATAAGCATGATGAGTGGGTTTTCACACTGCTGTGTGAGATGTG
CCTTCCTCAAGCCTCGTTACAATGTCAGCACATTATCCATCTGATG

ex3_57
18161_
x1

CM000
668.2/1
572913
99-
157291
311

15 0.002 30.2 1 ATCCTTTTGTGCTTCATAAATGTGGGTTTCCAACGTGCATGAGATGGCCCTCAAACCT
TGTTACAACGATGCACTTTACTCGTTTGATG

ex3_57
18870_
x1

CM000
675.2/4
462867
3-
446285
69

15 0.005 30.2 1 ATCCTTTTGTAGTTCATGAGGATGATGGTTGGGTGTTTCACACATGTGTGTGAAATGT
ACCACCCTCAAACCTTGTTACAATGTCAGCACATTACCTGCCTGACC

ex3_57
18891_
x1

CM000
682.2/3
844937
0-
384495
03

18 4E-05 36.2 1 ACCTGCATTCAAAAATGATCACGGGCTGCCTGTGCTCTGGTCATCAATAACGCAGGG
AGAGGAATTGCTGAAAGCCGTTTCCCGTGTTTGGAGGGTTCACACCTGTCCCTTTCA
AATGCTGGCGCTTTCACACA

ex3_57
18940_
x1

CM000
669.2/1
079999
82-
107999
791

14 0.009 28.2 1 AAGACTATCCTCTCAGTGATGATTTCTATAGTTCGTTACTAGAGAAGTTTCTCTAAACA
TGTAGAGAGCATCAGAAACCACAAAAAAGAGGTGCAGCGGTCTCTCCTGAGTGTGAA
GCTGGCTCTTGGTATTGCTTCTTGGTTCTTCTCTTCCTTTGGGAGAGTAAGAGGAAG
AGGATGCAGTCTTAGTAGT

ex3_57
18958_

ENST0
000036

14 0.008 28.2 1 CCAATGTGGATACACCCAGGAGGTCACTCTCTCCCCAGGCTGTGTCCAAGTAGCATA
GGG



x1 4478.1
ex3_57
18988_
x1

AC007
240.2/2
2839-
22705

42 5E-19 83.8 1 UAGGCCCUGAAUCAAGACUAGUGUUUUGCUGUAGCUGUUGGUUUCAAACAGGAUC
CGAGAGUGAUGUCUUCCUUGUGGUCUGUUCACUGCUCAGUAUCCCAGUGUCAGU
GGCCAAUUCAGUUGGAAGCAACAUGG

ex3_57
19181_
x1

CM000
679.2/5
863183
6-
586316
41

19 0.008 30.2 1 AAGACTATATTTTGAGGGATAATTTCTATAGTGTGTTTCTCGAGGAGTATATCTGAAC
GTGTAGAACGCTGGAAACCGCGAGAGGGAGATATTTGTGTTCTCTCACGAGTGGGA
TAGCAGTGTTTGGTGTTGCGTTATTCTAACTGCTGTTTGCTGTTGGTGACCGTTCTTC
TCTAGAGAAGGCAGTCTGAGTAGT

ex3_57
19272_
x1

CM000
675.2/5
655962
4-
565597
25

15 0.004 30.2 1 ATCCATTTGTAGTTCAGAAACATGACTATTGTCTTTTCAAGCTTATATGAGATCTGGCT
CCCTCAATCCTTGCTATGATATCAGTACATTACCTGTCTGATG

ex3_57
19673_
x1

CM000
679.2/4
888084
0-
488809
67

14 0.008 28.2 1 GTCGCACTTAAACTTAAGACTCTTTTTCTTGCAGCAGTGGTTTAAACAGAGGAACAAA
CAGGAAGATCTTGTCGCCTTTGAGGGGCTGTGGTTGGGCCCCTCAAAGTGACTTTG
GAGGTTCTACGCCA

ex3_57
20990_
x1

ENST0
000057
9995.1

23 1E-05 38.2 1 AACTATTGAGAACAAAGATGCAACATACCACTCGAGTGTGCAGTGGGGAAGCCAACC
TTG

ex3_57
21740_
x1

CM000
682.2/3
384229
-
338444
0

16 0.000
5

32.2 1 AAGACTATACTTTCAGGGATCATTTCTGTAGTTCATTATTAGAGAGGTCTCTCTGAAT
GAGTAGAGCACTAGAAACCACAGAAGGAGGCACAGTGGTCTCTCCTGAGCATAAAG
CTGGTTTTTGATGTTGCTTTGCTGCAACTGCCATTCGTCACTGATGACTGTTTTCTTC
CTCTGGGAGAGTAAGAGGGAGAGGACACTATCTGAGTGTT

ex3_57
21995_
x1

ENST0
000039
1291.1

15 0.003 30.2 1 CACTAGAAGACAGAATTCACAGAAGTAGCATTTCACCTTTTGCCTTTACAGAAGTATA
TT

ex3_57
22055_
x1

ENST0
000036
2412.1

14 0.008 28.2 1 TGGCAAGCCTCCAGCGTGCGTGGGTCTGTGGTGATGTGTGCATTCCTACACTGCTT
GCCA

ex3_57
22506_

ENST0
000039

16 0.001 32.2 1 GTTCATGATAAGTAACATTTCTTCAATTTGACCTGATGTGTATTGAAGAAAACCAGCAT
C



x1 0968.1
ex3_57
22886_
x1

AC104
581.22/
69359-
69497

22 2E-07 44.1 1 UGGCUCGAUUUCCUGGGGGGUGGUCUCAGCCCACUCCACCUCCCCUCAGCCGAG
CCUAGAGUAGAGGGGCCAGGCAUCCUCCCCAGGGGAGGGGCGUUGAAGCAAGGA
GCCUCUCCUGGGCUGUCCUAGCCUCACAUUU

ex3_57
23525_
x1

CM000
672.2/1
588635
8-
158864
65

21 0.000
2

34.2 1 ATCCTCTGGTAGTTTGTAAGTGTGATGATTGAGTATTCACATGCATGCATGTGTGAGA
TGTGTCACTCCCAAACCTTATTGCAACATGGGCACATTACCCATCTCACA

ex3_57
23699_
x1

ENST0
000036
4630.1

14 0.008 28.2 1 TGGACCAATGATGATGACTGGTGGTGTATGAGTTAAAGGTGATGAATAGTAAGTGTC
TTT

ex3_57
24033_
x1

CM000
675.2/4
118008
7-
411799
81

15 0.002 30.2 1 ATCCTTTTGTAGTTTATAAGCGTGATGACTGGGGTTTCACGTGCATGTGTGAAATGTG
CCTTCCCCAAGCCTTGTTATGACCTCATTGGAACATTACCCCTTTGACA

ex3_57
24547_
x1

ENST0
000039
1095.1

18 0.008 28.2 1 ATTCTTAAATGAATGATGAAATACCAAAAAGAAAAATAAGCAAAGAACAGATAACAGA
AA

ex3_57
24680_
x1

ENST0
000041
1005.1

21 5E-07 42.1 1 GTGCCGTGATGTATTTGTCAACACATCACTCTGAAGAAAAGTATGTGGTGACTTTCTG
TG

ex3_57
25233_
x1

ENST0
000036
5398.2

18 0.008 28.2 1 AATTGTATACTTTCAGGGATCATTCCATAGGTTGTTACTAGAGAAGTTTTTTTAGATGT
G

ex3_57
25410_
x1

ENST0
000051
6391.1

14 0.008 28.2 1 TGGTCAGGCTGTGGCTGTGGCACAGCACTTGGCTTTCTCCTGGGGGCACTGGGGAG
CCAT

ex3_57
26360_
x1

AC078
860.19/
16828-
16700

16 0.001 32.2 1 AUUUUACAUAGCGCUGCAGAUGUGGCUGCUGUGUCACAUUUGUGUUAUUAGGUG
GCAGAGAGAAGAGAGGCUAUGUCUAUGCUCAGUGUUCUGCCCCAUGAACAUUUGA
AUGUUUAAUAGUCAGACACU

ex3_57
26510_
x1

ENST0
000036
4099.1

14 0.009 28.2 1 CGGGTGGTGATGACCCCAACATTCCATCTGAATGCCTGTGCTGAAACCCAGAGGCT
GTTT

ex3_57 CM000 15 0.005 30.2 1 ATCCTCCTGTAGTTCCTGAGCGTGACGACGGGGTGTTCGTGCGCGTGTGAGATGTG



26864_
x1

674.2/1
308153
53-
130815
450

CCACCCTCGAACCTCATTACATCAGCACATCACCCACTGGCC

ex3_57
26868_
x1

ENST0
000045
8890.1

14 0.008 28.2 1 ATCCTTCTTTAGTTCATAAGCATGATGATTGGGTTTTCATGTACATGTGTGAGATGTG
CC

ex3_57
27140_
x1

CM000
683.2/9
907916
-
990801
0

16 0.001 32.2 1 CTACAATCAATTAAGCCACATGGGACCTGGTGTGCAAGGGCTGCAAACAGCAGCATC
CTAGGTAGTGTACAGCAGCCTGTTCCTTGTGTACAACA

ex3_57
28357_
x1

CM000
666.2/1
684714
09-
168471
539

14 0.008 28.2 1 GGCTTGCTGGTGCTTACCACAGGCTGAATTCTTACACTGACTATATAGAAAAGGAGG
TAGAGTAAACCTACCCAATATACCCCTCAGCCCAGGCTCTGTGCCTGATCTATATTGT
GAATGTGGGAACATAG

ex3_57
28615_
x1

ENST0
000051
5935.1

16 0.001 32.2 1 AGGTCATTTTGTAGGGCTTGTGGGCTGTGAAACCAAGAGCTCTTAACGCTATGACCA
AAT

ex3_57
29057_
x1

AC069
157.8/6
5923-
65741

15 0.002 30.2 1 AUGGUCUGGGGAAAGGCUCCUGUGUGGCUGAACCUGCCCAGCUGUGGGUGCAGC
CUUGUACCAGGCACCCCAACCCUGACCUAAAGUAAAUUCCCAGGAGAAGUCUUUC
CUGGGAUUUGAAUUUGCAGUAACAGGUGUGAACAUUCUAGCGCAGUUUGAUCAUA
UAUGAUACUAUAAACAGGA

ex3_57
29866_
x1

CM000
665.2/4
189925
3-
418991
11

16 0.000
7

32.2 1 TAGTCAGGCAGGATAATCCCTATCTGTTCCTCCTTTTGGAGGGCAGTAGAATGTGGT
AATTGGAGTGGCATAATACTTGATTAATAATTGTGCACTTTCCAATTCATGCTATTATG
GCTTCCTGGAGTGGTGTCTTCTCTGAT

ex3_57
30264_
x1

CM000
685.2/1
228404
26-
122840
645

16 0.001 32.2 1 AAGGCTATACTTTCAGGGATCATTTTTATAGCTTATTACTAGAGGAGTTAATGTGAAT
GTGTAGAGCACCAGAAACCTTGAGGAGGAGGTGCAGCGTTCTCTCCTGAGCATAAA
GCTGGCCCGCAGTATTGTGTTGCCTCACTGCAACTGCCATTTGCCATTGATGATGAT
TGTTCTCTTTCACTGAGAGAGTAAGAGGACAGGATGCATTCTAACTGGC

ex3_57 CM000 14 0.009 28.2 1 ATCTTTTCGTAGTTCATAAGTGTGATTGGGTTTTCACACGCATGTGTGAGATGTGCTT



30413_
x1

677.2/4
060731
2-
406072
12

TCTTCAAACTTTGTTACGATGTTGGCACATTATACATCTGACA

ex3_57
30860_
x1

ENST0
000060
7153.1

14 0.008 28.2 1 AGGTGATTTCAAAAAGGACTTGTGGGCTGTGAATCCAGGCACTCAACACTTTGAAAG
TCT

ex3_57
31149_
x1

CM000
664.2/5
383982
9-
538397
33

16 0.000
5

32.2 1 ATCCTTTTGTAGTTCGTAAGTGTGATGATTGGGTTTGCACACGCATGTTTGAGATGTG
CCTCCCTCAAACCTGTATTAGTCCATTTTCACACAGCTA

ex3_57
31938_
x1

CM000
669.2/3
716977
9-
371696
78

14 0.009 28.2 1 TTCCTGTTGGTTCCTAAGTGTGATGATTGGGTTTTCACATTCATGTGTGACATGTGCC
TCCCTCAAATCTTGTGATGATGTCGGCACGTGACCCATCTGACG

ex3_57
32385_
x1

AC091
826.3/1
2688-
12823

14 0.008 28.2 1 CUGCAGCCAAUUGAGUUGACCGAGCUCUUUUCCUCCUGGGGGCUUGGUGUGCAA
UGGCUGCAAACAGCAGAUUCCUUGGUAGUGUAUGCAGCCUGCUUCUUGUAUGGG
UUGCCUCUAAGGGACCUUGAAGGCAGCC

ex3_57
33029_
x1

CM000
663.2/8
511919
-
851179
5

15 0.004 30.2 1 ACAGACTCACTTTGCACCTGGCTGCAGCCTCATGGGGGTGCTTTTTCCATGTGCCAG
GGAAACATTCTGGGGTGTTGTGGCTGCCTGACCTATCAAGGGTGATGCAGCTGTCT
GGGGATACAGGA

ex3_57
33226_
x1

ENST0
000045
9141.1

15 0.003 30.2 1 TCCTCACATGGGATAATTTTTACTTTATTCTCCCTTTGGAGGTCAGGTTAAAACAAGAT
T

ex3_57
34026_
x1

ENST0
000039
1082.1

17 0.000
2

34.2 1 ATAGCCAATCATTAGTATTCTGAGCTGTAGGAATCAAAGATTTTGATTAGATTCTGTAA
C

ex3_57
35243_
x1

ENST0
000036
3321.1

16 0.000
5

32.2 1 TCCACAGGTGAGATCATCCTTACCTGTTCCTTCTTTTGGAGGGCAGAGTTCACGATG
ACT

ex3_57 CM000 15 0.004 30.2 1 AAGACTGTATTTTCAGGGATCATGTCTATAGGTCATTTCTAGAGAAGCTTCTCTGAAC



35306_
x1

665.2/1
090191
16-
109018
909

ATTTAGGGCACAGGAAACCACGAGGAGGCGCAGCATTCTCTCCTGAGCATGGAACC
GGTGTTGCTTCACTGCAACTGGCCGTTCATTTGCTCTTGGTGATCATTCCTCTCTTCC
TTTGGGAGAGGAATAGGGAGAGGACACAGTCGAGGA

ex3_57
35751_
x1

ENST0
000039
0976.1

14 0.009 28.2 1 TTGGATATACGATAATCTCACTCCGACTTAAACTCTCTCACTGATTATTTGATAATAAC
A

ex3_57
36528_
x1

ENST0
000036
2600.1

14 0.008 28.2 1 ACACTCTCAGCTATGTATAGTTACACCTGGCTTCACTTGTGTGACTTTTGCAATGGGA
AG

ex3_57
36556_
x1

ENST0
000045
9428.1

21 5E-07 42.1 1 ATCCTTTTGTAGTTCATGAGCATGATGATTGGGTGTTCACGAGTGTGTGTGAGATGT
GCC

ex3_57
37986_
x1

CM000
673.2/4
756645
-
475679
7

14 0.008 28.2 1 ATTGCACGTTGTTGGAGCTTGGAGTTGGTGCTCTAACTGGCTGATAAACTTGCAAGT
GTAGGTAGTATGCTATGTGAGGGGCAAATTTTTCAGTAACATGACAAAGGTCTTTGG
CCTAGTGAGTAGAGTTTGACAATAATCCTCGCTGCAAGT

ex3_57
39058_
x1

CM000
672.2/1
013719
52-
101371
852

15 0.003 30.2 1 ATCCTTTTGTAGTTTGTAAGCATGACGATTGGGTTTTCAGCCTCATGTGTGAGGTGTG
CCTCCCTCAAACCTTGTTACATAGGCACATTACCTGTCTGGCA

ex3_57
39848_
x1

CM000
668.2/4
183285
4-
418329
93

15 0.005 30.2 1 TGCATTGCCATGGTATCTGCACTCAGTAGTTTATTCCTGCTGGGTGTCCAAAGATCA
GTGCCATAGAAATTCAGTATCTAGCATCACTGATTTTCTTGGCTTTGTGCTTGTTAAAA
CTTGGTATTTCTATTGACACAGTA

ex3_57
39996_
x1

CM000
666.2/1
760981
63-
176098
285

18 5E-05 36.2 1 GCCCTCCTGGTGCTTACCACAGGCTGTGTTCTTACACTGACTGTATAGAATGAGAAG
GTAGAATAAATCTACCCCATATGCACTTCAGCCCAACTGAAGTGTGTTGTTCCTGGG
CCAAAAAGA

ex3_57
40379_

AC093
157.2/1

15 0.006 30.2 1 AUGGUCUUGGGAAAGGCUCCUGUGUUGUUGAACCUGCUCAGUUGUGGGUGCAGC
CUUGUACCAGGCAGCCCAACCCUGACCUAAAGUAAAUUCCCAGGAAAAGUCUUUC



x1 50637-
150823

CUAGGUUGUGAAUUUGCAGUAAUAGGUGUGUGCAUCCUAGCAGCAGUUUGAUGA
UCAUGUAUGAAACUGCAAACAGGA

ex3_57
41783_
x1

ENST0
000038
4174.1

21 0.000
2

34.2 1 CTGTGAATATTCTCTGTGTTCTGATTATGTGAGAGCCAGGACAGGCTAAACATTTGCT
AC

ex3_57
42997_
x1

CM000
682.2/1
834689
8-
183469
97

15 0.005 30.2 1 ATCCTTTTGTAGTTCGCGTGACGATGGGGTGTTCACACGCATGTGTGAGATGTGCCA
CCCTTGAACCTTGTTATGATGTCGTCACATTACCCATCCAACA

ex3_57
43286_
x1

ENST0
000036
2326.1

14 0.009 28.2 1 AGATAACTTCAAAGAGGGCTTGCGGAGCTGCAAAACCAAGAGCTTTTAATGTATTACT
GA

ex3_57
43685_
x1

AJ6094
45.1/1-
126

40 7E-18 79.8 1 UGCACUUAUGUAUGUUUUUGUUUAACGUGGACAAAGACUUACAGAUAGGUGCAAA
AAAUAAAUCCUCUUUUGCAACCCAGAACUCAUUGUUCAGUAUGAGUUUUGAUACAU
AUAAGAAGGGAUAUU

ex3_57
43992_
x1

CM000
664.2/2
402892
16-
240289
443

16 0.001 32.2 1 AAGCCTATGCATTCTGGGATCATTTCGATAGCTCGTTCCTGGAGAAGTTTCTCTGAG
CACCAGAAGCCACAAGGAGCAGGCCCAGCATTCCCTCCCGAGCAGGCCCAGCGTT
CCCTCCCGAGCAGGAGCCGTCGTCTGTGTTGCTTCCCTGCAAGTACCATTCGCCAC
TGATGACCATTCTTCTGTTCCTCTGGGAGAGTAAGAGGGAGAGGATGTAGTCTGAGA
GGT

ex3_57
44068_
x1

ENST0
000062
7561.1

15 0.002 30.2 1 GCGCTGCCTTTGTACCCCACCGTGCCTCCGCCTGGTGTCTGGGGTCAGGTTGCAGT
GCCA

ex3_57
45265_
x1

CM000
674.2/1
073747
47-
107374
829

25 0.000
2

34.2 1 TTTAGGAACAGCCTTTGAGGAAGCCTGTGTTTGTAGGGACATCTGAGAGTGTTGATG
AATGCCAACGGCTCTGATGGAAAAAA

ex3_57
45395_
x1

CM000
663.2/4
477784
3-
447779
12

17 0.000
2

34.2 1 TCTCGTGATGAAAACTCTGTCCAGTTCTGCTACTGAAGGGAGAGAGATGAGAGCCTT
TTAGGCTGAGGAA

ex3_57
46101_

CM000
666.2/6

15 0.002 30.2 1 ATTTCATGTTTTAAAGGCATAATGATGTCACTGACTGGCTGATGAAATCCCAAGCGTA
GGTAGTATGCTACATGAGGGGTGAGTTTTTTGCTAACACCACAAAGGTCTCTGGCCC



x1 774723
6-
677473
86

AATGAGTGGAGTTTGATAGGAGTTCTTGTGACAAGT

ex3_57
46491_
x1

ENST0
000039
0880.2

14 0.009 28.2 1 AAGACTGTAGTTTCAGGGATTGTTTCTATAGTTTGCTACTAGAGAAGTTTCTCTGAAC
GT

ex3_57
47265_
x1

ENST0
000057
8836.1

14 0.008 28.2 1 CTGCAGACAGTTAAGCCAACTGAGTTCCTTTCCTCAGGGAGGCCCAGTGTACAATGG
CTG

ex3_57
48112_
x1

ENST0
000036
4802.1

31 3E-10 54 1 TGGACCAATGATGAGTACCATGGGGTATCTGAAACAGGATTTTTGATTAAACCCATAT
GC

ex3_57
48446_
x1

CM000
665.2/1
500778
31-
150077
727

15 0.005 30.2 1 ATCCTTTTGCAATTCATGAGCATGATGATGTGGTATCACACTTACGTGTGAGATGTGC
CTCCCTCAAACCTTCTTCCTACAGGTTGGCACTTTGCCCACCTGACA

ex3_57
48469_
x1

ENST0
000036
4506.1

18 9E-05 36.2 1 CTGCAGCTAGTTAACCTGACTTGTCCACCTCCCTGCTGGGGGCTCAGTGTGCAATG
GTTG

ex3_57
48547_
x1

ENST0
000036
4139.1

14 0.009 28.2 1 TGCTGGAGTGATGAAAAAGTATCTTCAGGTGTGGCTGTGGCCACCTTGGCCACCTGT
GTG

ex3_57
48717_
x1

CM000
679.2/5
109827
8-
510981
74

16 0.001 32.2 1 CTGTATTTGTAGTTCATGAGCATGGTGATTGGGTGTTCATGCAGGTGTGTGAGATAT
GCCACCCTTGAACCTTGTTACAACACTGGCACATTCTCAGACCTGAAA

ex3_57
48762_
x1

CM000
678.2/2
906635
8-
290662
55

14 0.008 28.2 1 ATCTTTTTGTAGTTCATAAACGTGATGACTGTGTTTCCATGCTCATGCGTGAGTTGCA
CCTCCCTCAAACCTTGTTTTGACATTGACACATTATCTGCCTGATG

ex3_57
48848_
x1

ENST0
000036
5507.1

23 0.003 30.2 1 AGGCCATTTTAAAGAGGGCTCATGGGACTATGAAACCAAGAGCTCTTAATGCTGTGA
CCA



ex3_57
49319_
x1

CM000
669.2/5
226956
9-
522694
37

14 0.008 28.2 1 TCCATCTGTTTGGCAGACCTGGAGCAGTTAGTGTCTGCTGCTAAGGTTTCCATTACA
GATGTGAGAAAAAAAAGTGTTCTTCTGCTTTCTGTCTGTCTCAGTGGCAACCAAGATT
GAATGGGGGATATGAGAG

ex3_57
51738_
x1

CM000
674.2/7
568930
5-
756891
43

15 0.002 30.2 1 TTCCATTTCAGAAAGCCGAGGTCAAAATAATGAGTCCTGGGGAATTCAAACTTGTGTT
AAGAAAATGTGTCCCAGTGTGCAATGGCTGCAAACAGCAGCTTCCTTGGTAGTGTAT
GCAGCCTGTTTGTTGTACGGGTTGCTCTAAAGGGCCTTGGAGACAGTC

ex3_57
52429_
x1

ENST0
000040
8532.1

15 0.003 30.2 1 GGGGTGTGCTCAGAGCAGGGGGCCTGAAGAATGCTTCTTCTGTTTACAACACACCC
AATA

ex3_57
52930_
x1

CM000
676.2/1
023743
19-
102374
238

20 2E-06 40.1 1 AAGGCTGTGCTTTCTGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAAT
GTGTAGAGCAAAAGAAAAAATATT

ex3_57
55737_
x1

CM000
685.2/1
428740
63-
142873
960

17 0.000
1

34.2 1 GTAATTTCGTAGTTCATAAGCATGATGATTGGGTGTTCACACACATGCGTGAGATACG
CCACCCTCCCACCTTGTTAAGATGTTGGCACATAACCCGTCTTACA

ex3_57
56298_
x1

CM000
677.2/2
510157
5-
251016
66

20 2E-06 40.1 1 GGATCGATGATGACTTAAAGATTTATCTAATTTAAATCTGAACAAAATGAGTGACCAA
AACACTTCTGTACCACTTCTGTGAGCTGAGGTCC

ex3_57
56741_
x1

ENST0
000040
8571.1

16 0.001 32.2 1 GCAGACTCCCTCAGCATCCAGCGGGTGCTTTTTCGGTCTGCCAGTGAGCATTCCATG
GTG

ex3_57
57759_
x1

AF250
841.1/1
59716-
159797

14 0.009 28.2 1 GGGUCGAUGAUGAGAACCUUAUAUUGUUCUGAAGAGAGGUGAUGACUUAAAAAUC
AUGCUCAAUAGGAUUACGCUGAGGCCC



ex3_57
58131_
x1

ENST0
000036
3666.1

15 0.005 30.2 1 AAGTCATTTCAAAGAGGGCTTGGATGGCTATGAAACCAGAGCTCTTAAGGTTATAATA
AG

ex3_57
59026_
x1

ENST0
000036
3280.1

16 0.000
7

32.2 1 TGAATCAATGGTGACCACTGGTGGCATATAAGTCATGGATGATGAATATGAGAAGAA
AAG

ex3_57
59263_
x1

CM000
675.2/3
985722
7-
398571
35

15 0.004 30.2 1 AGATTGATGATGGCACCCCCATAAAACCATTCCTTAGGAAATCTGAACAAAATGAGTG
AAAACTCACTAGTTGTTCTCATTGAGGCTGGGCCC

ex3_57
59630_
x1

ENST0
000036
4595.1

15 0.005 30.2 1 AGCCTCCTGGTGCTCAGCACAGGATGTGTTCTTACCCTAACCAAATAGAAAGAGTAG
GCT

ex3_57
61199_
x1

AL132
709.5/1
85108-
185034

35 5E-15 69.9 1 UGGACCAAUGAUGAGUACCAUGGGGUAUCUGAAACAGGAUUUUUGAUUAAACCCA
UAUGCAAUUCUGAGGUCCAU

ex3_57
61207_
x1

ENST0
000038
4000.1

14 0.008 28.2 1 GGATCGATGATGAGTCCCCCATAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAG

ex3_57
61645_
x1

CM000
668.2/7
339401
3-
733939
13

18 0.008 28.2 1 ATCCTTTTGTAAGTCATAAGTGTGATTGGGTTTTCATGCTCTTGTGTCAAATGTGCCT
CCCTCAAACCTTGTTACGAAGTGGGCACACTACCCACCTGATG

ex3_57
61781_
x1

ENST0
000040
8823.1

18 6E-05 36.2 1 GGGGTGCGCTCAGAGCAGAGGGCCTTAAGAATGGCTCCTCTGTTTACAACACACCC
AACA

ex3_57
62098_
x1

ENST0
000051
6632.1

21 0.000
3

34.2 1 AGGGGTGGTCTCCTCCCTTACTCTTTGGGAACTCAGATTGGCCTTATGGTGGCCTCT
CTT

ex3_57
62485_
x1

CM000
674.2/1
035921
12-
103592
243

14 0.009 28.2 1 TCATCAGATGGGATAACTTTTACCTGTTCCTCCTTTTGGAGGTTAGATTCTAATACGA
TGATTGAAGTTCGTATGATACGTGATTAATGTCTCTGCATAATCAGGACTTGTAACAC
CTTGATTGCTTCTGAT



ex3_57
62661_
x1

CM000
670.2/1
231805
25-
123180
310

16 0.000
6

32.2 1 GAGACTATACTCTCAGTGACCAGTTCCTGAGTTCATTACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCACGGGGAGCCAGGAGGGGAAGGTGAGCGTTTTCTCCTGAGCATGAG
GTGGCTTTAGATATTGCTTCATGGCAATTTGGCAACTGCCATGTGCCATTGAAGATG
GTTGTTATCTTCCTCTGGAAGAGGAAGAGGACACAGTCTGAGTGGT

ex3_57
63075_
x1

ENST0
000041
1034.1

14 0.009 28.2 1 AGTTCCTTGGAAGTTAAAGGTTAAGCTTAAGGACTGATTCAAAGGCAGGTGCAAAAA
ATA

ex3_57
63126_
x1

CM000
678.2/1
887026
9-
188701
66

15 0.004 30.2 1 ATCCTTTTGTAATACATAAGCATAATGATTGGGTTTTTATTTTCACATGTTTGATATGC
CTCCCTCAAATCCTCTTATGATGTCAGCACATTACCCATCTGAGG

ex3_57
65938_
x1

CM000
665.2/1
014115
0-
101412
47

15 0.002 30.2 1 GACTTTTTGTACTTTATAAGCGTGATGATTGGGTGTTCCCGTGTGAGATGCGCCACC
CTCGAACCTTGTTACGACGTCGGCACATTGCGCGTCTGACA

ex3_57
66165_
x1

CM000
664.2/1
615585
44-
161558
646

15 0.005 30.2 1 ACCCTTTTGTAGTTCATGAGCATGATGATTGGGTGTTCACACACATGTGTGAAATGTG
CCACCCTCAACCTTATTATGAGGTCAGCACATTACCCATCTGACA

ex3_57
66245_
x1

AC002
069.2/2
1330-
21191

15 0.002 30.2 1 AUCCAAGGCGAUUCCCUCUCCAAGGGGACAUCUAGUGCCCCUCUCAGGAAAGUAG
CAACUUGGAAUAGAAUCUGGCAUGCCUAAGGUCUUUGAGGAACAGGGAUGCUUAU
UUCCUCUGCCUUCCUUGGCUGCCUACAUAG

ex3_57
66252_
x1

CM000
681.2/5
166940
5-
516695
08

16 0.001 32.2 1 ATCCTTTTGTAGTTCATAAGTGTGAGGACTGGGTTTTCAGGCTCGTGTATAAGATGTG
CCTCCCTCACTCCTTGTTACAACATCGGCATATTACTCATCTGAAT

ex3_57
66280_
x1

ENST0
000036
4937.1

15 0.004 30.2 1 TACCCTCTTTCCACTTTGCCAACTGGATGTATGTCTTTACTGGTCATTCCAGTGGGGC
AA



ex3_57
67215_
x1

AC020
553.4/1
38195-
138051

16 0.000
6

32.2 1 AAUCUCCUGGGAUUGUGUCUGGCGAGUGCCCAGUAUUCUGCCACCUUCAGAAGG
AAGGGAAAGCAAACCUUCAUGAAAGCAGAGGCAUUCAUUCCAUUCCCAGCUUGCU
CCAGAUCUGGCAGUUGGAAGACAUUCUGCAACAAUG

ex3_57
67841_
x1

ENST0
000062
0104.1

15 0.002 30.2 1 AAAAAAAGTGTCCTTGAGCTTTCTGTCTGATTGTGGCAGCCAAGATTGAATAGAGGA

ex3_57
68772_
x1

CM000
678.2/8
245432
0-
824544
32

15 0.006 30.2 1 ATCCTTTTGTGGTTCCTAAGTGTGATGATTGGGTTTTCATACTCATGTGTGAAATGTA
CCTCCCTCAAGCCTTGTTATGATGTGGCGGGCACATTACCCTTACCCATCTGATG

ex3_57
69232_
x1

AF067
020.1/9
80-
1114

14 0.008 28.2 1 CGGCAAACAGUUAUCCCCUUUCUAGUCUGGCUCCUGGGAACUCUAGAAGGGAAUC
AGUCUGCCACAAGUAAGUGGGUGAAUUCUUCUGUCCACGUCAGUAUUUUGAUGG
GUNGCUUNAAAACUUGCCAGAUAACC

ex3_57
69288_
x1

ENST0
000036
4263.1

15 0.003 30.2 1 CTATCAAAAGTTACTTTTTGTGGGGTGGAAGTTTTTAAAATAACCTTTACCTACGTGG
GC

ex3_57
70659_
x1

CM000
676.2/1
011456
95-
101145
480

14 0.008 28.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAATG
TGTAGAGCACCAGAAACTATGAGGAGGAGGCACAGAGTTCTCTCCTGAGCATGAAG
CTGGCACTTGGTGTTGCTTTGCTGCAGCTGCCACTTACCATTGGTGATTGTTCTTGTC
TTCCTCTTGGAGAGTAAGAGAAAGAGAATGCAGTCTGAGAGGT

ex3_57
72395_
x1

CM000
670.2/1
036652
95-
103665
394

15 0.003 30.2 1 ATTCTTTCATAGTTCATAAGTGTGATTGGGTGTTTAACGCTCATTTGAGATGTTCCTCC
CTCAAACCTTGGTATTATGTTTGCACATTACACATCTGATG

ex3_57
72451_
x1

ENST0
000045
9301.1

15 0.002 30.2 1 ATCCTTTTGTAGTTCATAGCATGATGATTGGGTGTTCACATGCATGTGTGAAATGTGC
CA

ex3_57
72531_
x1

CM000
663.2/1
126525
88-
112652

20 0.000
8

32.2 1 ATCCTTTTGTAGTTCATAAGTGTGATGGTTGAGTTTTCACATGCATGTGTGAGATGTG
CCTCCCTCAAACCTTGTTATGTTGGCACATTACCTGTCTGACA



688
ex3_57
72642_
x1

ENST0
000039
0832.1

15 0.006 30.2 1 TACACTTGTTTATATTTTTGTTTAACTTGTGGACAAAGATTTATAGACAGGTGCAAAAA
A

ex3_57
72971_
x1

CM000
664.2/8
830736
0-
883074
63

15 0.004 30.2 1 ATCCTTTTGCAGCTCATAAGTGTGATGATTGGGTTTTCACACTCATGTGTAAGATGTG
TTTCCCTCAAACCTTGCTATGATATCAGCACAGTACCTATCTGACA

ex3_57
73859_
x1

ENST0
000051
5993.1

14 0.009 28.2 1 TTGCATCTATTTGACAGACTAGAATAATTACTATCTGCTGCTAAGGTTTCCCCTGCAG
AT

ex3_57
74841_
x1

ENST0
000039
1132.2

17 0.000
4

34.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTTATTACTGGAGAAGTTTCTTTGAATG
T

ex3_57
75429_
x1

CM000
664.2/1
839494
36-
183949
333

14 0.009 28.2 1 ATCTTTTTGTGGTTCACAAGTGTGATGATTAGGTTTTCAGACTCATGTGTGAGACATG
CCTTCCTCAAACCTTCTTATGCTATCAGCACATAATCTGGCTGACA

ex3_57
76340_
x1

CM000
668.2/2
801556
8-
280157
77

16 0.001 32.2 1 AAGACTATACTTTCAGGGATCATTTCTACATTTCCGGGTAATTTCTTTGAACATGTGG
AGCACCGGAAACCACCAGGAGGAGGCACAGCATTTTCTCTGGAGCGTGAAGCCAGT
TCTTGGTGTTGCTGCATAGCAACTGCCATTTGCCTTTGATGATCATTCTTCTTTTCCTT
TAGGAGAATAAGAGGGGGAGAACCCAGTCTGAGGGAT

ex3_57
76546_
x1

CM000
663.2/9
082696
-
908287
9

14 0.009 28.2 1 ATGGTCTGGGGAAAGGCTCCTATGTTTTTGAACCTGCCCAGTTGTGGGTGCAATCTT
GCACCAGGCAGCCCAACCCTGACCTAAAGTAAATTCCCAGAAGTCTTTCCTGGGTTT
TGAATTTGCAGTAACAGCTGTGGGCATTCTAGCAGCAGTTCGATGATCATGTATGGT
ACTGCAAACAGGA

ex3_57
76775_
x1

ENST0
000038
4645.1

33 8E-14 65.9 1 GGATCGATGATGACCTCAATACATGCATTCCTTGGAAAGCTGAACAAAATGAGTGAA
AAC

ex3_57
79653_
x1

CM000
680.2/2
774846

14 0.009 28.2 1 ATCTTGGTGGACTTGACTTTGAACAAGAATGCTTGTTGATGATTGGGTGTTCACGCAC
ATGCGTGAGATATGCCACCCTTGAACCTTGTTACACTGTTGGCACATTACCTGTCTGA
CC



-
277496
3

ex3_57
80561_
x1

CM000
668.2/7
112710
5-
711268
93

15 0.002 30.2 1 AAGACTACACTTTCAGGGATCCTTTCTTCAGTTCGTTACTAGAGGTTTCTCTGAATAT
GTAGAGCACCAGAAACCACTAGAAGGAAATGCAGTGTGCTCTCTCCAGAGTGTGAA
GCCAACCCTTGGTGTTGCTTGGCTGCAACTGCCGTTTACCATTGACAATTGTTCTCTT
CCTCAAGAAGAATGAGAGGGAAAGAAGGCAGTCTGTGTGAT

ex3_57
80979_
x1

ENST0
000051
6324.1

16 0.001 32.2 1 CTACAATCAATTAAGCCACATGGGGCCTGGTGTGCAAGGGCTGCAAACAGCATCATC
CTA

ex3_57
81082_
x1

AC012
560.5/1
66192-
166076

19 0.004 30.2 1 CCCUAUAUUCGAAAGUUAUCCUGGUCAUUGACAGUGCAGGGAGAGAAACUGCUGA
AAGCAUUCCCCCUUGUUUGGAGGGUCCACUCCUGUCCCUUCUAAACUCUGGAGUU
UUCCACA

ex3_57
81240_
x1

CM000
674.2/6
435586
5-
643557
62

15 0.004 30.2 1 ATCCTTTTGAAGTTCATAAGCATGGTGATTGGGTTTTCACACTCATGTGTGAGATGTA
CCACCCTTAAAGCTTGTTATGATGTAGGCACATTACCCATCTGACA

ex3_57
81982_
x1

CM000
680.2/2
145075
6-
214506
53

15 0.006 30.2 1 TGTTTAATGACTAAGGAAGGTCCCTGTCCCCGCCAGGGGCTGTGAGCAACACCATG
GCTGCCCCAGGGCTGGCCAATTGGGCAGATGCCCAGGGGCTGAGAACA

ex3_57
82735_
x1

CM000
664.2/1
647463
12-
164746
389

15 0.002 30.2 1 AAGACTAAACTTTCAGGGGTCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAAT
GTGTGGAAAAATAAGTCAAT

ex3_57
83377_
x1

ENST0
000045
9095.1

14 0.008 28.2 1 TCCTCGCATGGGATAATTTTTACTTTATTCTCCCTTTGGAGGTCAGGTTAAAACATGA
TT

ex3_57
84277_
x1

CM000
672.2/6
661533

14 0.008 28.2 1 ATCTTTTTGTAGTGTAAGTTTGATCATTGGATTTTCATGCTCACGTGTGATACGTGCCT
CCTTCAAACCTTGTTATGACACTAGCACATTATTCATATGACA



8-
666152
37

ex3_57
84380_
x1

CM000
675.2/1
987518
7-
198752
85

15 0.003 30.2 1 ATCCTTTTGGAGTTCATGAGTGTGAGAACTGGGTGTTCACCCGCATGTGTGAGATGT
GCCACCCGCAAACCTTGTTATGACATCAGCACATTACTGAAA

ex3_57
84751_
x1

CM000
676.2/3
130652
0-
313066
00

15 0.004 30.2 1 AAGACTCTACTTTCAGGGATCATTTCTATAGTTCATTACTAGGGAAGTTTCTCTCAATG
TGTAGAGCACAAAAAGTAAAAT

ex3_57
84769_
x1

CM000
676.2/5
084462
5-
508447
12

14 0.008 28.2 1 TGAGTTTTGGGATGAGACCCTGGAATAAGTGCTGGACACAGTGCCTGAATCAGACTG
TGGAAATATTAATGTATTTTATTTTTACTTA

ex3_57
85262_
x1

CM000
664.2/3
075772
-
307567
2

15 0.004 30.2 1 ATCCTTTTGTGATTCATAAGCGTGATGATTGGGTTTTCATGCTCATGTGTGAGATATG
CCTCTCTCAAGCCTTGTTACAACATCACATTACCTGTCTGATG

ex3_57
85399_
x1

AC023
490.5/1
21842-
121984

14 0.009 28.2 1 UUCUCAGGUCGCCAGUGCAGCCCCAAGAUGAGCCUGCAGUAUUUUCCUUACAUGA
UCUGGUCCUACUGUGGGCAGCGCUGCUGCCCAGAGCCUGAGAGGAUUAUGAAAA
CAUGGCAACGGAAGUGAGGCCAGGGGACACAGCA

ex3_57
85404_
x1

AL591
067.35/
160576
-
160455

16 0.001 32.2 1 UGGUCAUUACCAAGGCUUUUAGAAUGCAGUUUCUCAUUUGCUGUGGACAUGACCA
UAAAGAAAAAUUCCAAUGAGGUUUUUCAUAUGCUACUUGACUAGCAGUUAACCUG
UUGGGAACACGU

ex3_57
87420_
x1

CM000
677.2/5
876068
1-

16 0.001 32.2 1 AAGACTATACTTTCAGGGATCATTTGTATAGTTCGTTACTAGAGAATTTTCTCTGAATG
TGTAGAACACCAGAAACCACAAGGAGGAGGCGCAGCGTTCTCTCCTGAGCGTGAAG
CCGGGTCCTGGTGTTGCTTCACTGCAACTGCCATTTGCCATTGATGATTGTTCTTCTC
TTCCTTTGGGAGAGTAAGAGGCAAAGGATGCAGTCTGAATGGT



587604
66

ex3_57
87442_
x1

CM000
679.2/1
894399
9-
189440
73

15 0.003 30.2 1 TTCTTACAAATCTAAATGTGCTTTGATGCAAGTATATTTGAATCCCTTTCCATCTGATA
ACTGAGCAAAATAATA

ex3_57
87872_
x1

CM000
663.2/1
591089
7-
159109
97

14 0.009 28.2 1 ATCCTTTTGTGGTTCATAAGCATGATGATTGGGTTTTCATGCTGTGTGAGGTGTGCCT
CCCTCAGACCTTGTTATGACATTAGTATATTACCTGTCTGACA

ex3_57
88367_
x1

AC009
228.4/5
9361-
59234

16 0.000
9

32.2 1 UGGCAUGAUUUCCUGCAGGUUGAGCUCAGCCAAGUACCACCCCUCAGUAAGCCUA
GAGUAGAGGGGCCUGACAUCCUUUCCUUAAAUUAAACAAGGAGCCUUAUCCAGGU
UGUCCUAGUCUCAUACUU

ex3_57
88494_
x1

ENST0
000038
4771.1

15 0.005 30.2 1 GCATGGTAGTGGGTTCATTGGGGGCCCTTCTCTGTGGGCCTCATAGCGTACCCATG
CCAG

ex3_57
90276_
x1

CM000
677.2/5
595580
4-
559557
01

15 0.005 30.2 1 ATCCTTTTGTAGTTTTTAAGTGTCATGATGGGGTGTCCATGCACATGTGTAAGATGTG
CCACTCTTGAAGCTTGTTACAACATGGGCAGATTACCAATCTCACA

ex3_57
90404_
x1

CM000
669.2/2
389513
4-
238950
28

14 0.008 28.2 1 ATCCTTTTGTGGTTCAAGAGCGTGATGATTGGGTTTTCACGCTCATGTGTGAGAAGT
GCCTCCCTCGAATCTTGTTATGACTCCATGTTGGCAAATTATGTCTGAAG

ex3_57
90544_
x1

CM000
666.2/7
984310
2-
798432
28

15 0.003 30.2 1 GACTTCTCACTGAGCTTCTTTCTGTCTGTTGCTGGCAGCTTATGGATTCATATGAGCA
GAGAGAATCACAGAACTAGCATTACTTTTGTCTTTACAGGAGTATATTTGGCTGTCTT
GTGAGATATTA

ex3_57 ENST0 15 0.008 30.2 1 ATAAACAAAAGAACACCAATTGTGCTCCTTTCCTCCTGGGGCCCAGTGTGCAATGGC



91198_
x1

000036
5509.1

TGC

ex3_57
92609_
x1

ENST0
000051
6741.1

14 0.009 28.2 1 AGGTCATTTCAAAGAAGGTTCACGTGGCTGTGAGACCAAGAACGCTTAATGCTGTTA
CCA

ex3_57
94453_
x1

ENST0
000036
2705.1

23 4E-08 46.1 1 TGGACCTATGATGATGACTGGTGGCGTATGAGTCATTGACGGTGAATACAGGTCTGG
AAG

ex3_57
95125_
x1

ENST0
000036
2520.1

15 0.003 30.2 1 TGAACTAGTGGTGATGGCTTGTGGCATATTTAGTCACAGATGATGAATAAATACATGC
CT

ex3_57
96057_
x1

ENST0
000051
6475.1

15 0.003 30.2 1 TCCACATTCTAAAAACAATCCACTCTGTGAGGTGCAACAGTTAATAGCATGTTAGAGT
TC

ex3_57
96325_
x1

CM000
663.2/1
240925
1-
124091
68

15 0.005 30.2 1 AAGACTATGCTTTCAGGGATCATTTCTACAGTTTGTTACTAGAGAATTTCTCTGAACAT
GTAGTTTTCAAAAAAAAATTAGATT

ex3_57
96805_
x1

ENST0
000051
6241.1

14 0.008 28.2 1 ATGCATCTATTTGACAGACCTGGAACAGTTATTTTTTGCCACTAAGATTTCTACTACAG
A

ex3_57
96864_
x1

CM000
665.2/4
746634
9-
474664
48

16 0.000
8

32.2 1 ATCTTCTGTAGTTCATCAGTATGATACCTGGGTGTTTCACACACATGTGAGATGAGTC
ATTCTTGAACCTTGTTATGATGTCAGCACTACCCATCTAACC

ex3_57
98067_
x1

ENST0
000036
2342.1

15 0.004 30.2 1 CCAACATGGATAGTCTGGGAGGTCACTCTCCCCAGGCTCTGTGGAAGTGGTGTTGG
GGAG

ex3_57
98322_
x1

CM000
680.2/3
424349
-
342425
9

14 0.008 28.2 1 ATCCTTTGTAGTTAATAACATGATGATTGTGTTTTCACACTCTCGTGTGAGATATGCCT
CCCTCAAATCTTGGCACATTACCCATCTGACA

ex3_57
99681_

ENST0
000038

15 0.002 30.2 1 GGATCGATGATGACTTTTATACATGCATTCCTTGGAAAGCTGAACAAAATGAGTGAAA
AC



x1 4549.1
ex3_58
00284_
x1

ENST0
000051
6178.1

15 0.003 30.2 1 GTGTGGGATGTGTGTCTAAACACGACAATCTGAAGACAGAGGTGTAGAAATTGGCAA
GTT

ex3_58
00831_
x1

AL132
709.5/1
69743-
169666

15 0.004 30.2 1 GGGACCAAUGAUAAUGACUGUUGGGGUAUGAGUCAGUGAGGUUGAAUAACAGUUU
GUAUCUGGAAAUCUGAGGUCCAA

ex3_58
01402_
x1

CM000
663.2/5
172489
6-
517247
75

19 0.007 30.2 1 GTGCCCTTTTAAGGTTGACGCAGTGCTTTAAGGGGCTAACACAGAAGGGTAAAGGAA
GTCTCCATAAACCCCAGAGAAGAGATTGTAAAGCTCCTCTTTAGAACCTTTCTGGAGT
CACACCT

ex3_58
01827_
x1

CM000
669.2/1
520690
05-
152068
900

20 0.002 32.2 1 ATTCTTTTGTAGTTCATAAGTGTGGTGACTGGGTTTTCATGTGCTTGTGGGAAATATG
CCTCCCTCAAATCTTATTACGAAGTCAGCCCATTTTACTTGTCTGACA

ex3_58
02130_
x1

CM000
679.2/4
430399
8-
443042
03

20 0.001 32.2 1 GGGCACAGTCTCATTGTTTCTATAGTTTATTACCAGAAAAGTTTCTCAGAATGTGTAG
AGCACTGGAAACCATGAGGAAGAGGCATAGCGTTCTCTCTTGAGCATCAAGTTGGCT
GTTGGTGTTGCTTTGCTGCAAACGCCATTTGTCATTGTCTTCCTTGTCTTCCTTTAGG
AGAGTAAGAGGGAGAGGACACAGTCTGGGTAGT

ex3_58
02263_
x1

ENST0
000061
1947.1

15 0.003 30.2 1 AAGCCTATGCATTCTGGGATCATTTCGATAGCTCGTTCCTGGAGAAGTTTCTCTGAG
CAC

ex3_58
02482_
x1

CM000
673.2/1
156271
85-
115627
082

14 0.008 28.2 1 GTCCTTTTGTAGTTCATAAGCGAGATGATTGGGTGTTCAGGCACATGTGTGAGATGT
GCCTCCTTCAAACCTTGTTACAACGTCAGCACATTACCCGCCTGACA

ex3_58
02973_
x1

ENST0
000038
4004.1

15 0.004 30.2 1 TTCTAAAGTGTTGAGTTCAGTCCAGGGTGGATCCCCTGCTCTGTTAATTGAACTGGA
ACA

ex3_58
03452_

ENST0
000036

21 5E-07 42.1 1 TGGACCAATGATGACAAATACCGGCGTATGAGTCTTGGATGATGAATAATACGTGTC
TGG



x1 5400.1
ex3_58
04481_
x1

ENST0
000036
5087.1

16 0.000
6

32.2 1 AGGTCACTTCAAAGAGGGCTTGTGGGGCTGTGAAACCAAGAGGTCTTAACAGTATGA
CCA

ex3_58
04516_
x1

CM000
667.2/1
338509
57-
133850
857

15 0.004 30.2 1 ATCTTTTGTGTTTCCTAAGTGTGATGATTGAGTTTTCAAACTCACTTGAGGTGTGCCT
CCCTTAAACCTCATTATGACATCAGCATATTACCCATCTGACG

ex3_58
04850_
x1

CM000
665.2/1
874233
15-
187423
419

14 0.009 28.2 1 ATCCTTTTGCAGTTCATGAACATGATGATTGGGTGTTCATGCTCATGTGTGAGATGTG
CCACCCTCTGAATCTTGTTATGACATCAGCACATTATCCATCTGACC

ex3_58
05836_
x1

AL049
840.8/4
9457-
49533

21 7E-07 42.1 1 AUUGUUACAUUGAUAAAAUCAAAUCACCAUCUUUUAGCUAAGCUUGUGCUGGAUU
UGCUUUUUUUCUGAUAAAGAUG

ex3_58
06011_
x1

CM000
667.2/8
431560
5-
843156
90

15 0.003 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATGGTTCATTACTAGGGAAGTTTCCCTGAAT
GTGTAGAGCACCGAAAACACTCTTCAGG

ex3_58
06379_
x1

CM000
685.2/1
704451
1-
170443
80

15 0.003 30.2 1 GGCGGCCCTTATCACAGCTGCAGCTGCTTCCACATAGCTGCTGCGGTCAAAAAGGA
GCCCAGAGTCAGTTTCCTTGACCATCACCATTCTGTTTGCTATAAGTGATCTGTAACA
TTTTGCGAAAATACAGTT

ex3_58
06981_
x1

CM000
671.2/1
145653
52-
114565
250

15 0.002 30.2 1 ATCCTTTTGTAGTTCATAAGGATGATGACTGAGTGTTCACACTCGTGTGTGAGATGTG
CCACCCTCAGACCTTGAAATCTTCAGTCACTCTTGTTAAGTGAAC

ex3_58
07236_

CM000
671.2/1

16 0.000
7

32.2 1 ATGCATCTATTTGACAGCCCCAGAGCAGTTACTGTCTGCTAAGGTTTCCACTACAGAT
GCAAAAACAGCGTCCCTGTGCTTTCTCTCTGACTGCTTTCTGCTTTCTGTGGCAGCC



x1 310213
06-
131021
168

GAGATTGAATAGAGGAATCCAGGA

ex3_58
07293_
x1

CM000
672.2/1
639875
9-
163986
55

15 0.002 30.2 1 ATCCTTTTGTAGTTCATGAGCATGACCATCGAGTGTTTACATGCATGTGTGAGATATG
ACACCTTCTGAACCTTGTTACGGAGTTGGCATGTTACCCATCTAACC

ex3_58
07810_
x1

ENST0
000051
6831.1

15 0.006 30.2 1 TAGTGTGGAACTGTCTACTCCTCATTCCTGTGGAAGCAGGAATACATTCATAACATGC
TC

ex3_58
08545_
x1

ENST0
000051
6965.1

15 0.005 30.2 1 TTACCTTGAATACATACAGATACTTCCTGTTACTCTCTAGCTTAAGAACCTTTAATGTG
G

ex3_58
08602_
x1

ENST0
000036
3205.1

14 0.009 28.2 1 AGGATATATCAAAGAGACTTTCTGGGGCTGGGAAACCAGGATCTCGTAATGCTATGA
CCA

ex3_58
08885_
x1

ENST0
000051
6634.1

14 0.009 28.2 1 GATTCACAGCAGAAAGACAGCTAATCTAGTGTGCTAGCTGTAGAGCAAGTTTGCTGC
AAA

ex3_58
09911_
x1

CM000
663.2/2
156301
17-
215630
026

14 0.008 28.2 1 AGATCATTGATGACTTCCATATATCCATTCCTTGGAAAGCTGAACAACATGAGTGAAA
ACTCTACTGAAAAAAGAAAAGAAATGGGAGGCCG

ex3_58
11206_
x1

CM000
681.2/3
834911
0-
383490
09

15 0.003 30.2 1 ATCTTCTTGTAGTTTCTACGTGTGGCGATTGGGTTTTCACCGTCATCTGAGATGTGTC
TCCCTCAAGCCTTGTTATGGTGTCGGCCCATTACCTGTCTGACA

ex3_58
11793_
x1

ENST0
000036
3915.1

21 5E-07 42.1 1 TCCCAATGATGAGTTGCCATGCTAATACTGAGCCACCAGGTAGGGCAGTGTTGCCCT
GGT

ex3_58
11980_
x1

CM000
683.2/3
934545

14 0.008 28.2 1 ATCCTTTCATAAGCTTGAAGATTGGGGTTTCACGCTCATGTGTGAGATGTCCCTCTCT
CAAACCTTACTATGAAGTCAGCACCACTGGGCACATTACTTGTCTGACA



7-
393453
51

ex3_58
12322_
x1

ENST0
000051
7219.1

14 0.009 28.2 1 TCCATCTGTTTGGCAGACCTGGAGCAGTTAGTGTCTGCTGCTAAGGTTTCCATTACA
GAT

ex3_58
13648_
x1

AP000
577.5/6
9612-
69474

18 8E-05 36.2 1 GAGCUUCCAGGAUCACCCCUGCAGAGUGGCUAAUAUUCUGCCAGCUUCGGAAAGG
GAGGGGAAGCAAGCCUGGCAGAGGCACCCAUUCCAUUCCCAGCUUGCUUAGUAG
CUGGCCAUGGGAAGACACUGUGCAACACUG

ex3_58
13711_
x1

ENST0
000038
4151.1

17 0.000
3

34.2 1 GGCCTTTTGGTGCTTACCACAGACTGTGCTCTTTCACTGACTGAATAGAGAGAGGAG
GCA

ex3_58
13849_
x1

ENST0
000036
4790.1

15 0.002 30.2 1 CTTCCCATTTATTTGCTGGTATAGTCTCACAATGATATGGCCAGTTATACTTATGGGA
AA

ex3_58
14153_
x1

ENST0
000036
3668.2

20 3E-06 40.1 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTAGTTGCTAGAGAAGTTTCTCTGGAC
AT

ex3_58
14274_
x1

ENST0
000045
9350.1

14 0.009 28.2 1 ATCCTTTCACAGTTCATAAGAGTGATGACTGGGTTTTCACTTTCATGTGTAAGATGTG
CC

ex3_58
14840_
x1

ENST0
000038
4486.2

15 0.006 30.2 1 AAGACTATACTCTCAGGAATCATTTCTATAGTTTTTTACTAGAGAAATTTCTCTGAACG
T

ex3_58
15998_
x1

ENST0
000039
0904.1

14 0.008 28.2 1 AAAGCAAGCTGGAATTACAGTGCTTCATTTTGTGAAATACTAAATACCATCATTATGCT
G

ex3_58
16479_
x1

CM000
677.2/2
507905
8-
250791
49

14 0.008 28.2 1 GGACCAATGATGACTTCCATACATGCATTCCTTGGAAAGCTGAACAAAATGAGTGGG
AACTCTGTACTATCATCTTAGTTGAACTGAGGTCC

ex3_58
16619_
x1

ENST0
000036
4394.1

28 6E-11 56 1 AATGAATGATGACAAAATGTTTCAGTCCCAAATGATACATACTGATTATACCATTATAT
T

ex3_58
16750_
x1

CM000
668.2/4
643762

15 0.005 30.2 1 ATCCTTTTGTAGTTCATAAGCTGATGGTTGGGTTTTCACGCTCATGTGTGAGATGTGT
TCCTTCATATCTGTCAACACACTACCGGGCTGTTG



-
464385
4

ex3_58
17333_
x1

CM000
686.2/2
624738
4-
262475
21

14 0.008 28.2 1 GATCAGCTTTTCAAAGGTTTACTGCATTTTACCCTCCCTGATGGGGCTCAGTGTGCG
CAGCTGGAAAAAGTAGATGCCCTGGTTATGCATGCAGCTCATTTGTTGTACATGTTG
CTTTAAGGGACCTTGAAGACTCTT

ex3_58
17449_
x1

CM000
663.2/2
199626
52-
219962
865

14 0.008 28.2 1 AAGACTTTATCCCCCCACCCCGCAAAGAAAAGGAAGAAGAAGAGTTTTTAAATGGCG
CAGCCCTGGAATCCACAAGGAGGAGGTTCAGTATTCTCTCCTGAGCGTGAAGTTGGT
TCTTGGCATTGCTTCACTGCAACTGCTATTTGCCATTGATGATTGTTCTTCTCTTCCTC
TGAGAGAGTAAGAGGGAGAGGATGCATGCAGTCTGAGTGGT

ex3_58
17839_
x1

CM000
678.2/5
015173
1-
501516
42

14 0.008 28.2 1 AAGACCCTTCAGCTGCAAACAACAGCTTCCTTGGTAGTTTATGCAGCCTGTTTCTTGT
ATGGGCTGCTCTAAGGGACCATGGAGACAGGC

ex3_58
19324_
x1

ENST0
000051
6029.1

14 0.009 28.2 1 CTTCTGCTAAGGTTTACACTATAGATGCAGGAAAAAAAATGTCCTCACACTGTCTGTC
TG

ex3_58
19516_
x1

AJ6094
40.1/1-
129

23 4E-08 46.1 1 CUGGCACUUUCACAGUUCCUUCCCCAGGCAGUGGGGCCAGGAUUUGGUAGCUGG
UGCUGAGAGAAAACCCUUGAUUGUAUUCUUGCCCUGGGAUUAUACCAGUGGCAAC
UGUCACUCAAUGGGACAGUG

ex3_58
19691_
x1

CM000
678.2/2
867233
6-
286722
33

18 0.009 28.2 1 ATCTTTTTGTAGTTCATAAACGTGATGACTGTGTTTTCATGCTCATGCGTGAGTTGCA
CCTCCCTCAAACCTTGTTTTGACATTGACACATTATCTGCCTGATG

ex3_58
21579_
x1

CM000
664.2/6
991269
5-
699127
99

14 0.008 28.2 1 ATCCTTTTATAGTTCATAAACATAGTAATTAGGTGTTCCCATTGCATGTATGAGATGTG
CCTCCCAAAGAGCTTGTTACAGCGTTAGTACATTACCTGTCTGATA

ex3_58 ENST0 14 0.009 28.2 1 AAGACTACACTTTCAGGGATCCTTTCTTCAGTTCGTTACTAGAGGTTTCTCTGAATAT



21706_
x1

000040
8418.2

GT

ex3_58
21750_
x1

ENST0
000045
8806.1

15 0.004 30.2 1 TTGCATGTGGTAATGTCTGCTCTTCATTCCTTTGGGAGCAGAAATACATCCATAACAC
GC

ex3_58
22125_
x1

CM000
667.2/1
680332
05-
168033
091

16 0.001 32.2 1 AGCACTTGTGTTTGCTTTTGTTTGACTTGTGGACAAAGACTTATAGTAGACAGGCACG
AAAAAATAAATCCTCTTTTGCAACCCATGAGTTGTTATACATGCAAGAAGGAATATT

ex3_58
22184_
x1

ENST0
000036
3528.1

14 0.008 28.2 1 CAGTCAGTGTCGAGAACCTTATATTGTTCTGAAGAGAGGTGGTGACTTAAAAATCATG
CT

ex3_58
22343_
x1

ENST0
000045
9126.1

15 0.004 30.2 1 GTGTGATGAAATCACCCCAAATAGCTGGAATTACCAGCAGATTGTGTAGTGGTGAAC
CTA

ex3_58
22702_
x1

CM000
680.2/7
995570
-
799578
5

19 0.005 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAATG
GGTAGAGCACTGGAAACCATGAGGAGGAGGCACAGTGTTCTCTCCTGAGCATGAAG
CTGACTCTTGGTGTTGCTTCACTGCACCTGCCATGTGCCACTGATGATTGTTCTTGTC
TTCCTCTGGGAGAGTAAGACGGAGAGCATGCAGTCTGAGTGCT

ex3_58
25207_
x1

CM000
679.2/1
616295
-
161619
2

14 0.009 28.2 1 ATCCCTTTGTAGTTCATAAGCATGATAATTGGGGTTTCCCTCGCATGTGTGAGACATG
CTTCCCTCAAACCTTGTTACGAAGCTGGCACAGTATCCATCTGATG

ex3_58
25327_
x1

CM000
682.2/8
831186
-
883139
3

14 0.008 28.2 1 CCAATGTGGATACACCCAGGAGGTCACTCTCTCCCCAGGCTGTGTCCAAGTAGCATA
GGGGAGCACAGGGCTCTGTCCCCATGATGTACTGTCCTTTTCCATGACATTGGAGAT
GAAGCTGGACCTCAACTCTGCACATGCATATTCCTACAACTTCTCAGAGTCCTGTGG
ATAATGACGGAGGAGAGAAACCATGCAGGAAACAGCC

ex3_58
25406_
x1

CM000
670.2/4
204357
5-
420435

14 0.009 28.2 1 TGGACCAGTGATAAGAATGTGTTAGGAACCAAAGATTAGGAGTAATCTAGTTTTGTAT
ATCTGAGGTCCATT



04
ex3_58
25474_
x1

CM000
684.2/2
823282
3-
282327
56

15 0.003 30.2 1 CAGCCCTAAAATGGAAAAAATTTAAAATTACTTAGACAATGTGATGTCATCAAAGGAA
CCCTAAGTAA

ex3_58
26044_
x1

ENST0
000036
4528.1

14 0.008 28.2 1 TCGTCAGGTGGGAGAATTCTTACATGTTCCTCCTTTTGCAAGGCAGATTAGAACATGA
TG

ex3_58
26727_
x1

ENST0
000039
0863.2

15 0.004 30.2 1 AAGATTATATTTTCAGGGATCATTTCTATAGTTTGTCACTAGGGAAGTTCCTCTGAATG
T

ex3_58
27757_
x1

CM000
663.2/1
515279
38-
151527
831

14 0.009 28.2 1 TATAGTGTGGCCATGGGATCTCCAACTGCATGCAAGAGCAACCTGGAGAGACTTTGA
CAGAACAGGTCAGCACAATCCCTGCAGCTGCCACTTGTCTTTCGTGTGTGT

ex3_58
27901_
x1

AC087
763.10/
29854-
29985

15 0.002 30.2 1 CUGCAGCCAAUUGAGCUGAUGGAGUUCCUUUCCUCCUGGGGCCCAGUGUGCAAA
AGCUGCAAACAGCAGCUUCCUUGGUAGUGUACGCAGCCUGUUUCUUAUAUGGGU
UGCUCUAAGGGACCUUGGAGACAG

ex3_58
29919_
x1

CM000
674.2/1
200484
30-
120048
528

14 0.009 28.2 1 ATCTTTTTGTAGTTCATAAACATGATGATTGGGCTTTCACACTTGTTTGAGGTGTGTCT
TCCTCAAACCTTATAGTGTCAGCACATTGCCTGTCTGATG

ex3_58
30278_
x1

CM000
670.2/5
612135
2-
561212
42

14 0.009 28.2 1 ACCAAGATTCAAGTCACATTCCGAGTGTCCCGGTGTGCTAGGGCACTTGCAGAGAAT
CTGCTGGTCTTGATTCACTGGTGGGGGCAATCGGTGCCCAGATTAGGAACATGC

ex3_58
32426_
x1

ENST0
000051
6421.1

18 0.009 28.2 1 TTTCCAGAATTACGGGTTTGACAAACCAAACATTCATTATTTTCCTCTCTAGAGAGAG
TT

ex3_58
32519_

ENST0
000060

16 0.000
5

32.2 1 TGTGTGCTCCACAAGGAGCACATTTTGCACTAACACCACAAGAGTCTGGCTCAGTGA
ATG



x1 6322.1
ex3_58
33900_
x1

CM000
670.2/4
337829
8-
433785
10

15 0.003 30.2 1 AATGCTATACTTTCATGGGTCATTTCTATAGTTTGTTATTAGAGAAGTTTCTCTGAATG
TGTTGAGCACCAGAAACCACGAGGAGATGCAGCATTCTCTCCTGAACGGGAAGCCA
GCTTTTGGCATTGCTTTGATGCAACTACCATTTGCCATTGATGGCAATGCATCGCTTC
CTCTAGGAGTGTAAGAGGGAGTGGATGCAGTCAGAGTGGT

ex3_58
34004_
x1

AC064
836.7/3
0066-
30155

23 6E-08 46.1 1 UGAUGGCAAUGAUGAUUUUUACACUUAUUGUUGUUCACCUGAUAACAUAAAUAUG
AGGGUGUUCAGUCACUACCUCAUCUGAUGCCAUCA

ex3_58
34060_
x1

ENST0
000040
8133.1

15 0.002 30.2 1 AGGGTTTGCTTAGGGCAGGGAGGTTGAAGAGTGGCTCCTCTGTTTACAATACACCAA
ACA

ex3_58
34405_
x1

CM000
684.2/3
694848
0-
369485
61

19 0.004 30.2 1 ATTATTTTGTAATTCATAGACGTGATGATTGGGTGTTCCTATGCATGTGTGAGATGTG
CCACCTTCAAACCTTGTTACTGTA

ex3_58
37189_
x1

ENST0
000036
4359.1

19 1E-05 38.2 1 AGGTTGGATTCATTGTTACAATATAGCTGTGAAGTGCTATGTTGTCCTTGCCCCCTGC
TC

ex3_58
37646_
x1

ENST0
000038
4159.1

14 0.009 28.2 1 CTGCAGTCAATTAAGCCAGCTGTACTCCTTTCCTCACAGGGGCTCGGTGTAATGGCT
GCA

ex3_58
37856_
x1

CM000
680.2/3
209450
4-
320946
06

14 0.008 28.2 1 ATCCTTTTGCGGTTCATAGTGTGATGATTGAGTGTTCACAGGCATGTGTGAGATATGC
CATCCTCAAACCTTGTTACAGGGTCAGCACATTACCCATCTGACA

ex3_58
37898_
x1

CM000
677.2/2
489374
7-
248938
48

16 0.000
6

32.2 1 ATTCTTTCATGGTTCTTTATCGGTATGGTGATAGGGTTTTCATATTCATGTGTGAGATG
TGCCTCCCTCAGTCCTTGTTATGACATCATTACGTGTCTGACA

ex3_58
37914_

ENST0
000039

15 0.004 30.2 1 TTCTTATTGAGCTCCTTTCTGTCTACTGGTGGCAGTCTATGGATTTGCACAAGACAAA
AC



x1 1278.1
ex3_58
38718_
x1

CM000
672.2/2
686816
5-
268682
64

14 0.009 28.2 1 ATCCTTTCATAGTTCATAAGCATGATTGGGTTTTCACACTATGTGTAAGATGTGCCTC
CATCAAACCTTGTTAGGATGTTGGCATATCACCCATCTGATG

ex3_58
38988_
x1

CM000
668.2/1
495946
25-
149594
759

15 0.003 30.2 1 TAGGCCCTGAATCAAGAAACGTGATGGTTTGCCATTGTAGCTATTGGTTTCAAACAAG
AGCCAAGATTGATGTCTTTCTTATGGTCTGTTGGCTAATCCCAGTATGAATGGCCAGT
TCAGCTAGAAGAAACAAAC

ex3_58
40365_
x1

AF250
841.1/1
8857-
18939

14 0.008 28.2 1 GGAUCGAUGAUGACUUAAAAAAAUGGAAACCUUGGAAAUCUGAACAAAAUGAGUGA
CCAAGACACUUCUGUGAGCUGAGGUCC

ex3_58
40873_
x1

CM000
666.2/1
587006
91-
158700
909

26 6E-05 36.2 1 AAGACTATACTTTCAGGGATCATTTCTCTAGTTCAATACTACAGAAGTTTCTCTGAAG
GTGTAGCAAGCACCAGAAACCACGAGGAAAGTGCAGTATTCTCTCCCAAGTGTGATG
CCGCCCGTCTCTTGATGTTGCTTTGCTCAGCTGCCATTCGGCATTGATGATTGTTTTA
TCCTTCCTTAGGAAGAGTGAGAGGGAAAGGATGCAGTCCAAGTGGC

ex3_58
41028_
x1

CM000
665.2/1
716932
11-
171693
314

15 0.002 30.2 1 ATCCTTTTGTAGTTCATGAGCATGATGATTGTGTGTTCACACACAAGCGTGAGATGTG
CCACACTCGAACCTTCTTACGACGTCTGCACATTACCCATCTCATC

ex3_58
41284_
x1

ENST0
000051
6773.1

18 7E-05 36.2 1 ATGCATCTATTTGACAGCCCCAGAGCAGTTACTGTCTGCTAAGGTTTCCACTACAGAT
GC

ex3_58
41977_
x1

CM000
679.2/1
207716
8-
120770
77

15 0.005 30.2 1 AAGACTATACTTTCAGGGGTCATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAACA
TGCAGAGCACCTAAGATGTTTCCGTTCTCCTGA

ex3_58
42159_

CM000
672.2/6

16 0.000
8

32.2 1 ATCTGTTTGTAGTCATAATTGTGATGGTTGAGTTTTCATGTGTGAGATGTGTATCACT
CAAGCCTTTTTACAATGTCGGTATATTGCCGGGTGCGGTG



x1 871295
8-
687130
55

ex3_58
43287_
x1

CM000
685.2/1
533514
73-
153351
576

14 0.009 28.2 1 ATCCTTTTGTAGTTCATACACATGACAATTGGGTTTCCACGCACGTGCATGAGATGTT
CCTCCTTCAAACCTTGTTACTATGTCAGCACATTAACTGCCTGGCA

ex3_58
43404_
x1

ENST0
000038
3865.1

15 0.006 30.2 1 GTGGAGGTCTATTCCAATGGGGCTTTTCCTGTAGCTGCATGTTGTTGGAAACTCCTC
ATA

ex3_58
44058_
x1

ENST0
000036
3091.1

20 2E-06 40.1 1 CTGAGTCCATGATGATTTCAAGTTATCCCTGTCTGAAGGCAAAGAAAGGCCTTTCTGT
GT

ex3_58
44478_
x1

AL161
747.5/1
3638-
13529

22 2E-07 44.1 1 UCCCAAUGAUGAGUUGCCAUGCUAAUACUGAGCCACCAGGUAGGGCAGUGUUGCC
CUGGUUUGGGUGCCAGUGAGUUUAACAAAACUUCUCACAUGAAGAUCUGAGGGGC

ex3_58
44534_
x1

CM000
664.2/1
721561
39-
172156
029

24 0.001 32.2 1 ATTCTCCTAAGGACTGTGCAACCTGAGCATGATGATTGGGTATTCACGTGCATGTGT
GAGATCTGCCACCCTTGAACCTTGTTATGACGTTAGCACATTACCCATCTGACA

ex3_58
44650_
x1

ENST0
000036
4830.3

19 0.003 30.2 1 TAGACCAATGATGAGTATTCTGGGGTGTCTGAATCAATGATTTTGATTAAACCCTGTA
AC

ex3_58
44769_
x1

CM000
666.2/4
730603
7-
473059
34

14 0.008 28.2 1 TTCCTTTTGTAGTACATGAGCATGATGATTTAATTTTCACACACATGTGTAAGACATGC
CTCTCTCAAACTTTGTTATGAGGTCAGCACATTACCTTTCTGATA

ex3_58
44923_
x1

ENST0
000038
4785.1

18 0.009 28.2 1 TTCCACCACTATTGGTCTGCAGCTCTTCTTATGGTAGCAGTTGTTGCATTTCTCTGTG
GG

ex3_58
45388_

ENST0
000051

15 0.002 30.2 1 CAGACTTACAGATAAGTTCGAGAAATAAACCCTGTTTTGCAACCCAGAGCACATTGTT
CA



x1 5895.1
ex3_58
45430_
x1

ENST0
000036
3024.1

16 0.000
6

32.2 1 GATCAAGGATGAAAATACCCAAATTTGAGTATCAGAAGACCTTCCAGTCTACTTGATG
CA

ex3_58
45737_
x1

AF141
346.1/2
553-
2637

15 0.002 30.2 1 UACUGUUAGUGAUGAUUUUAAAAUUAAAGCAGAUGGGAAUCCCUCUGAGAAAGAA
AAUGGAGAUUAAUCUUAAACUGAAACAGUA

ex3_58
46128_
x1

ENST0
000041
0656.1

15 0.003 30.2 1 GTGCACATTTCATTGTCTTTTTTCTTTATTTCAAGAGAAAAGATATATCTGATGTGCTC
A

ex3_58
46751_
x1

CM000
667.2/7
678409
6-
767841
99

16 0.001 32.2 1 ATCCTTTTGTAGTTCAAGAGCATAATGATCGGGCGTTCACATGCGTGTGTCAGATGT
GCCACCCTCGAACCTTGTTAGGATGTTGGCACATTACCTGTCTGACA

ex3_58
46874_
x1

CM000
665.2/1
227503
72-
122750
475

33 9E-14 65.9 1 ATACTTTTATAGTTCATAAGTCTGATGATTGGGTGTCATGCTCATGTGTGAGACATGC
CTCCCTTAAGCCTTGTTATGACGTCAGCATATTACCTGTCTAGATA

ex3_58
48062_
x1

CM000
671.2/8
726045
0-
872605
85

14 0.008 28.2 1 GTGCCCTTTTAAGGTAGACGCAGTTTCGTAAGAGGCTAACACATAAGGGTAAATTAA
AGTAAGTCTCCATAAAACCCAGAGAAGAGACAGAAGAGACTGTGAAACTCCTCTTTG
GACCCCATCTGGAGCCACAGCA

ex3_58
48551_
x1

ENST0
000038
4049.1

15 0.002 30.2 1 TGGTAATTACCAAGATTTTTAGAATGCAGTTTCTCATTTGCCAGGGAAATGACCATAA
AA

ex3_58
48805_
x1

ENST0
000038
4028.1

25 3E-09 50.1 1 CTGGCACTTTCACAGTTCCTTCCCCAGGCAGTGGGGCCAGGATTTGGTAGCTGGTG
CTGA

ex3_58
49416_
x1

ENST0
000057
9216.1

15 0.005 30.2 1 GCCGTGTGAGGCCACCTCTGCCATGCTGCAGGCTCCCCAGCACGCAGTGGGGAAC
CCAAC

ex3_58
50908_

ENST0
000039

14 0.008 28.2 1 ATACTATGATGTTTGCATAGTTCAGCAGATTGAATTATGAAGAGATCTACCATTTGTCT
G



x1 1113.1
ex3_58
51752_
x1

AC026
355.13/
69334-
69207

14 0.009 28.2 1 UUUGAGGUCUUUCCCGAUGGGACUUUUCUGUAGGCUGCACAUCAUUGGAAACGC
CUCAUAGAGUUAACUCUGUGGUUUUACUUUACUCACAGGACUCUUGUUAGAUCUG
UGGGAACUACAAGACAGUU

ex3_58
54331_
x1

CM000
668.2/1
186518
-
118662
0

14 0.009 28.2 1 GTTCTTTTGTGGTTCATAAGTGTGATGATTGGGTTTTTTGCTCATGTGTGAGATGTGC
CTCCCTCAAACCTCGTTATGATGTCGGCACATCACCCATCTGACT

ex3_58
54515_
x1

ENST0
000036
3336.1

19 0.002 30.2 1 GTTTCTGATGAAGCCTATGTTGGTAGAGACATCTGAGAGTATTGATGAATGCCAACA
GCT

ex3_58
54758_
x1

ENST0
000036
3193.1

15 0.006 30.2 1 TGGGCCCTTTCACAGGCCCTCCCCTCGGCAGTGGGGCCAGGATTGGGTTGCTGGT
GCTGA

ex3_58
55486_
x1

CM000
668.2/1
009571
60-
100957
263

15 0.002 30.2 1 ATCCTTTTGTAATTTATAAGCATCATGGTTAGGATTTAATGCTCATATGTGAGCTGAGC
CTCCCTCAAACATTGTTAGGACATCAACACAATACCAGTCTGATA

ex3_58
55701_
x1

CM000
664.2/1
203037
2-
120303
03

21 7E-07 42.1 1 TGTGTATGATGAGATTTCACTTCATGGTCTGTGTTTCTGAAACACATGATGTTGTGGA
AGTTCTGATTTG

ex3_58
55957_
x1

CM000
666.2/7
326396
0-
732640
84

19 0.003 30.2 1 TCTGAGACTAGAGTCACATCCTGACACGGCTCTTCTCCAATGTGCTGGAGTCCTCAG
CATCTGCTGGTCTTGATTCACTGATGGGGGCAACCAGTGTCCCCTTAAGTGTCCGGG
CAGAAACATAC

ex3_58
56973_
x1

CM000
670.2/2
775512
2-
277550

14 0.008 28.2 1 ATCCTTCTGTAGTTTATGAGTGTGATGATTGGCTGTTCATGTGCATGTATGAGATGTG
CCACCCTTGAACCTTGTCATGTCTGATGTGAAA



32
ex3_58
60465_
x1

CM000
673.2/1
020584
08-
102058
305

15 0.005 30.2 1 ATCCTTTTGTAGTTTATGAGCATGATGACTGGGTTTTCACAGGTATGTGTGAGATGTG
CCATCCTCGAACCTTGTTATGATGTCGGCATATTGTCAGTCTGACA

ex3_58
62695_
x1

CM000
680.2/1
253352
5-
125334
24

15 0.003 30.2 1 ATCCTTTTGCAGTTCCTAAGCGTGATGATTGGATATTCACACTTGTGTGCGAGATGTT
CCTTTTTCTAAACCTTGTTATGTCAGCACATTACTCATCTGATG

ex3_58
62811_
x1

CM000
673.2/8
284388
5-
828439
85

14 0.008 28.2 1 AACCATGAATGCAAGAAGCGTATGATTGGGTTTTCATGCTCACGTGTGAAATGGACC
ACCCTCAAACCTGGTTATGCTATCAGCACATTACCTGTCTGATG

ex3_58
63197_
x1

ENST0
000036
5172.1

30 4E-12 60 1 TGTCCTGATGATACTTGTAATAGGAAGTGCCGTCAGAAGCGATAACTGACGACGTCT
AAT

ex3_58
63333_
x1

ENST0
000045
8838.1

25 3E-09 50.1 1 CTGGAAAAGACAATGATGTTTTATTTCCAAGCACATATCTGAGTTGTATGTGTGGACA
GC

ex3_58
63586_
x1

CM000
665.2/9
042623
5-
904263
56

20 0.000
8

32.2 1 AAGACTGTACTTTCAGGGATCATTTCTATAGTTTGTTACAAAAAGAGTGCTTCAAAACT
CCTCTACCAAAAGGAAGGTTCAACTCTTTGAGTTGAATGCACACATAAAAAAGAAGTT
TCTGA

ex3_58
64527_
x1

AC021
733.12/
63797-
63917

15 0.002 30.2 1 GGUAAUUACCAAGAUUUUUAGAAUGCAGUUUCUCAUUUGCCAGGGAAAUGACCAU
AAAAUAAUUUCCCACUAGAUUUUUUUAUCUGUUACCUUGCUAGCAAGCAGUCUAU
UGGGAACAUUU

ex3_58
65462_
x1

CM000
663.2/1
502616
94-
150261

14 0.009 28.2 1 ATCCTTTTGTAGTTCATGGGCATGATGATGGGGTGTTCCTGAGCATGCGTAAGATGT
GCCGCCCTCAAATCTTGTCAAGATGTTGGCACATTACCCATCTGACA



797
ex3_58
65739_
x1

ENST0
000040
8163.1

15 0.004 30.2 1 GGGATGTGCTCAGAGCAGGGGGCCTGAGGAATGGCTCCTCTGTTTACAACACACCC
AACA

ex3_58
66728_
x1

CM000
685.2/4
028509
6-
402851
99

14 0.009 28.2 1 ATCCTTTTATGGTTCATAAGTATGTTGATTATGTTTTCATGCTATTGTGTGAGATGTAC
CTCCCTCAAACCTTGTTATGATGTCAGCACATTATCCATCTGATG

ex3_58
67733_
x1

CM000
668.2/1
214436
17-
121443
693

19 0.004 30.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAATGTAAATAAACTTAG
TGATGAATTACTATAAGC

ex3_58
68192_
x1

CM000
669.2/1
076033
63-
107603
507

15 0.003 30.2 1 CTGCATGTGGAAATGTCTGTTCTTCATTCTTTTAGGAGCAGGAATACATATAGATATA
AAAAACATCCCATATTTTAAAAGGAATTCTTAGGGCTTGCCAATCTTGTAGTAAAGGT
TGAATTAGCAGTATATGTCTTCTACATAA

ex3_58
68586_
x1

CM000
682.2/3
842177
4-
384216
47

14 0.008 28.2 1 TCTTGTATCCAAAAGTGATCATGGGTTGCCTGTGTCCCGATCATTAACAGTGCAGGG
GTAGGAGTGCTGAAAGACATCTTCCCTGCGTTGGTCCAGCCTTCCCTTTCAAACCCT
GGAGCTTTCCCACG

ex3_58
70717_
x1

CM000
667.2/1
230096
40-
123009
542

15 0.003 30.2 1 ATCCTTGTGTAGTGCATAAGTGTGATGACTGGGTTTTCCCACTCTTGTGAGGTGTGC
CTCCTGCAAATCTTATGATGTCTGCATATGACTTGTTTGACA

ex3_58
75145_
x1

CM000
665.2/9
003028
4-
900304
95

15 0.006 30.2 1 AAGACTATTCTTTCAGGGATCATTTTTATGCTTTGTACTAGAAGTTTCTCTGAAAGTGT
AGAGCACCATCAACTATGGGAAAGGGGCACAGCATTGTCTCCTAAGCATGAAGCCA
GCTCTCTGTGTTGTGTTGCTGCAACTGACACTTGGTATTGATGATCATTCTTTCCCTC
CCTCAAAAGAATAAGAGGGGAGGATGAAGTCTGAGAGGT



ex3_58
77178_
x1

AC015
550.19/
39913-
40054

15 0.004 30.2 1 CUGCAGCCUAUUAAGCCAACUGAGUUCCUUUCCUCAUGGGGGGGCCCAGUGUGC
AAUGGCUGCAAACAGCAGCUUCCUUGGUAGUGUAUGCAGCCUGUGUGUUGUAUU
GUAUGGGUUGCUCUAAGGGACCCUGGAGACAGUC

ex3_58
79588_
x1

CM000
679.2/8
214166
3-
821417
73

14 0.009 28.2 1 ATCCTTTTGTGGTTCATCCGCCTGATGATTGGGTTTTCATGCAGACGTGTGAGCTGT
GCCTCCCTCAAGCCTTGTTACAACATCCGACATCCGCACATTACCTGTCTGATG

ex3_58
80522_
x1

ENST0
000039
1236.2

18 0.009 28.2 1 AAGACTATTCTTTCAGGGATCATTATGCGAGAAGTTTTTCTGAATGCCTAAAGAACCA
GA

ex3_58
80649_
x1

ENST0
000036
4796.1

14 0.009 28.2 1 CAGCCTCTGATGAAATTTATCTTGATAGGGACATCTGAAAGTGTTGATGAATGCCAAG
GA

ex3_58
80930_
x1

CM000
667.2/5
685714
0-
568572
51

14 0.008 28.2 1 AACATTTAATTGCAGTAATTCATAAGTGTAATGATTGGGTTTTCACATGCATGCATAAG
ATGTGCGTTTCTCCAACTTTGTTACAGTGTCAGCATGTTATCCTCATTTGACA

ex3_58
80976_
x1

ENST0
000036
3694.1

15 0.004 30.2 1 GGGTCAATGATGAGAATCTTATATTGTCCTGAAGAGAGGTGATGACTTAAAAATCATG
CT

ex3_58
82114_
x1

CM000
664.2/5
701616
4-
570160
61

15 0.004 30.2 1 ATATTTTTGTGATTCATAAGTATAATGATGGAGTTTTCAAATTCACGTGTGTGATGTGC
CCCCCTCAAACCTCTTTATGATGTCAGCATATTGCTCATCTGACA

ex3_58
82235_
x1

CM000
677.2/2
506233
3-
250624
27

14 0.009 28.2 1 GGATCGATGATGAGTCCCCCATAAAAACATTCCTTGGAAAAGCTGAACAAAATGAGT
GAGAACTCATACCGTCGTTCTCATCAGAACTGAGGTCC

ex3_58
84010_
x1

ENST0
000036
3243.1

15 0.002 30.2 1 GGCCTCCTGGTGCTTACCAAGGCTGTCTTCTTACACTGACTGAAGCAGAGAAAGAGG
AAG



ex3_58
85653_
x1

CM000
664.2/1
830643
46-
183064
235

14 0.008 28.2 1 GCAGACTCCCTCAGCATCCAGCGGGTGCTTTTTCGGTCTGCCAGTGAGCATTCCATG
GTGCTGTGACCATTTTGACCTCTCTAGGGTGATGCAGCTGCCTGGGGACACAGAG

ex3_58
85789_
x1

CM000
675.2/3
410083
8-
341007
11

18 0.008 28.2 1 AGATAACTTCAAAGAGGGCTTGCGGAGCTGCAAAACCAAGAGCTTTTAATGTATTACT
GAATATTGAAGTTCTCCGTAGGATGCCATAGTCACTCAGTAGTGCTATATCTTCCTAA
GCAGATATAAGA

ex3_58
86497_
x1

AL132
709.5/1
45774-
145703

14 0.008 28.2 1 UAGAUCAGUGAUGACUACUGUUGGUGUAUGAGUCAUAUACGAUGAAUACAUGUCU
GAAAUUCUGAGGUCCAA

ex3_58
87684_
x1

CM000
670.2/5
913750
2-
591373
72

15 0.005 30.2 1 AGCCTCCTGGTGTTTAACACAGCTGTGTTCTTATACTGACTGTGTAGAAAGAGAAGG
AAATAAACCTTACCCCATATGCATTTCATCCCCGGACCCTGCACCTCGTCTATATTGT
GAATAGGGAAATATGG

ex3_58
87898_
x1

CM000
664.2/2
186198
01-
218619
887

16 0.001 32.2 1 AAGACTACACTTTCAGGGATAATTTCTATAGTTCATTACTAGAGAAGTTTCTCTGAATG
TGTAGAGCACCATAAAATACATTTTATT

ex3_58
88397_
x1

ENST0
000040
8534.2

25 3E-09 50.1 1 GAGACTATACTCTCAGTGACCAGTTCCTGAGTTCATTACTAGAGAAGTTTCTCTGAAC
GT

ex3_58
89235_
x1

AC013
416.4/5
4383-
54515

16 0.000
7

32.2 1 UGGCAGCCAUGUCAAAUUCAGUGCCUGCCCUGUCUAUGGUAGGCACUGGCCCAG
AAGACUGCCACAGAAACAGUGACUCACAGGCCCUGUUACUGUGUCCCAGGCUCAG
GGAUAAAUUUGGUUACAGACACCA

ex3_58
89275_
x1

CM000
667.2/8
750719
7-
875073

15 0.003 30.2 1 AAGACTACACTTTCAGGGATTATTTCTATAGTTCATTCCTAGAGAAATTTCTCTGAACA
TGTAGAGCATGAAAAACTAATTATGGAAAGGGAAGACCATTACCAGCCAGT



06
ex3_58
90134_
x1

CM000
672.2/2
678901
7-
267891
57

14 0.009 28.2 1 CCTCATTTTCTTGGCAGGAACTTGTAGTCCCACTCCCTGTTATGTACAGAGGCAAAG
GGAAGAGCTCTGGCCCCCTTGGCATGTCTTTGGAGCCATGCAGCTTCCCGTCTGCC
AGTTCTATCCTCAAGCACCAGGACACCA

ex3_58
90637_
x1

CM000
663.2/1
192590
41-
119259
141

14 0.008 28.2 1 ATTCTTTTGTAGTTCAAGAGTGTGATGATTGGCTGTTCATGAGCATGTATGAGATATG
CCACCCTTGAACCTTGTTACATCAGCACATTATCTGCCTTACC

ex3_58
91156_
x1

ENST0
000036
2701.1

14 0.009 28.2 1 TTGGGCAGTGAACACCCAAGTGTGCTTTATAGTTCCTTTGGCTTTGACTTTGTGCTAG
AG

ex3_58
91501_
x1

ENST0
000051
6599.1

20 0.000
5

32.2 1 TGTCAGTGATGAAAGCTTAGTCCCGTTCTGCTACTAATGTTAAGTGATGATAAAGTTA
TG

ex3_58
91640_
x1

ENST0
000036
5313.1

14 0.008 28.2 1 TTACCAAAAGTTAATGTTTTCAGAGAATGCTTTGGTTAAAAAGCCTTTACCAACTTGG
GC

ex3_58
92907_
x1

AC016
708.11/
153795
-
153929

43 1E-19 85.7 1 CUGCAGCCAAUUAAGCCAACUGAGUUCCUUUCCUUGUGGGGGCCCAGUGUGCAA
UGGCUGCACACAGCAGCUUCCUUGGUAGUGUACACAGCCUGUUGGUUGUAUGGG
UUGCUCUGAGGGACCUUGGAGACAGGC

ex3_58
95935_
x1

ENST0
000039
1284.1

15 0.002 30.2 1 ACCTCTGCTGGGGTGTTTAAAGGTCAGCGCTGTAGATATTCAGCATCTGGCATCTTG
GCT

ex3_58
96177_
x1

CM000
680.2/2
226057
6-
222606
77

15 0.002 30.2 1 ATCTTCTGTGGTTTCTAAGTGTGATGATTGGGTTTTCACACAGTTGTGTGAGGTGTGC
CACCTTCAAACCTTGTTATGACGTCGACACTTACCCATCTGACA

ex3_58
97252_
x1

ENST0
000036
5473.1

14 0.009 28.2 1 TAGGCCCTGAATCAAGAAACGTGATGGTTTGCCATTGTAGCTATTGGTTTCAAACAAG
AG

ex3_59 ENST0 18 7E-05 36.2 1 GGGTCGATGATGAGAACCTTATATTTTCCTGAAGAGAGGTGATGACTTAAAAATCATG



00043_
x1

000060
6510.1

CT

ex3_59
00165_
x1

ENST0
000038
4679.1

14 0.009 28.2 1 TGCACTGCATGGCATCTGCACCCAGCAGTTTACTCTTGCTAAGGTGTTCAAAGGTCA
GTG

ex3_59
00265_
x1

AC023
271.11/
39009-
38876

14 0.009 28.2 1 AGCCUCAUUCUAGAUGAGAAUGGGUACUGCUGAUCAUGGUGUCCAAAAAACUUUA
UGUGGCUAAAUUGAGACACAGGCUAUGCUUCCAUCACAGUACACAUAUUGCAGUG
GUGACAAUGAAACCUGUAACAUUU

ex3_59
01289_
x1

CM000
665.2/3
217265
6-
321727
55

15 0.002 30.2 1 ATCCTTTTGTGGTTGATAAGTGTGATGATTCAGTTTTCATGCTCATGTATGAGATGTG
CCCCCAATCAAACTTGTCACAACATCTGCTTATTATCAGACA

ex3_59
03130_
x1

CM000
682.2/4
330455
5-
433046
79

15 0.002 30.2 1 CTGGAGACTAAGAAACCAGTCCTTGAAGTCAAGCTGACTCTGCTTTTAGCCTCCTAA
ATTAAAAGATAGATAGAATAGGTCTTGTTTGCAAAATAAATTCAAGATCTACTCATCTA
TCAATAGCA

ex3_59
03433_
x1

AL132
709.5/1
31508-
131439

22 4E-05 36.2 1 UGGAUCGAUGAUGACUACUGGUAGCAUGAGUCAUAUACAGUGAAUACAUGUCUGG
AACUCUGAGGUCUGU

ex3_59
05623_
x1

ENST0
000036
5189.1

14 0.009 28.2 1 AGCCTCATTCTAGATGAGAATGGGTACTGCTGATCATGGTGTCCAAAAAACTTTATGT
GG

ex3_59
06161_
x1

CM000
677.2/8
617327
0-
861731
98

15 0.005 30.2 1 GTTTCTGATGAAGCCTATGTTGGTAGAGACATCTGAGAGTATTGATGAATGCCAACA
GCTTAAATGGAGAAAA

ex3_59
06892_
x1

CM000
665.2/1
973395
51-
197339
457

18 5E-05 36.2 1 AGTCTTTTGTAGTTTGCAAGCATGATGATTCGGTTTTGAGAGGTGCCTCCCTCAAACC
TTGTAGACGTCGTCATCGGCACATTACCTGCCTGATG



ex3_59
07171_
x1

ENST0
000036
5612.2

19 0.003 30.2 1 AGGGCTATACTTTCAGGGGTAATTTCTATAGTTCATTACTAGAGTAGTTTCTCTGAAT
GT

ex3_59
09573_
x1

CM000
670.2/1
232667
45-
123266
642

15 0.003 30.2 1 ATCCTTTTGTAGTTCTTAAGTGTGATGATTGGGTTTTCATGCTTATGTGTGAAATGTGC
CTTTCTCAAACCTTGTTATGACACTGGCACATTACCTGTGTGACG

ex3_59
10185_
x1

ENST0
000039
1209.2

15 0.004 30.2 1 AAGACGATACTTTCAAGAATCATGATCATTCTATACAGTTCATTACTAGAAAAGTTTCT
C

ex3_59
10686_
x1

CM000
666.2/1
595070
29-
159506
894

17 0.000
3

34.2 1 GCGAGGAGGAGGCACAGGGTTCTCCCCTGAGAGCCAGGCCAGCTCTTAGTGTTGCT
TCGCTGCAGGTGCCATTTGGCATTGAGGATTGTTTTTCTCTTCCTCCGGCAAAGTAA
GAGGGAGAGGACACAGTCTGAGT

ex3_59
10973_
x1

CM000
679.2/1
906413
6-
190639
20

31 1E-12 61.9 1 AAGACTATACTTTCAGGGATCATTTCTATAGTGTGTTACTAGAGAAGTTTCTCTGAAC
GTGTAGAGCACCGAAAACCCCGAGGAAGAGAGGTAGCGTTTTCTCCTGAGCGTGAA
GCCGGCTTTCTGGCGTTGCTTGGCTGCAACTGCCGTCAGCCATTGATGATCGTTCTT
CTCTCCGTATTGGGGAGTGAGAGGGAGAGAACGCGGTCTGAGTGGT

ex3_59
13585_
x1

CM000
668.2/1
170981
9-
117099
60

15 0.002 30.2 1 ATCCAAGGTGAGTCTCTCTCCAAGGGGCTGACTAGTGCCTCTCTTAGGACAGTAGCA
AGTTGGAATAAAATCTGGCATGCCTAAGGTCTTTAAGGAACAGGGGATGCTTACTTC
TTTTGCGTTCCTCTGGCGGCCTACATAG

ex3_59
15019_
x1

ENST0
000039
1215.1

19 0.005 30.2 1 GTTCCCTTTTAAGGCTGACCCAGTGCTTTAAGAGGCTGATACAGAAGGGTAAAGTTA
AGT

ex3_59
16454_
x1

AJ2432
22.1/1-
109

14 0.008 28.2 1 UCCCAAUGAUGAGUUGCCAUGCUAAUACUGAGCCACCAGGUAGGGCAGUGUUGCC
UGGUUUGGGUGCCAGUGAGUUUAACAAAACUUCUCACAUGAAGAUCUGAGGGGU

ex3_59
18008_
x1

CM000
665.2/1
322806
18-

14 0.008 28.2 1 ATCCTTTTGTAGTTCATAACAGTGATTACTGGGTTTTCACGTTCATGTGTGAGATGTG
CCTTTCTTTTTTTTTGTT



132280
693

ex3_59
18053_
x1

AC104
446.2/1
42006-
142080

20 0.000
5

32.2 1 CAUGGGUGAGGUACGAGGAAACAGUCUGAUAGUCACUGAAGACUGAUUAGAUCCA
ACUCUGAUCUCAGCAAAGCC

ex3_59
18100_
x1

ENST0
000038
4470.1

14 0.008 28.2 1 TCTTAGTGATGAAAACTTTGTCCAGTTCTGCTAATGACTTTAAGTGATGATAAACTATG
T

ex3_59
18305_
x1

ENST0
000038
3920.1

15 0.004 30.2 1 TAGGCCCTGAATCAAGACTAGTGTTTTGCTGTAGCTGTTGGTTTCAAACAGGATCCG
AGA

ex3_59
18726_
x1

ENST0
000038
4225.3

23 4E-08 46.1 1 GCACTGCCTTTGAACCTGATGTGTCTTGTTTGTAGCTTCACGGGCCAAGCAACAGTG
CTA

ex3_59
18866_
x1

CM000
673.2/6
643276
3-
664329
02

15 0.006 30.2 1 GATGCCTTCCGGAACATGCCAGCACCGCAGATGCTGGCAGTCTGCTGTGCCCGTGA
TATTGGGCAAAGAGGAAGTGGCTATTTCTACACTTGGTGTTCAGAAACCAGTGAGCT
CTAAGAATGGTTTATAGCCTGACATTT

ex3_59
20097_
x1

AC016
710.7/5
8672-
58803

15 0.002 30.2 1 CUGUGAAUAUUCUCUGUGUUCUGAUUAUGUGAGAGCCAGGACAGGCUAAACAUUU
GCUACAUUAAGACCAUGCAUGUGUACCCAGAUGUAGCCCAUUCCCUAGCUCUGGU
CUUAUAAAUGCUGGUGAUAAAC

ex3_59
21333_
x1

CM000
677.2/5
939020
8-
593903
17

15 0.006 30.2 1 ATCCTTTTGTAGTTCATAAGCGTGATGACTGTGGTTTCATGCTTGTGTGTGAGAGATG
GGTGGGCCTCCCTCAAACCTTGTTACGACGTAGGCCCATTACCCATCTGACA

ex3_59
22272_
x1

CM000
669.2/1
022279
7-
102230
11

14 0.009 28.2 1 AAGATGATACTTTCAGTGATCTTTTTTCAGTTTATTACTAGAAAAGTGTCTCTGAACCT
GGAGAGCACCAGAAACCAAGAGGAGGAGATGTAGCGCTCTCTCCTGAGCTTAAAGC
TGGCTCTTGGTTTTGCTTTGCTGCAACTGCTTTTTGCCATTGATGATCATTCTTCTCTT
CCTCCTGGGAAGTAAGAGAGAGAAGATGCAGCACGAATGGT

ex3_59
22571_
x1

ENST0
000060
6412.1

20 2E-06 40.1 1 TGGATCAATGATGACCACTGGTGGCGTATGAGTCATATGTGATGAATACGTGTCTGG
AAC



ex3_59
23429_
x1

CM000
674.2/8
886664
3-
888667
63

16 0.001 32.2 1 TGTCTCTGACCTGGTTAAAGTGGCATCTGGTTGGTGGCACTTATCTCAAATCGCAAA
GACATAAGGCAACCTCTTGTTTATCCCAGCTTGGCTTTTTGTTTTTTGTTTTTTAGACA
GGGTC

ex3_59
23758_
x1

CM000
663.2/1
530126
14-
153012
482

14 0.008 28.2 1 ATGCATCTATCTGACATGCCTGGAGCAGGTATTGTCTGCTGCTAAAGTTTCCACCAC
AGATGCAAGAAGAAAAATGTCCTCATGCTTTTTGTCTGTGATTGTGGCAGCCAAGATT
GACTAGAGGAATGCAGAG

ex3_59
25488_
x1

CM000
685.2/2
892406
9-
289241
38

14 0.009 28.2 1 CAGCCTCTGATGAAATTTATCTTGATAGGGACATCTGAAAGTGTTGATGAATGCCAAG
GACTCTAATGGA

ex3_59
25809_
x1

CM000
665.2/1
805427
01-
180542
836

14 0.008 28.2 1 TGGTCAGGTGGAATAATCCTTATCTGTTTCTCCTTTTGAAGGGCAGATTAGAACATGA
TAATTGGAGTTCACATGATACATGATTAAAGTCTCTGTGTAATCATGACTTACAATATC
CTGATTATTCCTATCTTAT

ex3_59
25891_
x1

CM000
677.2/6
569693
6-
656968
33

28 6E-11 56 1 ATCCTTTTGTAGTTTATGAGCATGATGATTGGGTATTCATCCATGTTTGTGAGATGTG
CCACCCTTGAACCTTGTTACGACATCAGCACATTACCCATCTGACC

ex3_59
26019_
x1

CM000
669.2/3
741962
8-
374197
67

15 0.002 30.2 1 GGCCTCCTGGTGCTTACCAAGGCTGTCTTCTTACACTGACTGAAGCAGAGAAAGAGG
AAGCAGAGTAAACCTATACCATGTGCACCTCAGCCCAGGCCCTGTGTGTGTGCCTG
GTCTGTATTGTAAATGCAGGGAAATGG

ex3_59
27339_
x1

CM000
675.2/2
096931
8-

16 0.001 32.2 1 ATCATTTTGTACCTTTTAAGCATGACCATTGGGTTTTCACACTCATATGGGAGGTGCC
TCCCTCAAACTTTGTTACATTGGCACATGACTCATCTGATG



209694
16

ex3_59
28063_
x1

CM000
685.2/1
102250
63-
110224
985

15 0.008 30.2 1 GATCCTGGTGATGACAGACGACATTGTCAGCCAATCCCCATGTGGTAGTGAGGACAT
GTCCTGCAGTTCTGAAGGGATT

ex3_59
28184_
x1

ENST0
000045
9180.1

14 0.009 28.2 1 ATCCTTTTGTAGTTCGTAAGCATGATGATTGGGTGTTCACGTGTATGTGTGAGATGTG
CC

ex3_59
28629_
x1

ENST0
000039
1019.2

23 4E-08 46.1 1 AAGGCTATACTTTCAGGGATCATTTTTATAGCTTATTACTAGAGGAGTTAATGTGAAT
GT

ex3_59
29429_
x1

CM000
668.2/7
586596
4-
758660
66

16 0.000
9

32.2 1 ATCCTTTTGTAGTTCATAAGCCTGATGATTGGATTTTCATGCTCATGTGTGCGATCTT
CCTCCCTCAGCCTTGTTAATGTGTTGGCACATTACTCATCTGACG

ex3_59
30592_
x1

ENST0
000039
0991.1

17 0.000
4

34.2 1 AATTGGGATCAAAGATGCAGCCGCCTTCCCATTTAAGCAGCACAGACAGCCCAAAGT
GAC

ex3_59
30896_
x1

CM000
673.2/8
609419
2-
860942
95

14 0.009 28.2 1 ATCCTTTTGTAGTTCATGAGTGTAATGATTGAGTGTTCATGCACATGTGTGAGATATG
CCACCCTTGAACCTTGTTACACCGTTGTCACATTGCCCGTTTGACA

ex3_59
31930_
x1

CM000
677.2/2
600907
4-
260089
40

16 0.000
8

32.2 1 TGCCCCTGACCTGGGAAGAGAGGGGCCTGGCTGGTGGTATCCATCTCATACCAGCT
AGGGATGAAGAAACCGCTTGCTCATCCCAGCCTGGCTCCTGGTCTATGCCCATGCC
TGGTTCGTGCCTTGGACATATCA

ex3_59
32096_
x1

CM000
681.2/4
011470
5-
401146

21 1E-06 42.1 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCTGAACG
TGTAGAGCACCGAGGCATGGGCAAGGACTTCATGTCCA



09
ex3_59
32114_
x1

CM000
667.2/8
023958
9-
802394
87

15 0.005 30.2 1 TTCCTTTTTAGTTCATAAGCATGATGATTGGGTTTTCATGCTTGTCTGTGAGATGTGC
CTCCCTTAAATCTTGTCATGTCGTTGGTACATTACCCATGTGACA

ex3_59
35128_
x1

AC008
474.9/1
13719-
113587

15 0.003 30.2 1 UUCUCACCUAAACCCAAGAAUCACUGUUUCUUAUAGCGGUGGUUUAAACAGAGGU
GCAAACAGCAAGUGAAUCUCGUCGCCUUUGCGGGGCUGUGGCCAUGCCCCUCAA
AGGAAAUUUGGAGGCUCUACAGCC

ex3_59
35585_
x1

ENST0
000039
1249.2

14 0.009 28.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTCATTACTAAAGAAGTCTATCTGAACA
T

ex3_59
35779_
x1

AJ6094
25.1/1-
130

20 2E-06 40.1 1 UGCCUCAUUCUAGAGAAUGGGCACUGUUGAUCAUGGUGUCCAAAAAUAGUUAAUG
UGGCUAAAUUGAGACAGGUUAUGCUUCCAUCACAGUAUGCAUAUUGCAGUGGUGA
CAAUGAGACCUGUAACAUUU

ex3_59
36599_
x1

CM000
681.2/4
948996
5-
494900
48

20 2E-06 40.1 1 GAGGTCAGTGATGAGCAACATTCACCATCTTTCGTTTGAGTCTCACGGCCATGAGAT
CAACCCCATGCACCGCTCTGAGACCTG

ex3_59
38617_
x1

ENST0
000036
3219.1

15 0.003 30.2 1 TGAGCAAGCGATGACAGCCGGTGGTGTGTGAGTCATGGAGGATGAATACTAAGTGC
CTGG

ex3_59
42240_
x1

ENST0
000036
2500.2

19 1E-05 38.2 1 TAGTAACACTTCCATGCACCATTTCTATAGTTTCTTACCAGAGAAGTTTCTCTGAACAT
G

ex3_59
42446_
x1

CM000
678.2/6
831334
0-
683132
39

14 0.009 28.2 1 ATCGTTTTGTAGTTCATAAGCGTGATGACTGGGTGTTCATGTGCCTGTGTCAGACGT
GCCTCCCTCAAACCTTTACTACATTGGCACGTTACCCATTTGAAC

ex3_59
42542_
x1

AC090
527.3/1
7174-
17301

15 0.006 30.2 1 UUCCACCACUAUUGGUCUGCAGCUCUUCUUAUGGUAGCAGUUGUUGCAUUUCUCU
GUGGGAAAGAAAAGAGGAUUAAACACCUCUUUCUUAGCAAAACAGAGAGUAGGCA
UAUGUGUGACAGACACAA

ex3_59 ENST0 16 0.000 32.2 1 TGCCTCTGACCTGGGTAGAGTGGCATCTGGCTGTGACATTCATCTCATATCAGCCAG



42546_
x1

000039
1324.1

5 GGA

ex3_59
42905_
x1

CM000
664.2/6
490868
6-
649085
87

14 0.009 28.2 1 ATCCTTTTGCAGTTATGCATAATGACTGGGTTTTCACGCTTATGAATGAGATGTGCCT
CCCTCAAACATTGTTATATGTCAGCACATTATGCATCTGACA

ex3_59
43368_
x1

CM000
664.2/1
564221
95-
156422
299

14 0.009 28.2 1 GTCTTTTTATAGTTCATAAGTGTGATGATTGGGTTTTTATGCTCTTGTATGTGATGCCC
CTCTCCTCAAATCTTGTCATGATGTTGGCACATTACCCATCTGATG

ex3_59
43655_
x1

CM000
679.2/3
505449
4-
350543
88

15 0.006 30.2 1 ATTATTTTGTTGTTCATAAGTGTAATGATTGGATTTTCATGCACATGTATGAGATGTGC
CTCCATCAAGCCTTGTTACTACAAAGTCAGTGCATTACCCATCTGATG

ex3_59
44460_
x1

CM000
668.2/3
468279
8-
346829
02

14 0.009 28.2 1 ATCCTTTTGTAGTCCATAAGCGTGATGATTGAGTGTTCACACTTATGTGAGACACGTG
CCCTCCCTCAAACCTTGTTATGACATTGGCACATTATTTCTCTGATG

ex3_59
46051_
x1

ENST0
000036
4831.1

15 0.004 30.2 1 AGGTCATTTCAAAGAGGTCTTGTGAGGCTGTGAAACCAAGAGCTCTTAACACTGCGA
CCA

ex3_59
47981_
x1

ENST0
000038
4210.1

15 0.002 30.2 1 CTGCAGCCAATTAAGCTGACTGAATTCCTTTCCTTATGGGGGTCCAGTGTGCAATGG
CTG

ex3_59
48208_
x1

ENST0
000036
3810.1

15 0.002 30.2 1 GGGTCGATGATGAGAACTTTATATTGTTCTGAAGAGAGGTGATGACTTAAAAATCATG
CT

ex3_59
49332_
x1

CM000
684.2/2
141105
0-
214111

15 0.003 30.2 1 ATCCTTTTGTAGTTCATAAGCATGATGATTATGTGTTCACACACGTTCCCATGTAAGAT
GTGCCACCTTCAAATATTTTTTTT



32
ex3_59
50688_
x1

AC141
001.6/1
1830-
11964

33 8E-14 65.9 1 UUUCCCUGACCUGGGUAGAGUGGCAUCCAGUUGGUGGUGCCCAUCUCAUAUCAG
CCAGGGACAAAGCAACCCCUUGUUCCUCCCAGCUUGGCUUUUCAUCUGUGCCUAU
GCCUGGUUCAUGCCUUGGACACAUUU

ex3_59
50976_
x1

ENST0
000045
9171.1

14 0.009 28.2 1 ATTACTTGAAAATCACTCCCAGGCTTTGGCCATGGCAGCAGGTGAGATTCAAGGCCC
AGA

ex3_59
51529_
x1

ENST0
000036
4446.1

16 0.000
8

32.2 1 AATCTCCTGGGATTGTGTCTGGCGAGTGCCCAGTATTCTGCCACCTTCAGAAGGAAG
GGA

ex3_59
51985_
x1

CM000
677.2/2
505953
8-
250596
33

14 0.008 28.2 1 GGATCGATGATGAGTCCCCCCAAAAAAACATTCCTTGGAAAAGCTGAACAAAATGAG
TGAAAACTCATACCGTCGTTCTCAGCGGAACTGAGGTCC

ex3_59
52429_
x1

CM000
672.2/2
316698
5-
231671
01

23 0.005 30.2 1 AGCATTAAATCTACTGAAGATATCCACATCCTTAGACAGACGCAAAAAATAAATTCTC
TTTTGCAACTCAGAGCTCATTGTGCGGTATGAGCTTTGATACATATAAGAAGGAATAT
T

ex3_59
53858_
x1

AL132
709.5/1
41607-
141533

18 0.008 28.2 1 UAGAACAACGAUAACAAAUAGUAGUGCAGGAGUCAUAAACUAUGAGUAAUAUGUGU
GUGGAACUCUGAGCAUCAA

ex3_59
54948_
x1

ENST0
000051
6021.1

15 0.003 30.2 1 CTCGAGGGTGATGAAAAAGCATCCCTAGGTGTGGTTGTGGCATCTTGGTCACCTATG
TGC

ex3_59
54989_
x1

ENST0
000039
1156.1

15 0.003 30.2 1 TGTCCTTGGCCTGGGTAGAGTGGCACCTAGTTGGTGGTGCCCATATTAGCCAGGGA
CAAA

ex3_59
55135_
x1

CM000
666.2/1
394364
94-
139436
368

19 0.004 30.2 1 ATTGGTTGAAAATCACCCCCCGGCTTTGGCCATGGCAGCGGGTGAGATTCGGCGCC
CAGAGCCTCCAGGGGCCTCAGCTCACCGCACGCTGACACATGTGCGGCGGTGAAA
CCCAGCCCCAACAGGC

ex3_59 CM000 15 0.006 30.2 1 ATTCTTTTGTAGTTCAAAAGCATGATGATTGGGTGTTCACAGGCATGTGTAAGACGTG



56868_
x1

671.2/7
252723
6-
725273
39

ACACCCTCTGAACCTCCTTATGACCCGGTACATTACCTGTCTGACC

ex3_59
57840_
x1

ENST0
000038
4381.1

15 0.003 30.2 1 TGTCAGTGATGAAAATTTTGTCTAGTTCTGCTACTGACATTAAGTTATGATAAAGTCTG
T

ex3_59
61419_
x1

CM000
674.2/1
283984
08-
128398
522

18 0.009 28.2 1 GTCCTTTTGTAGTTCATAAGGGTGAACCTTTGTAGTTCATAAGGTTTTCATCCTCATGT
GTGAGACATGTCTCCCTCAGACCTTGTTATGATGTTGGCACGTTGCCCGTCTGATG

ex3_59
63148_
x1

ENST0
000045
9326.1

30 4E-12 60 1 GCCCAGGGTATGTTCACGGGGCGATGCTGCCCTCCCAGCTGGCCCATGGGTGACC
CTGGG

ex3_59
63222_
x1

KN538
374.1/2
557483
-
255735
1

20 0.001 32.2 1 TAGTCAGGCGGGATAATCCTTACCTGTGCCTCCTTTTGGAGGGCAGTAGAATGTGGT
AGTTGGAGTTGCATGATACTTGATTCATATCTCTGTGTAATGATGGCATGCAATACCC
TGACTGCTCCTTTCGAAT

ex3_59
64296_
x1

AC022
107.8/6
6266-
66397

15 0.006 30.2 1 GCGCUGCCUUUGUACCCCACCGUGCCUCCGCCUGGUGUCUGGGGUCAGGUUGCA
GUGCCAGAGCACGUGCUUGCGCAUAAAUGGGGCAGCCUGGCCCCCUGCGGAUGG
UCCUUUUAACCGCGAGCAACAAGG

ex3_59
67601_
x1

AADB0
201611
5.1/249
55-
25031

15 0.003 30.2 1 UGGACCAAUGAUGAGACAGUGUUUAUGAACAAAAGAUCAUGAUUAAUCCAGUUCU
GCACAAAACACUGAGGUCCAUU

ex3_59
68756_
x1

CM000
664.2/1
217060
80-
121705
967

14 0.009 28.2 1 ACCCACTTGTGGATTTGTTTCAAAACTTAGTTTAGATCTTTTGAGTTTTCACATTCGTG
TGAGATGTGCCTCCCTCAAACCTTGTTACTACCTTGGCACATTACATATCTGATG

ex3_59
69245_

CM000
677.2/2

24 1E-08 48.1 1 GGATCGATGATGACTTTAAAATGGATCTCATCGGAATCTGAACAAAATGAGTGACCAA
ATCACTTCTGTGCCACTTCTGTGAGCTGAGGTCC



x1 509766
3-
250977
54

ex3_59
70310_
x1

ENST0
000045
9372.1

15 0.002 30.2 1 ATCCTTTTGTAGTTCAGAATCATGATGATTGGGTTTTCATGCTCATGTGTGAGATGTG
CC

ex3_59
70674_
x1

CM000
677.2/1
016835
15-
101683
616

14 0.008 28.2 1 AGCTTTTTGTAGTTCATAAGCGTGATGACTGGGTGTACACACATGTGTAAGATGTACC
TCCCTCACACCTCGGTACAACATTGGCATATTACCCACCCCACA

ex3_59
71445_
x1

CM000
674.2/6
457566
5-
645757
41

14 0.008 28.2 1 GCCAAATGATGCTTATTTGACTCTGGTGCACTTCAGTGTAAGGATGATTTATAATCTG
TCACTCATGATTGAAGGCC

ex3_59
71468_
x1

ENST0
000045
9492.1

20 2E-06 40.1 1 ATCCTTTTGTAGTTCATGAGTGTGATGATTGTGTGTTCATACGCTTGTGTGAGATGTG
CC

ex3_59
72920_
x1

CM000
685.2/1
735793
0-
173580
33

20 0.000
6

32.2 1 AGTTTTCTGTGGTTCATAAGCATGATGATTGGGTTTTCATGCTTATGTGTGAGATGTG
CCTCCCTCAAACCTTGTTACGACATTGGCACATTACCCATCTGATG

ex3_59
73545_
x1

ENST0
000060
7246.1

19 0.003 30.2 1 ATTCATTTTCAAATATTTGCTGACTAAATGATACACACATGACTAAAACTTAATCCTGA
C

ex3_59
75058_
x1

KV766
198.1/1
32915-
133131

15 0.007 30.2 1 AAGACTATACTTCCGGATATCACTTCTATAGTTTGTTACTAGAGAAGTTTTTCTGAACG
TGTAGAGCACGGGAAAGCACAAGGGAGAAATGTAGTTTTTTTTTCTGAGCGTGAAAA
TGGTTTTTTGTTGTTGCTTTCATTGCAAGTACGATTTGCCATTGACGATCGTTCTTACT
GTTCTCTTTGGAGGGTAAGAGGAAGAGAACGCGGTCTGAGTG

ex3_59
75813_
x1

CM000
670.2/1
226712
91-
122671

14 0.009 28.2 1 ATCCTTTTGTAGTTCATAAGCATGATGATCGGGTGTTCATGTCCGAGCATGAGATGTG
CCTCCCTCAAACCTTGTTGTGACGTTGGCACATTTCCCATCTGATG



394
ex3_59
76696_
x1

CM000
664.2/2
020818
75-
202081
978

19 3E-05 38.2 1 ATCCTTTTGTAGTTCATAAGCATGATGATTGGGTGTTCACATGCATGTGTGAATGTGC
CACCCTCTGAACCTCGTTACAACATCAACACATTACCTGTCTGACC

ex3_59
77377_
x1

ENST0
000045
8953.1

15 0.004 30.2 1 AAGCATGGCACACTGGATGGGCGTTCTGCTTCTCTTTAAAGAGCATGGATTTATCCA
TAC

ex3_59
78078_
x1

CM000
675.2/9
788580
9-
978859
12

15 0.005 30.2 1 ATCCTCTTGTAGCTCCTAAGTGTGACGATTGGGTTTTCAGGCTCATATGTGAGATGTG
CCTCCCTCAGATCTTGTTACGATGTTGGCACATTACCCATCTGATG

ex3_59
79976_
x1

CM000
672.2/1
138204
59-
113820
590

17 0.000
3

34.2 1 ACTGCCCCTGGAGGCATTGCAGATGTGGCTGCTGTGTCACATTTGTGTCATTAGGTA
GCAGCGATTAGAGAGGCTATGTCTATGCTCAGCGTTCTGTCCCATGAACATTTGAAT
GTTTAATAGTCTGACTCT

ex3_59
82910_
x1

ENST0
000051
6190.1

14 0.009 28.2 1 TTGCGTCTATTTGACAGACTAGAATAATTACTATCTGCTGCTAAGGTTTCCCCTGCAG
AT

ex3_59
83508_
x1

ENST0
000038
4250.1

18 0.008 28.2 1 TGCATTGCCATGGTATCTGCACTCAGTAGTTTATTCCTGCTGGGTGTCCAAAGATCA
GTG

ex3_59
83881_
x1

ENST0
000051
7031.1

20 2E-06 40.1 1 TATAGTGTGGCCATGGGATCTCCAACTGCATGCAAGAGCAACCTGGAGAGACTTTGA
CAG

ex3_59
83996_
x1

AJ6094
42.1/1-
121

34 2E-14 67.9 1 UGGUCAUUACCAAGGCUUUUAGAAUGCAGUUUCUCAUUUGCUGUGGACAUGACCA
UAAAAAAAUUUCCCAGUAGGUUUUCUAUCUGCUACUUUGCUAGCAAUCAGCUUAU
UGGGAACAGUU

ex3_59
86614_
x1

CM000
680.2/2
668952
9-
266893
16

14 0.008 28.2 1 AAGACTGTACGTTCCAAGATTGTTTCTATAGTTGGTTGTGAGAGAAGTTTCTCTGAAC
TTGCAGAGCACGGGAAACCAGGAGGAGGAGGCTCAGGGTGCTCTCCACACGTGTG
AAACCGGCTGTGGGTGTTGCTTTCCTGTGACTGCCATTTGCCACTGATGATCTTCTC
TTCCTCTGGAAGAGTAAGAGGGGGAAGGACACAGTTTCAGTGCT



ex3_59
87036_
x1

ENST0
000039
1287.1

14 0.008 28.2 1 ACTGCCCCTGGAGGCATTGCAGATGTGGCTGCTGTGTCACATTTGTGTCATTAGGTA
GCA

ex3_59
87979_
x1

BC021
677.1/1
965-
1834

14 0.009 28.2 1 GUGGAGGUCUAUUCCAAUGGGGCUUUUCCUGUAGCUGCAUGUUGUUGGAAACUC
CUCAUAGACUAACUCUGUGGUUUUGCUUUACUCACAGGACUAUUAGUUAGGUCUG
UGGGAAGGAACUACAAGACAGUU

ex3_59
88219_
x1

ENST0
000051
6313.1

14 0.009 28.2 1 AAGATTCGACAGATACCCTACTGCCTCTCTTTGTGGCGGCGGGGCTCAGGCTGCAG
CACC

ex3_59
90453_
x1

ENST0
000038
4171.1

14 0.009 28.2 1 GGCCTCCTGGTACTTACCCACAGGCTGCGTTCTTACACTGGCTGTACAGAAAGAGGA
GCT

ex3_59
90464_
x1

AC079
945.21/
34878-
35012

15 0.005 30.2 1 CUCCAUGUGUCUUUGGAACCUGUCAGCUGUGGCAGUUGCCCUUCCUAGCCAUGG
AAGAGUAAGUAUAUUCUUGUUUAUUGGCAAAGCUGUCACCAUUUCAUUGGUAUCA
GAUUCUGACUUGCACAAGUAACAUUC

ex3_59
90544_
x1

ENST0
000038
4448.1

15 0.003 30.2 1 GGCCTCCTGGTGCTTACAAGCAGCTGTGTGCTTGCATTGACTGTACAGAAAAAAAGA
GAT

ex3_59
91398_
x1

AL132
709.5/1
42597-
142509

14 0.008 28.2 1 UGGACUGUUGAUGACAAGUGGUGGCUUAUGUGGUUGUACAUGCUGGUUGUAUAU
GAAGAAUAUUACAUAUCUGAAACUUUGAGGUCCAA

ex3_59
91833_
x1

ENST0
000040
8792.1

14 0.008 28.2 1 GCCGAGACTAAGTCGCATGCTGACACAGCTCTTGGTGTGCTACGGTACTTGGAGAG
AATC

ex3_59
93607_
x1

CM000
671.2/1
371236
08-
137123
509

19 0.003 30.2 1 ATTTTTTGTAGTTCCTCAGTGTGATGATTTGGTTTCACACTCATGTGAGATGTGCTTTT
CTCAAACCTTCTTACAAAGTCAGCGCCTTACCCATCTGACC

ex3_59
95256_
x1

CM000
663.2/2
201371
64-
220137
266

14 0.008 28.2 1 ATCCTTTTGTGATTCGTAAGCGTGATGATTGGGTTTTCGCACTATTGTGTGAGGTGTG
CCTCCCTCAAACCTTGTTACAGTGTTGGCACATTGCTGTCTGAAG

ex3_59 ENST0 16 0.001 32.2 1 AAACGATGAACTCACCTAAAATAGCTGTAATAACCAGCAGATTATGTAATGGCAAACC



95771_
x1

000039
0927.1

TA

ex3_59
97722_
x1

CM000
665.2/1
606969
29-
160697
060

14 0.009 28.2 1 CTGTGAATATTCTCGCTGTTCTGATTTTGTAATAATCACGATGGGCTAAACATTCGCA
ATATTAAGACCATGTATGTATCCCTAGACCTAGTTCTTTCCCCAGGTCTGGTTTTATAA
ATGCTGGTGATAAAC

ex3_59
98109_
x1

ENST0
000039
0993.1

15 0.005 30.2 1 TTCAGATGATTTGAATTGATAAGCTGAGGTTCTGTGAGGAATGACAGTTAAGAGCATG
TT

ex3_59
99126_
x1

ENST0
000039
0982.1

16 0.001 32.2 1 TCAATAATGAAATCTTCTGATTTGGTGAGAAATAATGCCTTAAAATTACACTCAATAGG
A

ex3_60
01230_
x1

ENST0
000045
8927.1

20 2E-06 40.1 1 ACCCTTTTGTAGTTCATGAGCATGATGATTGGGTGTTCACACACATGTGTGAAATGTG
CC

ex3_60
03497_
x1

CM000
682.2/3
612096
2-
361210
72

19 0.005 30.2 1 AGCCTTTGGTAGTTCATGAGCATGATGATTGGGTGTTCACGCATGGGGGTGAGATGT
GCCGCCTTCAAACCTTGTTACAATGTACAATGTGAACGCATTACCTGTCTGACA

ex3_60
04083_
x1

CM000
675.2/9
978398
3-
997838
57

23 0.003 30.2 1 AGGTTATTTCAAAGAGGGCTCATGAGGCTATGAAACCAAGAACTCTTAATGCTATGAC
CAAAGATTGAAGTTCTCTATAGAATGCCATAGCACTCAATAATGTTATGTTTTCTTGAG
GCATATAAGA

ex3_60
04394_
x1

CM000
664.2/8
978895
-
897899
9

14 0.009 28.2 1 ATCCTTTTTTAATTCCTAAGTGTGATGACTGGGTTTCCACACTCATGTGTGAGATGTG
CTTTCCTCAAACCTTTTTTACAACATCAGCACACTACCTATCTGTTA

ex3_60
04445_
x1

CM000
665.2/5
328329
9-
532831

16 0.000
5

32.2 1 ATCCTTTTGTACTTCTTAAGCATAAGGATTAGGTGTTCACACACAGGTGTGAGATGGG
CCATCCTGAAACATTGCTACAATGTCGGCATATTACCTGTCTGACA



96
ex3_60
04465_
x1

ENST0
000051
5906.1

15 0.003 30.2 1 TTCACAATGTCTATTGAAGGATCTCATCACCTTTAGAGAGCTGTGGTCATGCCCCTTA
AA

ex3_60
05994_
x1

CM000
663.2/2
070388
00-
207038
694

15 0.002 30.2 1 ATCCTTTTGTAGTTCATAAGTGTGATGATTGGGGTTTTGCACTTATGTGTGGGATGTG
ATGACTCTCTCAAACCTTGTTATGACATCAGCACATTACCTGTCTGATG

ex3_60
06906_
x1

ENST0
000036
3626.1

15 0.003 30.2 1 CTGTCAGGTGGGATAACCCTTCCCTGTTCCTCCGTTTGGAGGGCAGATAGAACATGA
TGA

ex3_60
07357_
x1

CM000
675.2/2
152790
0-
215278
00

15 0.003 30.2 1 ATTTATTCATCTTAAGTGTGATGACTGGGTTTTCACATTGATGAGTGAGATGCGCCTC
CCTCAAACCTTGTTTACAAGGACAACATATTGGTTGTCTGACG

ex3_60
08297_
x1

ENST0
000058
3665.1

29 1E-06 42.1 1 TACTCCAGCCTGGATGACAGAGCCAGACTCTGTCTCGAAAAAAAAAAAAAAAAAGCT
TAA

ex3_60
08565_
x1

AC092
324.3/9
7410-
97533

16 0.000
7

32.2 1 AACCCCCUUUUCACUUUGCCAAUUGGACUUAUGUCUUUAUUGAUCAUUCAAGUGA
GCAAAGGAAAUACGCUUUAAAAACUCAGGCAAACGGUGUUUGUCUUGUAUCCCGU
CAGAGGAAACAAAU

ex3_60
08835_
x1

CM000
663.2/1
953227
4-
195321
70

15 0.007 30.2 1 ATCCTTTTGCAGTTCATGAGCATGATGATTGGGTGTTTATGTGTATGTGTGAGATCTG
CCACTCTCTGAACCTTGTTACAACATTGTCACATTACCCGTCTAACC

ex3_60
11511_
x1

CM000
666.2/1
412978
78-
141297
774

16 0.001 32.2 1 ATCCTTTTGTAGTTCATGAGCATAATGATTGGGTGTTCGCATACATGTGTGAGATGTG
CCACCCTCTGAACCTAGTTACAATGTGGGGATATTACCTGTCTGACC

ex3_60
13182_

ENST0
000039

14 0.009 28.2 1 TAGACGATACTTTCAAGGATCATTTCTATAGTTTGTTACTAGAGAAATTGCTCTGAATG
T



x1 1237.2
ex3_60
14131_
x1

AC010
325.7/1
31787-
131697

20 2E-06 40.1 1 GGGACCCCGUGAUGUCCAGCACUGGGCUCUGACUGCCCCUGAGGACACGGUGCA
CCCCGGGACCUUUGACAUCCGGGGUUCUGAGGGGCCC

ex3_60
16036_
x1

ENST0
000039
0893.2

19 0.002 30.2 1 AAGACTATATTTTGAGGGATAATTTCTATAGTGTGTTTCTCGAGGAGTATATCTGAAC
GT

ex3_60
17790_
x1

CM000
679.2/2
330370
-
233027
6

35 7E-15 69.9 1 TAGAGAAGTCAATGATGGTTTTATTCATATCGTCTGAACCTGTCTGAAGCATCTCAGT
GATGCAATCTCTGTGTGGTTCTGAGACTTCTCCAAGT

ex3_60
18992_
x1

CM000
685.2/1
352124
41-
135212
513

14 0.009 28.2 1 AAGACTATACTTGCAGGGATCATTTCTGTAGTTGGTTACTAGAGAAGTTTCTTGTCTG
TAGTTGGTTATTAGA

ex3_60
19071_
x1

ENST0
000036
3448.2

15 0.003 30.2 1 AAGACTATACTTTCAGGGATCATTTGTATAGTTCGTTACTAGAGAATTTTCTCTGAATG
T

ex3_60
21684_
x1

ENST0
000039
0971.1

16 0.001 32.2 1 TGCACTTATGTATGTTTTTGTTTAAACTGTGGACAAAGACTTATGGATAAGTACAAAAA
A

ex3_60
22513_
x1

CM000
673.2/1
334370
39-
133436
938

18 5E-05 36.2 1 GTGCTTCTGTGGTTCATAAGGGTGATGGCTGGGCTCATGCGGATGTGTGAGATGTG
CTACCCTGGAAACTGGTTATGACGTCGGCACATTACCCATCTGACA

ex3_60
22683_
x1

ENST0
000051
6213.1

19 0.004 30.2 1 CCACACAGGACGAAGGGTAGATATACTTGTACCAAATGAATGTTCAGCAATCTGAGA
TAA

ex3_60
22906_
x1

CM000
668.2/7
539906
7-
753988

14 0.009 28.2 1 AATTCTATACTTTGAGGAGCCATTTTCATAGTTTGTTACTAGAGAAGTTTCTCTGAACA
TGGAGTGTACCAGAAAGCATGAGGAGGAAGTGCAGTGCTCTCGCCTTAGCTGTGAA
ATCAGTTGCTTCATTGTAACCACCATTTTTCATTGATGGCCCATCTTCTCTTCCTTTGG
GAGAATAAGAAGGGGAAGATGCAGTCTGAGTGGT



60
ex3_60
24436_
x1

CM000
664.2/6
226499
5-
622650
98

14 0.008 28.2 1 ATCCTTCTGTAGTTCATAAGCATCATGCCTGGGTTTTCGCGTTCCCATGTGAGCTGTG
CCTCCCTCAAACCTTGTTATGGCATCGGCACATTATCCATCTGATG

ex3_60
24612_
x1

CM000
669.2/4
689480
-
468958
3

14 0.008 28.2 1 ATCCTTTTGTTGTTCATGAGCATGACAATTGGGTGTTTTCATGCAGCGAGTGAGATGT
GCCACCCTGGAACCTTGTTACGACGTCGCATGTTACCTGTCTGACC

ex3_60
27527_
x1

ENST0
000051
6390.1

15 0.005 30.2 1 CTACAATCAATTAAGCCACATGGGACCTGGTGTGCAAGGGCTGCAAACAGCAGCATC
CTA

ex3_60
28018_
x1

CM000
676.2/7
379901
5-
737991
18

15 0.002 30.2 1 ATCCTTTTGTAGTTCATAAGCATGACGATTGGCTTTTCACTTTCATGTGTGAGATGTG
CCTCACTCAAACCTTGTTATATTGTCAGCACATTACCCATCTGATG

ex3_60
30203_
x1

CM000
667.2/2
907049
6-
290706
10

14 0.008 28.2 1 GAGGAGGTCCATTTTAAAAAAGAATAGATTGGAAATGCCTCATAGAGTAACTCTGTG
GTTTTATTTTACCCACAGGACTATGGTTAAATATGTGGGAAAGAACTACAAGACAGTT

ex3_60
30509_
x1

ENST0
000051
6202.1

15 0.006 30.2 1 AGGACGTCAAACCATCATAAAGTATAGATCTCCACAGGATGCCATAGTGAATAGTGC
TAT

ex3_60
31766_
x1

ENST0
000036
2796.2

17 0.000
1

34.2 1 AAGACTATATTTTCAGGGATCATTTCTACAGTGCACTACTAGAGAAGTTTCTGTGAAC
TT

ex3_60
32978_
x1

ENST0
000036
4537.1

15 0.002 30.2 1 CTTGCACCTAAACCCAAAGAATCACTGTTTCTTGAAGTGGTGGTTTAAACAAGGTGCA
AA

ex3_60
33639_
x1

CM000
674.2/7
716302

15 0.004 30.2 1 ATCCTTTTGTGGTTCATAAGCATGATGATTGGGTTTCCACATTCTTGTGAGATGGGCC
TCCCTCCAACCTTGTTATGATGTCAGCACATTACCCTTGACG



5-
771629
26

ex3_60
35158_
x1

ENST0
000039
1256.1

15 0.004 30.2 1 GTGCCTAAGGTTAACACAGCGCCTTAAGAGGCTAACACAGAAGGGCAAAGTAAGTCT
CCA

ex3_60
35463_
x1

AC011
891.3/5
4747-
54616

15 0.004 30.2 1 ACACUCUCAGCUAUGUAUAGUUACACCUGGCUUCACUUGUGUGACUUUUGCAAUG
GGAAGAGAGAGAGAAGGUCCCCUUGGUACCUCAGCUCGGCCUUAUGGUGGCCUC
UUUCCUUGAAGGGUGCAACAAAA

ex3_60
37202_
x1

AY270
787.1/1
35-13

14 0.009 28.2 1 ACUGGAGGACUAAGGAGGCUGGGUCUGAUGAGGCAAGAUUUUGCUGAUACAUUG
CUCCUAGAAAAAAGGGUUGGCAAGAGCAGCCCUGGAGACUCACACGGCUGACUGU
UCUACCCAACACUC

ex3_60
41392_
x1

CM000
674.2/1
297205
3-
129721
43

14 0.008 28.2 1 TACATTCCATGATGTCCAGCACTGGGCTCTGATCACTCCGGAGGACACAGTTTTCCC
CAAGACCATGGCTACCTGGGGATCTGAGAGAAAA

ex3_60
41594_
x1

ENST0
000051
6361.2

14 0.009 28.2 1 TGGACCAATGATGAGAGCATGTCACAAAACAAGGCTTATGATTAATCCAGTTCTGTAC
AC

ex3_60
44034_
x1

AC069
351.5/3
7957-
38002

14 0.008 28.2 1 AGCUGAAGAGCUGAUGAUGUUCCCCUAAAGCUGAAGCUCUUAAGCU

ex3_60
44618_
x1

ENST0
000036
2963.1

16 0.000
6

32.2 1 GGGTCGATGATGAGAACCTTATATTTTCTGAAGAGAGGTGATGACTTAAAAATCATGC
TC

ex3_60
46763_
x1

ENST0
000038
6104.1

15 0.005 30.2 1 CAGCACTGCCAAGTGACCCATTGGGCTCCATCTTGACCAACTGGGCATCAAGCGGT
GCAA

ex3_60
48989_
x1

ENST0
000038
4520.1

15 0.002 30.2 1 CTGAGAATATCTTGCTGTTCTGATTTTGTAATAGGACAGGCTATAAAGATTGGCTATA
TT

ex3_60
49726_
x1

ENST0
000036
3072.1

14 0.009 28.2 1 TGGATCAATGATAAAACTTGCTGGCATATGAATCTTGGATAATGGATGATACGTGTGT
GG

ex3_60
49981_

CM000
667.2/5

18 0.009 28.2 1 ATCCTTTTGTAGTTCATAAACAGGATGATAGGGTTTTCACATTTATTGTGAGATGTGCT
TCCCTCCAACCTTGTTATGATGTTGATGCATTATCCATCTGATA



x1 132198
3-
513220
85

ex3_60
53925_
x1

CM000
669.2/6
643450
7-
664346
18

15 0.004 30.2 1 AGCCTCCCAAAGCACTGGGAGTGTGATGACTAGGTTTTCACACTGGGTTTTCATGTG
TGAGATATGCCTTGCTCAAACCTTGTTACAGCACTGGCACATTGCCTGTCGGATG

ex3_60
57238_
x1

CM000
683.2/4
160468
3-
416045
86

14 0.008 28.2 1 TTCCCTGTGACACATCAGCAGGATGACTGGGCTTTCATCCTCCTGGGTGGGACATGC
CTCCCTCAAGCCTTGCTGCTGGGCACATTATCTGTCCAACA

ex3_60
57496_
x1

ENST0
000051
7256.1

15 0.002 30.2 1 AGCACTTGTGTTTGCTTTTGTTTGACTTGTGGACAAAGACTTATAGTAGACAGGCACG
AA

ex3_60
59775_
x1

CM000
685.2/6
969295
6-
696931
55

14 0.008 28.2 1 AAGACTATACTTTCAGGGATCATTTCTATAGTTTATTACTGGAGAAGTTTCTTTGAATG
TATAGAGCACTAAAAACCATATTATCTCCCAAGTGTAAAGCTGCCTCTTGGTGTTGGT
TTACTTCAGTTGCCATTTGCCATTAATGATTGTTCTTCTTTTCTTTGGGGAGAATAAGA
GACAGAGGACACAGTCTGGGTGGG

ex3_60
60545_
x1

CM000
685.2/4
738864
9-
473887
77

14 0.009 28.2 1 GGGGTGTGCTCAGAGCAGGGGGCCTGAAGAATGCTTCTTCTGTTTACAACACACCC
AATAGGAATCTGGGGTCATTGTGACGGGGGGCACAAAACTTGTGACCTCTCTATGAA
CAAATGCCCCACATGT

ex3_60
60784_
x1

AC092
184.7/5
0327-
50196

15 0.005 30.2 1 UUGUCCUGGCCUAGGCCAUUUCUGCUCCCCCGCGCUCAGUCCUAGCAGAGUAGU
CUGGCAGGACGCACAGCAAUCUCCCUCUCAGUUUAGGAGGGCCGUCUCCUAAGAA
UAGGGCUGGCAGGAAAGGACAAU

ex3_60
62185_
x1

ENST0
000036
4329.1

16 0.000
5

32.2 1 GATCAATGATGAAACTAGCCAAATCTGAGCATCAGAAGTCTTTCCAGTCTACCTGATG
CA

ex3_60
62229_

ENST0
000039

17 0.000
3

34.2 1 AAGATTATATTTCCAGGGGTCATTTCTGTGGTTCATTACTTAAAGGAGTTTCCCCAAG
TG



x1 0909.2
ex3_60
62545_
x1

CM000
669.2/1
327530
23-
132753
126

15 0.003 30.2 1 TGCTGGAGTGATGAAAAAGTATCTTCAGGTGTGGCTGTGGCCACCTTGGCCACCTGT
GTGTCACTTGCCAATGCAAGGACTTGTCATAGTTACACTGACTGTTA

ex3_60
64328_
x1

CM000
668.2/2
416627
3-
241663
74

14 0.008 28.2 1 CTCGAGGGTGATGAAAAAGCATCCCTAGGTGTGGTTGTGGCATCTTGGTCACCTATG
TGCCACCTGCCAGTGCAAGGATTTGTCATAGTTATAGTGACCGTG

ex3_60
66079_
x1

CM000
685.2/1
331527
54-
133152
892

15 0.004 30.2 1 TGCACTGCGTGGTATCTGCACTCAGCAGTTTACTCCTGCTAGGGTGTTCAAAGGTCA
GTGCCATAGAAATCCAGTATCTGGTTTCATTGGTTTTCTTGGCTTTGTGCTTGTTAAA
CCTGGTATTTCTATTGATACAGCA

ex3_60
66291_
x1

CM000
679.2/1
966200
0-
196620
90

14 0.009 28.2 1 CTGATTCTTTGTACTAGGATGCAAAAGAAAACAATCCTTGTGCCTTCTATCTCTCTTG
GTGGCAGCCCAGATTGAATTGGGGAATACATCT

ex3_60
67389_
x1

ENST0
000036
2451.1

19 0.002 30.2 1 AGGTTGTGATGAATTGCTTTAATTTCTGACACCTCATATGAAAGCTGCACTTGCAGTC
TT

ex3_60
68998_
x1

ENST0
000039
1265.1

15 0.003 30.2 1 CCTCCTTTTCTTGTCAGGGACTGAGTGTGTGGTCCTGCTCCTGTTATGTATGGAGGC
AAA

ex3_60
71810_
x1

CM000
669.2/9
888509
0-
988849
90

14 0.009 28.2 1 ATCCTTTTGTAGTTTGTAAGGGTGATGATTGGGGTTTCATGCTTATATGTGAGACATG
CCTCCCTCAAACCTTGTTATGTCAGCACATTACCCATCTGATG

ex3_60
77303_
x1

CM000
685.2/1
205443

14 0.008 28.2 1 ATCCTTTTGTAGTTGAGAAGCATGATGATTGGGTTTTTATGCTCATATATGAGATGTG
CTTCCTTCAAACCTTGTTATGACATCAGCACATTACCTGTCTGATG



15-
120544
418

ex3_60
79394_
x1

ENST0
000051
6468.1

18 0.009 28.2 1 GGATTGACGATGACTTTAAAAAAAAAAAATCTCATTGAAATCTGAAAAAAATGAGTGA
CC

ex3_60
84257_
x1

AC026
161.4/8
9260-
89123

14 0.008 28.2 1 GCUGUCCUGGACCUGCCAGCUGCACAGAUGCAGAUGCUCUGCUAUGCCUGUAAC
AUCGGGGCGAAGUGAAAGUGGCUAUUUCUACACUCAGUUUUCAGAAAACAGUGAA
CAACAAGAAUGGAUAAUAGCCUGACAUUU

ex3_60
84583_
x1

ENST0
000051
6910.1

14 0.009 28.2 1 GGAAAGGTTACTAAAAGAACACTGCATTCCTGTAGCCTGCACGTCCTTAGAAACACC
TCA

ex3_60
85393_
x1

CM000
668.2/3
469278
0-
346928
83

15 0.004 30.2 1 ATCCTTTTGTAATTCAGATGCGTGATGATTGGGTGTTTACATGCATGTATGAGACGTG
CCAACCTTGAATCTTGTTATATAACGTGCACATTACCCGTCTGACA

ex3_60
85660_
x1

AC026
222.5/2
6043-
25912

15 0.003 30.2 1 GGCCUCUCAGUUCCGCUUAAUCACACAGGUCCAGUGUGUGCUUGGUGUCUUUUC
UGGGAGGCAGAGGAAGGCUCUCCUAAUCACAACAGACCUGCCCAGAAGGGCCUCU
CUAUUUCUAGGAGUAUGAUAGCU

ex3_60
86113_
x1

CM000
670.2/1
298687
16-
129868
590

16 0.001 32.2 1 AGGATATATCAAAGAGACTTTCTGGGGCTGGGAAACCAGGATCTCGTAATGCTATGA
CCAAAGATTGAAGTTTTGCATAGGATACCGTAGTCACTCAGTAGTGCTGTTTTCCTGA
GGAAATACAAGA

ex3_60
86610_
x1

CM000
668.2/4
250560
6-
425055
00

15 0.003 30.2 1 ATCCGTTTGTGATTCATAAGGGTGATGATTGGGTTTTCATGCTAATATGTGAGATGTG
ACTCCTTCAAACTTCCTTGTTATGACATCAGCACATTACTCATCTGATG

ex3_60
86874_
x1

ENST0
000036
5579.1

14 0.009 28.2 1 AGGCAGGTACTGTTAGAATATAACTGAAGTGTTTTATTGTTATTGTCATTGCTTAAAGC
A

ex3_60
87337_

CM000
663.2/3

19 0.002 30.2 1 ATCCTTTTGTAGTTTGCAAGTGTGATGATTGGGGATTCACACTCGTATGTGAGATGTG
TCACCCCCGAACCTTTTCACGTTGGCAAAATACCCATCTGACA



x1 775020
2-
377503
02

ex3_60
88084_
x1

CM000
674.2/5
048856
6-
504884
84

18 3E-05 36.2 1 AAGACTATACTTTCAGGGATCATTTCCATAGTTTGTTACTAGAGAAGTTTCTCTGAGC
ATGTGGAGCACTGAAATATCTAAGA

ex3_60
88561_
x1

CM000
684.2/2
251778
0-
225178
75

16 0.000
8

32.2 1 ATCCTTTTGTGAGGATAAGCGTGATGCTTGGGTTTTCACTCATGTGAGATGTGCTTCC
CTCAAACCTTGTTATATCAGCATGTTTAACATCTGATG

ex3_60
89355_
x1

ENST0
000045
9332.1

14 0.008 28.2 1 GCTTAATGATGAGAATCATTATTTCTTGAATTGGATGACACTTTCCATTCCTGCAAAG
GG

ex3_60
90811_
x1

ENST0
000038
4249.1

15 0.004 30.2 1 GGCCTCCTGGGATCCCATCTGGAAAGTGCTTAGTATTCTGCCTGCTTCACAAAGGGA
GGG

ex3_60
96143_
x1

CM000
685.2/1
241977
43-
124197
849

15 0.003 30.2 1 TGTAACTTGTGGACAAGGCTTATTGACAGGTGCAAAAAATAAATAATCTTTTGCCACT
CAGAACTCATTGTTCAGTATGAGTTTTGATACACATAAGAAGGAATATT

ex3_60
96539_
x1

CM000
665.2/7
257296
5-
725730
68

15 0.005 30.2 1 ATCCTTTTGTAGTTCTTGAGTGTGATGATCGGGTGCTCACACTCATGTGTGAGATATG
CCACCCTCGAACCTCATTTTGAAGTCAGCACGTTACCTGTCTGACA

ex3_60
97634_
x1

ENST0
000041
0213.1

15 0.005 30.2 1 TCAGCTTGAGTCACTCTTCCCAGGCTTTATCCAGGTGGCTTAGGTTAGCTAGGGCTG
TGT

ex3_61
04312_
x1

AC094
019.2/4
7367-

20 2E-06 40.1 1 AGGUCAUUUCAAAGAGGUCUUGUGAGGCUGUGAAACCAAGAGCUCUUAACACUGC
GACCAAAGAUGGAAGUUCUCUAUAGGAUGCCAUGGCAUUUGAUGGUGCUAUGUUU
UCUUGAGGAGAUAUAAGA



47494
ex3_61
06739_
x1

ENST0
000051
6618.1

15 0.005 30.2 1 TATAAATGTGATGAATTGCACACTCGCAGAGTCATAGCATTAGGGGATGCAGGCAGT
GTT

ex3_61
07625_
x1

CM000
668.2/1
035831
35-
103583
268

16 0.000
7

32.2 1 AAGCTAGCCAATGAATCTGCTTACCTAAACATGTTTCTGCAGAAATTTTTATTTTAAAA
AGCTGGTAATAGTAAAGCCATTTATGAGCCTTAAGTATATTGAAGTTGTTAAGATCCC
TGAAAATGGCTATAACA

ex3_61
08129_
x1

CM000
665.2/1
118794
15-
111879
311

14 0.009 28.2 1 AAGACTATACTTTCAGGGATCATTTCTATACTTCATTACTAGAGAAGTTTCTCTGAATG
TGTAGAGTACCAACTTCTACGCAAATAAACTAGAAAATCTAGAAGA

ex3_61
09950_
x1

CM000
683.2/3
625853
1-
362584
26

15 0.004 30.2 1 ATTCATCTGCAGTTCATTAGTGTGATGATTGGGTGTTCACGCACATGCGTGATATGTG
CCACCCTCAAACTTTGTTACAATGGTCGGCACATTGTCTGATGTGAAA

ex3_61
13292_
x1

CM000
664.2/1
005774
69-
100577
557

15 0.003 30.2 1 CTCATTTTGTGGTTCATAAGTACGATCACGTATGTGAGATGTGCCCCCCTCAAATATC
GTTAGGCTGTTGGCACATTACCCATATGACA

ex3_61
14708_
x1

CM000
671.2/3
814742
8-
381475
61

15 0.005 30.2 1 TCGATGGGTGGGATAATCCTTACCTGTTCCTCGTTTTGGAGGGCAGATAGAACATGA
TGATTGGAGATGCATGAAATGTGATTAATGCCTCTGCCTAATCAGGACTTGCAACAC
CCTGAGTACTCCTCTCTGAT

ex3_61
14805_
x1

CM000
677.2/2
509949
9-
250995
94

33 8E-14 65.9 1 GGATCGATGATGACTATAAAAAAAATGGATCTCATCGGAATCTGAACAAAATGAGTGA
CCAAATCATTTCTGTGCCACTTCTGTGAGCTGAGGTCC



ex3_61
15069_
x1

CM000
672.2/1
043997
90-
104399
903

14 0.009 28.2 1 ATATAATTGCAATTAATAATTACATGATTTGATCTTGACTGGGTGTTCACATGTATGTG
TAAGATATGCCTCCCTCAAACCTTATCACGATGTCGGCACATTACCCATCCAACA

ex3_61
15982_
x1

CM000
663.2/1
717680
70-
171768
175

15 0.003 30.2 1 CACCCCTTTTCTCCTCAGCCAAGGCTAGAGGCCAAGATCAGCCCTCAGGGATCATCA
TCAGGACTGCCATGAGCTGAGCTGCCTTGTTTTCCTGCCGCAAACATGT

ex3_61
17829_
x1

CM000
665.2/8
062807
3-
806279
61

15 0.002 30.2 1 GAGGAGGAGATATTTGTGTTCTCTCATGAGCGTGAAAACAGCGTTTGGTGTTGCGTT
ATTCCAACTGCCATTTGCTATTGGTGATCGTTCTTCTCTAGAGAATGCGCAACCTA

ex3_61
20865_
x1

ENST0
000036
2981.2

14 0.009 28.2 1 AAGACTATACTTTCAGGGATCATTTCTACATTTCCGGGTAATTTCTTTGAACATGTGG
AG

ex3_61
21251_
x1

ENST0
000039
1069.1

15 0.004 30.2 1 GGTCATATAAGTAGAAACCACTGAGTGAATCTTACTAGAAAAGTGAATGGCCATTCTT
GG

ex3_61
22281_
x1

ENST0
000058
1669.1

14 0.008 28.2 1 TGCTGGTGGTGAAGCTCCCTCTCTCCGAGCACTGGGCCCTGCCTGGGGTAAGGCT

ex3_61
22703_
x1

CM000
670.2/8
491991
3-
849198
18

14 0.009 28.2 1 AGACTCAGTGAATGTGATGATTGAATTTTCACACTCATGTGTGAGATGTGCCTCCCTC
AAATCTTGTTATGATATTGGCACATTACCTGTCTAACA

ex3_61
23259_
x1

ENST0
000051
6319.1

14 0.008 28.2 1 ACTCCATGATGAACCCAAAATGCCAAGTATATGACTGAACTTACAAGTGATACCATCT
TA

ex3_61
29116_
x1

AC092
590.2/3
5181-
35054

14 0.009 28.2 1 AGGCCAUUUUAAAGAGGGCUCAUGGGACUAUGAAACCAAGAGCUCUUAAUGCUGU
GACCAAAGAUUGAAGUUCUCUAUAGGUUGCCAAAGCACUCAGUGGUGCUGUGUUU
UCCUGAGGAGAUAUAAGA



ex3_61
29816_
x1

CM000
674.2/1
013588
49-
101358
748

14 0.009 28.2 1 ATGCTTCATAATTTATAAGTGTGATGGTTGGGTTTCTATGTTTATGGGTGAGATATGT
CTCCCTCAACCTTGTTACAACAGTTGGGCATTATCTGCCTGATG

ex3_61
32896_
x1

CM000
670.2/1
018473
60-
101847
256

16 0.001 32.2 1 ATCCTGTTGTAGCTCATGAGCGTGATAATTGGGTGTTCATGTGCGTGTGTGAGATGT
GCCACCCTCTGAACCTTGTTACGACATTGGCACATTACCTGTCTGACC

ex3_61
35498_
x1

ENST0
000051
6084.2

14 0.008 28.2 1 TCCATTTCAGAAAGCCGAGGTCAAAATAATGAGTCCTGGGGAATTCAAACTTGTGTTA
AG

ex3_61
36471_
x1

ENST0
000045
9536.1

18 0.008 28.2 1 TTCTCATGTGGGATAGTTTTCACTTGTTCCTTCCTTTGGAGGGCAGATTAGAACATGA
TG

ex3_61
36508_
x1

CM000
674.2/1
147377
04-
114737
798

14 0.009 28.2 1 CACTCCCCTTTCATTTTACCATTGAGGCTTATGTCTTTATTGGTTGTTCAAGTAGGGC
AAAGGAAATGGCCTTTTAAAACTCAGAGGCCAGGTAC

ex3_61
37313_
x1

ENST0
000039
1316.1

15 0.002 30.2 1 TTCTTACAAATCTAAATGTGCTTTGATGCAAGTATATTTGAATCCCTTTCCATCTGATA
A

ex3_61
37856_
x1

ENST0
000039
1130.1

15 0.006 30.2 1 GCCATGATGCTCTTCGGTTTAGGAGCAATTAAAATGACTACAGATTGGTGGCAGTTTA
TG

ex3_61
38718_
x1

ENST0
000051
6639.1

15 0.004 30.2 1 AAGCAGAACTCAGACTACAATATAGCCGTCAACTGCTGTTTTGTCATATTCTCTGCTC
AA

ex3_61
39213_
x1

CM000
677.2/4
521503
3-
452149
06

14 0.009 28.2 1 GGGATGTGCTCAGAGCAGGGGGCCTGAGGAATGGCTCCTCTGTTTACAACACACCC
AACAGGAATCTGGGATCATTGTGACGAGAGGTACCAAAACTTGTAGGCTTCCTACGA
ACAAACTGTACATGT

ex3_61 AL132 34 2E-14 67.9 1 UGGACCAGUGAUGACCACUGGUGGCAUAUGAGUCAUACACAUGAACACCAUGUUU



40472_
x1

709.5/1
51720-
151647

CUAGAACUCUGAGGUCCAA

ex3_61
46245_
x1

CM000
684.2/3
370492
0-
337047
86

22 1E-07 44.1 1 GCACTGCTTTAGAGCCTCTGCGTGTCTGGCTGTGGCCTCAGGGGTCTAGCAGCAGT
GCTAGAGCAGACCCAGCTTGTCAGATCCGGGGCTGCTTAGAGGCCACCTAAGTGAT
TCCTTTGGCAGCAAGCAACATTC

ex3_61
49277_
x1

CM000
675.2/9
978415
7-
997840
54

15 0.005 30.2 1 ATCCTTTTGTGGTTCACAAGCATGATGATTGACTTCTCATGCTATTGTGTGAGATGTA
CCTCCTTCAAATCTTGCTGCAACGTTGGCACATTACAGATCTGATG

ex3_61
52853_
x1

CM000
684.2/4
207616
1-
420760
58

14 0.009 28.2 1 ATCCTTTTGTAGTTCATGAGCGTGATGATTGGGTGTTCACATGCATGTGTGAGCTGT
GCCACCCTCGAACCTTGTTACCATGTAGGCACATTACCGATCTGACA

ex3_61
52957_
x1

CM000
663.2/2
363009
80-
236301
051

16 0.001 32.2 1 ATCCTTTTGTAGCTCATAAGCATGATGATTGAGGTTTCACACACATTAATGAAATGTG
CCTCCCTCAGACTG

ex3_61
53058_
x1

ENST0
000036
4671.1

14 0.008 28.2 1 AGCCTCTTTCTAGATGAGAATGGGCACTGTCGATCATGGTGTCTGAAAATTGTAAGT
GGC

ex3_61
55092_
x1

ENST0
000039
0859.1

14 0.008 28.2 1 GGATTTATAATGAGCTGTGTTTACTGAGCATTATGAAGTAAAGTTCAATATGATTACTC
T

ex3_61
55270_
x1

ENST0
000036
4939.1

18 9E-05 36.2 1 TCATCAGGTGGGATAATCTTTTCCTGTTCTTCCTTTTGGAGGACAGATTATAACATGA
TT

ex3_61
57588_
x1

ENST0
000039
1263.1

15 0.002 30.2 1 GTCGCACTTAAACTTAAGACTCTTTTTCTTGCAGCAGTGGTTTAAACAGAGGAACAAA
CA

ex3_61 CM000 14 0.008 28.2 1 TATGGCCTTTATCAAAGCTGCAGCTGCTTCCATGTAGCTGCTGTGGTCAAAAAGAAG



58143_
x1

663.2/2
123528
16-
212352
950

CCAAGAGTGACAGTTTTCCTTGATGGTCATAGTTCTGTTTGCTGTAACTGATCTGCAA
GATTTTGGGAAAATACCATT

ex3_61
62227_
x1

CM000
666.2/1
589094
42-
158909
373

15 0.002 30.2 1 TGGCATGATTTTAAAGCTGTTTCACCCGAGTACACAGCAGGGAAGCCATCCTTGGAG
AGCTGAACATGCA

ex3_61
62920_
x1

AC016
394.13/
8497-
8370

16 0.000
5

32.2 1 GGGGUGUGCUCAGAGCAGGGGGCCUAAAGAAUGGCUCCUCUGUUUAUAACACAC
CCAACAGGAAUCUGGGGUCAAUGUGAUGAGAGGCACAAAGCUUGUGGCCUCCCUA
CAAACAAAUGCCUACAUGU

ex3_61
63229_
x1

ENST0
000038
4516.1

25 3E-09 50.1 1 GGATCGATGATGACTTAAAAAAATGGAAACCTTGGAAATCTGAACAAAATGAGTGAC
CAA

ex3_61
63619_
x1

ENST0
000036
3536.1

15 0.002 30.2 1 TGGATCGATGATGACTACTGGTGGCGTATGAGTCATAGACAATGAATACGTGTCTGG
AAC

ex3_61
64089_
x1

CM000
672.2/4
598461
0-
459848
10

14 0.008 28.2 1 TCCAGCAGTAGTCAGCTGTCTGGACAGAACCATTCCTGGGATCATGTTACACTGCTG
GGAGAAGAATGTCTTCTCTTCATCCAGTTGCGTCCATCACTGTTCTGGTGGTGTCTG
GCACTGGTGCAAGGCAGAACTGTGCTTCCTTGAGAGTGTGCTGAGCATTCACCTTG
GCTGCTTGGTTCTAGTCTAGGAGCAGACACA

ex3_61
68713_
x1

ENST0
000051
6728.1

15 0.004 30.2 1 TATATCTATTTGAGAGACCTAGTACAGTTACTGTCTGTGGCTGAGGTTTCCACTACAG
AT

ex3_61
71797_
x1

ENST0
000051
7079.1

14 0.008 28.2 1 ATGCCTCTATTTGACACATGAAACAGTTACTGCCTGCTGCTATGGTTTCCACTACAGA
TG

ex3_61
71970_
x1

CM000
669.2/2
991252
8-
299126
32

20 2E-06 40.1 1 ATCCTCTTGTAGTTCATGAGCGTGATGATTGAGTATTCATGTGCATGTGTGAGATGTG
CCACTCTCTGAACCTTGTTACAACCTTGGCACATTACCTGTCTGACC

ex3_61 CM000 15 0.004 30.2 1 AACCTAAACATGACAACTGGGTTTTCATGCTATTGCATGATACCTGCCTCCCTCAAAA



72722_
x1

678.2/1
146764
1-
114677
29

CTTGTTACATCATCATATCACTCACCTGATA

ex3_61
73830_
x1

ENST0
000036
3367.1

14 0.008 28.2 1 CTACAGATATTTTCTGAATTGGCAAGTCCACCAAGAAACTATAAAAATGTGTGTGTGC
AA

ex3_61
74619_
x1

ENST0
000051
6440.1

15 0.006 30.2 1 GTTGAGGTCTAACACGATAGGGCTTTATCTGTAGCCACACCATCTGGAAACATCTAG
TGT

ex3_61
76284_
x1

ENST0
000051
6331.1

15 0.005 30.2 1 CTCCAATGAGGAGGAAACATCCTGCCTTACCCCTGTTTTAGCCTGGGAACCAGTAAT
TGT

ex3_61
77251_
x1

CM000
663.2/1
670414
35-
167041
536

16 0.001 32.2 1 TTGCTTTTGTAGCTTAAGTGTGATGATTGAGTTTGTATGTGCATGTGTGAGATGTGCC
ACCCTCGAACCTTATTATAGCATGGGCACATTACCCATCTGACA

ex3_61
81508_
x1

CM000
663.2/1
742002
30-
174200
129

14 0.009 28.2 1 ATCCTTTTGTAGTTCATAAGCATGATAACTGGGTTTTCACACACATATGAGATGTGCC
TCCCTCAAACCTTGCTACAGCATTGGTACATTATCTGTCTAACA

ex3_61
81589_
x1

ENST0
000039
0873.1

18 0.009 28.2 1 GGTTGTGGTGGTTTTCTTTCTGGTACATTTGTTAAGTTTTCAAATGAGCCTAACTCTG
CC

ex3_61
82930_
x1

ENST0
000039
1313.1

19 0.004 30.2 1 CTGTGATGATGGCATTTCTTAGGACAATTTTGGATTAATTATGAAAACAACTACTCTCT
G

ex3_61
82962_
x1

CM000
673.2/6
615262
1-
661527
25

16 0.000
7

32.2 1 ATCCTTTTGCAGCTCATGAGTGTGACGATTGGGTGTTCATGCATGTGTGTGAGGTGT
GCCACCCTCTGAACCTTGTTACAACATCAGCACATTACGTCTCTGAAC

ex3_61
83056_

CM000
676.2/5

15 0.004 30.2 1 CTGCAGCTAGTTAACCTGACTTGTCCACCTCCCTGCTGGGGGCTCAGTGTGCAATG
GTTGCAAAATGGAGATTCCCTGGTTGTGTATACACCTCATTTCTTGAATGTGTTGCTT



x1 124409
0-
512442
24

TAAGGGTTCTTGAAGACATTA

ex3_61
83216_
x1

CM000
663.2/5
123135
6-
512312
53

14 0.009 28.2 1 ATTCTTTTGTAATTCATAAGCATGATGACTCGGTATTCACGTGCATGTGTGAGATGTG
CCACCCTGGAACCTTGTTGCAACGTCAGCACATTATGGGTCTGACA

ex3_61
84102_
x1

CM000
664.2/7
562795
3-
756281
68

14 0.008 28.2 1 ATCTTTATACTTTCAGGGATCAATTCTATAGTAGGTTACTAGAGAAATGTTTCTGAACA
GAGTAGGGGGAGAAATCTCAATGAAAAGCTGCAGTAGCTCTCCTGAGCATGAAGCT
GGCAGGTGGTGCCACCTGGTGGTAGCCACTGCTTGCTGTCGATGACCGTTCTTTGC
TCCTTGGACAAGGATAAGAGAGAGAGAGAACACAAGCTGCGGGTT

ex3_61
84107_
x1

ENST0
000057
9231.1

25 1E-06 42.1 1 TACTCCAGCCTGGATGACAGAGCCAGACTCTGTCTCGAAAAAAAAAAAAAAAAGCTT
AAT

ex3_61
84117_
x1

CM000
672.2/5
823876
0-
582386
57

15 0.002 30.2 1 ATCCTTTTGTAGTTCATAAGCACAATGATTGAATTTTCATGCTCATGTGTGAGATATGC
CTCACTCCAGTCTTGTTACAGTGTTAGCACATTACCTATCTGATA

ex3_61
84217_
x1

ENST0
000036
3782.1

14 0.009 28.2 1 AGATCATTTCAAAGAGGGCTCGTGGGGCTATGAAACCATGAGCTCTTAATGCTATGA
CCA

ex3_61
85060_
x1

CM000
663.2/2
241796
41-
224179
767

15 0.002 30.2 1 TTTAGAATGTCAAAATTGATTTTGTAATAGTCAGGACAGGATAAACAGTCGCTATATTA
AGACCATGTACGTGTCCCTAGACCTAGTTCTTTCCCTACGTCTGTTTTTATAAATGCT
GGTGATAAAC

ex3_61
87252_
x1

CM000
663.2/1
736602
00-
173660
097

14 0.009 28.2 1 ATCCTTTTGTAATTCATAGGTGTGATTATTGGGTTTTCATGCTCATGTGTGAGAGGTA
CCTCCTTCAAACCTTGTTACAACACGGGCACATTTCCTGTCTGTTG



ex3_61
89662_
x1

CM000
666.2/4
008298
3-
400831
06

14 0.009 28.2 1 AGCCACCGCACCCGGCCGGGCTGTATTCTTACACTGACTGTATAGAAAGAGGAGAT
AGAGTAAACCTACCCCGTATACTTCAGCCCACGCCCTGTGCCTGTTCTGTATTATGA
AGCGGGGTTGG

ex3_61
93266_
x1

ENST0
000045
9339.1

15 0.003 30.2 1 CTGTGTGTAGAAATGTTTGCTCCTCTATCCTTTGGGAACAGGAATACATTCATAACAT
GC

ex3_61
93759_
x1

CM000
679.2/2
655679
-
265578
2

15 0.002 30.2 1 ATTCTTTTGTAGTTGCTACGTGTGACGACAGGGTGTTCACACACATGTGTAAGATGTA
CCACCCTCCAGCCTTGTTACAATGTCGTCACATTACCCGACCGATG

ex3_61
95510_
x1

CM000
666.2/1
732088
2-
173207
46

19 0.004 30.2 1 GGCTTCTCATTGAGCTCCTTTCTGTCCATTGATGGCAGTTGATGGATTTGCATGAGAA
GAAGAGAGAATTCACAGAACTAGCGTTATTTTACTTTCTGTCTTTACAGAGGTATATTT
GGCTGTTTTGTGAGACATTC

ex3_61
96875_
x1

ENST0
000038
3923.1

24 1E-08 48.1 1 CTGCAGCCTATTAAGCCAACTGAGTTCCTTTCCTCATGGGGGGGCCCAGTGTGCAAT
GGC

ex3_61
97314_
x1

CM000
663.2/5
680952
-
568102
6

15 0.002 30.2 1 CTCAGCTGGGCTTTTTTTAAGTAACAAGTGACTGGGCCACTGACATGTAAAGAGGGA
AGTGAGGTGCTCCTGGAG

ex3_61
97636_
x1

CM000
674.2/9
326573
2-
932656
29

16 0.000
9

32.2 1 ATCCTTTTGTAGTTCATAAGCATGATAATTGGGTTTTCATGCTCATGTGTGAGCTGTA
CCTCCCTTAAACCTCGTTATGATGTTGACACATTACCTGTCTGACA

ex3_62
02566_
x1

ENST0
000036
3572.1

15 0.004 30.2 1 GGTCAATGATGTCGTGGCATGTATCAGCTGAATCCAAAGTTGATGTGAGTTCCAAAA
TTA

ex3_62 ENST0 14 0.009 28.2 1 TTGATCTACCTCTGATGAAACCTGTGTTGGTGGGGACATCTGAGAGTGTTGATGAAT



05430_
x1

000036
4129.1

GCC

ex3_62
14202_
x1

CM000
677.2/3
289520
0-
328953
01

17 0.000
2

34.2 1 ATCCTGAGATTCATGAGTGTGATGGATTGGGTGTTCGTATGCATGTGTGAGATGCGC
CACCATTGAACCTTGTTAAGATATGGACACATTACCTGTCTGACA

ex3_62
14418_
x1

CM000
685.2/1
130011
28-
113001
019

14 0.008 28.2 1 ATCCTTTTGTGGTTCATGAGTGCGATGATTGGTTTTTCACACATATATGTGAGATGTG
CCTCCCTCAAACCTTGTTAGGAGTAGAAGGTAGGCACATTACCTATCTGACG

ex3_62
15927_
x1

CM000
664.2/7
548957
6-
754897
10

18 0.008 28.2 1 CTGTGTGTAGAAATGTTTGCTCCTCTATCCTTTGGGAACAGGAATACATTCATAACAT
GCTACATGTAAAAAGGACTCCCCAGGGTGGCCAATCTTATGGTAGAGGTTGTATGGT
AATATATTTCTCCTTCATAA

ex3_62
17519_
x1

AC099
331.2/1
40721-
140854

15 0.002 30.2 1 AGACUCCCAGCUCUGCCCAGUUACACUAGGCUUCGCCUGUGUGGCUUCUGUAAU
GGGGAGGGAGAGAAAGGAUCUCCCCAGGACCUCAGAUUGGCUUUACUGUGGCAU
CUCUUUCCUUGAGGGACACAAUAGGU

ex3_62
18426_
x1

CM000
663.2/2
286524
36-
228652
560

14 0.008 28.2 1 GGCCTTTTGGTGCTTACCACAGACTGTGCTCTTTCACTGACTGAATAGAGAGAGGAG
GCAGAGTAAACCTATCCTATATACACCTCAGTCCAAGCCTGGTCTGTATTATGAATGG
GGCAACATGG

ex3_62
22057_
x1

ENST0
000038
4772.1

14 0.009 28.2 1 TGGTTGTTACCAAGGCATTTAGCATGCAATTTCTCATTTGCTGTGGACACGACGAGAA
GA

ex3_62
23312_
x1

ENST0
000036
2604.1

15 0.004 30.2 1 AACCCCCTTTTCACTTTGCCAATTGGACTTATGTCTTTATTGATCATTCAAGTGAGCAA
A

ex3_62
28538_
x1

CM000
685.2/1
249285
19-

14 0.008 28.2 1 AGCCTTGGAAACTGACTCAAACAATAGGTTTTCATATTTATGTGTGAGATGTGCCTCT
TTCAAACCTTGTTACAACTTTGGCACATTACCCATCTGATG



124928
617

ex3_62
32579_
x1

AC092
814.2/1
36717-
136838

14 0.008 28.2 1 AUGCCCUUUUAAGGUUGAUGUGGUGCUUUAAGAAGCUAACAUAGAAGGAUAAAGU
AAGUCUCUACAAAACCCAGAGAAGAGACUGGAAAACUCCUCUCUGGAUCCUGCCU
GGAGUCACAGCU

ex3_62
32934_
x1

ENST0
000039
1251.1

18 0.009 28.2 1 AGATTGATGATGGCACCCCCATAAAACCATTCCTTAGGAAATCTGAACAAAATGAGTG
AA

ex3_62
33437_
x1

ENST0
000036
5029.1

14 0.008 28.2 1 TGGATCGATGGTGACTGTTGATGGCATATGACTCACATATGATGAGTACGTATCTGG
AAC

ex3_62
37696_
x1

CM000
673.2/1
092635
64-
109263
494

14 0.008 28.2 1 CATGTATAATGATATATTGGTAACACTGCAGACTTGGGGAAGCCAGCCAACCTTGGA
GATCTGAGTGTGAG

ex3_62
38857_
x1

CM000
665.2/1
215912
94-
121591
394

14 0.009 28.2 1 ATCCTTTTGTAGTTCATGAATGTGATGATTGGGCATTCACGTGGATGTGTGAGTGCTA
CCCTCGAAGCTTGTTTCAACATTGGCACATTATGCATCTGACT

ex3_62
40625_
x1

CM000
666.2/7
640207
6-
764021
46

15 0.003 30.2 1 CATCTGTGATTATCCTATTCTGAACCTGAATTTCTACTAGAAAAAACTTATATGAATCT
GGCTTCTGAGAT

ex3_62
42081_
x1

CM000
670.2/1
023886
35-
102388
526

14 0.009 28.2 1 ATCGTTTTGTAGTCTATTATAAGCGTGATGATTGGGTGTTCATATGCATATGTGAGAT
GTGCCACCCTCAAATCTTGTTATGACGTCATCAGCACGTTACTCTTCTGATA

ex3_62
48640_
x1

ENST0
000036
5318.1

17 0.000
3

34.2 1 GGGTCAGTGATGAGAACCTTATATTGTCCTGAAGAAAGGTGATGACTTAAAAATCATG
CT

ex3_62 ENST0 20 0.000 32.2 1 TAATGCTATACTTTCATGGGTCATTTCTATAGTTTGTTATTAGAGAAGTTTCTCTGAAT



49115_
x1

000036
4459.2

6 G

ex3_62
50012_
x1

CM000
682.2/5
647564
3-
564757
45

16 0.001 32.2 1 ATTCTTTAGTAGTTCATAATGCTATGATTGGGTTTCCATGTGCACATGTAAGATGTGC
CTCTCTCAAGCCTTGTTGTGACATCAGCACATTACCCATCTGATG

ex3_62
50099_
x1

ENST0
000036
3750.1

14 0.009 28.2 1 TACCTCCCAGGATGGCATCTGGAAGTGGATAGTATTCTGCCAGCTTTGGAAACTGGA
TGA

ex3_62
51737_
x1

ENST0
000040
8373.1

15 0.004 30.2 1 ATTTCTATGGAAAAGAGGTGAAGTGGACAGAAGGGATGTCTGAAATTCTATCCTGAG
GCT

ex3_62
51744_
x1

CM000
669.2/1
381210
88-
138121
191

14 0.008 28.2 1 ATCTTTTTGTAGTTCATGAGCGTGATGACTGAGTGTTCATGTGCATGTGTGAGGCGT
GCCACCCTTAAACCTTGTTATAACATCAGCACATTACCCACATGACA

ex3_62
53614_
x1

ENST0
000041
1095.1

16 0.000
7

32.2 1 CCTCATTTTCTTGGCAGGAACTTGTAGTCCCACTCCCTGTTATGTACAGAGGCAAAG
GGA

ex3_62
58773_
x1

ENST0
000036
3345.3

38 1E-16 75.8 1 TGGACCAGTGATGAATATCATGGGGTTTCTGAAACAACATTTTTGATTAAACCCATCT
GC

ex3_62
59216_
x1

CM000
669.2/5
485395
-
548550
1

15 0.006 30.2 1 ATCCTCCTATAGTTCCTCAATGTGATGACTGGGTGTTCACACTCATTGGCGAGATGT
GCCTCTCTCAAACCTTGTTCAGATGCTGCAGACACATTACCCATCAGATG

ex3_62
62472_
x1

CM000
673.2/1
262816
57-
126281
754

17 0.000
3

34.2 1 ATCCCTTTGTAGCTCATAAGCAAGATGACTGGGTGTTCACGCACATGTGTGAGGTGT
GCCTCCCTTAAACCTTGTTAAGGGTTGTTACCCGTGTGATG

ex3_62
63111_

ENST0
000039

14 0.009 28.2 1 TGTTCCCGATCTGGTAGAGTAGCATCTGGTTGGTGGTGACCATCTAATACCAGCCAG
GGA



x1 1081.1
ex3_62
63484_
x1

ENST0
000038
4569.1

14 0.009 28.2 1 CTACAATGATGGCAATATGTTTCATCGACAGCAGTTCACCCATTGAGTGTTGATACCG
TG

ex3_62
67293_
x1

CM000
671.2/8
188891
8-
818889
85

19 0.003 30.2 1 CGGGTGGTGATGACCCCAACATTCCATCTGAATGCCTGTGCTGAAACCCAGAGGCT
GTTTCTGAACCA

ex3_62
69280_
x1

CM000
685.2/5
492730
5-
549274
33

15 0.006 30.2 1 GGGGTGCGCTCAGAGCAGAGGGCCTTAAGAATGGCTCCTCTGTTTACAACACACCC
AACAGGAATCTGGGCTTACTCCTCACAGGTGGCATGATACTTTGGCCTTCCTGTGAC
ATCATGCCCTATACAT

ex3_62
69527_
x1

ENST0
000045
8951.1

16 0.002 32.2 1 GTCCTTTTGTAGTTCATAAGCGAGATGATTGGGTGTTCAGGCACATGTGTGAGATGT
GCC

ex3_62
70121_
x1

ENST0
000051
6884.1

15 0.006 30.2 1 TGTAACTTGTGGACAAGGCTTATTGACAGGTGCAAAAAATAAATAATCTTTTGCCACT
CA

ex3_62
72606_
x1

CM000
672.2/3
760441
2-
376043
41

15 0.005 30.2 1 AAGATTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGTATTTCTGTATGCGTTT
GGGGTGCAAGTGT

ex3_62
76566_
x1

CM000
664.2/9
532345
-
953224
2

14 0.009 28.2 1 ATACTTTTATAGTTCATAAGTGTGGTGATTGGCTGTTCACACACACATATGAGATGTA
CCACCCTAGAACCTTGTTACAATGTTAGCACATTACCAGTCTGACA

ex3_62
77389_
x1

ENST0
000051
6049.1

17 0.000
2

34.2 1 TTATTTATCTGACAGACCTGCAGCAGTTACTGGATGCTGTTAAAGTTTCCACTACAGA
TG

ex3_62
79059_
x1

CM000
685.2/2
413318

14 0.008 28.2 1 CTTGCACCTAAACCCAAAGAATCACTGTTTCTTGAAGTGGTGGTTTAAACAAGGTGCA
AACAGCAAGCGAATCTCATTACTTTTGGTGGCTGTGGCCATGCTCCTTAAAGTGAAC
TTAGAGGCTCTACATCC



6-
241333
17

ex3_62
82896_
x1

ENST0
000039
1159.1

15 0.003 30.2 1 ATTTTACATAGCGCTGCAGATGTGGCTGCTGTGTCACATTTGTGTTATTAGGTGGCA
GAG

ex3_62
82950_
x1

AL132
709.5/1
32469-
132398

31 3E-10 54 1 UGGAUCGAUGAUGACUGCUGGUGGCGUAUGAGUCAUAUGCGAUGAAUACGUGUC
UAGAACUCUGAGGUCCAU

ex3_62
83062_
x1

CM000
672.2/1
105763
60-
110576
461

14 0.008 28.2 1 GTCCTTTTGTAATGCATAAGCACGATGATTGGGTTTTCGTGTTCATGTGAGTCATGCC
TCCCTCAAACCTTGTTAGGACATTGGCACATTACCAATGTGATG

ex3_62
86778_
x1

ENST0
000036
5391.1

23 4E-08 46.1 1 GGGTCAATGATGAGAACCTTATATTGTCCTGAAGAGCGGTGATGACTTAAAAATCAT
GCT

ex3_62
91112_
x1

CM000
671.2/8
345227
3-
834523
75

15 0.002 30.2 1 ATCTCTTTGTAGTTCACAAGCATGGTGATTGGGTGCTCAAGCCCATGTGTGAGGTGT
GCCTCCCTCAAACCTTGTTACAACGTAGGCACAGCATCACCTGACG

ex3_62
91609_
x1

ENST0
000038
4300.1

15 0.003 30.2 1 ATCCAAGGGGATTCCCTCTCCAAGGGAACATGCAGTGCCCCTCTCAGGAAAGTAACA
ACC

ex3_62
96585_
x1

CM000
665.2/4
525562
0-
452554
09

15 0.004 30.2 1 AATTGTATACTTTCAGGGATCATTCCATAGGTTGTTACTAGAGAAGTTTTTTTAGATGT
GTAGAACACTGGAAACCACGAGGAGGAGGCGCAGCATTCTCTCTTGACCATGAAGC
CGGCTCTTGGTGTTGTTTCATTGCAACTGTCATTTGCCATTGATGATCGTTCTCTTCC
TCTGGGAGAGTAAGAGGGAGAGGACACAGTTTGAGTGGT

ex3_62
96758_
x1

CM000
665.2/3
269424
0-
326941
64

14 0.009 28.2 1 AAGACTACACTTTCAGGGATCATTTCTACAGTTTGTTACTGGAGAAGTTTCTCTGAAA
GTGTAGAGTACCAAACACT



ex3_62
96902_
x1

CM000
680.2/3
573043
-
357294
0

15 0.004 30.2 1 ATCTTTTTGTGATTCATCAGCATGATGATTGGGTCTTCACACAAAAGTTTAAGATGTG
CCTCCCTCACATCTTATTATCGTGTCAGCATATTTCCTGTCTGAAG

ex3_62
98692_
x1

CM000
663.2/1
012287
65-
101228
664

16 0.000
7

32.2 1 ATCCTTTTGTAGTTCATAAGCGTGATCACTGGGTGTTTACGCACGTGTGAGATATGCC
ATCCTTGAACCTTGTTATGATGTCAGCACATTACCCATCTGACA

ex3_62
99991_
x1

ENST0
000040
8198.2

20 0.000
5

32.2 1 AAGATGACACTTTGAGGCATCGTGTCTATGGTTCATTACTACAGAAGCTTCTCTGGAT
GT

ex3_63
02708_
x1

CM000
676.2/1
023589
02-
102358
799

15 0.004 30.2 1 ATTCTTTTGTAGTTCATAGGCATAATGATTGGGTTTTCATGCTCATGTATGACCTGTG
CCTTCCTCAAACTTTGCTATGATGTTGGCACATTACCTAGCTGATA

ex3_63
03324_
x1

ENST0
000051
6123.1

14 0.008 28.2 1 GGATGGATGACGACTTAAAAATGAATCTCGTTGGAATCTGAGCAAAACGAGTGAGCA
AAC

ex3_63
06129_
x1

CM000
663.2/1
561921
76-
156192
063

14 0.009 28.2 1 TTGCCGCCCACACAACCAAATTAAAAAATAACACAGAAGGGTAAGGTAAGTCTCCATT
AAACCCAGGAAAGAGACTGGAAAACTCCTCTTTGGAGCCTGTCTATAGTCACAGGT

ex3_63
06246_
x1

ENST0
000051
6303.1

23 1E-05 38.2 1 GTGTTTAGAAGACCACATCTTCATCCTGAAAGCACAGATGTGTGGAAACCAATGACC
GAG

ex3_63
08527_
x1

CM000
677.2/2
035218
1-
203520
86

16 0.001 32.2 1 ATCCTTCTGTGGCTGATATGTGTGATGAGGGGGTTTTCACACTCTTGCGTGGGACGT
GCAACCTCTTTAGAACAGTGGCACATTACCTGTCCTACA

ex3_63 CM000 15 0.003 30.2 1 CTGCAACCAATTAAGCCGACCTAGTTCCTTTCCTCTTTGGGGCCTGGTGTTCAATAG



19045_
x1

673.2/8
304159
8-
830414
64

CTGCAAACAGCAGCTTCCTTGGTAGTGTATGCAGCCTGTTTCTTGTATGGGTTGCTC
TAAAGGACCTTGGAGACAGCC

ex3_63
28416_
x1

CM000
663.2/2
243367
91-
224336
889

16 0.000
7

32.2 1 ATCCTTTTGTAGTTCCTAAGTGTGAAGAATGGGTGTTCATGCAGAAGGATAAGATGTG
CTACCCTCAAACCTTGTTCCGTGCATATTACACGTCTGACA

ex3_63
29390_
x1

ENST0
000036
4764.1

15 0.004 30.2 1 GGGTCAATGATGAGATGTTACCTTGAAGAGAAATGATGACGTAAAAATTAAGTTCAGT
TG

ex3_63
30461_
x1

ENST0
000036
2917.1

36 1E-15 71.9 1 GCATGGGTTTGGATTTATGATGGGCTGGATTCCCTAGGCCTCTCATAGTACCCCATG
CCA

ex3_63
30836_
x1

CM000
682.2/4
171260
0-
417124
79

14 0.009 28.2 1 GTGTCCTTTTAAGGTTGACACAGTGCTTTAAGAGCCTAACACAGAAAGGTAAAGTAA
GTTTCCGTAAAACCCAGAAATGATATTGCAAAATTCCTCTTTGAATCATGTCTGGAGT
CACAGCT

ex3_63
31636_
x1

CM000
663.2/1
121954
94-
112195
606

15 0.003 30.2 1 ATCAGTTTAACATTTAAAAAAATGTATCAAGGCGTGGTGATTAGGTTTTCACACTCAT
GTGTGAGATGTGCCTCCCTTGAACTTTGTTACATTGGCACTTTACCCATTTGACA

ex3_63
32022_
x1

ENST0
000045
9368.1

21 1E-06 42.1 1 ATCCTCTTGTAGTTCATGAGCGTGATGATTGAGTATTCATGTGCATGTGTGAGATGTG
CC

ex3_63
32624_
x1

CM000
676.2/6
365911
9-
636591
92

24 0.001 32.2 1 TAGACTGTACTTTCAGGGATCATTTCTGTAATTCGTTACTAGAGAAATTTCTCTGAATG
TGTAGAGCAGTTAAT

ex3_63
34634_

AC010
653.10/

15 0.002 30.2 1 CUGCAGACAGUUAAGCCAACUGAGUUCCUUUCCUCAGGGAGGCCCAGUGUACAAU
GGCUGCCCACAGCAGCUUCCUUGGUAGCGUACUCAGCCUGUUUCUUGUAUGGGU



x1 163838
-
163972

UGCUCUAAGGGACCUUAGAGACAGGC

ex3_63
34823_
x1

ENST0
000038
4713.1

15 0.004 30.2 1 CTACAATCATGGCAATATTTTTTGTCAACAGCGGTTCACCTAGTGAATGTTGATACTTT
G

ex3_63
37957_
x1

CM000
666.2/4
893638
1-
489365
21

15 0.005 30.2 1 TTACAGTCAATTAAGCCAATCATGTTCCTTTCCTTGTAAGGGCCAGGTGTGCCATGG
CTGCGAACAGCAGCCTTCTCGGTAGTATGTGCACCGTGTTGCTTGTATGTTGTAAGC
ATTGCCCTAAGGACCTTGGAGACAGCC

ex3_63
38144_
x1

CM000
663.2/1
176887
42-
117688
621

14 0.009 28.2 1 TGCACTTGTGTTTTTGTTTAACTGTGAACAAAGACTTATAGAGAAGTGCAAAAAATAAA
TCCTCTTTTGCAACCCAGAACTCATTGTTTAGTAAGGGTTTTGATACATATAAAAGAG
ATATT

ex3_63
42356_
x1

ENST0
000036
4863.1

15 0.003 30.2 1 GATGCCTTCCGGAACATGCCAGCACCGCAGATGCTGGCAGTCTGCTGTGCCCGTGA
TATT

ex3_63
42760_
x1

ENST0
000036
3202.1

14 0.008 28.2 1 CCTGGGTGATGATAAGCAAATGATGCCTGAATGTGAAGGTCATACTCGGCTTTAGCT
GAT

ex3_63
44942_
x1

ENST0
000045
8863.1

14 0.009 28.2 1 ATCCTGTTGTAGTTCATAAGCATGATGATTTGGTGTTCACGTGCATGTGTGGGATGTG
CC

ex3_63
45138_
x1

CM000
669.2/1
381881
29-
138187
998

15 0.007 30.2 1 AGCCTCCTGGTGCTCAGCACAGGATGTGTTCTTACCCTAACCAAATAGAAAGAGTAG
GCTGAATTAACCTATGCCATATACACCTCAACCCAGGCCCTGCAACTCCTCTGTATTG
TCAATGGGTGGACATGG

ex3_63
45416_
x1

CM000
671.2/1
330930
52-
133093
151

15 0.003 30.2 1 ATCCTTTTGTAGTTGATGAACAATGATGATTGGGTGTTCATGCACATGCGTGAGATGT
GTCACCCTCAAACCCTTACGTCGGCACGTTACCCATCTGACG

ex3_63 KV766 15 0.002 30.2 1 ATCCTTTTATAGTTCATAAGCATGATGATTGGGTTTTTGCACACGTGTAATATGTGCCT



49352_
x1

194.1/1
8640-
18741

CCCTCAAACCATGTTATGACCTCAGCATATTACCTGTCTGATA

ex3_63
49389_
x1

CM000
675.2/1
027218
02-
102721
905

16 0.002 32.2 1 ATCCTTTTGTGGTTCATACATGTGGTGATTGGGTTTTCACACTCACATGTGAGATGTG
CCTCCCTCCAACCTTGTTATGATGTCAGCACATTACCCATCTGACA

ex3_63
51480_
x1

ENST0
000051
6329.1

14 0.009 28.2 1 AGCACTTGTATGTTTTAACATGTGGACATTTATAGACAGGTTCAAAAAGTCCTCTTGC
AA

ex3_63
52698_
x1

CM000
667.2/6
623123
2-
662311
29

14 0.009 28.2 1 ATCCTTTTGTGGTTGGTAAGCATGATAACTGGATTTTCACATTCATGTGTGAAATGTG
CCTCCTTCAAGGCTTGTTACCATGTAGGCACATTACCCAACTGATG

ex3_63
54001_
x1

ENST0
000036
3622.2

20 2E-06 40.1 1 AAGGCTATACTTTCAGGAATCATTTCTATAGTTTGTTACAAGAGAAGTTTCTCTGAATG
T

ex3_63
57901_
x1

CM000
664.2/1
294274
22-
129427
525

15 0.004 30.2 1 ATGTTTTTGTGGTTTATGAATGTGATGATTGGGTTTTCACACTCAAGTGTGAGACGTG
CCTCTCTCAGATCTTGTTCCAATGTCAGTACATTACCGATCTGACA

ex3_63
58809_
x1

CM000
684.2/3
195340
4-
319535
06

14 0.008 28.2 1 ATCTTTTTGTAGTTCATAAGTGTGATGATTGGGTTTTGACATGCAGGTGTGAGATGTG
CCACCCTCAAACCTTGTTACAACATAGACATGTGACCCTCTGATG

ex3_63
61713_
x1

CM000
671.2/7
567690
7-
756770
16

14 0.008 28.2 1 ATCCTTTTGGGGTTCATAAGCGTGATGACTGGGTTTTTGACACTCATGTGTGAGATG
CACTTCTCTCAAACCTTTTTGCAATGTTGGCATACTATCATACCTGCTTGATG



(b)

Qseqi
d

Sseqid NT Evalue Bitscor
e

Numb
er

Sequence

co3_23
63374_
x5590

CM0006
64.2/231
456523-
2314564
44

18 ###### 36.2 5590 TGGATATGATGACTGATTACCTGAGAAATAATTGATGAAATCTCAAGAAAATTC
CTCTAGATAGTCAAGTTCTGATCCAG

co3_28
21260_
x4135

ENST00
0003642
81.1

14 ###### 28.2 4135 CTAAAACAATGTCAATAGTTTTCATCAACAGCAGTTGAACCTAGTAAGTGTCG
ATACTTT

co3_29
85674_
x3730

ENST00
0003843
20.2

14 ###### 28.2 3730 CTGGTTGCATGATGAATAAAATCAAATCACCATCTTTCGGCTGAGTTCGTGAT
GGATTTG

co3_29
93122_
x3717

ENST00
0003840
48.1

16 ###### 32.2 3717 ATTCGTGATGACTGATCATTTCTTCACTTTGACCAGATGTCTACTGAAGAAAG
CCTGCGT

co3_33
55757_
x2884

CM0006
73.2/628
53395-
6285332
5

20 ###### 40.1 2884 CTCACCAGTGATGAGTTGAATACCGCCCCAGTCTGATCAATGTGTGACTGAAA
GGTATTTTCTGAGCTGTG

co3_40
65880_
x1811

AY34960
6.1/1-85

15 ###### 30.2 1811 CCCCUAUCUCUCAUGAUGAACACAUAUGCCUCUGAGCUGCUGUGAUUUCU
GGCUUCAAAGUAAACGCUCUGAAGAAGAGAUGGGG

co3_43
66794_
x1475

ENST00
0006272
53.1

21 ###### 42.1 1475 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAGAAGTTTCTCT
GAACGT

co3_45
57968_
x1281

AB06182
0.1/3401-
3472

28 ###### 56 1281 UCAAAAUGAUGAGAUUCCACUUAAUUGGUCCGUGUUUCUGAAACACAUGAU
AUUUGUGGAAAUUCUGACUUG



co3_47
70375_
x1115

ENST00
0004481
88.1

29 ###### 58 1115 TGGAGGTGATGAACTGTCTGAGCCTGACCTTGTAGAATGGAGGCAAAAAAAC
TGATTTAA

co3_48
12047_
x1078

AJ60948
3.1/2-129

28 ###### 56 1078 CUGGAGGACUAAGAAGGCUGAGUCUGAUGAAGUAAGACUUUGCUGAUACA
UUCCUCCUAGAAAAAAGGGUUGGAGAGAGCAGCCUUCACUGAAGAGUAUCA
CAGGGCUGACUGUACUACCCAACACUC

co3_48
17430_
x1075

CM0006
85.2/135
212441-
1352125
13

18 ###### 36.2 1075 AAGACTATACTTGCAGGGATCATTTCTGTAGTTGGTTACTAGAGAAGTTTCTT
GTCTGTAGTTGGTTATTAGA

co3_50
20108_
x938

CM0006
73.2/628
53732-
6285366
3

24 ###### 48.1 938 GTTTGTGATGACTTACATGGAATCTCGTTCGGCTGATGACTTGCTGTTGAGAC
TCTGAAATCTGATTTTC

co3_51
18822_
x875

AC09217
4.5/1568
14-
156683

23 ###### 46.1 875 CUUCCCAUUUAUUUGCUGCUUAUAGUCUCACUGUGAUAUGAGCAAUUAUAC
ACAUGGGAUAAAAUAAUAUUGAGCCACUGUAAAUUGAGAUGAAGUAACCGU
UUUCAUAUCUUCUGCAUGGACUAGACAUUG

co3_51
63667_
x849

AJ23885
3.1/1-62

25 ###### 50.1 849 CACAGAUGAUGAACUUAUUGACGGGCGGACAGAAACUGUGUGCUGAUUGU
CACGUUCUGAUU

co3_51
88031_
x833

AC02536
2.12/104
594-
104663

40 ###### 79.8 833 GCUGUGAUGACAUUCCAAUUAAAGCACGUGUUAGACUGCUGACGCGGGUG
AUGCGAACUGGAGUCUGAGC



co3_53
76913_
x742

ENST00
0003641
55.1

45 ###### 65.9 742 GTTTCTGATGAAGCCTATGTTGGTAGGGACAACTAAGGTTGTTGATGAATGCT
AACAGCT

co3_54
28064_
x720

CM0006
79.2/428
1844-
4281769

25 ###### 34.2 720 AAGACTATCCTTTCAGGGATCATTTCTATAGTTTGTTACTATAGAAGTTTTCTG
AAGGTGTAGAGCACCAAAGGAT

co3_54
33817_
x717

ENST00
0003626
07.1

26 ###### 52 717 CTGCATCCACTGATAGACCTTGAACAATTTACTGTTGTTCTTTTGGTTTGCACT
AGGATG

co3_54
50915_
x708

AJ22402
8.1/3-79

28 6E-11 56 708 CAGAAUACAUGAUGAUCUCAAUCCAACUUGAACUCUCUCACUGAUUACUUG
AUGACAAUAAAAUAUCUGAUAUUCUG

co3_54
65725_
x701

CM0006
82.2/179
62946-
1796271
0

29 2E-11 58 701 GTGAAATGATGATTCAGTTTATCCATTCGCTGAGTGCGCTGCACTGACCTTCT
TCCAAGCCTCAGTTCCTGTTCTAGGAACTTGAGGCTATGTAGCCTGAAAATGC
CCTGCAGTCTGCAGTGTTCTACTGTGAACTGCTTGTGTGTTGGCAGGCTACC
GGTAAGAATGGTTGGTGTCAGCAGGGACGGGGCCCTCTGAGACCCATCTCA
CAAAGATGAGTGGTGAAAATCTGATCAC

co3_55
65224_
x663

AC10444
6.2/1455
01-
145577

35 ###### 69.9 663 AAUGUGAAGCAAAUGAUGAUAAACUGGAUCUGACUGACUGUGCUGAGUCU
GUUCAAUCCAACCCUGAGCUUCAUGUU



co3_55
84997_
x654

CM0006
72.2/890
61131-
8906103
1

14 ###### 28.2 654 ATTCTTTTGTATCTCACAAGTGTGACTGGGTTTTTAGGCTCATGTGTGAGATGA
GCTTCCCTCAAAAATTGTTGTGACTGTGGCATGTTACCTGTGTGATG

co3_56
57610_
x621

AP00127
3.4/3902-
3830

35 ###### 69.9 621 CGAUGUUAUGAUGAUGGGCGAAAUGUUCAACUGCUCUGAAGGGGCUGAAU
GAAAAUGGCCUUUCUGAACAUCC

co3_57
21359_
x592

CM0006
63.2/757
87072-
7578715
0

14 ###### 28.2 592 GGTCAATGATGAGTTGGCATGTATTCTGAATCTAAAGTTGATTATTACTACTTT
AGCTCTAGAATTACTCTGAGACCTG

co3_57
49504_
x581

AJ54332
5.1/2-85

28 ###### 56 581 CUGAGUCCAUGAUGAUUUCAAGUUAUCCCUGUCUGAAGGCAAAGAAAGGCC
UUUCUGUGUGGAAUUUGAAUAUCUGAAACUCAG

co3_57
77102_
x571

AC01876
1.6/4839
1-48315

26 ###### 52 571 GGCCUCAAGUGAUGGAGAGCAAUACCCGGGGAUGACUGUGACCACAUUGG
GAUGUAUUCGUACUGUCUGAUGGGGCC

co3_58
33308_
x552

AJ60943
0.1/1-139

30 4E-12 60 552 GACCUCCUGGGAUCGCAUCUGGAGAGUGCCUAGUAUUCUGCCAGCUUCGG
AAAGGGAGGGAAAGCAAGCCUGGCAGAGGCACCCAUUCCAUUCCCAGCUU
GCUCCGUAGCUGGCGAUUGGAAGACACUCUGCGACAGUG

co3_59
22158_
x519

CM0006
68.2/121
443617-
1214436

29 ###### 50.1 519 AAGACTATACTTTCAGGGATCATTTCTATAGTTTGTTACTAGAATGTAAATAAA
CTTAGTGATGAATTACTATAAGC



93

co3_60
17443_
x490

ENST00
0003649
21.1

19 ###### 30.2 490 ATGCAGGTACTGTTATAACTGAAGTGTTTTACGGTTTTTTCTTCCTGCTTAAAG
CACTTG

co3_60
51763_
x477

ENST00
0006295
36.1

26 ###### 52 477 AAGCACTGCCTTTGAACCTGATGTGTCTTGTTTGTAGCTTCACGGGCCAAGCA
ACAGTGC

co3_61
78992_
x433

AK30322
2.1/647-
788

21 ###### 42.1 433 GCUCUGUGAUGGAGCCCAUGCGUGUCAUCUGAGCCUCUGGCUUCCCUGCC
AGUGCAGCCCUGGCAGUGUCCUACUUCCCAGGGCUGUUGUCUGCCUGGC
GGGAAGGUCCUGGGCAAAGGAUCAGUCUUUGUACUCUGAGAGC

co3_62
72551_
x407

CM0006
65.2/185
442219-
1854423
19

15 ###### 30.2 407 ATTCTTTTGTGATTCATAAGCATGACTGGGTGTTCCCACTCACGGGTGAGATG
TGCCTCCCTCCAACCTTGTTACGACGTCACCACATTACCTGTCTGACA

co3_63
76397_
x375

AB06182
0.1/2178-
2249

21 ###### 42.1 375 CAGUAGUGAUGAAAUUCCACUUCAUUGGUCCGUGUUUCUGAACCACAUGAU
UUUCUCGGAUGUUCUGAUGCU



co3_63
92775_
x369

CM0006
63.2/285
08559-
2850876
2

24 ###### 48.1 369 CCAACGTGGATACCCTGGGAGGTCACTCTCCCCAGGCTCTGTCCAAGTGGCA
TAGGGGAGCTTAGGGCTCTGCCCCATGATGTACAGTCCCTTTCCACAACGTT
GAAGATGAAGCTGGGCCTCGTGTCTGCGCCTGCATATTCCTACAGCTTCCCA
GAGTCCTGTGGACAATGACTGGGGAGACAAACCATGCAGGAAACATAT

co3_64
12609_
x365

AK09614
7.1/739-
811

20 ###### 40.1 365 GUUUGAAUGAUGACUUUAAUUGUCGGAUACCCCUUCACUCCUUUUAUGAG
UGAAACAUAAGAGUCUGACAAAC

co3_64
94947_
x344

CM0006
74.2/566
43750-
5664368
0

24 ###### 48.1 344 CCTCACTGATGAGTACGTTCTGACTTTCGTTCTTCTGAGTTTGCTGAAGCCAG
ATGCAATTTCTGAGAAGG

co3_65
06924_
x340

CM0006
65.2/988
72180-
9887208
3

19 ###### 30.2 340 AAGACTATACTTTCAGAGATCACTTCTGTAGTTTATTATTAGAAAGTTTCTCTG
AATGTGTAGAACACTGGAAAAAATGATCTAAGACTACTGTGAAT

co3_65
21144_
x336

ENST00
0003913
08.2

18 ###### 28.2 336 AAGACTATACTTTCAGGGATTATTTCAGATAAACTTCTAGAGTTTCTCTGAACC
TGTAGA

co3_65
32530_
x333

ENST00
0003630
64.1

49 ###### 65.9 333 GAAAATACATGATGATCTCACTCCAACTGGAACTCTCTCACTGATTACTTGATA
ACAATA



co3_65
53032_
x328

CM0006
85.2/119
787484-
1197873
53

23 ###### 46.1 328 AAAGCAGGTTGCAATTACAGTGCTTCATTTTGTGGAAGTACTGCCATTATCCT
GCTGAAAGAAAAGCCGTGTTAATCATTTTTGATTTTGCCTTTATGAGGGTAAAA
TCATGACAGATTGACATGGACAATT

co3_66
17765_
x313

AY34959
3.1/1-137

30 ###### 60 313 CAGGCUGUGAUGAUUGGCGCAGGGGUACGGACCUCAGCUGAGUCAUGGGA
GCUGAAUGUAUGUGUUUCUCCUUUGUCCUGCAUGUGGCAGGCUGAUGGG
GAGCACUUACAUGAGACUGUUGCCUCAAUCUGAGCCUG

co3_66
31786_
x310

AJ01066
6.1/3-73

20 ###### 40.1 310 AGCACAAAUGAUGAAUAACAAAGGGACUUAAUACUGAAACCAGAUGUUACA
UUGUAGUGUGCUGAUGUGCU

co3_66
65387_
x301

CM0006
63.2/447
76490-
4477659
3

26 ###### 52 301 AAGTAGGGTGATGAAAAAGAATCCTTAGGCGTGGTTGTGGCCGTCTTGGTCA
CCTGTGTGCCACTTGCCAATGCAAGGACTTGTCATAGTTACACTGACTGTTG

co3_66
78235_
x297

ENST00
0003637
53.1

18 ###### 36.2 297 CAGTAGTGATGAAATTCCACTTCATTGGTCCGTGTTTCTGAACCACATGATTTT
CTCGGA

co3_67
71615_
x276

AC10406
6.3/5105
5-51176

25 ###### 50.1 276 GUGCCCUUUUAAGGUUGACCCAGUGCUUUAAGAGGCUAACACAGAAGGGU
AAAGUAAGUCUCCAUAAAACCCAGAGAAGAGACUGGAAAGCUCCUCUUUGG
AUCCUGUCUGGAGUCACAACU



co3_68
20038_
x265

ENST00
0004084
93.2

23 ###### 46.1 265 ACCTTCTTGTATAAGCACTGTGCTAAAATTGCAGACACTAGGACCATGTCTTG
GTTTTTG

co3_68
58134_
x257

AJ60945
0.1/1-137

29 ###### 58 257 GGGCAUACUCGUAGACCUUGCCUGACUGUGCUCAUGUCCAGGCAGGGGGG
ACAGUGUAUGCAAGAAUAAUUUGGAGUUCCUGCCAGCUCUAACCAGCUUCA
UCAGUGGCUGGAUAAAUUGCAGGACUCUAAACAUUU

co3_68
71168_
x254

AB06182
0.1/4174-
4242

35 ###### 69.9 254 UUGUUAUGAUGAGAUUCCACUUAAGGUCCGUGUUUCUGAAACAAAUGAUUU
UGUGGAAGUUCUGAUUUA

co3_68
76996_
x253

AY34960
4.1/4-89

41 ###### 81.8 253 UCUGGCAAUGAUGACCCACUUGCCCUCACUGAGAACAAAGUUCGGUAAUGA
GAAUCUUUGUUAAUGGACUCAAGUUCUGAGCCAGC

co3_68
78261_
x253

AL04984
0.8/4945
7-49533

15 ###### 30.2 253 AUUGUUACAUUGAUAAAAUCAAAUCACCAUCUUUUAGCUAAGCUUGUGCUG
GAUUUGCUUUUUUUCUGAUAAAGAUG



co3_69
20620_
x243

BK00556
8.1/1-420

28 ###### 56 243 GUUUUAGGGAGGGAGAGCGGCCUGGGUCCUGGGUGUUGUGUGCGGAGCU
GUGGCGUCGCGUGUGAGGCGCGUGCAGGGUGAGUGUGAGUGGACGCGUG
AGUGUGUGAGUGUGCGCGCUUGGAGCGUGUUAGGCGAGUGCGUGCGCCC
ACCCCUGCGCCCCUCCUCCCGCUUACACUUUGAUCUUAUUUGAUCGGAUC
GUGACCCCAGCCCCGCCGGGCCGACCCGAAAUGAAAAGCUCUCCUCCUGC
GAAGCCCCCUCGGGGCGCUGUGCAGCGAGGCCCCUUAGGCGGCGGCCAC
GCUGUGGUCCCCGAGGUCCCGGAGCUGGCCCUGCGGGGCCCGGCGCUCA
GAAGUGAUGAAUUGAUCAGAUAGACGAGGCCGGGCUUGUCCCCGGCCACU
GAUUAUCGAGGCGAUUCUGAUCUGG

co3_69
56354_
x236

CM0006
68.2/856
77368-
8567729
4

25 ###### 50.1 236 TATCTGTGATGATCTTATCCCGAACCTGAACTTCTGTTGAAAAAAAAAAACTTT
TACGGATCTGGCTTCTGAGAT

co3_69
84369_
x231

ENST00
0003639
81.1

21 ###### 42.1 231 ACTCCATGATGAACACAAAATGACAAGCATATGGCTGAACTTTCAAGTGATGT
CATCTTA

co3_70
24787_
x223

ENST00
0003910
79.1

14 ###### 28.2 223 AAATGATGAAATCACCCAAAATAGCTGGAATTACCGGCAGATTGTGTAGTGGT
GAACCTA



co3_70
27683_
x222

ENST00
0003649
38.1

43 ###### 85.7 222 CCAACGTGGATACACCCGGGAGGTCACTCTCCCCGGGCTCTGTCCAAGTGG
CGTAGGGGA

co3_70
43145_
x219

AADC01
102901.1
/15489-
15356

19 ###### 38.2 219 CUGUCAGGUGGGAUAACCCUUCCCUGUUCCUCCGUUUGGAGGGCAGAUAG
AACAUGAUGACUGGAGAUGCAUGAAAUGUGACUAAUGUCUCUGUGUAAUCA
GGACUUGCAACACCCUGAUUGCUCCUAUCUGAU

co3_70
87608_
x210

AC09348
4.2/1602
94-
160365

23 ###### 46.1 210 UGUCCUGAUGAUACUUGUAAUAGGAAGUGCCGUCAGAAGCGAUAACUGAC
GACGUCUAAUGUCUAUCUGACC

co3_71
05529_
x207

AF14134
6.1/1052-
1111

38 1E-16 75.8 207 AGCCUGUGAUGCUUUAAGAGUAGUGGACAGAAGGGAUUUCUGAAAUUCUA
UUCUGAGGCU

co3_71
59131_
x197

ENST00
0004591
63.1

51 1E-19 85.7 197 AAGTGAAATGATGGCAATCATCTTTCGGGACTGACCTGAAATGAAGAGAATAC
TCATTGC

co3_71
77660_
x193

L44140.1
/70716-
70850

43 ###### 85.7 193 CCGCAGCCAAUUAAGCCGACUGAGUUCCUUUCCUCAUGGGGACCCAGUGU
GCGAUGGCUGCACACAGCAGCUUCCUUGGUAGUGUACGCAGCCUGUUGGU
UGUAUGGGUUGCUCUAAGGGACCUUGGAGACAGGC



co3_72
20697_
x186

CM0006
63.2/116
278606-
1162788
21

22 ###### 36.2 186 AAGACTATACTTTCAGGGATCATTTATATGATTTGTGGCTACAGAAGTTTCTCA
GCGTGAGGAGCCCCAGAAACCATGAGGAGGAGACGCAGCATTCTCTGTGGC
GCGTGAGGCCAGCTCTTGGTTTTACTTCGCTACAACTGCATTTGCCATTGGTG
ATCGTTCTTCTCTCATCTCAGGGAGAGTAGAAGGGAGAGAAGATGCAGCCTG
AGTGAT

co3_72
34765_
x184

ENST00
0006259
43.1

23 ###### 46.1 184 TCTCAGTGATGAAAACTTTGTCCAGTTCTGCTACTGACAGTAAGTGAAGATAA
AGTGTGT

co3_72
38261_
x184

ENST00
0003842
29.1

51 ###### 46.1 184 TGCTCTGATGAAATCACTAATAGGAAGTGCCGTCAGAAGCGATAACTGACGA
AGACTACT

co3_72
42291_
x183

ENST00
0004080
61.1

31 ###### 61.9 183 GGGCTCCCATGATGTCCAGCACTGGGCTCTGATCACCCCTGAGGACACAGT
GCACCCCAG

co3_72
85684_
x176

ENST00
0003842
14.1

32 ###### 63.9 176 CTTCGATGAAGAGATGATGACGAGTCTGACTTGGGGATGTTCTCTTTGCCCA
GGTGGCCT

co3_72
94957_
x174

CM0006
82.2/417
12600-
4171247
9

23 ###### 30.2 174 GTGTCCTTTTAAGGTTGACACAGTGCTTTAAGAGCCTAACACAGAAAGGTAAA
GTAAGTTTCCGTAAAACCCAGAAATGATATTGCAAAATTCCTCTTTGAATCATG
TCTGGAGTCACAGCT

co3_72
97045_
x174

AC00844
3.10/639
18-63851

28 ###### 56 174 GGGGCGGUGAUGACCCCAACAUGCCAUCUGAGUGUCGGUGCUGAAAUCCA
GAGGCUGUUUCUGAGCUG



co3_73
22653_
x169

ENST00
0004593
42.1

24 ###### 48.1 169 GTTCAGATGATGAATTTAACTGTTCAACTGCTGAATGATAACGGGCATGAACT
AAAACTT

co3_73
32773_
x168

AC00706
6.4/1645
16-
164622

25 ###### 50.1 168 AAGUUUUCUAAGUGUCUAAUGAUGAAUUUCAUAGGGCAGAUUCUGAGGUG
AAAAUUUAAUUCAUCACUGAUACUCCUACUGUGGAAUCUGAAGACACUUGA
AAACGU

co3_73
44163_
x167

CM0006
74.2/103
592112-
1035922
43

19 ###### 30.2 167 TCATCAGATGGGATAACTTTTACCTGTTCCTCCTTTTGGAGGTTAGATTCTAAT
ACGATGATTGAAGTTCGTATGATACGTGATTAATGTCTCTGCATAATCAGGAC
TTGTAACACCTTGATTGCTTCTGAT

co3_73
61860_
x164

ENST00
0003840
27.1

37 ###### 58 164 GTTTGAATGATGACTTTAATTGTCGGATACCCCTTCACTCCTTTTATGAGTGAA
ACATAA

co3_73
76969_
x161

CM0006
72.2/687
55172-
6875523
8

26 ###### 52 161 GAGTTATGATGTGTGTAAATCCTATTCCATTGCTGAAATGCAGTGTGGAACAC
AATGAACTGAACTC

co3_73
95189_
x158

ENST00
0003841
47.1

35 ###### 69.9 158 CTACGGGGATGATTTTACGAACTGAACTCTCTCTTTCTGATGGATTAGTGGAG
AAAACAG

co3_74
17108_
x155

ENST00
0003632
14.1

41 ###### 65.9 155 TGATGACATTCTCCGGAATCGCTGTACGGCCTTGATGAAAGCACATTTGAACC
CTTTTCC



co3_74
30475_
x153

AC01328
3.23/462
45-46493

38 ###### 75.8 153 AACAUGCUUCCUUAGAUCCACCUUUGUGGAUGAAUCUUGAACUGAGUUCCA
CUUGUAAACUUCUUGUUUCUUGUGGUUCCAGUAGUCAAAGAAACAUCCAGC
AACUUUUUUGGUUGUAUAGUCAAAGGUGCUUGAGUCAUUGGCAUGUAAGA
GAAAUAUACCUGCAUGUUAGUCUAACGUUCUGAUAGAAAUGACAUGCAUUU
AUGCUGCCAUUUGUUACUAUCAGGACUCGACUCGUGUGCGGACAUU

co3_74
43214_
x151

AC00643
5.7/3490-
3399

32 ###### 63.9 151 UAGAGAAGUCAAUGAUGGUUUUAUUCAUAUCGUCUGAACCUGUCUGAAGCA
UCUCAGUGAUGCAAUCUCUGUGUGGUUCUGAGACUUCUCCA

co3_74
48471_
x150

ENST00
0006072
46.1

19 ###### 30.2 150 ATTCATTTTCAAATATTTGCTGACTAAATGATACACACATGACTAAAACTTAATC
CTGAC

co3_74
50121_
x150

AC00659
7.2/8154-
8065

14 ###### 28.2 150 UCACUGUGAUGAUGGUUUUCCAACAUUCGCAGUUUCCACCAGAAAGGUUU
UCCUUAGUGUUGGGUAAACCUUCCUUGGAUGUCUGAGUGA

co3_74
85294_
x144

ENST00
0003847
69.1

33 ###### 50.1 144 AGCTTAATGATGACTGTTTTTTTTGATTGCTTGAAGCAATGTGAAAAACACATT
TCACCG

co3_74
92741_
x142

AC01876
1.6/5123
7-51168

18 ###### 28.2 142 UGGGAAGUGAUGACACCUGUGACUGUUGAUGUGGAACUGAUUUAUCGCGU
AUUCGUACUGGCUGAUCCUG



co3_75
00969_
x141

CM0006
68.2/132
816802-
1328168
77

28 ###### 56 141 GCTGTACATGATGACAACTGGCTCCCTCTACTGAACTGCCATGAGGAAACTG
CCATGTCACCCTTCTGATTACAGC

co3_75
30425_
x137

ENST00
0003638
36.1

14 ###### 28.2 137 GGTCAATGATGTAATGGCATGTATTAGCTGAATCCAGAGTTGATATGAGTTCT
AAAATTA

co3_75
72074_
x131

ENST00
0003838
75.1

46 ###### 83.8 131 CTGCAGTGATGACTTTCTTAGGACACCTTTGGATTTACCGTGAAAATTAATAAA
TTCTGA

co3_75
87083_
x130

CM0006
68.2/318
35263-
3183532
6

37 ###### 73.8 130 AGTGATGATGACCCCAGGTAACTCTTGAGTGTGTCGCTGATGCCATCACCGC
AGCGCTCTGACC

co3_75
90831_
x129

D88010.
1/2919-
3009

18 ###### 36.2 129 UCACUAUGAUGAUUGGUUGCCAGACAUUCGCAGUUUCCACCAGAAAUGUUU
UUCCUUAUGUUGGCCAGUUCUUCCUUGGAUGUCUGAGUGA

co3_76
35999_
x123

ENST00
0005164
04.1

19 ###### 38.2 123 TCCAGCTGTAGGCAGCTGCCTAGGTTGTCTTGTACCTAGGCAAGTGTTACAC
TGCTGGGA

co3_76
39197_
x123

ENST00
0003634
84.1

20 ###### 40.1 123 ACCTGTATTCGAAAGTGATCGTGGGCTGCCTGTGCCCTGGTCATTGATAGTG
CAGGGAGA

co3_76
89802_
x116

AC01036
1.3/2393
2-23994

26 ###### 52 116 GUGCAUGUGAUGAAGCAAAUCAGUAUGAAUGAAUUCAUGAUACUGUAAACG
CUUUCUGAUGUA

co3_77
51177_
x109

ENST00
0003845
84.1

29 ###### 58 109 CAGCATGTTTCCAAGGGCTGTGGCTGGTCATAGCCATGGGATCTCCAACTGC
ATGCAAGA



co3_77
55934_
x108

CM0006
70.2/206
14926-
2061483
3

27 ###### 30.2 108 AAGACTATACTTTCAGGGATCATTCCTATAGTTCATCATTAGAGAAGTTCTCTG
AACATGTAGAGCACCGAGACAAGAAATAACTAAGATCAGA

co3_77
67930_
x106

CM0006
64.2/289
27983-
2892806
0

26 ###### 52 106 TTGCTGTGATGACTATCATTGGGTTTCGCATGTTGCTGAGTTCCAGTGATGCC
TCTTTTCTCTTGGCTGTCTGAGCAA

co3_77
96258_
x103

ENST00
0003648
84.1

25 8E-09 50.1 103 GGGAATGATGATTTCACAGACTAGAGTCTCCGATGCTGGTCATGATGTCAAAA
CTAAGTT

co3_77
99851_
x102

CM0006
65.2/154
007502-
1540073
67

22 ###### 28.2 102 TCGTCAGGTGGGAGAATTCTTACATGTTCCTCCTTTTGCAAGGCAGATTAGAA
CATGATGATTGGGGTTCGCATAATATGTGATTAACGTTTCTGTGTAATCAGGA
CTTGCAACATCCCGAATGCCCTTACCTGAC

co3_78
18441_
x100

ENST00
0004083
76.1

20 ###### 40.1 100 TGATGACTGTTCTTCCTGTTGCCTTCAGACCTGGCATTAGGATTTTAGGTCAT
CATAAAT

co3_78
51658_
x96

CM0006
67.2/580
70188-
5807029
1

17 ###### 34.2 96 ATCCTTTTGTAGTTTACGAGCATGATGATTGAGTGTTCACACACGGATGTGAT
ATGTGCCACCCTCAAACCTTGTTACGACTTCAGCTTATTACCCAACTGACC

co3_78
62259_
x95

CM0006
63.2/193
731940-
1937318
59

18 0.009 28.2 95 AGCGTGAAGCTGGCTCTTGGTGCTCCTTCACTGAAAATGCCATTTGCCATTGA
TGATCGCTCTTCCCTTCCTCTGGGAGGAT



co3_78
92782_
x91

AJ60946
5.1/1-134

34 ###### 67.9 91 UGGUAAUGGAUUUAUGGUGGGUCCUUCUCUGUGGGCCUCUCAUAGUGUAC
CCAUGCCAUAGCAAAUGGCAGCCUCGAACCAUUGCCCAGUCCCCUUACCUG
UGGGCUGUGAGCACUGAAGGGGGUUGCACAGUG

co3_78
94238_
x91

ENST00
0004085
64.2

21 5E-07 42.1 91 GTGGCCCTGACTGAAGACCAGCAGTTGTACTGTGGCTGTTGGTTTCAAGCAG
AGGCCTAA

co3_79
03132_
x90

ENST00
0005162
36.1

16 ###### 32.2 90 ATGGAGGCTGCAGTGAGCAGAGATGGCGCCACTGCACTCCAGCCTGAGCGA
CAACGAGAC

co3_79
06192_
x90

CM0006
71.2/381
47428-
3814756
1

35 ###### 38.2 90 TCGATGGGTGGGATAATCCTTACCTGTTCCTCGTTTTGGAGGGCAGATAGAA
CATGATGATTGGAGATGCATGAAATGTGATTAATGCCTCTGCCTAATCAGGAC
TTGCAACACCCTGAGTACTCCTCTCTGAT

co3_79
06462_
x90

CM0006
67.2/140
527428-
1405273
52

20 0.0009 32.2 90 GGTCAATGATGAGCTGACATGTATTCTGAATCTAAAGTTGATTATTAGTACTTT
AGTTCTAGAATTACTGAGACATG

co3_79
10692_
x90

ENST00
0003841
76.1

24 ###### 48.1 90 CTCCATGTATCTTTGGGACCTGTCAAGTGTGGCAGTCTCCCTTCCTTGCCATG
GAAGAGC

co3_79
11497_
x89

CM0006
63.2/309
68236-
3096816
4

27 ###### 54 89 ACTGGCAAGGATGATACACACTTGCCCTCACTTAGACTATAGTTCACTGATGA
GAGCATTGTTCTGAGCCAGT



co3_79
25679_
x88

ENST00
0003845
81.1

36 ###### 71.9 88 ATCCTCCTGATCCCTTTCCCATCGGATCTGAACACTGGTCTTGGTGGTCGTAA
AAGGAGG

co3_79
33133_
x87

ENST00
0003839
03.1

20 2E-06 40.1 87 AGTCTGTGATGAATTGCTTTGACTTCTGACACCTCGTATGAAAACTGCACGTG
CAGTCTG

co3_79
42071_
x86

CM0006
83.2/291
80639-
2918042
5

23 ###### 30.2 86 AAGACGACGCTTGCAGGGATTGTTTCTATAGCTCACTACCAGATAAGTTTCTC
CGAACATGTAGAGCACCAGAAACCACATGCAGCGGTGCAGCGCTCTCTCGG
GAGCCTGACACTGGCTCTGGGTGCTGCTTCACTGCAACTTCCATTTGCCATT
GAGAACTGTTCCGCTCTTCCTCTGGGAAAGTAAGAGAGAGAGGGTGCAATCT
GAGGGGT

co3_79
70021_
x83

ENST00
0003843
04.1

15 ###### 30.2 83 CCTTCTATGATGATTTTATCAAAATGACTTTCGTTCTTCTGAGTTTGCTGAAGC
CACATT

co3_79
80835_
x82

AF01961
8.1/48-
114

21 ###### 42.1 82 GGAUUUGUGAUGAGCUGUGUUUACUGAGCAUGAUGAAGUAAAGCUCAACG
UGAUUACUCUGAAGUCC

co3_79
88024_
x81

AJ60948
6.1/1-187

26 ###### 52 81 ACGGUCUGGGGAAAGGCUCCUGUGUUGUUGAGCCUGCCAAGUUGUGGGU
GCAGCAUGGUACCAGGCAGCCCAACCCUGACCUAAAGUAAAUUCCCGGAAG
AAGUCUUUCCUGGGUUUUGAAUUUGCAGUAACAGGUGUGAGCAUUCUAGC
AGCAGUUUGAUGAUCAUGUAUGAUACUGCAAACAGGA



co3_80
20434_
x78

ENST00
0004590
04.1

23 ###### 46.1 78 TTGCATGTGGAAATGTCTGCTTCTCATTCCTTGGGAGCAGGAATATGTTCATA
ACATGCT

co3_80
21604_
x78

ENST00
0003655
30.1

36 3E-08 48.1 78 AGCACAAATGATGAATAACAAAGGGACTTAATACTGAAACCTGATGTTACATT
GTAGTGT

co3_80
34210_
x77

AL12180
9.6/1720
81-
172016

19 ###### 38.2 77 CUGUGAUGAUGGCAUUUCUUAGGACAAUUUUGGAUUAAUUAUGAAAACAAC
UACUCUCUGAGCAAU

co3_80
35827_
x77

CM0006
68.2/241
66273-
2416637
4

19 ###### 30.2 77 CTCGAGGGTGATGAAAAAGCATCCCTAGGTGTGGTTGTGGCATCTTGGTCAC
CTATGTGCCACCTGCCAGTGCAAGGATTTGTCATAGTTATAGTGACCGTG

co3_80
37591_
x76

ENST00
0003845
83.1

43 ###### 85.7 76 TTGGCCCTGAATCAAGGCCAGCAGTTTGCTGAAGCTGTTGGTTTCAAGCAGG
AGCCTAAA

co3_80
45799_
x76

AP00057
7.5/6961
2-69474

23 ###### 30.2 76 GAGCUUCCAGGAUCACCCCUGCAGAGUGGCUAAUAUUCUGCCAGCUUCGG
AAAGGGAGGGGAAGCAAGCCUGGCAGAGGCACCCAUUCCAUUCCCAGCUU
GCUUAGUAGCUGGCCAUGGGAAGACACUGUGCAACACUG

co3_80
54380_
x75

CM0006
85.2/235
07313-
2350721
1

20 ###### 40.1 75 ATCCCTTTATAGTTCCCGAGCATGACGATTGGGTGTTCACATGCATGTGTGAG
ATGTACCACCCTCGCATCTTGTTAGACGTTGGCACATTACCCGTCTGACC



co3_80
76170_
x73

ENST00
0006067
69.1

17 ###### 34.2 73 AAGCAACACTCTGTGGCAGATGATCAAAACTGTCTGACACAATTTGAGCTTGC
TATAGCA

co3_80
79236_
x73

ENST00
0005162
31.1

14 0.008 28.2 73 TGAGATGAGATCATGCCATTGCACTCCAGCCTGGACGACAGAGCGAGACTTC
ATCTCAAA

co3_80
87971_
x72

ENST00
0003868
47.1

21 5E-07 42.1 72 TGTCCCTGACCTGGGTAGAGTGGCATCTGGTTGGTGATGCCCATCTCATATC
AGCCAGGG

co3_80
93898_
x71

CM0006
82.2/265
4212-
2654286

27 2E-10 54 71 TTGCAGTGATGACTTGCGAATCAAATCTGTCAATCCCCTGAGTGCAATCACTG
ATGTCTCCATGTCTCTGAGCAA

co3_81
04920_
x70

CM0006
63.2/928
37289-
9283738
3

28 ###### 56 70 GCTGAATGATGATATCCCACTAACTGAGCAGTCAGTAGTTGGTCCTTTGGTTG
CATATGATGCGATAATTGTTTCAAGACGGGACTGATGGCAGC

co3_81
10030_
x70

CM0006
74.2/888
66643-
8886676
3

30 ###### 36.2 70 TGTCTCTGACCTGGTTAAAGTGGCATCTGGTTGGTGGCACTTATCTCAAATCG
CAAAGACATAAGGCAACCTCTTGTTTATCCCAGCTTGGCTTTTTGTTTTTTGTT
TTTTAGACAGGGTC

co3_81
24851_
x69

CM0006
63.2/175
968540-
1759683
98

31 ###### 61.9 69 AATGGAAGCTGCTGGAACCAGCCATGTGGACAAATGAAAAAATGCCTTTTGTC
TACAGATTGCAGCGATCCTACATAAATATATGGAGGTCTCTGTCTGGCTTAGG
ACAGCTGGCTAAGTCTGATCGTTCCCCTCCGTACAGC



co3_81
33838_
x68

AC02055
3.4/1381
95-
138051

41 ###### 34.2 68 AAUCUCCUGGGAUUGUGUCUGGCGAGUGCCCAGUAUUCUGCCACCUUCAG
AAGGAAGGGAAAGCAAACCUUCAUGAAAGCAGAGGCAUUCAUUCCAUUCCC
AGCUUGCUCCAGAUCUGGCAGUUGGAAGACAUUCUGCAACAAUG

co3_81
34314_
x68

ENST00
0005165
99.1

33 ###### 42.1 68 TGTCAGTGATGAAAGCTTAGTCCCGTTCTGCTACTAATGTTAAGTGATGATAA
AGTTATG

co3_81
40390_
x67

CM0006
73.2/628
55632-
6285556
4

21 ###### 42.1 67 CTTCCTATGATGAGGACCTTTTCACAGACCTGTACTGAGCTCCGTGAGGATAA
ATAACTCTGAGGAGAT

co3_81
51870_
x66

ENST00
0004587
70.1

23 ###### 46.1 66 CCACATGCGGCTGATGACAGCACTTCTGCTGAGACGCTGTGATTGCTCTGTC
CAAAGTAA

co3_81
64796_
x65

ENST00
0004594
33.1

31 ###### 61.9 65 GGTTCATGATGACACAGGACCTTGTCTGAACATAATGATTTCAAAATTTGAGC
TTAAAAA

co3_81
67461_
x65

ENST00
0003846
74.1

46 ###### 91.7 65 ACTCTCTCGGCTCTGCATAGTTGCACTTGGCTTCACCCGTGTGACTTTCGTAA
CGGGGAG

co3_81
68501_
x65

AC01065
3.10/104
059-
104144

29 ###### 58 65 UGUGUGUUGGAGGAUGAAAGUACGGAGUGAUCCAUCGGCUAAGUGUCUUG
UCACAAUGCUGACACUCAAACUGCUGACAGCACACG

co3_81
73787_
x64

ENST00
0003649
77.1

21 ###### 34.2 64 ACCACCAGTGATGAGTTGAATACTGCCCCAGTCTGATCAACATGCGTGAAAG
ATATTTTC



co3_81
78907_
x64

AF14134
6.1/3076-
3157

48 ###### 56 64 CCGAUACAAUGAUGAUAACAUAGUUCAGCAGACUAACGCUGAUGAGCAAUA
UUAAGUCUUUCGCUCCUAUCUGAUGUAUCUG

co3_81
84950_
x63

ENST00
0006285
90.1

24 ###### 48.1 63 ACGCGCTGTCTTTGAGCCCCCGCCGAGCTTCCTCGTGGCGCCGGGGGTCAA
TCTGCAGCG

co3_81
89297_
x63

CM0006
72.2/565
96031-
5659596
3

27 ###### 46.1 63 TGATGAATTGATGACAGTCATCTTTTGAGAGTGACCCAAAATGAAAAGAATAC
TCATTGCTGATCACTT

co3_81
95389_
x62

CM0006
63.2/154
259727-
1542598
62

27 ###### 54 62 GGGCATACCCGTAGACCTTGTCTGACTGTGCTCATGGCCAGGCAGGGGGGA
CAGTGTATGCAAGAGTAATGTGGAGTTTGTGCTAACTCTAGCCAGCTTAATTA
GTGACTGGATAAATTGCACAACTCTCACATTC

co3_81
98799_
x62

CM0006
63.2/447
75864-
4477594
3

23 4E-08 46.1 62 CGTGTATGATGACAACTCGGTAATGCTGCATACTCCCGAGTGCGCGGTGGGG
AAGCCAACCTTGGAGAGCTGAGCGTGCG

co3_82
00287_
x62

ENST00
0005799
69.1

29 3E-11 58 62 ATGCTATGATGACATCCATATGGTTTCGCTGCTGGCTGAGTTTCAGAGATGAC
ACCTTTC

co3_82
01713_
x62

AC00643
5.7/2333-
2239

15 ###### 30.2 62 CUUAAGAGCCAAUGAUGUUUUUAUUCAAAAUGUCUGAACCUGUCUGAAGCA
UCCCAGUGAUGCAACUUCUGUGUGAUACUGAGGCUUUUUUGCCA



co3_82
11668_
x61

AB01771
0.1/1702-
1771

24 ###### 48.1 61 AAUCAAUGAUGAAACCUAUCCCGAAGCUGAUAACCUGAAGAAAAAUAAGUAC
GGAUUCGGCUUCUGAGAU

co3_82
15145_
x61

ENST00
0003910
81.1

19 ###### 30.2 61 TGTTCCCGATCTGGTAGAGTAGCATCTGGTTGGTGGTGACCATCTAATACCA
GCCAGGGA

co3_82
19080_
x60

ENST00
0003843
39.1

26 ###### 52 60 CTGCGAATATTCTCGCTGTTCTGATTTTGTAATAGTCAGGACAGGCTAAACAT
TCGCTAT

co3_82
27540_
x60

CM0006
84.2/293
33258-
2933316
3

14 0.009 28.2 60 ACCCCTGGCAGCCCCTCCTGATGATTCTTCTTCCTGAGCACGCTCATGATGA
GCAAACTGAGCCTCTAAGAAGTTGACTGAAGGGGCTGCTTCCCC

co3_82
32884_
x59

ENST00
0005166
52.1

15 ###### 30.2 59 GCTACTCTTGAACTCCTGACCTCAACTGATCCACCCGCCTCGGCCTCCCAAA
GTATGAAA

co3_82
35598_
x59

AC07879
7.20/670
61-67136

27 ###### 54 59 UUCCUCUGAUGACUUCCUGUUAGUGCCACGUGUCUGGGCCACUGAGACAC
CAUGAUGGAACUGAGGAUCUGAGGAA

co3_82
43606_
x58

CM0006
65.2/526
91378-
5269145
3

22 1E-07 44.1 58 AAGAAATGAAGAAACTAAAATTGGTCTTAGTATTGAAGTGAAGACACTGAGAT
CCAACTCTGATCTTGCCCTAAAC

co3_82
49116_
x58

CM0006
82.2/265
6624-
2656694

20 ###### 40.1 58 CCACAATGATGGCAATATTTTTCGTCAACAGCAGTTCACCTAGTGAGTGTTGA
GACTCTGGGTCTGAGTGA

co3_82
54684_
x58

ENST00
0003846
62.1

26 ###### 52 58 CTTCCCATTTATTTGCTGCTTGTAGTCTCACAGTGATACGAGCAGTTATACGC
ATGGGAT



co3_82
72744_
x56

AC09023
3.16/199
8-1865

40 ###### 32.2 56 UCAUCAGGUGGGAUAAUCCUUACCUGUUCCUCGUUUUGGAGGGCAGAUAG
AACAGGAUAAUUGGAGUUUGCAUGAUCCAUGAUUAAUGUCUCUGUGUAAUC
AGGACUUGCAAACUCUGAUUGUUCAUAUCUGAU

co3_82
78285_
x55

ENST00
0003838
70.1

40 ###### 79.8 55 CCTCCTTTTCTTGGCGGGGATCGGGCTTGTGGTGCCGCTCCCCGTAATGTAC
GGAGGAAG

co3_82
84995_
x55

CM0006
79.2/803
4584-
8034487

14 ###### 28.2 55 ATCCTTTTGTACTTGGTAAGCATGATGATTGGGTTTTTATGCTTATATATGAGA
CATGCTTGTCTCAAATCTTGTTACAGCACATTACCCTTCCTACT

co3_82
93508_
x54

KN19647
9.1/1754
90-
175564

38 1E-16 75.8 54 TGCAGATGATGTAAAAGAATATTTGCTATCTGAGAGATGGTGATGACATTTTAA
ACCACCAAGATCGCTGATGCA

co3_83
07683_
x53

CM0006
82.2/384
21774-
3842164
7

21 ###### 34.2 53 TCTTGTATCCAAAAGTGATCATGGGTTGCCTGTGTCCCGATCATTAACAGTGC
AGGGGTAGGAGTGCTGAAAGACATCTTCCCTGCGTTGGTCCAGCCTTCCCTT
TCAAACCCTGGAGCTTTCCCACG

co3_83
08372_
x53

ENST00
0003627
61.1

27 ###### 54 53 GCGGCCGGTGATGAGAACTTCTCCCACTCACATTCGAGTTTCCCGACCATGA
GATGACTC

co3_83
08743_
x53

ENST00
0005815
25.1

39 ###### 30.2 53 CGTGTATGATGACAACTCGGTAATGCTGCATACTCCCGAGTGCGCGGTGGGG
AAGCCAAC



co3_83
27968_
x52

ENST00
0004084
18.2

15 ###### 30.2 52 AAGACTACACTTTCAGGGATCCTTTCTTCAGTTCGTTACTAGAGGTTTCTCTGA
ATATGT

co3_83
39923_
x51

AB06183
7.1/2430-
2563

27 ###### 54 51 UGGUCCAUCCUAAUCCCUGCCGGUCCAUCUGUGGCCUGCCAGGUUUCGCU
UGUGGACCAGAGCACCCUAGAAGCCUCACCCGAGGAGUGAGCAGGGCUCC
AGUGGGCUCACGUCAUGGGCACUUCUAGACACUC

co3_83
48861_
x50

ENST00
0005165
28.1

26 ###### 52 50 ATGCATCTATTTGACAGACCTGGAGCAGTTAGTGTGTGCTGCTAAGGTTTCTA
CCTCTAG

co3_83
52111_
x50

CM0006
81.2/571
34260-
5713404
9

17 ###### 34.2 50 CACTTTATACTTTTAGGGATGATTTCTATAATTCATGAGTGGAGAGGTTTCTCT
AGAGGTGTAGGGGACTGGAAACCACATCCAGGAAGTACAGCTTTCTCTCCTG
AGCATGAAGGTATCTTGGCATTTCTTCACTGCAATTGCCATTTGCCTTTTTTGT
TTTTCCTTTTGAGATAGGGTGTCACCTGTTGCCCAGGCTGGAGGGCAGTGGT

co3_83
63746_
x49

ENST00
0003628
74.1

27 0.008 30.2 49 TTGCAATGATGTGAATCTCTCACTGAATTCAACCTTGAAGTGCGAATCCATGA
GCTTTTT

co3_83
72468_
x49

ENST00
0003908
56.1

21 5E-07 42.1 49 TTCCTCTGATGACTTCCTGTTAGTGCCACGTGTCTGGGCCACTGAGACACCAT
GATGGAA

co3_83
83177_
x48

ENST00
0005167
08.1

17 0.0005 34.2 48 CCTCATTGATTAGTAGCTTCTGACTTTTGTTCTGAGTTTGCTGAAGCTAGATGC
CATTCC



co3_83
93459_
x47

L36588.1
/797-921

25 ###### 50.1 47 UCCCAAUGAAGAAACUUUCACAUGUCUUACUCUCUGUCCUAGUCCCAGAGC
CUGUAAAGGUGAACCACUGGGACUGGCUGGGGGAGAAGAGGAAGAUUUGU
UCCAGAAGGAACUGUCUGAGGGAU

co3_84
12319_
x46

AC00606
4.10/138
690-
138555

34 ###### 67.9 46 UUGUCCUGGCCUAUUUUUCUGCUCCCCUGUGCUCAGUUCUAACAGGGUAG
UCUGGCAGGACACACAGCAAUUCCCUCUCAGUUUAGGAGGGCCGUCCUAA
GAAUAGGGCUGGCUCUUAAAGGCACGAGAGGACAAU

co3_84
30901_
x45

ENST00
0004105
57.1

24 ###### 48.1 45 TGATGGCTGTTCCTCTCACTGCTTGAAGCCTTAGGCAGTGGGATTTTGATCCA
TCATATA

co3_84
40797_
x44

CM0006
63.2/173
864445-
1738643
69

23 ###### 46.1 44 AACCAATGATGTAATGATTCTGCCAAATGAAATATAATGATATCACTGTAAAAC
CGTTCCATTTTGATTCTGAGGTT

co3_84
45197_
x44

AC09772
0.5/8637
9-86467

20 2E-06 40.1 44 UGGUGCUGUGAUGAUGCCUUAAUAUUGUGGUUUCGACUCACUGAGAGUAA
AAUGAGGACCUACAAUUCCUUGGCUGUGUCUGAGCACCC

co3_84
52053_
x43

ENST00
0003654
93.1

24 1E-08 48.1 43 TGTGCACATTGTTAGAGCTTGGAGTTGAGGCTACTGACTGGCCGATGAACTC
GCAAGTGT

co3_84
53472_
x43

AJ22402
7.1/1-88

19 3E-05 38.2 43 UACUGUUAGUGAUGAUUUUAAAAUUAAAAGCAGAUGGGAAUCUCUCUGAGA
AAGAAAAUGGGAGAUUAAUCCUUAACCUGAAACAGUA



co3_84
62932_
x43

AC11750
3.8/2098
01-
209669

25 ###### 50.1 43 UAGCAAGCCUCCAGCGUGCUUGGGUCUGCAGUGACCCCGUGGAUUCCUAC
AGGGCUUGCCAGAACAGUUUUGAAAUGGUUUGAGGCCUUGCCGUGCUCCA
UGUAGAGCAAGGUUAUAGAAAUUUCAGACAAUG

co3_84
63491_
x43

ENST00
0003847
92.1

27 ###### 54 43 GTGCAAACTCGATCACTAGCTCTGCGTGATGTGGCAGAAGCGAAGGGAACCA
GGTTTGCA

co3_84
66375_
x42

ENST00
0003845
12.1

33 1E-13 65.9 42 GGTCAATGATGTGTTGGCATGTATTATCTGAATCTATTGCTGATGTGTAATAAC
ACTTTA

co3_84
66585_
x42

ENST00
0003913
05.1

26 8E-10 52 42 GCCGAGACTAGAGTCACATCCTGACACAACTCTTGTCCTGGTGTGCTAGAGT
ACTCGAAG

co3_84
67551_
x42

ENST00
0003641
13.1

26 ###### 52 42 ATCGAGGCTAGAGTCACGCTTGGGTATCGGCTATTGCCTGAGTGTGCTAGAG
TCCTCGAA

co3_84
77463_
x42

ENST00
0003912
09.2

18 ###### 28.2 42 AAGACGATACTTTCAAGAATCATGATCATTCTATACAGTTCATTACTAGAAAAG
TTTCTC

co3_84
86212_
x41

ENST00
0003840
72.1

25 ###### 50.1 41 TGGTCATTACCAAGGCTTTTAGAATGCAGTTTCTCATTTGCTGTGGACATGAC
CATAAAA

co3_84
97528_
x41

ENST00
0003861
48.1

38 ###### 44.1 41 GATCCTGGTGATGACAGACGACATTGTCAGCCAATCCCCATGTGGTAGTGAG
GACATGTC



co3_84
98899_
x40

AY07774
0.1/1-330

22 1E-07 44.1 40 UGGAAAUGAUGAAAUAGAGAUAAUUGGGUGUUGAAUGUUGUAUGACUGGA
AAUUUUUAAUAUGUAUAUUAUGUAAUUCUUAUAAGUUUAGUGUUUUAUAGG
UACUUAAUAGAGAGUGUGUAUGCAUGUGUGUGUGCUUGUGGUGGCUAUGG
AAAGGGGGCACUGACUGGUGAUGCUGAUAUUGGAGUGCAUCUGAGGCUGU
UGUAGAAAUAACAUGGGUUGUUGAUUACAACAUUGCCAAUGAUUAUAACCC
AAGAACAGCUCACCUAACUAGCCUGGCACCCUAAAAUCUCUAACAGGUUCA
UUAAAAUGGUCCUGUGAUCUGAUCCAA

co3_85
04299_
x40

ENST00
0005778
87.1

17 ###### 34.2 40 TTGCTGTGATGACTATCATTGGGTTTCGCATGTTGCTGAGTTCCAGTGATGCC
TCTTTTC

co3_85
15184_
x39

ENST00
0003843
84.1

23 ###### 46.1 39 GGGTCATTTCAAAGAGGGCTTATGAGGCTGTGAAACCCAGAGCTCTTAACGC
TGTGACCA

co3_85
18967_
x39

CM0006
79.2/440
25223-
4402502
0

15 ###### 30.2 39 AAGCTTGTACTCTCAGTGATCATTGCTGTAGTTACGAGATAAGCTTCTCTGAA
CATGCAGAGCAGTGGTAACTATGAGGAGGCACAGTCTCTCCTGAGCATGACT
CTGGCTGTTGGTGTGGCTTTGCTGCAGCTGCCGTGTGCCATTGATGATCCTG
CTCCTCTTCCTTCGGGAAAGTAAGAGGGAGAGAACAGTCTGAGTGGG



co3_85
34190_
x38

ENST00
0003845
67.1

43 ###### 85.7 38 ATGCGATGATGAGTGAAGTAGAGCCTGACCTGGTATTGCCATTGCTTCACTGT
TGGCTTT

co3_85
36394_
x38

ENST00
0003642
87.1

23 2E-05 38.2 38 TATTCTTCTTGTTAGAGCTCGGAGTTGAGGCCAGTGACTGGCCAATGAACTCA
CAAGTGT

co3_85
40042_
x38

ENST00
0003631
07.1

15 0.005 30.2 38 CCAATGTGTAATATCCTGGGATATCATTTTTTCTAGGCTTTGTCCACATGGCTT
AGGGGA

co3_85
42474_
x38

CM0006
74.2/110
496421-
1104963
52

43 4E-10 54 38 AATCAATGATGAAACCTATCCCAAAGCTGATGACCTGAAGAAAAATACGTACA
GATTCAGCTTCTGAGAT

co3_85
49498_
x37

AY07774
2.1/1-131

25 3E-09 50.1 37 UGGGAGGCUGAUACACAAAUUGGGCUGAAAUACUGCUCUACUUGUCACCA
UGCCUCCCUAGAAUAAACUGCCUUUUGAUGACCGGGACGAAUUGAGUGAAA
UCGUAACGGACAGAUACGGGGCAGACAGAU

co3_85
75610_
x36

CM0006
73.2/628
53968-
6285390
4

33 1E-13 65.9 36 TTTCTATGATGAATCAAACTAGCTCACTATGACCGACAGTGAAAATACATGAA
CACCTGAGAAAC

co3_85
76654_
x36

CM0006
63.2/156
192176-
1561920
63

21 ###### 34.2 36 TTGCCGCCCACACAACCAAATTAAAAAATAACACAGAAGGGTAAGGTAAGTCT
CCATTAAACCCAGGAAAGAGACTGGAAAACTCCTCTTTGGAGCCTGTCTATAG
TCACAGGT



co3_85
76834_
x36

CM0006
71.2/127
448630-
1274485
01

43 ###### 85.7 36 CCCGCCACTGCACCTGACCAGGTCTCTGTTGGCTGGTGCAATCCAGTGGTGA
GCTGATAGTAAACCCCAGCTTAGGAAACAGGGTTGTTCTTCATGTGGATGACT
CTGTGCCGAAAGCATGGGAACAGCC

co3_85
79164_
x35

CM0006
67.2/151
10920-
1511078
6

41 0.0005 34.2 35 TCATCAGGTGGGATCATCCTTACCTGTTTCTCCTTTTGGAGGGCAGATCAGAA
CATGATGATTGGAGAAGAATGAAACGTGATTAATAACTCTGTGTAATCAGGCC
TTGCAGCACCCCAATTGAGCCTTTCTGAT

co3_85
82209_
x35

AJ60946
7.1/1-135

22 1E-07 44.1 35 AGCACUAUAUUUAAACCUGUGGAUGGGAAUAUUCCCCAUUCUUGGUUACGC
UGUAGUGCAAAAGAAUUCCUGGCUCUCUGUUGCACAGCUGACUUGUGCCA
UUCUGCUGUUGCUGUAUAGAGUUAAGGAACAUGG



co3_85
95759_
x34

AF49220
9.1/1-275

28 6E-11 56 34 AAUCUGUAGUCUUGGAGCCGCACAGGGUUGGUGGUACCCUCGAGCACACC
AGACUUGCAGAAAAAGCAUACUCCAGAGGAAGCUGAGGCAUGCCUGCUCGA
GAGCCAGCUGUUCCAUGUGCAAUUUUCCUCUGAUAGUUUCUGGUCACUGU
UGCCACGGUGAUAAUGACUGGGCUAUGUCAUUAUCUAUCCGCCAACAGUAA
GAGAAGCUUUGCAGUCGAGAUAUUGUUUAGCAGAUGGAGUGUUUUCUGUU
GAACACUAAGUACUGCCACAAGU

co3_86
03307_
x34

CM0006
63.2/173
866028-
1738659
68

40 7E-18 79.8 34 CCTGGATGATGATAAGCAAATGCTGACTGAACATGAAGGTCTTAATTAGCTCT
AACTGACT

co3_86
20086_
x33

ENST00
0003629
81.2

15 0.007 30.2 33 AAGACTATACTTTCAGGGATCATTTCTACATTTCCGGGTAATTTCTTTGAACAT
GTGGAG

co3_86
23353_
x33

ENST00
0003911
45.1

33 8E-14 65.9 33 TTATAAGTTTTCTAAGTGTCTAATGATGAATTTCATAGGGCAGATTCTGAGGTG
AAAATT

co3_86
26092_
x33

AC09218
4.7/5032
7-50196

17 ###### 34.2 33 UUGUCCUGGCCUAGGCCAUUUCUGCUCCCCCGCGCUCAGUCCUAGCAGAG
UAGUCUGGCAGGACGCACAGCAAUCUCCCUCUCAGUUUAGGAGGGCCGUC
UCCUAAGAAUAGGGCUGGCAGGAAAGGACAAU

co3_86
31343_
x32

ENST00
0005170
31.1

18 ###### 28.2 32 TATAGTGTGGCCATGGGATCTCCAACTGCATGCAAGAGCAACCTGGAGAGAC
TTTGACAG



co3_86
33423_
x32

CM0006
73.2/115
627185-
1156270
82

18 ###### 28.2 32 GTCCTTTTGTAGTTCATAAGCGAGATGATTGGGTGTTCAGGCACATGTGTGAG
ATGTGCCTCCTTCAAACCTTGTTACAACGTCAGCACATTACCCGCCTGACA

co3_86
42831_
x32

AC01686
8.8/2125
8-21186

24 0.0006 32.2 32 GUGUGAUGAAAUCACCCCAAAUAGCUGGAAUUACCAGCAGAUUGUGUAGUG
GUGAACCUACAAUUUUCUGAAG

co3_86
49537_
x31

CM0006
77.2/250
70432-
2507052
6

33 8E-14 65.9 31 GGATCGATGATGAGTCCTCCAAAAAAACATTCCTTGGAAAAGCTGAACAAAAT
GAGTGAGAACTCATACCGTCGTTCTCATCGGAACTGAGGTCC

co3_86
68293_
x30

ENST00
0003867
45.1

23 4E-08 46.1 30 GCTGTTCAGTGATGAGGCCTGGAATGTGCGCTGGGCACAGCGCCCGAGACA
GACTGCGGA

co3_86
68983_
x30

AC10279
9.9/5350
8-53611

37 4E-16 73.8 30 UGGUCUCAAGGAAGGGAUGAUGUUCCAGUUGAGACUCAAGAAAAGGAUUC
UGAGCCUCAGAGCUUUGAAGGAGCCACUUGGUCCCUGACCUUCCUAGAGG
CAAA

co3_86
69463_
x30

CM0006
67.2/138
561110-
1385610
43

31 ###### 61.9 30 GTGCAATGATGTATTTTATTCAACACATCATTCTGAAAGAACGTGTGGAAAACT
AATGACTGAGCACA

co3_86
69943_
x30

CM0006
67.2/181
241892-
1812418
14

32 3E-13 63.9 30 GGTCCTGGTGATGACAGATGGCATTGTCAGCCAATCCCCAAGTGGGAGTGAG
GACATGTCCTGCAATTCTGAAGGGATT



co3_86
71953_
x30

CM0006
73.2/628
54695-
6285462
1

22 ###### 44.1 30 GTCAGATGATTTGAATTGATAAGCTGATGTTCTGTGAGGTACAAAAGTTAATA
GCATGTTAGAGTTCTGATGGCA

co3_86
73843_
x30

ENST00
0003911
43.1

22 ###### 28.2 30 TGTCCTTGACTTGGGTAGAGTGATGTCTGGTTGGTGCTGCCTATCTCATATAA
GCCAGGG

co3_86
88417_
x29

ENST00
0003653
82.1

20 2E-06 40.1 29 TCGCTGTGATGAGTGATTGTTAAACATTCGTAGTTTCCACCAAAAGCTTGGCT
AATGATG

co3_86
91230_
x29

ENST00
0003842
81.1

22 ###### 44.1 29 GAGCACTGTTCGTAACCCGTTAGCCTGGCTGTAGCTAATGGGTTCCATTCCG
GTGCAATA

co3_86
97784_
x29

AJ60948
0.1/1-137

33 ###### 65.9 29 GAGCACCUGAAUCUUUCCCAUUCCUUGCUGCCUCGUGCCGGUGUGGGGAC
AGAUGGUGCUACAGAAUGAGCAGAGGAAAUCCAGACAGGUUGUUUUCCAU
UUGUCUUGGGGCCUGUCUCUACAGCUCUGCCACAUUU

co3_87
13180_
x28

AC02395
0.6/1585
70-
158435

26 ###### 52 28 UGCCCCAUUCUCAAAGAGAAUAGGCACUGUUGAUCAUGCGAUCCAGAGAUU
GUUAAUGGGGCUGCAUUGAGAAACAAGCUAUGUUUCCAUUCACAGCAAACA
CAUCGCAGUGGUGACAAUGAGACCUGUAACAUUU

co3_87
19984_
x28

ENST00
0003845
33.1

15 0.008 30.2 28 GGATCGATGATGACTTTCATACATGCATTCCTTGGAAAGCTGAACAAAATGAG
TGAAAAC



co3_87
21076_
x28

AJ60947
1.1/1-132

38 ###### 75.8 28 GUUGAGGUCUAUCCCGAUGGGGCUUUUCCUGUAGCCUGCACAUCGUUGGA
AACGCCUCAUAGAGUAACUCUGUGGUUUUACUUUACUCACAGGACUAUUGU
UAGAUCUGUGGGAAGGAAUUACAAGACAGUU

co3_87
27050_
x27

AF30828
3.1/1-330

25 3E-09 50.1 27 GCCACAUGAUGAUAUCAAGGCUGUUGUGAUUCAGUUGGUUUGGCUAAGCC
CAGGGACCUUUGGCCUGUUAAAGGUCUGUAAUCUUGGUGGGCGAUACAGA
GUUAUGUGUGUUCACUGUAAGGGCAGACCAACAAGAACUUUUUCCUACUUU
UGAGCUACCUCUUUUUAAUAGGGGUGAUUCUUCCAGUUGCUGGAGAGAAA
UUGUGGUAACUGGAGUGAGAGAGUAGGAACAGGGCAUGUUCAGGGUAUCA
GGGCCAAGGGUCCUAAAGGACUUAGCUUGUGUUAUGGCCACUGAGAGAUG
AAACACAGAUCUUUGGUAAUCUGAUGGCU

co3_87
38687_
x27

AC01103
1.12/168
663-
168575

20 ###### 40.1 27 GCUGGCACAAUGAUGACUUAAAUUACUUUUUGCCGUUUACCCAGCUGAGG
UUGUCUUUGAAGAAAUAAUUUUAAGACUGAGAUGCCAGU

co3_87
39362_
x27

ENST00
0003845
74.1

19 ###### 38.2 27 TGCACTGCATGGTATCTGCACTCAGCAGTTTACACCTGCTAGGGTGTTCAAAG
GTCAGTG



co3_87
45493_
x26

CM0006
82.2/492
80319-
4928040
9

46 2E-21 91.7 26 GCTGGCATATATGATGACTTAGCTTTTTTCCCCGACAGATCGACTATGTTGAT
CTAACTTTTCTAAGCCAGTTTCTGTCTGATATGCCAGC

co3_87
52825_
x26

ENST00
0005850
78.1

15 ###### 30.2 26 GTGCTGTGATGATGCCTTAATATTGTGGTTTCGACTCACTGAGAGTAAAATGA
GGACCTA

co3_87
62237_
x26

ENST00
0003909
62.1

44 ###### 56 26 AAATAATGAAATCACCCAAAATAGCTGGAATTACTGGCAGATTGTGTAGCAAT
AAACCTA

co3_87
64913_
x25

ENST00
0003842
52.1

27 2E-10 54 25 GCTATGATGAATTTGATTGCATTGATCGTCTGACATGATAATGTATTTTTGTCC
TCTAAG

co3_87
68563_
x25

ENST00
0003913
09.1

21 ###### 34.2 25 ATACATGATGACTTACATGGACTCTCATTCAGCTAATGACTTGCTGCTGAAAC
ATGGAAA

co3_87
69513_
x25

ENST00
0005172
83.1

19 ###### 30.2 25 ACCTTCTTGTTTAAGCTCTGTACTAAAATTGCAGAAACTAGTATCGTGTCTTAC
CATTTG

co3_87
71588_
x25

ENST00
0004087
16.1

35 ###### 69.9 25 GCAGACTCACTATGCACCTGACTGTACTTCCAGGCAGGTGCTTTTTCTGTCTG
CCAGAGA

co3_87
79488_
x25

CM0006
84.2/393
15307-
3931521
3

41 2E-18 81.8 25 GCTGTTCGTTGATGAGGCTCAGAGTGAGCGCTGGGTACAGCGCCCGAATCG
GACAGTGTAGAACCATTCTCTACTGCCTTCCTTCTGAGAACAGC

co3_87
95969_
x24

ENST00
0003639
61.1

22 ###### 44.1 24 TTGCAGTGATGTAAAATTTCTTGGCCTGAAATTACTGTGAAGAGTAAAACCGA
GCTTTTT

co3_87
96209_
x24

ENST00
0003911
00.1

24 3E-06 40.1 24 TCCAGCAGTAGTCAGCCATCCGGACAGAACCGTTCCTGTGATGGTGTTACAC
TGCTGGGA



co3_87
96833_
x24

AC05585
5.9/1107
36-
110601

18 ###### 36.2 24 GUGACUGUUCCUGGUAUUGAUUGCAUUUGUUAGUUGUACAGUGCAACCAU
AGACAGUCACACACAUUAAAACAGAUGGUUCCUGCCGACAGGGUCUGUAUA
GUUAUCAGAUUUUCUGUGCGAUGGCUCCAUACAUG

co3_88
01777_
x24

CM0006
75.2/211
39957-
2113988
6

39 ###### 38.2 24 ACTCCATGATGAACCCAAAATGCCAAGTATATGACTGAACTTACAAGTGATAC
CATCTTACGACTGAAGAGT

co3_88
08853_
x23

ENST00
0005052
19.1

27 2E-10 54 23 GGGCATACTCGTAGACCTTGCCTGACTGTGCTCATGTCCAGGCAGGGGGGA
CAGTGTATG

co3_88
12372_
x23

ENST00
0006268
86.1

40 7E-18 79.8 23 GCTGTCCTGGACCTGTTGGCACCACAGACAGTTGCTCTGCTGTGCCTGTGGC
CTCGGGGC

co3_88
20077_
x23

AC01341
6.4/5544
1-55577

21 ###### 42.1 23 UGCAGUCAAGUCAAAUUCAGUGCCCGUUUCUGUCAUAGCGGGGGCUGGCC
CAGAUGGCUGCCACAGCAAGCUCCACAGCUCAUGGGCCCUGGGUCACCUA
CCCUGGGACCUGGGGAUAAGUUUGGCUGUGGACAGUG

co3_88
21411_
x23

ENST00
0004268
67.1

35 5E-15 69.9 23 TCTCAGTGATGTAATTCCAATAGATCCTTCTGACCCTCCACTGTGGACTCAAT
AGCAGGG

co3_88
24999_
x23

ENST00
0004085
87.1

38 1E-16 75.8 23 CAGCCTGAAGTGATGATTCACATTCATGTCTCTTCTCTGATAAATTCTTGAAGA
AAATTT

co3_88
30980_
x22

CM0006
69.2/140
375666-
1403755
63

19 0.004 30.2 22 ATTCTTTCGTAGTTCGTAAGCTGGATTATTGAGTATTCACACACGTGTGTGAG
ATGTGCCACCCTTGAACCTTGTTACAACGTGGGCACATTATTCACTTGACA

co3_88
33620_
x22

ENST00
0003843
42.2

23 4E-08 46.1 22 CCCTTGGCCCTTATCGAAGCTGCAGCTGCTTCCGCATAGCTGCTGTGGTCAA
AAAGGAGC

co3_88
34038_
x22

ENST00
0004088
13.1

29 2E-11 58 22 TGGCCAAGGATGAGAACTCTAATCTGATTTTATGTGCTTCTGCTGTGATGGAT
TAAAGGA



co3_88
35842_
x22

CM0006
77.2/665
02910-
6650281
2

29 2E-11 58 22 TGCAATGATGTCGTAATTTGCGTCTTACTCTGTTCTCAGCGACAGTTGCCTGC
TGTCAGTAAGCTGGTACAGAAGGTTGACGAAAATTCTTACTGAGCA

co3_88
43938_
x22

ENST00
0005159
69.1

20 0.001 32.2 22 TTCAAAAAAGACCATATATCCTTGAAGAGTAACTGCTGAACTTATTCACTGGCA
GTGGGC

co3_88
47392_
x22

CM0006
73.2/754
04421-
7540456
6

21 ###### 42.1 22 CTTCAGTGATGACACGATGACGAGTCAGAAAGGTCACGTCCTGCTCTTGGTC
CTTGTCAGTGCCATGTTCTGTGGTGCTGTGCACGAGTTCCTTTGGCAGAAGT
GTCCTATTTATTGATCGATTTAGAGGCATTTGTCTGAGAAGG

co3_88
49724_
x22

AB02889
3.1/4087-
4152

21 5E-07 42.1 22 CGUCCAUGAUGUUCCGCAACUACCUACAUUGUUUGAUCCUCAUGAAAGCAG
CACUGGCUGAGACGC

co3_88
59839_
x21

ENST00
0004596
23.1

16 0.001 32.2 21 TTTTGGTTGAAATATGATGAGTGTACAAAATCTTGATTTAAGTGAATGAAAAAT
TACAAG

co3_88
63787_
x21

ENST00
0003863
07.1

47 ###### 54 21 GCTGGTGTAAATGATGACTTCACTTTTTTCCCCATCAGATCGACAATGCTGAC
GTCTTAT

co3_88
80268_
x20

CM0006
63.2/517
24896-
5172477
5

22 0.009 28.2 20 GTGCCCTTTTAAGGTTGACGCAGTGCTTTAAGGGGCTAACACAGAAGGGTAA
AGGAAGTCTCCATAAACCCCAGAGAAGAGATTGTAAAGCTCCTCTTTAGAACC
TTTCTGGAGTCACACCT

co3_88
80648_
x20

ENST00
0003843
60.1

25 3E-09 50.1 20 GACCTCCTGGGATCGCATCTGGAGACTGCCTAGTATTCTGCCAGCTTCGGAA
AGGGAGGG

co3_88
82288_
x20

ENST00
0003880
90.1

23 4E-08 46.1 20 TGCACTTATGTATGTTTTTGTTTAACGTGGACAAAGACTTACAGATAGGTGCAA
AAAATA



co3_88
90208_
x20

ENST00
0003910
02.1

33 3E-11 58 20 GCCTTTGCAGCTGATGATACAGCTTCTTTCCCCATCAGATCGACCCTGTTGAT
CTCTACA

co3_88
93428_
x20

ENST00
0003845
50.1

23 4E-08 46.1 20 TGGATATGATGACTGATTACCTGAGAAATAATTGATGAAATCTCAAGAAAATTC
CTCTAG

co3_89
03557_
x19

ENST00
0003869
10.1

16 0.001 32.2 19 CCCCTATCTCTCATGATGAACACATATGCCTCTGAGCTGCTGTGATTTCTGGC
TTCAAAG

co3_89
07376_
x19

ENST00
0003847
72.1

18 5E-05 36.2 19 TGGTTGTTACCAAGGCATTTAGCATGCAATTTCTCATTTGCTGTGGACACGAC
GAGAAGA

co3_89
13057_
x19

CM0006
67.2/139
278781-
1392789
78

37 4E-16 73.8 19 TCCAGCGGTTGTCAGCTATCCAGGCTCATGTGGTGCCTGTGATGGTGTTACA
CTGTTGGAAGAGCAAACACTGTCTTTATTGAGGTTTGGCTCCAAGCACTGTTT
TGGTGTTGTAGCTGAGTACCTTTGGGCAGTGTTTTGCACCTCTGAGAGTGGA
ATGACTCCTGTGGAGTTGATCCTAGTCTGGGTGCAAACAAT

co3_89
23041_
x18

ENST00
0003855
73.1

14 ###### 28.2 18 TGCACTTATGTATGTTTTTGTTTAACTTGTGGACAAAGACTTATGGATAGGTGC
AAAAAA

co3_89
23599_
x18

U43901.
2/4011-
4161

21 ###### 42.1 18 GCUGCACACUAUUAAAGCUCAGGGUGGAGGCCAGUCUUGGCUCAUGAACU
UCUGAGUGUCGGAAGUGUGCUAUAUCAAUGGCAGGAUUUUCGCUAACACC
AGUAGAGCUUGCCUCUAUGACUGGAGUUUGGUAGUACUCGCUGCCACAUA
G

co3_89
30241_
x18

CM0006
69.2/152
595923-
1525960
30

31 1E-07 46.1 18 AGGCCCCTGTAGTTCCCGAGCACGATGACTGGGTGTTCACGTGCACGTGTG
GGATGTGCCACCCTCTGAACCTTGTTACGATGTTGGCACATTACCCTGGACC
TGACC

co3_89
37585_
x18

ENST00
0006378
69.1

15 0.003 30.2 18 TTTATTATTATTGTTGTTGTTATTTTGAGTAGGACTCTCACTGTGTTGGCCAGG
CTGGAG



co3_89
43975_
x18

AF25084
1.1/2261-
2352

33 8E-14 65.9 18 GGAUCGAUGAUGACUUCCAUAUGUACAUUCCUUGGAAAGCUGAACAAAAUG
AGUGAAAACUCUAUACCGUCAUCCUCGUCGAACUGAGGUCC

co3_89
47593_
x18

ENST00
0003645
78.1

22 1E-07 44.1 18 AAGCAGGATTCAGACTACAATATAGCTGTTAAGTGCTGTATTGTCATTCCCCC
TGCTCAA

co3_89
50407_
x17

ENST00
0003644
60.1

37 ###### 65.9 17 TGGATTGGTGATGAGCAACAATCACCATCTTTCGTTTGAGTCTCATGGCCATG
AGACCAA

co3_89
52124_
x17

AJ60948
5.1/1-127

22 ###### 44.1 17 CUGGAGACUAAGAAAAUAGAGUCCUUGAAAUCAAGCUGACUCUGCUUUUAG
CCUCCUAAAUGAAAAGGUAGAUAGAACAGGUCUUGUUUGCAAAAUAAAUUC
AAGACCUACUUAUCUACCAACAGCA

co3_89
60777_
x17

ENST00
0004591
74.1

43 1E-19 85.7 17 GGTGCAGATGATGACACTGTAAAGCGACCAAAGTCTGAACAAAGTGATTGGT
ACCTCGTT

co3_89
64313_
x17

ENST00
0003867
47.1

20 5E-06 40.1 17 GCTGTTCGTTGATGAGGCTCAGAGTGAGCGCTGGGTACAGCGCCCGAATCG
GACAGTGTA

co3_89
65945_
x17

CM0006
82.2/384
49370-
3844950
3

32 0.001 32.2 17 ACCTGCATTCAAAAATGATCACGGGCTGCCTGTGCTCTGGTCATCAATAACGC
AGGGAGAGGAATTGCTGAAAGCCGTTTCCCGTGTTTGGAGGGTTCACACCTG
TCCCTTTCAAATGCTGGCGCTTTCACACA

co3_89
70892_
x17

ENST00
0003628
03.1

44 3E-20 87.7 17 TGCAATGATGTCGTAATTTGCGTCTTACTCTGTTCTCAGCGACAGTTGCCTGC
TGTCAGT

co3_89
71844_
x17

ENST00
0003843
34.1

18 3E-05 36.2 17 GCATGGCTGAATACTGTGTTCTTTTATCAGTAGTTTACACAGCCAGACACCAT
GCAAAAG

co3_89
74038_
x16

CM0006
73.2/117
263799-
1172639
52

14 0.009 28.2 16 TTGTCCTGGCCTATGCTTTTTCTACTCCCCTCTGCTTTTTTGGTCCCCCTGTGC
TCAGTTCTAACAAGGTAGTCTGGCAGGACACACAGCAGTCTCCTTCAGTTTAG
GAGGACTGTCTTTAGAATAGAGCTGTCCCAAGGCACAAGATTACAAT



co3_89
77238_
x16

ENST00
0003847
62.1

23 ###### 46.1 16 AGCACTATATTTAAACCTGTGGATGGGAATATTCCCCATTCTTGGTTACGCTG
TAGTGCA

co3_89
87286_
x16

ENST00
0003861
57.1

24 1E-08 48.1 16 CTTCCTCAGCCTTACTCCAGGGACTTTTTGTTGCCTGTAAAGTGCTCTGGCAT
TGCCTGA

co3_89
88150_
x16

ENST00
0003842
50.1

16 0.0006 32.2 16 TGCATTGCCATGGTATCTGCACTCAGTAGTTTATTCCTGCTGGGTGTCCAAAG
ATCAGTG

co3_89
88742_
x16

ENST00
0004081
89.1

18 0.0001 36.2 16 TTGCAGTGATGACTTGCGAATCAAATCTGTCAATCCCCTGAGTGCAATCACTG
ATGTCTC

co3_89
89670_
x16

ENST00
0005167
33.1

17 ###### 34.2 16 TGCCAATGATGGTTAAGAATTTCTTCACCTGAATAAACCATGTGGTCAGCATT
GCATCTG

co3_89
91174_
x16

AJ60947
3.1/1-130

38 1E-16 75.8 16 AAGCCAGCCAAUGAAUCUGCUUACCUGAUUGUGUUUGUGCAGACAUACUUU
AAAAACUGGCAAUAGUAAAGCCAUGUUACGAGCCUUAAGGACAUUGAAGUC
GUUAAGGUCCCUGAGAAUGGCUAUAACA

co3_89
94646_
x16

ENST00
0003644
32.1

20 2E-06 40.1 16 CCCGCCACTGCACCTGACCAGGTCTCTGTTGGCTGGTGCAATCCAGTGGTGA
GCTGATAG

co3_90
03123_
x15

CM0006
66.2/159
507029-
1595068
94

14 0.009 28.2 15 GCGAGGAGGAGGCACAGGGTTCTCCCCTGAGAGCCAGGCCAGCTCTTAGTG
TTGCTTCGCTGCAGGTGCCATTTGGCATTGAGGATTGTTTTTCTCTTCCTCCG
GCAAAGTAAGAGGGAGAGGACACAGTCTGAGT

co3_90
06048_
x15

ENST00
0003640
43.1

27 2E-10 54 15 AAGTAGGGTGATGAAAAAGAATCCTTAGGCGTGGTTGTGGCCGTCTTGGTCA
CCTGTGTG

co3_90
09108_
x15

CM0006
85.2/150
902121-
1509022
35

40 0.001 32.2 15 AAGACTATACTTTCAGGAATTGTTTCTGTAGTACATTACTAGAGAATGTCCTCT
GAATGTGCAGAGCACAGAAAAATACAAAATAATAATAAATTCCAAATCAGCTAT
CTGAGTA



co3_90
11898_
x15

ENST00
0003633
89.1

27 ###### 54 15 GGCAGATGATGTCCTTATCTCACGATGGTCTGCGGATGTCCCTGTGGGAATG
GCGACAAT

co3_90
17013_
x15

ENST00
0003625
41.1

21 5E-07 42.1 15 TCTTAGTGACATAATTCTAATAGTTTGTTCCGACCTTCCACTGTGGACTCAATA
GCAGGG

co3_90
24888_
x15

AJ60947
7.1/1-132

30 4E-12 60 15 GGCCUCCUGGUGCUUACCACAGGCUGUGUUCUUACACUGACUGUAUAGAA
AGAGGAGGUAGAGUAAACCUACCCCAUAUACACCUCAGCUCAGGCCCUGUG
CCUGGUCUGUAUUGUGAAUGGGGGAACAUAG

co3_90
29223_
x15

AL13270
9.5/1555
70-
155499

34 ###### 67.9 15 UGGAUCGAUGAUGACUGCUGGUGGCGUAUGAGUCUUACAUGAUGAAUACG
UGUCUGGAACUCUGAGGUCCAU

co3_90
30228_
x15

ENST00
0003860
37.1

25 ###### 50.1 15 CAGGCTGTGATGATTGGCGCAGGGGTACGGACCTCAGCTGAGTCATGGGAG
CTGAATGTA

co3_90
30808_
x14

ENST00
0003847
14.1

21 5E-07 42.1 14 CTTCAGTGATGACACGATGACGAGTCAGAAAGGTCACGTCCTGCTCTTGGTC
CTTGTCAG

co3_90
31676_
x14

ENST00
0005161
90.1

14 ###### 28.2 14 TTGCGTCTATTTGACAGACTAGAATAATTACTATCTGCTGCTAAGGTTTCCCCT
GCAGAT

co3_90
35638_
x14

AL13270
9.5/1781
48-
178075

27 2E-10 54 14 UGGACCAAUGAUGAGAUUGGAGGGUGUCUGAAUCAAAAAUUUUGAUUAAAG
CCAUCUGUAACUCUGAGGUCCAU

co3_90
40342_
x14

CM0006
84.2/377
85526-
3778563
3

16 0.0005 32.2 14 ATCCTTTTGTCGTTCATAAGCATGACGATTGGGCTTTCATGCTCATGCATGAG
ATGGGCCTCCCTTCAGTCTTGTTACAGGCCGGCTCTGTGGCTCATGCCTGTA
ATC

co3_90
42960_
x14

ENST00
0004112
92.1

16 0.001 32.2 14 TGTGTGTTGGAGGATGAAAGTACGGAGTGATCCATCGGCTAAGTGTCTTGTC
ACAATGCT



co3_90
43394_
x14

CM0006
63.2/173
865686-
1738656
22

21 ###### 42.1 14 GTGTAATGATGTTGATCAAATGTCTGACCTGAAATGAGCATGTAGACAAAGGT
AACACTGAAGAA

co3_90
47902_
x14

ENST00
0005163
27.1

14 0.008 28.2 14 AGTTACTGTCTGCTGCTAATGTTTCCACTACAGATACAAGAAAAAGTCTCTTCA
CACTTT

co3_90
49134_
x14

ENST00
0003840
33.1

20 2E-06 40.1 14 GCTGCACACTATTAAAGCTCAGGGTGGAGGCCAGTCTTGGCTCATGAACTTC
TGAGTGTC

co3_90
53362_
x14

AJ24319
9.1/1-78

22 1E-07 44.1 14 GCCAUAUGAUGUUUUCUUUUCGAAAGGUGAGCGCUUUGCGCAGUGAUGAC
CCUCAUCUAUCACCCUUGACUGAUGGCU

co3_90
57044_
x14

ENST00
0003631
81.1

32 2E-08 48.1 14 GGTCAATGATGAGCTGACATGTATTCTGAATCTAAAGTTGATTATTAGTACTTT
AGTTCT

co3_90
57590_
x14

ENST00
0003913
16.1

23 0.003 30.2 14 TTCTTACAAATCTAAATGTGCTTTGATGCAAGTATATTTGAATCCCTTTCCATCT
GATAA

co3_90
57954_
x14

ENST00
0003654
73.1

17 ###### 34.2 14 TAGGCCCTGAATCAAGAAACGTGATGGTTTGCCATTGTAGCTATTGGTTTCAA
ACAAGAG

co3_90
62028_
x13

ENST00
0003640
89.1

30 4E-12 60 13 TCCAGCGGTTGTCAGCTATCCAGGCTCATGTGGTGCCTGTGATGGTGTTACA
CTGTTGGA

co3_90
63913_
x13

BL00000
2.1/9801
8519-
9801871
4

28 6E-11 56 13 AGAGAAGCAAAGUGAUGAGUAAUACUGGCUGGAGCCCCAAAGAGGCACGU
GUGUGUGUUUGUGUGUGUGUGUAUAUGCUUGUCAGUGCAUGCACGUGUA
UGUCUGGGAGUACAAAUGGGUGCGACUGGUUGUAGGGAACUAGCUAUGUG
CCUUCUAUUAGGCCAUGACAGUCAAACUGAUAAGAUCUGAUUGCUUC

co3_90
65330_
x13

CM0006
68.2/388
22401-
3882230
7

33 ###### 58 13 TCTGCTGGGGTGTTTAAAGGTCAGCGCTGTAGATATTCAGCATCTGGCATCTT
GGCTTCCTGCTTGTTAAACCTGGTATTTTTACTGATACAGTA



co3_90
79695_
x13

ENST00
0003911
41.1

23 4E-08 46.1 13 AACATGCTTCCTTAGATCCACCTTTGTGGATGAATCTTGAACTGAGTTCCACTT
GTAAAC

co3_90
85935_
x13

ENST00
0003651
28.1

14 0.008 28.2 13 GCTGTAATGTGTGCATAGGTTTCATCTGTGTCTGGTAGCAGTGTCTGTCTGTG
TTTTTCA

co3_90
87625_
x13

AC06483
6.7/3178
5-31868

24 1E-08 48.1 13 GUGUUCAAUGAUGAUUUCUAUUUGUUUGCCUGAUUUCCUUUUGGAUAAUG
AAGGCAUCUUUAGUCACUACCUCUUCUGAGACAC

co3_90
91616_
x13

ENST00
0003648
49.1

24 1E-08 48.1 13 GCTGGCACAATGATGACTTAAATTACTTTTTGCCGTTTACCCAGCTGAGGTTG
TCTTTGA

co3_90
95366_
x12

AC09346
2.11/145
947-
146075

43 1E-19 85.7 12 UGAGCACUUUCACAGGUCCUCCCUCAGGCUGUGGGGCCAGGAUUUGGUAG
CUGGUGCUGAGAGAAAACCUUUGUUGGCAUCCUUGCCCUGGGACUGUGCC
AGUGGCAGCUGUCAUUCAAUGGGACAAUU

co3_90
98498_
x12

ENST00
0003647
22.1

29 2E-11 58 12 GATCAATGATGAAACTAGCCAAATCTGAGCATCAGAAGGCTTTCCGGTCTACC
TGATGCA

co3_91
00838_
x12

ENST00
0003909
68.1

23 ###### 30.2 12 GTTCATGATAAGTAACATTTCTTCAATTTGACCTGATGTGTATTGAAGAAAACC
AGCATC

co3_91
01006_
x12

CM0006
63.2/163
923670-
1639238
73

20 ###### 32.2 12 AAGACTATTCTTTCAGGGATCATTATGCGAGAAGTTTTTCTGAATGCCTAAAGA
ACCAGAAAACCATGAGGACAGACAGCAGCATTTTCTCCTGAGCTTGAAGCTG
GCTCTTGGCACTGGTTTGCTGCAACTGCCGTTTGCCATTGCTGATCATTTTTC
TCTTCCTTTGGGAGAGTGAGGGGAAGAGAATGCAATCTGAGTGAT

co3_91
03046_
x12

ENST00
0003650
74.1

23 0.004 30.2 12 CTGCAGATATTCTCACTGTTTTGATTTTGTAATAGTCAGGACAGGCTAACCATT
CACTTT

co3_91
08530_
x12

AC06483
6.7/3006
6-30155

18 0.009 28.2 12 UGAUGGCAAUGAUGAUUUUUACACUUAUUGUUGUUCACCUGAUAACAUAAA
UAUGAGGGUGUUCAGUCACUACCUCAUCUGAUGCCAUCA

co3_91
12658_
x12

ENST00
0004591
55.1

24 1E-08 48.1 12 CAGGCTGATGAGACTAAGGCGAATGCGACTCCGTGCTCTCTGGCCCTTGGCT
CCTTGTTG



co3_91
13438_
x12

CM0006
76.2/634
79272-
6347941
3

14 0.009 28.2 12 GGCCTCTCTCCCATGGTGCTGTGGGTGGGGGAGGAGGGGTGCTTTTCTCCT
CAGCGAAGACTGGAGGCAGACATCACCCCTCAAGGATCATCCTCAGAACTGC
CACGTGCTGGACAGCCTTGTTTTTCTACCTCACACATTT

co3_91
15394_
x12

ENST00
0005164
29.1

14 0.008 28.2 12 TTGCTCTGGGGATGCAAAAGAGGGAAATCCCTGCACTTCCTCTCTGTCTTTGT
GGCAGCC

co3_91
15838_
x12

AC09022
7.10/153
59-15277

20 2E-06 40.1 12 UGGCCGAUGAUGACGAGACCACUGCGCAAUCUGAGUUCUGGGAACCAGGU
GAUGGAGUAUGUUCUGAGAACAGACUGAGGCCG

co3_91
16030_
x12

CM0006
81.2/499
49527-
4994931
6

15 0.008 30.2 12 AAGATGACACTTTGAGGCATCGTGTCTATGGTTCATTACTACAGAAGCTTCTC
TGGATGTGTAAAGCACAGGAAACCAGGCAGAGGAGGCACAGGGTGCTCTCC
AGAACGAGAAGCCAGCTCCTGGAGTTGTTTGCTGCAACTGCCATTCCCCGTT
GATGACCATGCTCTTCCTTCAGAAGAGGGAGAGTGAGAGGACCAAGTCCAAG
TGGT

co3_91
20134_
x12

CM0006
66.2/677
47236-
6774738
6

35 2E-05 38.2 12 ATTTCATGTTTTAAAGGCATAATGATGTCACTGACTGGCTGATGAAATCCCAA
GCGTAGGTAGTATGCTACATGAGGGGTGAGTTTTTTGCTAACACCACAAAGG
TCTCTGGCCCAATGAGTGGAGTTTGATAGGAGTTCTTGTGACAAGT

co3_91
24658_
x12

CM0006
85.2/115
545637-
1155457
17

26 5E-05 36.2 12 AGGGGTGGTCTCCTCCCTTACTCTTTGGGAACTCAGATTGGCCTTATGGTGG
CCTCTCTTTCCTTGAGGGGCACAACAGGT



co3_91
24898_
x12

AJ22402
3.1/1-67

32 ###### 63.9 12 GUGCAUAUGAUGGAAAAGUUUUAAUCUCCUGACACUUGUGAUGUCUUCAAA
GGAACCACUGAUGCAC

co3_91
34557_
x11

ENST00
0004595
77.1

44 3E-20 87.7 11 TGGTCTCAAGGAAGGGATGATGTTCCAGTTGAGACTCAAGAAAAGGATTCTG
AGCCTCAG

co3_91
37021_
x11

CM0006
66.2/541
47264-
5414746
1

22 0.009 28.2 11 AAGACTCTACTTCCAGGTATAATTTCTATGGTTTATTACTGGAAAAGTTTCTCT
AAATATGTGGATCGCTGGAAATAAGAGGAAGCACAGGGTTCTCCGAGTGAAG
CTGGCTTTTGGAATTACTTGGCTGCAACTGTCATTTGCTACTTTAAGATTTTAC
TTATTGATTTTTTTTTTTGAGACAGAGTCTCACTCTGT

co3_91
37285_
x11

AL13270
9.5/1467
93-
146719

21 ###### 34.2 11 UGGACCAAUGAUGACAAAUGGUGGCAUUGGAGUUAUGGACGAUGAAUGAU
AUGUGUCUGAAACUCUGAGGUCCAA

co3_91
37505_
x11

ENST00
0004592
55.1

32 3E-13 63.9 11 GCCACATGATGATATCAAGGCTGTTGTGATTCAGTTGGTTTGGCTAAGCCCAG
GGACCTT

co3_91
37582_
x11

ENST00
0003654
05.1

22 0.0001 36.2 11 ATTGTTACATTGATAAAATCAAATCACCATCTTTTAGCTAAGCTTGTGCTGGAT
TTGCTT

co3_91
41520_
x11

ENST00
0004592
29.1

20 2E-06 40.1 11 GCCCTGTGGTTGCTGGATGCTGTTGTGCATGGACAGCTCTCCAGTGGATTCG
ATGGGCCA



co3_91
42312_
x11

CM0006
71.2/872
60450-
8726058
5

43 0.007 30.2 11 GTGCCCTTTTAAGGTAGACGCAGTTTCGTAAGAGGCTAACACATAAGGGTAAA
TTAAAGTAAGTCTCCATAAAACCCAGAGAAGAGACAGAAGAGACTGTGAAACT
CCTCTTTGGACCCCATCTGGAGCCACAGCA

co3_91
43291_
x11

ENST00
0003843
23.1

45 8E-21 89.7 11 TACCCCCTTTTCACTTTGCCAGTTGGACTTATGTCTTTATTGGTCATTCAAGTG
GGGCAA

co3_91
50980_
x11

ENST00
0003840
49.1

25 6E-09 50.1 11 TGGTAATTACCAAGATTTTTAGAATGCAGTTTCTCATTTGCCAGGGAAATGAC
CATAAAA

co3_91
52289_
x11

CM0006
64.2/231
455936-
2314558
00

26 ###### 52 11 GTCTTCTCATTGAGCTCCTTTCTGTCTATCAGTGGCAGTTTATGGATTCGCAC
GAGAAGAAGAGAGAATTCACAGAACTAGCATTATTTTACCTTCTGTCTTTACA
GAGGTATATTTAGCTGTATTGTGAGACATTC

co3_91
53070_
x11

AK12399
3.1/1023-
1100

29 2E-11 58 11 CUGAGCUGAGGAUGAUUUAAAGUUAUCCCUGUCUGAAAUGGUAUCUUUUG
UGAGGAGGUCUGACUUGCUGAGGCUCAG

co3_91
55083_
x11

ENST00
0003910
61.1

19 1E-05 38.2 11 TGCGTGACATGTATGTTTTTGTTTAACTTGTATACAAAGGCTTATGGATAGGTG
CAAAAA

co3_91
56491_
x11

ENST00
0003643
75.1

32 2E-08 48.1 11 AGGTTATTTCAAAGAGGGCTCATGAGGCTATGAAACCAAGAACTCTTAATGCT
ATGACCA

co3_91
60836_
x11

ENST00
0003650
28.1

28 1E-08 48.1 11 TTTAGAATGTCAAAATTGATTTTGTAATAGTCAGGACAGGATAAACAGTCGCTA
TATTAA



co3_91
62243_
x10

AC13219
2.3/7195
4-71776

23 ###### 46.1 10 GUAAUGUGUGCAUAGGUUUCAUCUGUGUCUGGUAGCAGUGUCUGUCUGUG
UUUUUCAUUCAGAUCUUGCUAUCCACACAAACAUCAUGCGGCCAAAGAGUA
ACUUGGGAUCAUAGUACUGGUCUAGUGUUGUCUCUGGACACAUCUACCAC
UGGCCAGCCUCCAAAUUCCCACACACAG

co3_91
64963_
x10

ENST00
0006096
20.2

23 1E-07 46.1 10 TAGAGAAGTCAATGATGGTTTTATTCATATCGTCTGAACCTGTCTGAAGCATCT
CAGTGA

co3_91
66233_
x10

ENST00
0003641
21.1

16 0.002 32.2 10 AGGTCATTTCAAAGAGGCTGCAAAACCAAGAGCTCTTAACGCTGTGAGCAAA
GATGGAAG

co3_91
67533_
x10

ENST00
0004081
75.1

44 3E-20 87.7 10 GGGGTGTGCTCAGAGCAGGGGGCCCGAAGAATGCCTCCTCTGTTTACAACA
CACCCAATA

co3_91
68053_
x10

ENST00
0003634
85.1

31 0.004 30.2 10 TTATGAATATACTCACCGTTTTGATTTTATAATAGTAACGACAAGCTAAACATT
CACTAT

co3_91
68683_
x10

CM0006
71.2/339
34376-
3393429
6

28 ###### 56 10 CTGGAAAAGACAATGATGTTTTATTTCCAAGCACATATCTGAGTTGTATGTGTG
GACAGCACTGAGACTGAGTCTTTCCAC

co3_91
73043_
x10

ENST00
0004587
90.1

21 5E-07 42.1 10 AGCCTTTGTGTTGCCCATTCACTTTGGAAACTAGTGAATGTGGTGTCAAAAAA
GGCGTAA

co3_91
73573_
x10

ENST00
0003645
97.1

23 0.003 30.2 10 GGCGGCCCTTATCACAGCTGCAGCTGCTTCCACATAGCTGCTGCGGTCAAAA
AGGAGCCC



co3_91
84223_
x10

ENST00
0005159
26.1

24 ###### 32.2 10 AAAATATATTTTAGTTTGTGGGCTGGGAAACCAAGAGCTCTTAATGCTATACC
CAAAGAC

co3_91
89173_
x10

CM0006
63.2/155
42165-
1554230
4

14 0.009 28.2 10 TGGCTCGGTTTCCTGGGGGGTGGGCTCAGTCTACACCACCTCCCCTCAGCC
AAGCCTACAGTAGAGGGCCCAGGCATCCTCCCGTATGGGAGAGGCGTTTGA
GTAAGGAGCCTCACCTGGGGTGTCCTAGCCTCACATTT

co3_91
91123_
x10

ENST00
0003860
62.1

20 2E-06 40.1 10 AATAAGTGATGAAAAAAGTTTCGGTCCCAGATGATGGCCAGTGATAACAACAT
TTTTCTG

co3_91
96843_
x10

ENST00
0003842
89.1

23 4E-08 46.1 10 TTCCAAAGTGTTGAGTTCAGTCCAGGGCAGCTTCCCTGTTCTGTTAATTAAAC
TTTGGGA

co3_91
97403_
x10

ENST00
0003649
15.1

26 2E-09 52 10 GCCAAATGATGTTTATTTGAAACAGGAGCACCTCAGTGCAAGGACGACTCTTA
TCTATCA

co3_92
03940_
x9

ENST00
0003623
96.1

21 5E-07 42.1 9 ACCTGCATTCAAAAATGATCACGGGCTGCCTGTGCTCTGGTCATCAATAACGC
AGGGAGA

co3_92
04480_
x9

CM0006
64.2/215
302766-
2153028
64

19 0.003 30.2 9 ATCCTTTTGCAGTTCATAAGCATGAAGTTTGGGTTTTCACATGCATCTGTGAG
AAATACCTTCCTCAAACCCTGTTACAATGGTGGCTCACATCTGTAA

co3_92
07729_
x9

CM0006
81.2/178
62588-
1786272
0

25 3E-09 50.1 9 ATTGCACCTAAACCCAAGAATCACTGTTTCTTATAGCGGTGGTTTAAACAGAG
GTGCAAACAGCAAGCGGATCTTGTCGCCTTTGGGGGGCTGTGGCCGTGCCC
CTCAAAGTGAATTTGGAGGTTCCACAACT



co3_92
09862_
x9

ENST00
0003844
18.1

15 ###### 30.2 9 GCCCGCCTTGGCCTCCCAAAGTGCTGGGATTCTTACATCGACTGCATAGAAA
GAGGAGAG

co3_92
10933_
x9

ENST00
0003650
32.1

15 0.003 30.2 9 GCCTGCATTCGTAAGTGATCACGGGCTGCCCGTGTCCTGGTCATTGGTAGTG
CAGGCAGA

co3_92
16126_
x9

ENST00
0003844
37.1

27 2E-10 54 9 ATTGCACCTAAACCCAAGAATCACTGTTTCTTATAGCGGTGGTTTAAACAGAG
GTGCAAA

co3_92
18727_
x9

ENST00
0003636
64.1

30 4E-12 60 9 AAGCCAGCCAATGAATCTGCTTACCTGATTGTGTTTGTGCAGACATACTTTAA
AAACTGG

co3_92
20014_
x9

ENST00
0003624
23.1

23 ###### 46.1 9 CCCCTTTTAAAAGCACTCAATGGGCCTGTGGCTAATGACCTATTGAGCCGTCA
AGAAAGG

co3_92
23803_
x9

AC06483
6.7/1684
2-16926

36 1E-15 71.9 9 UUCAAUGUUGUCAAUGAUGCAUUCUUAUUGGAACUGAAUUUAAGUGAUCUG
ACUCAUUCGUCACUACCACUGAGACAACAUUGAG

co3_92
26413_
x9

CM0006
77.2/463
51745-
4635166
2

28 0.0008 32.2 9 TGATTCAACTATGATTTTTATTTGTTTGACTGATTTCCTTTTGGATAATGAAGGT
ATCTTTAGTCACCATATCTTCTGAGACAT

co3_92
27016_
x9

CM0006
75.2/724
60628-
7246051
9

18 5E-05 36.2 9 CAGTCACCATTGTTTGTCAATTATTTCTTCACAATGTCTATTGAAGGATCTCAT
CACCTTTAGAGAGCTGTGGTCATGCCCCTTAAAGTGAATTTGGAGGTTTTATA
CCC

co3_92
31264_
x9

ENST00
0003910
76.1

14 0.009 28.2 9 ATGTAATAATGTTCATCAAATGTCTGACCTGAAATGAGCATGTAGACAAGTTAA
TTTAAC



co3_92
33658_
x9

ENST00
0003643
59.1

27 0.006 30.2 9 AGGTTGGATTCATTGTTACAATATAGCTGTGAAGTGCTATGTTGTCCTTGCCC
CCTGCTC

co3_92
36646_
x9

ENST00
0003639
46.1

22 1E-07 44.1 9 TCCTCCTACAAAGGCGTGTCTGTGGTTCCCTGTCTTTGGACACGTAAGAATTG
GAGGAAA

co3_92
45202_
x8

AL13270
9.5/1759
50-
175879

27 5E-08 46.1 8 UGGAUCAAUGAUGAGUACCCUGGGGUGUCUGAAUCUUGGAUUUUGAUUAA
ACCCUAUAACUCUGAGGUCCAU

co3_92
51626_
x8

ENST00
0004135
22.1

24 2E-08 48.1 8 CCACAATGATGGCAATATTTTTCGTCAACAGCAGTTCACCTAGTGAGTGTTGA
GACTCTG

co3_92
55754_
x8

ENST00
0003843
90.1

30 4E-12 60 8 TCGCTATGATGATGGATTCCAAAACCATTCGTAGTTTCCACCAGAAAGTCTTA
TGTTGGC

co3_92
56562_
x8

ENST00
0003908
32.1

20 5E-06 40.1 8 TACACTTGTTTATATTTTTGTTTAACTTGTGGACAAAGATTTATAGACAGGTGC
AAAAAA

co3_92
59138_
x8

ENST00
0004593
86.1

28 3E-08 48.1 8 GTCCAGAAAACAATGATGTGGTAATTTCCAAGCACATATCTGATGATTCCATG
TGGAATT

co3_92
62202_
x8

ENST00
0004081
13.2

20 2E-06 40.1 8 AAGACTATACTTTCAGGGATCATTTATATGATTTGTGGCTACAGAAGTTTCTCA
GCGTGA

co3_92
65122_
x8

ENST00
0003844
16.1

23 ###### 46.1 8 GTTGAGGTCTATCCCGATGGGGCTTTTCCTGTAGCCTGCACATCGTTGGAAA
CGCCTCAT

co3_92
72914_
x8

ENST00
0003841
70.1

27 2E-10 54 8 TAGCAAGCCTCCAGCGTGCTTGGGTCTGCAGTGACCCCGTGGATTCCTACAG
GGCTTGCC

co3_92
75218_
x8

ENST00
0003649
68.1

24 1E-08 48.1 8 ACAAGCCTATGATGGTTAGTTATCCCTGTCTGAAAATCTGGACTGAGGGAAAT
AATCTAT



co3_92
75418_
x8

CM0006
72.2/100
237302-
1002371
56

33 ###### 65.9 8 AGTTGTGGTGGTTTTCTTTTTGGCACATTTGTTAAGTTTTCAAATGGGCCTAAC
TCTGCCACATATATAATATCGGAGATGGCAAAGGCTTGTGACGGAGATATCTC
TCTTAAGCCTTTCCTGCATCAGAGAATGGCTCCCACATGT

co3_92
76242_
x8

ENST00
0003656
33.1

14 0.009 28.2 8 TGGCGTCCATGATGTTCCGCAACTACCTACATTGTTTGATCCTCATGAAAGCA
GCACTGG

co3_92
77018_
x8

AL13270
9.5/1851
08-
185034

32 0.001 32.2 8 UGGACCAAUGAUGAGUACCAUGGGGUAUCUGAAACAGGAUUUUUGAUUAAA
CCCAUAUGCAAUUCUGAGGUCCAU

co3_92
81126_
x7

CM0006
67.2/172
252478-
1722523
34

17 ###### 34.2 7 CCTCGCTTTCTTTGCAGGGAGCAGGTATGTATGTTCCCTATTATGTCTGGAGG
CAGAGGGAAAAGGCTTCAGTCCCCTGGGCATCATGTCTTTGGTGCCGCTGGC
TTCCTGTCTGCCAATTCTATCCTCAAGCACTGGGACACAG

co3_92
81616_
x7

AL13270
9.5/1517
20-
151647

14 0.008 28.2 7 UGGACCAGUGAUGACCACUGGUGGCAUAUGAGUCAUACACAUGAACACCAU
GUUUCUAGAACUCUGAGGUCCAA

co3_92
83954_
x7

BC04266
7.1/532-
663

33 8E-14 65.9 7 ACUGCCCCUAGAGGCGUUGCAGCUGUGGCUGCCGUGUCACAUCUGUGUCA
UUAAGUGGCAGAGAUUAGAGAGGCUAUGUCUACGCUCAGCGUUCUGCCCC
GUGAACGUUUGAAUGUUUGAUAGUCUCACACU



co3_92
84514_
x7

AY34959
7.1/1-142

27 ###### 54 7 UUGCCCGAUGAUUAUAAAAAGACGCGUUAUUAAGAGGACUUUAUGCUGGAG
UUCUUGACGUUUUUCUCUCUUUUCUAUACUUCUUUUUCUUUCUUUGAAUG
UCCAGCGUCCUGUGAGCGAAGAUUAUGAGAUAUGAGGGCAA

co3_92
85256_
x7

ENST00
0003654
00.1

33 ###### 65.9 7 TGGACCAATGATGACAAATACCGGCGTATGAGTCTTGGATGATGAATAATACG
TGTCTGG

co3_92
89211_
x7

CM0006
77.2/250
99499-
2509959
4

29 2E-11 58 7 GGATCGATGATGACTATAAAAAAAATGGATCTCATCGGAATCTGAACAAAATG
AGTGACCAAATCATTTCTGTGCCACTTCTGTGAGCTGAGGTCC

co3_92
90947_
x7

ENST00
0003909
47.2

15 ###### 30.2 7 CCCAAAGTGCTGGGATAACCCTTACCTGTTTCTCCTTTGCAGGGCAGATAGAA
CATGATA

co3_92
95329_
x7

ENST00
0004588
92.1

24 1E-08 48.1 7 TGGCAACTGTGATGAAAGATTTGGTCTGTATGTAATAGATTTTATTACTAAATG
AGGACA

co3_92
98612_
x7

ENST00
0003910
75.1

27 3E-05 38.2 7 GTAGGTGACGACCAATATTTTTTTTACTTTGACTTGATGTCTATTGAAGAAATC
TAGCAT

co3_93
04310_
x7

AL13270
9.5/1568
19-
156747

27 0.004 30.2 7 UUGAUGAUAUGAUGGCCACUGGUGGCUUAUGAGUCUUAUACAGUGAAUAC
AUGUUUGAAACUCUGAGGUCUGU



co3_93
05304_
x7

AC07314
9.5/3872
3-38590

19 0.002 30.2 7 UGUUCUGACAUGGGAAGAGUAGCUUCUGGUUGGUGGAGCCCAUCUCACAU
UAGCCAGAGACAAAGCAACACCUUGUUUAUCCCGGCUUGGCUUUUGGCCU
GUGUCCAUGACUGGUCCAUACCUUGGACACAUGG

co3_93
16049_
x7

CM0006
67.2/407
90204-
4079007
1

23 1E-05 38.2 7 CCTCCTTTTCTTGTCAGGGACTGAGTGTGTGGTCCTGCTCCTGTTATGTATGG
AGGCAAAGGGAAAGGGCTCCGGCCCCCTCAAAATCATGTCTTTGGTGCCAGC
CGGTTCTGTTCTCAGTCACCTGGATACTG

co3_93
16056_
x7

AC01211
9.8/9287
5-93023

15 0.008 30.2 7 AUCCAAGGGGAUUCCCUCUCCAAGGGAACAUGCAGUGCCCCUCUCAGGAA
AGUAACAACCUGGAAUAGAAUCUGGCAUGCCUAAGGUCUUUGAGGAAUAGA
GGAAUAGAGGAUGCUUGUUUCCUCUGCCUUCCUUGGCUGCCUACAUGG

co3_93
18023_
x7

ENST00
0003649
40.1

20 2E-06 40.1 7 TGGTCAGGTGGAATAATCCTTATCTGTTTCTCCTTTTGAAGGGCAGATTAGAA
CATGATA

co3_93
34618_
x6

ENST00
0003647
96.1

32 7E-06 40.1 6 CAGCCTCTGATGAAATTTATCTTGATAGGGACATCTGAAAGTGTTGATGAATG
CCAAGGA

co3_93
35122_
x6

ENST00
0003839
53.1

20 2E-06 40.1 6 GCTGAATGATGATATCCCACTAACTGAGCAGTCAGTAGTTGGTCCTTTGGTTG
CATATGA

co3_93
36022_
x6

ENST00
0003644
46.1

40 7E-06 40.1 6 AATCTCCTGGGATTGTGTCTGGCGAGTGCCCAGTATTCTGCCACCTTCAGAA
GGAAGGGA



co3_93
36298_
x6

ENST00
0003909
94.1

38 1E-16 75.8 6 AGCTTATCAGTGATGTTGTAAAAATAAATGTCTGAACATATGAATGCAGTATTG
ATTTCA

co3_93
36682_
x6

AC09658
7.1/2586
4-25727

29 ###### 42.1 6 GCUAUCCUGGACUUGCCAGCCCCAUAGACACAGUUGCUGUGCUGUGCCUG
UACUAUUGGAGCAAAGAAAAAGUGGCUAUUUCUAUGCUCAGUGUUCACAAA
CCAGUGAGCACUAAGAAUGGUUUAUAGCCUGACAUUU

co3_93
56458_
x6

ENST00
0003635
24.1

39 1E-07 46.1 6 CCCTCCTACAAAGGCATGTCTATAGTTCCTTGTCTTTGGACATGTAAGAATTG
GAGGCAA

co3_93
61264_
x6

CM0006
79.2/763
24196-
7632429
9

15 0.006 30.2 6 ATCATTTTGTAGTTCATAAGTGTGATCATTGGGTGTTCACGCTTACATGTGAGA
TGTGCCATCCTTGAACCTTGTTAGAACATCAGTACATCACCTGGCTGACA

co3_93
61276_
x6

ENST00
0004591
57.1

21 ###### 42.1 6 ATCCTTTTGTAGTTCATGAGCGTGATGATTGGGTGTTCACATGCATGTGTGAG
ATGTGCC

co3_93
62182_
x6

ENST00
0003646
46.1

21 5E-07 42.1 6 GCCCTCCTGGTGCTTACCACAGGCTGTGTTCTTACACTGACTGTATAGAATGA
GAAGGTA

co3_93
62518_
x6

ENST00
0003844
23.1

21 5E-07 42.1 6 ATCCAAGGTGATTCCCTCTCCAAGGGGACATCAGTGCCTCTCAGGAAAGTAG
CAGCTTGG

co3_93
62698_
x6

ENST00
0003627
05.1

14 0.008 28.2 6 TGGACCTATGATGATGACTGGTGGCGTATGAGTCATTGACGGTGAATACAGG
TCTGGAAG



co3_93
64714_
x6

AC02210
7.8/6626
6-66397

20 ###### 32.2 6 GCGCUGCCUUUGUACCCCACCGUGCCUCCGCCUGGUGUCUGGGGUCAGG
UUGCAGUGCCAGAGCACGUGCUUGCGCAUAAAUGGGGCAGCCUGGCCCCC
UGCGGAUGGUCCUUUUAACCGCGAGCAACAAGG

co3_93
64726_
x6

ENST00
0005161
31.1

22 1E-07 44.1 6 GCCAGGTACCATGCAAAAGCAATCTTCCCTTTAGAATGACTGATGGTATGCTA
AGGTTTT

co3_93
65254_
x6

ENST00
0005172
58.1

14 0.009 28.2 6 GACTAGTACCACCTCACACCCGCAGAGCACTGGGCCCTGCCTGGGGTGAAA
TGCCAGTTG

co3_93
67948_
x6

ENST00
0006201
04.1

19 0.003 30.2 6 AAAAAAAGTGTCCTTGAGCTTTCTGTCTGATTGTGGCAGCCAAGATTGAATAG
AGGA

co3_93
70636_
x6

ENST00
0005171
11.1

28 0.001 32.2 6 ATGCATCTATCTGACATGCCTGGAGCAGGTATTGTCTGCTGCTAAAGTTTCCA
CCACAGA

co3_93
71074_
x6

AL13270
9.5/1834
12-
183335

20 ###### 40.1 6 UGGAUCAAUGAUGAGUAUUGGUGGAGGUGUCUGAAUCAACACUUUUGAUU
AAGCCCUCUGUGUAACUCUGAGAUCUGU

co3_93
71464_
x6

ENST00
0006306
15.1

51 3E-24 101 6 TCCTGTGTGAGAAATGATGAGGGTCAACATTCTTCATACCAAAGTGAAGACAT
GAGATCC

co3_93
72352_
x6

ENST00
0003838
95.1

20 2E-06 40.1 6 AAAGCAGGTTGCAATTACAGTGCTTCATTTTGTGGAAGTACTGCCATTATCCT
GCTGAAA

co3_93
75160_
x6

ENST00
0004595
07.1

18 0.008 28.2 6 ATCCTGTTGTAGCTCATGAGCGTGATAATTGGGTGTTCATGTGCGTGTGTGAG
ATGTGCC



co3_93
79893_
x5

ENST00
0005172
38.1

22 0.009 28.2 5 CAAAGTTCTGGAATTACAGGTGTGAGCCACCGTGCCCAGCATTTAAAATTTTA
ATATGTA

co3_93
83978_
x5

CM0006
76.2/698
04331-
6980420
3

30 3E-07 44.1 5 AGGGTTTGCTTAGGGCAGGGAGGTTGAAGAGTGGCTCCTCTGTTTACAATAC
ACCAAACAGGAATCTGGGGTCATTGTGACAAGGGGCACAAAACTTGTGTCCT
CCCTACATGTGAAAAAAAAAAAAGA

co3_93
84153_
x5

ENST00
0003847
13.1

19 ###### 30.2 5 CTACAATCATGGCAATATTTTTTGTCAACAGCGGTTCACCTAGTGAATGTTGAT
ACTTTG

co3_93
86608_
x5

ADDF01
1338994.
1/3988-
3917

15 0.004 30.2 5 UGGGCAUGUGAUGUGACCUUCCUGAGCCUGCAUUCCCUCACCUGGAAAUG
AUGAGCAGUUACUGAUGCCACA

co3_93
88683_
x5

CM0006
77.2/643
42566-
6434269
8

14 0.008 28.2 5 TGTTACTCTCTAGCTTAAGAACCTTTAATGTGGTGATGTCCATCTCATGTCATC
CAGGGATAAAGCAACCCTTGTTTATCCCATCTTGGCTCTTGGTCTGTGCCCAT
GGCTGGTTCGTGCCTTGGATACATGG

co3_93
89253_
x5

AB02889
3.1/1092
0-11006

44 ###### 87.7 5 GGCAGAUGAUGUUUGUUUUCACGAUGGUCUUCAGAUGCCCACGUGGGCAC
UGCUGAGAAAGCCACUUGGUAAAACUGAUGCCGGAAA

co3_93
90878_
x5

ENST00
0003847
56.1

16 0.001 32.2 5 TCCCAATGAAGAAACTTTCACATGTCTTACTCTCTGTCCTAGTCCCAGAGCCT
GTAAAGG



co3_93
91998_
x5

AC11508
8.6/1230
21-
122911

20 2E-06 40.1 5 UGUGAGAGUGAUGAGUUGCACACUGGUGGAGCCAUGGUAUCAGGUGAUAC
AGGCACCACUCAGUAUCACCCUGGUGACAAAAUCAAGUGCACAGGGGCCAU
CUGACUCACA

co3_93
92073_
x5

CM0006
75.2/565
59624-
5655972
5

15 ###### 30.2 5 ATCCATTTGTAGTTCAGAAACATGACTATTGTCTTTTCAAGCTTATATGAGATC
TGGCTCCCTCAATCCTTGCTATGATATCAGTACATTACCTGTCTGATG

co3_93
93508_
x5

AF14134
6.1/1275-
1356

25 3E-09 50.1 5 UGCCACAAUGAUGACAGUUUAUUUGCUACUCUUGAGUGCUAGAAUGAUGA
GGAUCUUAACCACCAUUAUCUUAACUGAGGCA

co3_93
93713_
x5

ENST00
0003647
29.1

25 ###### 34.2 5 TCCTGCATCCGAAAGTGATCATAGGCTGCCTGTGCCTAGGTCATTGATAGTG
CAGGGAGA

co3_93
94568_
x5

ENST00
0003645
33.1

21 0.0005 34.2 5 TCACTGTGATGATGGTTTTCCAACATTCGCAGTTTCCACCAGAAAGGTTTTCC
TTAGTGT

co3_93
95428_
x5

ENST00
0004085
69.2

18 0.008 28.2 5 TTGTATTTTTTGTAGAGATGGGGTCTCTCCCATGGGCACAGTCTCATTGTTTCT
ATAGTT

co3_93
95698_
x5

ENST00
0006072
61.1

22 3E-07 44.1 5 TGGATCAATGATGAGTATTGGTGGAGGTGTCTGAATCAACACTTTTGATTAAG
CCCTCTG

co3_93
97198_
x5

CM0006
63.2/285
78822-
2857874
9

35 5E-15 69.9 5 ACTGGTCCAGGATGAAACCTAATTTGAGTGGACATCCATGGATGAGAAATGC
GGATATGGGACTGAGACCAGCT

co3_93
98613_
x5

ENST00
0003913
06.1

18 0.009 28.2 5 TGAACTTTAAAATGCAAGTTCATAGTTCTTTAAGAGACTAACACAGAAAGCTAA
AGTAAT



co3_94
02158_
x5

ENST00
0005166
29.1

31 0.008 30.2 5 GAGCAGTTTGGCATATGTTCTGAATCTGAGGTTGATTATTATTCCTTTAGCGCT
AGTATT

co3_94
02793_
x5

CM0006
64.2/276
42169-
2764204
3

14 0.009 28.2 5 TTCTAAAGTGTTGAGTTCAGTCCAGGGTGGATCCCCTGCTCTGTTAATTGAAC
TGGAACATTTAAACTGGCTAGGCAAAATGCCTACATAGAAAGCATTACTCTTT
ATTCATCCCCAGCCTACAAAA

co3_94
05003_
x5

ENST00
0003908
59.1

22 2E-07 44.1 5 GGATTTATAATGAGCTGTGTTTACTGAGCATTATGAAGTAAAGTTCAATATGAT
TACTCT

co3_94
06833_
x5

ENST00
0003869
67.1

18 5E-05 36.2 5 TGGGAAGTGATGACACCTGTGACTGTTGATGTGGAACTGATTTATCGCGTATT
CGTACTG

co3_94
08028_
x5

CM0006
65.2/183
453814-
1834539
44

23 ###### 30.2 5 AGGCAGGATCTAGTTACATTGTAGCTGTGAAGTGCTGCATTGTCTTTGCCCCC
TGCTCAAAATAAAACTGTTACCTTTCAAGCCCTGTCTGCCATGGTGCTGTAGC
AGCAGGGATGTTTGGTCTCATACAT

co3_94
10823_
x5

ENST00
0005168
83.1

30 0.0001 36.2 5 TGTCAAAAATTCCCCAATCCTATTTCTGACACTTCATATGAAAGCTGCATGTGC
AGTCTT

co3_94
19098_
x5

ENST00
0005799
95.1

28 ###### 40.1 5 AACTATTGAGAACAAAGATGCAACATACCACTCGAGTGTGCAGTGGGGAAGC
CAACCTTG

co3_94
19168_
x5

ENST00
0003910
89.1

31 0.005 30.2 5 TGTTCTGACATGGGAAGAGTAGCTTCTGGTTGGTGGAGCCCATCTCACATTA
GCCAGAGA



co3_94
20933_
x5

ENST00
0004595
38.1

26 8E-10 52 5 ACCCCTGGCAGCCCCTCCTGATGATTCTTCTTCCTGAGCACGCTCATGATGA
GCAAACTG

co3_94
27308_
x5

ENST00
0003646
30.1

31 1E-07 46.1 5 TGGACCAATGATGATGACTGGTGGTGTATGAGTTAAAGGTGATGAATAGTAAG
TGTCTTT

co3_94
34063_
x5

ENST00
0003844
42.1

24 0.0006 32.2 5 GGCTTGCTGGTGCTTACCACAGGCTGAATTCTTACACTGACTATATAGAAAAG
GAGGTAG

co3_94
35718_
x5

ENST00
0003630
91.1

27 3E-05 38.2 5 CTGAGTCCATGATGATTTCAAGTTATCCCTGTCTGAAGGCAAAGAAAGGCCTT
TCTGTGT

co3_94
37178_
x5

ENST00
0003845
04.1

24 1E-08 48.1 5 TGAGCACTTTCACAGGTCCTCCCTCAGGCTGTGGGGCCAGGATTTGGTAGCT
GGTGCTGA

co3_94
40298_
x5

ENST00
0003841
22.1

29 1E-06 42.1 5 GTTGAGGTCTATCCCGATAGGTCTTTTCCTGTAGCCTGCACGTTGTTGGAAAT
GCCTCAT

co3_94
43112_
x4

ENST00
0003841
51.1

28 0.001 32.2 4 GGCCTTTTGGTGCTTACCACAGACTGTGCTCTTTCACTGACTGAATAGAGAGA
GGAGGCA

co3_94
45496_
x4

ENST00
0003839
06.1

22 ###### 44.1 4 GCATGGGTTTGGATTTATGACAGGCCCGTCACCCTGGGCCTGTCATAGTACC
CCATGCCA

co3_94
46848_
x4

ENST00
0003653
21.1

15 0.003 30.2 4 GTGAGTGATGAATAGTTCTGTGGCATATGAATCATTAATTTTGATTAAACCCTA
AACTCT

co3_94
48728_
x4

ENST00
0004588
62.1

26 9E-10 52 4 TGGAGGACTGAGAAGGTGAGGCAGTTTTGCCCCGTGCTGCCTTCCACCGGTT
AAGACCTC

co3_94
48940_
x4

ENST00
0003629
15.1

25 3E-09 50.1 4 TGGTCCATCCTAATCCCTGCCGGTCCATCTGTGGCCTGCCAGGTTTCGCTTG
TGGACCAG



co3_94
49240_
x4

ENST00
0004595
79.1

33 8E-14 65.9 4 GCTCTGTGATGGAGCCCATGCGTGTCATCTGAGCCTCTGGCTTCCCTGCCAG
TGCAGCCC

co3_94
52388_
x4

AY07773
7.1/2-276

24 1E-08 48.1 4 GGUCGUGAUGAUUGGUAAAAGGUCUGAUUGCACUGAAUGUCACAGUCCCU
UUGUUGCCCUCAACUCCCAGCAGCCCAUUUUUUCCCUCCCGUCACAUUUAA
GUCAUGUGUAUGGGAUCAUGGAGCAGCUGAUAAUUUGGGAUUCUGUCAGU
GUGUGUUUCUGAGAGUGAUCGACUCACAGCUGACGAGUAUCCAACAAAACC
AGUUACACAGGAGACUGACGAGUGGCAGUCAUGGGUGUGAUGGUGCAUGA
UCUCAAGUUUUCAAUCUGAGACC

co3_94
55664_
x4

ENST00
0006367
29.1

22 4E-05 36.2 4 ATCATTATTGTTATTATTATATTTTTGAGAAGGAATCTCACTCTGTCGCCCAGG
CTGGAG

co3_94
55856_
x4

AJ60945
3.1/1-134

20 ###### 40.1 4 UGCAGCCGUGUCAAAUUCAGUACCUGUCCUAUGCAUGGUAGGCACUGGCC
CAGAAGGCUGCCACAGAAACACUGUGACUCAUGGGCCCUGUUCCUGUGUC
CCAGGCUCAGGGAUAAAUUUGGUUACAGACAUCA

co3_94
55892_
x4

ENST00
0003646
99.1

24 1E-08 48.1 4 TGGACCAATGATGACAAATGGTGGCATTGGAGTTATGGACGATGAATGATAT
GTGTCTGA



co3_94
56344_
x4

CM0006
79.2/280
18770-
2801890
7

16 0.001 32.2 4 TGTCTCATTTTTGTAGATCAGGACACTGGGAGGCTCCCTTTTCTCCTTAGCCA
TGGCTGGAGGCCAAGTCCAGCCCTCAAGGATCATTGTCAGGACCAACACAAG
CTGGACAGCCTTGTTTTCCTACCTCAGATGGGA

co3_94
57056_
x4

AL13270
9.5/1585
45-
158469

15 0.006 30.2 4 UGAACUAGUGGUGAUGGCUUGUGGCAUAUUUAGUCACAGAUGAUGAAUAA
AUACAUGCCUGAGACUCUGAGGUUAGU

co3_94
57820_
x4

ENST00
0003649
57.1

23 0.002 30.2 4 ACTCCAGCCTGGCTGACAGAGTGGGACCCCATCTCAAAAAAAAAAAAAAAATT
AAGCTGG

co3_94
63472_
x4

ENST00
0003847
06.1

19 2E-05 38.2 4 GTCAGATGATTTGAATTGATAAGCTGATGTTCTGTGAGGTACAAAAGTTAATA
GCATGTT

co3_94
64316_
x4

ENST00
0003638
83.1

25 2E-06 42.1 4 CTACAAAGATAGCAACACTTTTCATCAACAGCAGTTCACCTAGAGAGAGTCGA
CACTTTT

co3_94
64956_
x4

ENST00
0006304
29.1

23 4E-08 46.1 4 ACTGCCCCTAGAGGCGTTGCAGCTGTGGCTGCCGTGTCACATCTGTGTCATT
AGGTGGCA

co3_94
70200_
x4

ENST00
0003844
36.1

26 9E-10 52 4 CCGCAGCCAATTAAGCCGACTGAGTTCCTTTCCTCATGGGGACCCAGTGTGC
GATGGCTG



co3_94
73196_
x4

AJ60948
4.1/1-166

22 1E-07 44.1 4 CAGCACUUGAUACUAACCGAGCUGUCUAUAUCCUAGCCUUGUGUCAAAGGC
UUGUGAUGUGUUGUGAUAGCUGGGUUUAAGAAGUGCAAUAUUAAAACAAAA
GCCAUGAGUCUUUUAAGCCCAGUGUGUAAAGAUACACUCUGAGUUAUAACU
CAGAGGCACAACU

co3_94
73780_
x4

ENST00
0006312
70.1

15 0.004 30.2 4 GCTGTCCTGGACCTGCCAGCTGCACAGATGCAGATGCTCTGCTATGCCTGTA
ACATCGGG

co3_94
75580_
x4

ENST00
0003845
49.1

22 1E-07 44.1 4 GGATCGATGATGACTTTTATACATGCATTCCTTGGAAAGCTGAACAAAATGAG
TGAAAAC

co3_94
76496_
x4

ENST00
0005164
19.1

21 0.0001 34.2 4 TACTCCAGCCTGGATGACAGAGCCAGACTCTGTCTCGAAAAAAAAAAAAAAAA
AAGCTTA

co3_94
77336_
x4

ENST00
0003652
72.1

26 9E-05 36.2 4 TAGATCAGTGATGACTACTGTTGGTGTATGAGTCATATACGATGAATACATGT
CTGAAAT

co3_94
84496_
x4

CM0006
85.2/124
197743-
1241978
49

22 1E-07 44.1 4 TGTAACTTGTGGACAAGGCTTATTGACAGGTGCAAAAAATAAATAATCTTTTGC
CACTCAGAACTCATTGTTCAGTATGAGTTTTGATACACATAAGAAGGAATATT

co3_94
89036_
x4

ENST00
0004594
73.1

20 2E-06 40.1 4 GGTGAAAATGATGAATTCTGGGGCGCTGATTCATGTGACTTGAAAAATGCCAT
CCATTTC

co3_94
94680_
x4

ENST00
0005842
75.1

22 3E-07 44.1 4 GCCATATGATGTTTTCTTTTCGAAAGGTGAGCGCTTTGCGCAGTGATGACCCT
CATCTAT



co3_94
95112_
x4

ENST00
0003653
46.2

22 ###### 36.2 4 CTTGCCAGCCCCATAGACACAGTTGCTGTGCTGTGCCTGTACTATTGGAGCA
AAGAAAAA

co3_94
95332_
x4

ENST00
0003645
87.1

22 ###### 44.1 4 GCACCTGAATCTTTCCCATTCCTTGCTGCCTCGTGCCGGTGTGGGGACAGAT
GGTGCTAC

co3_94
95628_
x4

AB00714
7.1/104-
236

38 1E-16 75.8 4 GGUCUCUCAGCUCCGCUUAACCACACGGGUCCAGUGUGUGCUUGGCGUGU
UUUCAGGGAGGCAGAGAAAGGCUCUCCUAAUGNACGACAGACCCGCCCAG
AAUGGCCUCUCUGUUCCUAGGAGUGCGACAAUU

co3_94
98548_
x4

AC01372
2.8/1840
33-
183920

28 ###### 56 4 ACUGAGGAAUGAUGACAAGAAAAGGCCGAAUUGCAGUGUCUCCAUCAGCAG
UUUGCUCUCCAUGGGCACACGAUGACAAAAUAUCCUGAAGCGAACCACUAG
UCUGACCUCAGU

co3_94
99568_
x4

CM0006
76.2/963
23787-
9632369
1

19 8E-06 38.2 4 ATTCTTTTGTGGTTCATAAGCGTGATGATTGGGTGTTCACATGAATGTGTGAG
ATGTGTCACCCTCAAACCTTGTTGTGCTATTTTTCTGCCTGCCT

co3_95
00392_
x4

CM0006
73.2/129
04988-
1290481
7

23 1E-05 38.2 4 TTGATCACAGGACCCCTTTACACTCGTAAATAAATTATTGATGTACCAGACAG
CCTGACCCTGACCTCAAGTAAATTCCCAGGAGACGCCTTTCCTGGGTTTTGAA
TTTGCCGTAACAGGTGTGAGCATTCTAGCAGCAGTTTGGTGATCATGTACGAT
ACTGCAAACAGGA



co3_95
10120_
x4

AJ60943
5.1/1-128

22 1E-07 44.1 4 GUGCACAUUUCAUUGACCUGCUUUCUUUUAUGUGAGUAGUGUUAUUUCUU
AUGUGCUAUACAAAUAAUUGAAGGCUAAUUAGCAGUAUAACUAUAAAUAGU
AAUGCUGCCAGUCUCCUUCAGACAAAA

co3_95
18652_
x4

ENST00
0003656
09.1

14 ###### 28.2 4 TCACTGTGATGATGGTTTTTCAACGTTCACAGTTTCCACCAGAAAGATTTTCCT
TAGTGT

co3_95
20680_
x4

ENST00
0003846
75.1

23 4E-08 46.1 4 TTCCACAGCTACTGGTCTGCAGCTGTTCTTATGGTAGCAGTTGTGGCATTCCT
CTGTGGG

co3_95
24041_
x3

CM0006
69.2/102
194205-
1021940
76

26 ###### 52 3 TGCCTCTTTTTGTTAAAGATAATTTGCTTTTTGGTAGTGCCCATCTCCTATCAG
TCAGGGATGAAGCAATCCCTTGTTCATCCCCAGCTTGGCTTTTGATCTATGCC
TGGTTCATGCCTTGGACACATGG

co3_95
24647_
x3

CM0006
68.2/134
206514-
1342064
11

15 0.003 30.2 3 ATCCCTTTGTCGTTTATAAGTGTGATGATTGGGTTTTCATGTTCCTGTGTGAGA
TATGCCTCCTTCAAGCCTTGTTATGATGTCTGCACATTACCTGCCTGTCA

co3_95
27341_
x3

ENST00
0003913
22.1

17 0.0002 34.2 3 GTGCCCTTTTAAGGTTGACGCAGTGCTTTAAGGGGCTAACACAGAAGGGTAA
AGGAAGTC

co3_95
28949_
x3

ENST00
0003841
58.1

29 2E-11 58 3 GTCTTCTCATTGAGCTCCTTTCTGTCTATCAGTGGCAGTTTATGGATTCGCAC
GAGAAGA

co3_95
31985_
x3

ENST00
0003912
15.1

28 3E-08 48.1 3 GTTCCCTTTTAAGGCTGACCCAGTGCTTTAAGAGGCTGATACAGAAGGGTAAA
GTTAAGT



co3_95
32051_
x3

AJ60947
0.1/1-125

15 0.005 30.2 3 GCGCUCACUAAGGCUCGGUCCUCUCCACGUGGUCCUGACCUGUCCUCUGU
GAGCAAGAGAAACAGGACUGGUUUGGGGGUGUCCUGUCUCAGUGGACACA
GGACACCACGGUUUUCAGUACAACA

co3_95
32486_
x3

ENST00
0003847
44.1

29 2E-11 58 3 GCATGGTAATGGATTTATGGTGGGTCCTTCTCTGTGGGCCTCTCATAGTGTAC
CCATGCC

co3_95
32561_
x3

ENST00
0005165
17.1

42 5E-19 83.8 3 GGATCGATGATGACTTTAAAATGGATCTCATCGGAATCTGAACAAAATGAGTG
ACCAAAT

co3_95
35420_
x3

AC09052
7.3/1717
4-17301

14 0.008 28.2 3 UUCCACCACUAUUGGUCUGCAGCUCUUCUUAUGGUAGCAGUUGUUGCAUU
UCUCUGUGGGAAAGAAAAGAGGAUUAAACACCUCUUUCUUAGCAAAACAGA
GAGUAGGCAUAUGUGUGACAGACACAA

co3_95
35492_
x3

AC10458
1.22/693
59-69497

21 6E-07 42.1 3 UGGCUCGAUUUCCUGGGGGGUGGUCUCAGCCCACUCCACCUCCCCUCAGC
CGAGCCUAGAGUAGAGGGGCCAGGCAUCCUCCCCAGGGGAGGGGCGUUG
AAGCAAGGAGCCUCUCCUGGGCUGUCCUAGCCUCACAUUU

co3_95
40571_
x3

ENST00
0003630
24.1

16 0.0005 32.2 3 GATCAAGGATGAAAATACCCAAATTTGAGTATCAGAAGACCTTCCAGTCTACT
TGATGCA

co3_95
41066_
x3

ENST00
0003841
11.1

28 6E-11 56 3 TGCAGCCGTGTCAAATTCAGTACCTGTCCTATGCATGGTAGGCACTGGCCCA
GAAGGCTG



co3_95
43628_
x3

ENST00
0006075
95.1

19 0.005 30.2 3 TCCAGCAGTCGTTAGCTCTCCTGGCTAGTGTGATGCCTGTGATGGTGTTTCAC
TGTTGGA

co3_95
51137_
x3

CM0006
77.2/751
21666-
7512153
6

16 0.001 32.2 3 AACCAATTGTGCCAGTGGGGCTATGGGTGGCCCCTTTTCTCCTCAGTCAGGG
CTGGAGGCCAAGATCAGCCTTTGAGGATTATCAGGGCTGCCACAAGCTGGG
CAGCCTTGTTTTCCTACCTCAGACATTT

co3_95
52556_
x3

ENST00
0003631
56.1

20 2E-06 40.1 3 TCGATGGGTGGGATAATCCTTACCTGTTCCTCGTTTTGGAGGGCAGATAGAA
CATGATGA

co3_95
54266_
x3

ENST00
0005166
16.1

26 0.0001 36.2 3 TTAAATGTCCATCACAGGAAACACCTTTAGAGTAACTCTGTGGTTTTGCTTTAT
TCACAG

co3_95
56936_
x3

ENST00
0003841
42.1

25 0.0002 34.2 3 CTGCAGTCAATTAAGTGTACTGAGTTCCTTTCCTTATGGGGGCCCAGTGTGCA
ATGGCTG

co3_95
57341_
x3

ENST00
0003839
66.1

32 3E-13 63.9 3 CGGCAGACAGTTATCCCTTTCTAGTCTGGCTCGTGGGACTCTAGAGGGAGTC
AGTCTGCA

co3_95
59702_
x3

ENST00
0003912
87.1

29 0.0002 34.2 3 ACTGCCCCTGGAGGCATTGCAGATGTGGCTGCTGTGTCACATTTGTGTCATTA
GGTAGCA

co3_95
60770_
x3

ENST00
0003912
92.1

15 0.002 30.2 3 TCATCAGATGGGATAACTTTTACCTGTTCCTCCTTTTGGAGGTTAGATTCTAAT
ACGATG

co3_95
62390_
x3

ENST00
0003843
00.1

54 ###### 54 3 ATCCAAGGGGATTCCCTCTCCAAGGGAACATGCAGTGCCCCTCTCAGGAAAG
TAACAACC



co3_95
65915_
x3

CM0006
63.2/260
06216-
2600629
9

21 0.0004 34.2 3 TGGCCAGTGATGAAGTCACCATTAGTGCAGTCTGAGTTCTGGGAACCAGGTG
ATGGAGTGTGTTCCAAGAATGGACTGAGGGCC

co3_95
67508_
x3

ENST00
0003909
30.1

28 6E-11 56 3 GTGAAATGATGATTCAGTTTATCCATTCGCTGAGTGCGCTGCACTGACCTTCT
TCCAAGC

co3_95
70835_
x3

AL35507
5.6/1934
39-
193515

21 5E-07 42.1 3 AGUUUGCCAUGAUGAAAUGCAUGUUAAGUCCGUGUUUCAGCUGAUCAGCC
UGAUUAAACACAUGCUCUGAGCAGACU

co3_95
71657_
x3

ENST00
0003840
28.1

41 7E-09 50.1 3 CTGGCACTTTCACAGTTCCTTCCCCAGGCAGTGGGGCCAGGATTTGGTAGCT
GGTGCTGA

co3_95
75071_
x3

CM0006
70.2/277
55122-
2775503
2

16 0.0008 32.2 3 ATCCTTCTGTAGTTTATGAGTGTGATGATTGGCTGTTCATGTGCATGTATGAG
ATGTGCCACCCTTGAACCTTGTCATGTCTGATGTGAAA

co3_95
76118_
x3

ENST00
0006084
59.2

22 3E-07 44.1 3 TTAGAGGTATTTTCAGTACTCTGGCTTAAGAGCCAATGATGTTTTTATTCAAAA
TGTCTG

co3_95
78092_
x3

CM0006
79.2/196
62000-
1966209
0

33 2E-11 58 3 CTGATTCTTTGTACTAGGATGCAAAAGAAAACAATCCTTGTGCCTTCTATCTCT
CTTGGTGGCAGCCCAGATTGAATTGGGGAATACATCT

co3_95
80648_
x3

ENST00
0005168
84.1

14 0.008 28.2 3 TGTAACTTGTGGACAAGGCTTATTGACAGGTGCAAAAAATAAATAATCTTTTGC
CACTCA



co3_95
85970_
x3

BK00556
7.1/284-
353

32 3E-13 63.9 3 GGGCAAUGAUGAAAAGGUUUUACUACUGAUCUUUGUAACUAUGAUGGUUU
CUACACUUGACCUGAGCUCA

co3_95
86507_
x3

CM0006
77.2/220
60827-
2206072
7

18 0.008 28.2 3 ATCCCTTCGTAGTTCATAAGCGTGATGACTGAGTTTTTGCACTCCTGTGTGAA
ATGTACCTCCCTCAAACCTTATGACATATATACATTACCTGACTCACA

co3_95
87260_
x3

ENST00
0003641
39.1

35 0.007 30.2 3 TGCTGGAGTGATGAAAAAGTATCTTCAGGTGTGGCTGTGGCCACCTTGGCCA
CCTGTGTG

co3_95
89828_
x3

ENST00
0003908
43.2

24 0.0008 32.2 3 TAGTCAGGCAGGATAATCCCTATCTGTTCCTCCTTTTGGAGGGCAGTAGAATG
TGGTAAT

co3_95
89891_
x3

AC02091
8.6/1655
18-
165651

30 8E-05 36.2 3 GGCCUCCUGGUGCUUACAAGCAGCUGUGUGCUUGCAUUGACUGUACAGAA
AAAAAGAGAUAGAGUAAACACACCCCGUAUACAACUCAGCCCAGGUCCUGU
GCCUUGUCUAUAUUGUGAAUAGGGGGGACAUAG

co3_95
97850_
x3

ENST00
0003847
85.1

30 ###### 52 3 TTCCACCACTATTGGTCTGCAGCTCTTCTTATGGTAGCAGTTGTTGCATTTCTC
TGTGGG

co3_96
01135_
x3

ENST00
0003630
90.1

14 0.008 28.2 3 GGGTCGATGATGAGAAACTTATATTGTCTGAAGAGAGGTGATGACTTAAAAAT
CATGCTC

co3_96
01837_
x3

ENST00
0003840
84.1

23 9E-08 46.1 3 GGTCTCTCAGCTCCGCTTAACCACACGGGTCCAGTGTGTGCTTGGCGTGTTT
TCAGGGAG



co3_96
04834_
x3

AY07773
8.1/1-265

24 1E-08 48.1 3 GGUCAAUGAUGAAUGGUAAAAGGUCUGAGUCCUCAGAUCCCCUCCCGGCA
UCCCAGUUAUCCCCAGCUGCCUCUCCUCCAUCGCACUUCAGAAGUGCUGC
GAUGGGCAGAAGGGCAGCUGACACUCCGUGAUGUCCCUCAUUCUGUGUUC
CUCCGUGAGCUCAGGGAAGACACUGGUUGGCAUCCAACAGCUUAGUCACA
AAGGGAUUUGAUUGUUGGGAGUGCUGGUAUCUGUGGCUAUGAUCUGCCUU
GUUCAAGCUGAGACC

co3_96
05323_
x3

CM0006
78.2/279
6532-
2796408

24 2E-08 48.1 3 GCCGAGACTAAGTCGCATGCTGACACAGCTCTTGGTGTGCTACGGTACTTGG
AGAGAATCTACTGGTCTTGATTCACTGGTGGGGGCAGTTGTTGCTTCCTTTAG
TGCCCAGATCAGAAACATAC

co3_96
06556_
x3

ENST00
0004588
38.1

16 0.0009 32.2 3 CTGGAAAAGACAATGATGTTTTATTTCCAAGCACATATCTGAGTTGTATGTGTG
GACAGC

co3_96
08623_
x3

CM0006
75.2/228
03145-
2280322
4

21 ###### 42.1 3 TTCCTAAAGATTCACAATGAACATTATTATTTAAGAGCTTTTTGAAGTGCAAAT
CCATGAGCTTTTTAACCCTGAGCAAT

co3_96
08851_
x3

ENST00
0004591
28.1

14 0.009 28.2 3 GGATCGATGATGAGAATAATTGTCTGAGGATGCTGAGGGACTCATTCCAGAT
GTCAATCT

co3_96
18832_
x3

ENST00
0003847
37.1

26 8E-10 52 3 GTGCACATTTCATTGACCTGCTTTCTTTTATGTGAGTAGTGTTATTTCTTATGT
GCTATA



co3_96
19288_
x3

CM0006
75.2/411
80087-
4117998
1

22 0.009 28.2 3 ATCCTTTTGTAGTTTATAAGCGTGATGACTGGGGTTTCACGTGCATGTGTGAA
ATGTGCCTTCCCCAAGCCTTGTTATGACCTCATTGGAACATTACCCCTTTGAC
A

co3_96
23452_
x3

ENST00
0003627
01.1

14 0.009 28.2 3 TTGGGCAGTGAACACCCAAGTGTGCTTTATAGTTCCTTTGGCTTTGACTTTGT
GCTAGAG

co3_96
26239_
x3

ENST00
0003635
48.1

25 3E-09 50.1 3 ATGCAGGTACTGTTACAATACAACTGATGTGTTTTGTTGTCGTTCCCCCTGCTT
AAAGCA

co3_96
28090_
x3

AJ60948
2.1/1-130

24 1E-08 48.1 3 UGGACAUUUAUUUUUAUUCAGUUUCUUCUCAAGGUGAAGAUAACUCUUUGU
AAAUGUCCUACAGAAAUAUAGUAGCUUUCUGUUCUUCCUUUGCAAGUAAAA
AGGGUGGGUCGUUCCACUACUGACAUUU

co3_96
29443_
x3

AL13270
9.5/1804
73-
180397

18 ###### 28.2 3 UGGAUCAAUGAUGAGUAUGCGUGGGGCAUCUGAAUCAAAUAUUCUGAUUA
UACCCUGUCUGUAUCUCUGAGGUCCAU

co3_96
36247_
x3

ENST00
0003648
02.1

28 5E-06 40.1 3 TGGACCAATGATGAGTACCATGGGGTATCTGAAACAGGATTTTTGATTAAACC
CATATGC

co3_96
37981_
x3

ENST00
0004594
75.1

16 0.0008 32.2 3 AGTTTGCCATGATGAAATGCATGTTAAGTCCGTGTTTCAGCTGATCAGCCTGA
TTAAACA



co3_96
42187_
x3

CM0006
72.2/231
66985-
2316710
1

22 0.0001 36.2 3 AGCATTAAATCTACTGAAGATATCCACATCCTTAGACAGACGCAAAAAATAAAT
TCTCTTTTGCAACTCAGAGCTCATTGTGCGGTATGAGCTTTGATACATATAAG
AAGGAATATT

co3_96
45772_
x3

ENST00
0004592
01.1

22 0.009 28.2 3 ATCATTTTGTAGTTCATAAGCATGATGATTGGGCATTCACATGGATGTGTGAA
ATGTGCC

co3_96
46633_
x3

CM0006
63.2/512
31356-
5123125
3

45 8E-09 50.1 3 ATTCTTTTGTAATTCATAAGCATGATGACTCGGTATTCACGTGCATGTGTGAGA
TGTGCCACCCTGGAACCTTGTTGCAACGTCAGCACATTATGGGTCTGACA

co3_96
47374_
x3

ENST00
0003844
52.1

40 7E-18 79.8 3 CTGCATTCTTAAACCCTCTTGGTAGCTTCGTTCTAAGTGCTTCCAAGATATGA
GTGAATG

co3_96
52192_
x3

CM0006
68.2/927
90453-
9279066
5

31 ###### 30.2 3 AAGACTCCTTTCAGGAATCATTTCTTTAGTTCCTACTAGAGAGGCTTCTCTTAA
CATGTGGAGCGCTGGAAACCACAAAGAGGAGGTGCAGCATTCAGTTCTAAGT
GTGAAGTGGATTCTTGGTGTTGCTGTGCTGCAACTGCCATTTGCTAATGATGA
CCTTGCTTTTCTTACTTAGAGTAAGACAGAGAGACAGCAGTCAGCCTAAGCG
GT

co3_96
54991_
x2

ENST00
0003841
07.1

15 0.004 30.2 2 TGCCTCATTCTAGAGAATGGGCACTGTTGATCATGGTGTCCAAAAATAGTTAA
TGTGGCT

co3_96
55031_
x2

ENST00
0005164
82.1

19 ###### 30.2 2 ATGCACATCTGCTGCTATGGTTTCCACTACAGATGCAAGGAAAAAGTGTCCTC
GTCCTTT



co3_96
56437_
x2

ENST00
0005172
33.1

15 0.003 30.2 2 CTGCATTTTACCCTCCCTGATGGGGCTCAGTGTGCAGCAGCTGGAAAAAGTA
GATGCCCT

co3_96
57267_
x2

ENST00
0003645
06.1

15 0.007 30.2 2 CTGCAGCTAGTTAACCTGACTTGTCCACCTCCCTGCTGGGGGCTCAGTGTGC
AATGGTTG

co3_96
57311_
x2

ENST00
0003625
35.1

20 5E-06 40.1 2 AGCCTCATGCTAGATGAGAATGGGCACTGTTGATCAAGGTGTCCAAAAATAGT
TAATGTG

co3_96
63145_
x2

ENST00
0003910
00.1

26 2E-07 44.1 2 AGGGAAGTGATGACAACTGTGACTGTTGTGTGACACTGATTTCTCTCATATTT
GTACTGG

co3_96
64297_
x2

CM0006
64.2/699
12695-
6991279
9

15 0.004 30.2 2 ATCCTTTTATAGTTCATAAACATAGTAATTAGGTGTTCCCATTGCATGTATGAG
ATGTGCCTCCCAAAGAGCTTGTTACAGCGTTAGTACATTACCTGTCTGATA

co3_96
64691_
x2

ENST00
0003640
09.1

20 0.001 32.2 2 TCACAATGATGAATGGTCCAAAACATTCGCGGTTTCCACCAGAATTCAAGGTG
TTGGCAA

co3_96
67629_
x2

CM0006
72.2/121
45663-
1214576
6

14 0.008 28.2 2 ATGCTTTCGTAGTCCGTAGATGTGATGATTGGATCTTCACGCTCGTGTGTGAG
ATGTGCCTCTCTCCAGCCTTGTTAGGATGTTGGAACATTACCCATCTGACA

co3_96
69043_
x2

CM0006
78.2/114
67641-
1146772
9

14 0.008 28.2 2 AACCTAAACATGACAACTGGGTTTTCATGCTATTGCATGATACCTGCCTCCCT
CAAAACTTGTTACATCATCATATCACTCACCTGATA



co3_96
70257_
x2

CM0006
75.2/324
20516-
3242039
0

34 0.0001 36.2 2 AATTGGGATCAAAGATGCAGCCGCCTTCCCATTTAAGCAGCACAGACAGCCC
AAAGTGACAGTTTTCCTGTACAGTTACTCTTCTGTTATCTGTAACTGATCTATG
ACATTTTGGGAAAAAACAGCC

co3_96
70475_
x2

CM0006
79.2/195
57560-
1955771
1

25 3E-09 50.1 2 GCCCAGGGTATGTTCACGGGGCGATGCTGCCCTCCCAGCTGGCCCATGGGT
GACCCTGGGAACATTAACTGCCTCACAACGTTTGTGCCTCAGTTACCCGTAG
ATGTAGTGAGGGTAACAATACTTACTCTCGTTGGTGATAAGGAACAGCT

co3_96
71365_
x2

CM0006
65.2/129
074095-
1290742
02

14 0.009 28.2 2 AGCCTTTTGTAGTTTATAAGTGTGATGATTGGCTTTTCTCATTCTTGTGTGAGT
GAGAACTTCTTTTCTCAAACCTTGTTATGATGTCAGCACATTACCTACCAGACA

co3_96
72219_
x2

AC02063
4.16/189
95-18865

16 0.0006 32.2 2 UGCAGCUGUGUCAAAUUUGGUGCCUGCCCUGCCUGUGUAGGCACUGACCC
AGAAGGCUGCCACAGAAACACUGACUCAUGGGCCCUGUUCCUGUGUCUCG
GGCUCAGGGAUAAAUUUGGUUACAGAUACCA

co3_96
72987_
x2

CM0006
84.2/215
45125-
2154520
7

24 3E-06 40.1 2 CAGCCAATGATGACGTGGCCACCGCACAATCTGAGTTCTGGGAACCATGTGA
TGGAATGTGTTCTGGGAATAGACTGCAGCCA



co3_96
73379_
x2

CM0006
64.2/218
185082-
2181849
79

14 0.009 28.2 2 ATACTTTTGTAGCTCATAAGCATGATGATTCAGTGTCCAAGTGCATGCATGAG
ATGTGCCTCCCTCAAACCTTGTCACAACATCAGCACGTTGCTCATCTGACA

co3_96
74549_
x2

CM0006
63.2/122
21271-
1222114
8

22 0.009 28.2 2 CTAGAAAAATTGAAGATTTGGCCACTCTGGAAACTGCTGAGGGCCCCATGTG
TAATGGCTGCAAACAGCTTCCTTTGTTGTGTAGACAGCCTGAGTTTTTCTCTAA
GGGACTATGGAGACAGCC

co3_96
75351_
x2

ENST00
0003626
96.1

42 2E-09 52 2 GGCCTCTCAGTGCCGCTTAATCACACAGGTCCAGTGTGTGCTTGGTGTCTTTT
CTGGGAG

co3_96
76467_
x2

ENST00
0004085
28.2

15 0.006 30.2 2 AAGACTCCTTTCAGGAATCATTTCTTTAGTTCCTACTAGAGAGGCTTCTCTTAA
CATGTG

co3_96
79169_
x2

ENST00
0003909
04.1

14 0.008 28.2 2 AAAGCAAGCTGGAATTACAGTGCTTCATTTTGTGAAATACTAAATACCATCATT
ATGCTG

co3_96
79543_
x2

CM0006
63.2/491
51390-
4915150
3

14 0.008 28.2 2 ATAGTTTAAAAAATTTGTTAAGCATGATGATTAACTTTTCACAATAATGCAATAA
TGTGTGAGCTATGCCTCTCTCAAACCTTATTATGATGTTGGCCCATTACCCAT
CTGATG

co3_96
80181_
x2

ENST00
0003909
93.1

14 0.008 28.2 2 TTCAGATGATTTGAATTGATAAGCTGAGGTTCTGTGAGGAATGACAGTTAAGA
GCATGTT



co3_96
80471_
x2

CM0006
69.2/138
482583-
1384824
80

17 0.0002 34.2 2 ATCCTTTTGTGGTTCATAAGCATGATGATCAGGTTTTCAGGCATATGTGTACG
ATGTGCCTCCTTCAAACTTTGTTAGGATGCTACCACGCTACCCATCTGACT

co3_96
81185_
x2

BA00002
5.2/1065
47-
106465

20 2E-06 40.1 2 UGGGAGUGGUAAUGAUGAUCUGGUUGGACAAGAGUCUCUGAGCUUUUCUC
UGAGGAUCUUUGAACCCACCUGAUCCACCUUCA

co3_96
81695_
x2

ENST00
0005788
36.1

18 4E-05 36.2 2 CTGCAGACAGTTAAGCCAACTGAGTTCCTTTCCTCAGGGAGGCCCAGTGTAC
AATGGCTG

co3_96
81757_
x2

ENST00
0006307
37.1

31 1E-12 61.9 2 GAGCACTGCTTTAGAGCCTCTGCGTGTCTGGCTGTGGCCTCAGGGGTCTAGC
AGCAGTGC

co3_96
83337_
x2

CM0006
67.2/138
559039-
1385589
70

24 1E-08 48.1 2 GTGCCGTGATGTATTTGTCAACACATCACTCTGAAGAAAAGTATGTGGTGACT
TTCTGTGACTGAGCATG

co3_96
85657_
x2

CM0006
63.2/171
768070-
1717681
75

15 0.003 30.2 2 CACCCCTTTTCTCCTCAGCCAAGGCTAGAGGCCAAGATCAGCCCTCAGGGAT
CATCATCAGGACTGCCATGAGCTGAGCTGCCTTGTTTTCCTGCCGCAAACAT
GT

co3_96
86409_
x2

BC02823
2.1/151-
277

26 8E-10 52 2 GUUGGUUGAAAAUCGCCCCCGGCUUUGGCCGUGGCCGCGGGUGAGAUUC
GGCGCCCAGAGCCCCCGGGGGCCUCAGCUCACCGCGCGCUGCCCCAUGU
GCGGCGGUGAAACCCAGGCCCCGACAGGC



co3_96
91283_
x2

CM0006
85.2/881
48792-
8814891
8

14 0.008 28.2 2 GTTGGTTGTGAATAACCCTTGGCTTTGATTGTGGCTGTGGATGAAATTCAGCA
CCTACAGCCACCAGTAGCCTTAGCTCACCACCCACTGTCTCAATATCATGGGT
AAAACCCAGGCTCTGACAGGC

co3_96
92659_
x2

ENST00
0003844
92.1

15 0.003 30.2 2 CTGCAACCAATTAAGCCGACCTAGTTCCTTTCCTCTTTGGGGCCTGGTGTTCA
ATAGCTG

co3_96
92801_
x2

ENST00
0005160
87.1

17 0.0002 34.2 2 GGATCGATGATGACTTAAAGATTTATCTAATTTAAATCTGAACAAAATGAGTGA
CCAAAA

co3_96
94563_
x2

CM0006
78.2/686
30968-
6863086
4

27 0.006 30.2 2 TAGTGTGGAACTGTCTACTCCTCATTCCTGTGGAAGCAGGAATACATTCATAA
CATGCTCCATTAAAAAAGGAGTTCTAGGCCAGGCAGCGTGCCTCATGCCTGG

co3_97
01909_
x2

CM0006
74.2/645
75665-
6457574
1

16 0.001 32.2 2 GCCAAATGATGCTTATTTGACTCTGGTGCACTTCAGTGTAAGGATGATTTATA
ATCTGTCACTCATGATTGAAGGCC

co3_97
03327_
x2

CM0006
72.2/601
7194-
6017054

15 0.007 30.2 2 ATGCATCTTAGAACATCCAGGAGACAGTCTTCTAAAATACCAGTGAGTGGCAA
GATATGAGTAAATTCCACAGGAAAAGGAAGGCAGTCCAAAGGGCTGTGCTTC
TCCTGTGGCTCAGTGTTATTCATAGCTGTGACATCT

co3_97
03849_
x2

ENST00
0005843
02.1

26 8E-10 52 2 CTACCAAAAGTTAGCTTTTTGGGGGGCAGGTTTTTAAGTAACCTTTGCCAACT
TGGGCTA



co3_97
05133_
x2

ENST00
0004590
83.1

34 2E-14 67.9 2 GGTGCAAATGATGCATATGTTAGCGACCAAAGCCTGATCTTTGCTGATTAGTC
ATAATTA

co3_97
06143_
x2

AK02448
6.1/3319-
3428

23 4E-08 46.1 2 UGCCCAGUGAUGACACCAUCCUUGCUCCCCGUGCCCCCCAGGGGCUAUGG
GCGACACCAUGGCUGCCCCUGGGCUGGGCCAGUGGGGCCAAUGCCCAGG
GGCUGAGGGCA

co3_97
06733_
x2

ENST00
0005816
69.1

14 0.009 28.2 2 TGCTGGTGGTGAAGCTCCCTCTCTCCGAGCACTGGGCCCTGCCTGGGGTAA
GGCT

co3_97
08441_
x2

CM0006
70.2/561
21352-
5612124
2

31 4E-10 54 2 ACCAAGATTCAAGTCACATTCCGAGTGTCCCGGTGTGCTAGGGCACTTGCAG
AGAATCTGCTGGTCTTGATTCACTGGTGGGGGCAATCGGTGCCCAGATTAGG
AACATGC

co3_97
08937_
x2

ENST00
0003838
65.1

17 0.0001 34.2 2 GTGGAGGTCTATTCCAATGGGGCTTTTCCTGTAGCTGCATGTTGTTGGAAACT
CCTCATA

co3_97
10099_
x2

ENST00
0003911
96.1

45 6E-16 73.8 2 GATCACGGTGATGGCTGACCAGGGCTCCCTGACCTATACAGGCCTCTGCTAT
GGGGGTGA

co3_97
10481_
x2

CM0006
78.2/122
97323-
1229719
7

15 0.003 30.2 2 ATTACTTGAAAATCACTCCCAGGCTTTGGCCATGGCAGCAGGTGAGATTCAA
GGCCCAGAGCCTCCAGGGCCTCAGCTCACCGCACACTGCCCCGTGTGTGGT
GGGGAAACCCAGACCCCAACAGGT



co3_97
11173_
x2

CM0006
79.2/350
54494-
3505438
8

15 0.002 30.2 2 ATTATTTTGTTGTTCATAAGTGTAATGATTGGATTTTCATGCACATGTATGAGAT
GTGCCTCCATCAAGCCTTGTTACTACAAAGTCAGTGCATTACCCATCTGATG

co3_97
13057_
x2

ENST00
0003645
95.1

29 0.0002 34.2 2 AGCCTCCTGGTGCTCAGCACAGGATGTGTTCTTACCCTAACCAAATAGAAAGA
GTAGGCT

co3_97
15043_
x2

CM0006
69.2/664
34507-
6643461
8

16 0.0006 32.2 2 AGCCTCCCAAAGCACTGGGAGTGTGATGACTAGGTTTTCACACTGGGTTTTC
ATGTGTGAGATATGCCTTGCTCAAACCTTGTTACAGCACTGGCACATTGCCTG
TCGGATG

co3_97
19117_
x2

ENST00
0003639
15.1

22 1E-07 44.1 2 TCCCAATGATGAGTTGCCATGCTAATACTGAGCCACCAGGTAGGGCAGTGTT
GCCCTGGT

co3_97
19989_
x2

ENST00
0003840
04.1

23 5E-08 46.1 2 TTCTAAAGTGTTGAGTTCAGTCCAGGGTGGATCCCCTGCTCTGTTAATTGAAC
TGGAACA

co3_97
23867_
x2

CM0006
85.2/714
40644-
7144051
7

20 0.0007 32.2 2 ATCTTTTTGTAGTTCATAAGCTTATGATGACGTAAGTGTGACGACATTGGGTTT
TCACGTTCATGTGTGAGATGTGCCTCCCTCAAGCCTTATTACAATGCCAGTAC
ATTTTTTTTCCACATCTGATG

co3_97
24929_
x2

CM0006
82.2/564
75643-
5647574
5

15 0.007 30.2 2 ATTCTTTAGTAGTTCATAATGCTATGATTGGGTTTCCATGTGCACATGTAAGAT
GTGCCTCTCTCAAGCCTTGTTGTGACATCAGCACATTACCCATCTGATG



co3_97
28625_
x2

CM0006
72.2/101
371952-
1013718
52

33 0.0004 34.2 2 ATCCTTTTGTAGTTTGTAAGCATGACGATTGGGTTTTCAGCCTCATGTGTGAG
GTGTGCCTCCCTCAAACCTTGTTACATAGGCACATTACCTGTCTGGCA

co3_97
33119_
x2

AC10476
3.12/682
86-68156

20 2E-06 40.1 2 UGCCUCUCUCCCAUGGGCUUUGGGGGGUCCCUGUUCUCCUUAGCCAAGGC
UGGAGGCCAAGAGCAGCCCUCGAGGAUCGUCGUCAGGACUGCCACGAGUG
GGGCAGCCUUGUUUUCCUGCCUCAGACAUGU

co3_97
37289_
x2

ENST00
0005163
13.1

15 0.006 30.2 2 AAGATTCGACAGATACCCTACTGCCTCTCTTTGTGGCGGCGGGGCTCAGGCT
GCAGCACC

co3_97
38139_
x2

CM0006
78.2/188
70269-
1887016
6

19 0.006 30.2 2 ATCCTTTTGTAATACATAAGCATAATGATTGGGTTTTTATTTTCACATGTTTGAT
ATGCCTCCCTCAAATCCTCTTATGATGTCAGCACATTACCCATCTGAGG

co3_97
42435_
x2

ENST00
0003844
48.1

15 0.003 30.2 2 GGCCTCCTGGTGCTTACAAGCAGCTGTGTGCTTGCATTGACTGTACAGAAAA
AAAGAGAT

co3_97
43871_
x2

ENST00
0004102
53.1

15 0.002 30.2 2 TGGACCAATGATGTGAATGGAATGCATCTGAATAAAAATTATGATCAATCAGTT
TTTGGA

co3_97
45063_
x2

ENST00
0003626
03.1

27 0.004 30.2 2 GTGCATGTACTGTTACAATCTAACTGAAGTATTTTATTGTTACCCCTGCTTAAA
GCAGTA

co3_97
56573_
x2

ENST00
0004588
63.1

31 2E-05 38.2 2 ATCCTGTTGTAGTTCATAAGCATGATGATTTGGTGTTCACGTGCATGTGTGGG
ATGTGCC

co3_97
57403_
x2

ENST00
0003909
81.1

26 8E-10 52 2 ACTGAGGAATGATGACAAGAAAAGGCCGAATTGCAGTGTCTCCATCAGCAGT
TTGCTCTC

co3_97
60825_
x2

ENST00
0005167
92.1

19 0.004 30.2 2 GAGGAGGTCCATTTTAAAAAAGAATAGATTGGAAATGCCTCATAGAGTAACTC
TGTGGTT



co3_97
66385_
x2

CM0006
64.2/709
30415-
7093030
3

15 0.002 30.2 2 GTCCTTTTGTAGTTCTTCAGCAGGATGACTGGGTGTTCATGCTCCTATGTGAG
ATGTGCTTTCCTCAAACCTCAAACCTTGCTGGCAAGCAGTGAGTCAAGGCTGT
TCTGAGT

co3_97
69245_
x2

ENST00
0004591
24.2

22 1E-07 44.1 2 GTGTTCAATGATGATTTCTATTTGTTTGCCTGATTTCCTTTTGGATAATGAAGG
CATCTT

co3_97
74633_
x2

CM0006
64.2/754
89576-
7548971
0

14 0.008 28.2 2 CTGTGTGTAGAAATGTTTGCTCCTCTATCCTTTGGGAACAGGAATACATTCAT
AACATGCTACATGTAAAAAGGACTCCCCAGGGTGGCCAATCTTATGGTAGAG
GTTGTATGGTAATATATTTCTCCTTCATAA

co3_97
76839_
x2

ENST00
0003843
70.1

25 0.0003 34.2 2 CTGCAACCAATTAAGCTGACTGAATTCCTTTCCTCCCGGGGGCCAGGTGTGC
AATGGCTG

co3_97
79939_
x2

AB06184
2.1/1832-
1898

35 5E-15 69.9 2 UGGCGAUGAGGAGGUACCUAUUGUGUUGAGUAACGGUGAUAAUUUUAUAC
GCUAUUCUGAGCCAGCA

co3_97
84327_
x2

AF25084
1.1/1768
78-
176958

14 0.009 28.2 2 GGGGCAAUAUGGAGAUGUUAUAUUGUCUUCGACAGGGAAGAUGACAUAAAA
AUUAUGUUCAAUAGGAUUAUGUGGAGACUU

co3_97
91267_
x2

CM0006
77.2/406
07312-
4060721
2

19 0.004 30.2 2 ATCTTTTCGTAGTTCATAAGTGTGATTGGGTTTTCACACGCATGTGTGAGATGT
GCTTTCTTCAAACTTTGTTACGATGTTGGCACATTATACATCTGACA

co3_97
93117_
x2

CM0006
84.2/249
01214-
2490114
7

19 0.007 30.2 2 CCGCAGTGACAGCAATATTTTTCATCCACAGTTCACCTCATGAATGTTGTCAC
TTTGGGTCTGAGTGA



co3_97
93625_
x2

ENST00
0003908
33.1

23 4E-08 46.1 2 TGTGAGAGTGATGAGTTGCACACTGGTGGAGCCATGGTATCAGGTGATACAG
GCACCACT

co3_97
97917_
x2

ENST00
0003632
19.1

15 0.003 30.2 2 TGAGCAAGCGATGACAGCCGGTGGTGTGTGAGTCATGGAGGATGAATACTAA
GTGCCTGG

co3_98
04627_
x2

CM0006
64.2/183
064346-
1830642
35

24 3E-06 40.1 2 GCAGACTCCCTCAGCATCCAGCGGGTGCTTTTTCGGTCTGCCAGTGAGCATT
CCATGGTGCTGTGACCATTTTGACCTCTCTAGGGTGATGCAGCTGCCTGGGG
ACACAGAG

co3_98
07709_
x2

ENST00
0003624
93.1

24 1E-08 48.1 2 AGGCAGGATCTAGTTACATTGTAGCTGTGAAGTGCTGCATTGTCTTTGCCCCC
TGCTCAA

co3_98
16233_
x2

CM0006
72.2/100
019594-
1000196
99

27 0.003 30.2 2 GTCATTTTGTAGGTCATAAGCATGATGATTGAGTTTTCATGCTCATGCGTGAG
ATGTACCTCCCTCAAACCTTGCTACAACATTGGTAATGTACCAATGTCTGACA

co3_98
18833_
x2

AADB02
016115.1
/24955-
25031

15 0.005 30.2 2 UGGACCAAUGAUGAGACAGUGUUUAUGAACAAAAGAUCAUGAUUAAUCCAG
UUCUGCACAAAACACUGAGGUCCAUU

co3_98
24971_
x2

CM0006
66.2/139
436494-
1394363
68

21 1E-06 42.1 2 ATTGGTTGAAAATCACCCCCCGGCTTTGGCCATGGCAGCGGGTGAGATTCGG
CGCCCAGAGCCTCCAGGGGCCTCAGCTCACCGCACGCTGACACATGTGCGG
CGGTGAAACCCAGCCCCAACAGGC

co3_98
28857_
x2

ENST00
0006275
61.1

17 0.0004 34.2 2 GCGCTGCCTTTGTACCCCACCGTGCCTCCGCCTGGTGTCTGGGGTCAGGTT
GCAGTGCCA

co3_98
33797_
x2

CM0006
73.2/628
54285-
6285416
1

14 0.009 28.2 2 CTCCAATGAGGAGGAAACATCCTGCCTTACCCCTGTTTTAGCCTGGGAACCA
GTAATTGTGAACTCACCAGGGTTAACATGAAGAGGGCATGAGAGCTTATTCCA
TAAGGAATTGTCTGAGACAT



co3_98
35943_
x2

AF25084
1.1/1432
08-
143289

28 6E-11 56 2 GGGUCAAUGAUGAGAACCGUAUAUUGUCCUGAAGAGCGGUGAUGACUUAA
AAAUAAUGCUCAAUAGGAUUACGCUGAGGCCC

co3_98
36487_
x2

ENST00
0003842
75.1

21 0.0004 34.2 2 TGCAGCTGTGTCAAATTTGGTGCCTGCCCTGCCTGTGTAGGCACTGACCCAG
AAGGCTGC

co3_98
40517_
x2

CM0006
72.2/267
89017-
2678915
7

15 0.003 30.2 2 CCTCATTTTCTTGGCAGGAACTTGTAGTCCCACTCCCTGTTATGTACAGAGGC
AAAGGGAAGAGCTCTGGCCCCCTTGGCATGTCTTTGGAGCCATGCAGCTTCC
CGTCTGCCAGTTCTATCCTCAAGCACCAGGACACCA

co3_98
42255_
x2

ENST00
0003647
64.1

14 0.009 28.2 2 GGGTCAATGATGAGATGTTACCTTGAAGAGAAATGATGACGTAAAAATTAAGT
TCAGTTG

co3_98
44811_
x2

CM0006
65.2/608
56605-
6085638
9

15 0.008 30.2 2 AAGATTATATTTCCAGGGGTCATTTCTGTGGTTCATTACTTAAAGGAGTTTCCC
CAAGTGTGTAGAGCACTGGAAACCACAGGAAGATATGCAATGTTCTCTCCCG
AGCACGAAGCTCGTTCTTGGTGTTGCTTCATTGCAACTGCCATTTGCCATTGA
TCATTGTTTTTTTCTTCCTTTGGGGAGATTAAGAGGAAGAGGACACAGTCTGA
GTGAT

co3_98
57099_
x2

AC00702
5.2/1358
7-13714

14 0.008 28.2 2 CAGCACUGCCAAGUGACCCAUUGGGCUCCAUCUUGACCAACUGGGCAUCA
AGCGGUGCAAAAGCAAAUCCCUCUCAAAGCUGGGAGAGUCACACCGUGGG
CUACUCCUGCAUGCAGCUGGGUACAUAU

co3_98
62255_
x2

ENST00
0005170
59.1

16 0.001 32.2 2 TCAAATGAGCCTGAGCTGACATTGTAGAGGATGTAGATGGCTGAAGAAACTG
TTCAGCTG

co3_98
65421_
x2

ENST00
0003911
26.1

15 0.004 30.2 2 GGGTCATGAGGAGGTTTGATGACATAAAAATTATGCTCATAAGTATTATGCTG
AGACCC

co3_98
65425_
x2

ENST00
0005172
63.1

15 0.005 30.2 2 TGATGACACTCTCTGGAATTGTTACACTACCATAATTAAAGTGCACTGAATCTT
TTTCTA



co3_98
66683_
x2

ENST00
0003912
84.1

23 0.003 30.2 2 ACCTCTGCTGGGGTGTTTAAAGGTCAGCGCTGTAGATATTCAGCATCTGGCA
TCTTGGCT

co3_98
77153_
x2

ENST00
0004087
46.2

15 0.002 30.2 2 AAGACTTTATCCCCCCACCCCGCAAAGAAAAGGAAGAAGAAGAGTTTTTAAAT
GGCGCAG

co3_98
88217_
x2

ENST00
0005166
18.1

16 0.001 32.2 2 TATAAATGTGATGAATTGCACACTCGCAGAGTCATAGCATTAGGGGATGCAG
GCAGTGTT

co3_98
91115_
x2

ENST00
0005164
40.1

36 0.001 32.2 2 GTTGAGGTCTAACACGATAGGGCTTTATCTGTAGCCACACCATCTGGAAACAT
CTAGTGT

co3_98
92605_
x2

ENST00
0005161
78.1

17 0.0001 34.2 2 GTGTGGGATGTGTGTCTAAACACGACAATCTGAAGACAGAGGTGTAGAAATT
GGCAAGTT

co3_98
98399_
x2

CM0006
64.2/232
678963-
2326790
65

14 0.009 28.2 2 ATCCTTTTGCGGTTCATAATGTGATGACTAGGTTTTCATGTCCATGTGTGAAGT
GCGCCTTCCTCCAATCCTGTTAAGATGTCAGCACATTTGCCTTCTGACA

co3_99
03973_
x2

CM0006
69.2/561
00659-
5610075
2

14 0.009 28.2 2 ATCCTTTTGTAGTTAAGTGTGATGACAGGGTTTTCACACTCATGAAGTGTGCC
TCCCTCAAAACTGGTTGCATTGACACACTACCCATCTGACA

co3_99
04717_
x2

ENST00
0005162
02.1

14 0.009 28.2 2 AGGACGTCAAACCATCATAAAGTATAGATCTCCACAGGATGCCATAGTGAATA
GTGCTAT

co3_99
04763_
x2

CM0006
72.2/214
85638-
2148572
2

14 0.009 28.2 2 AAGACTGTATTTTCAGAGCTCATTTCTGTAGTTCATTACTATGGAAGTTTCTGT
AAATATATAGAGGTCTACAAAACAAAAAAGT



co3_99
06443_
x2

ENST00
0003846
14.1

15 0.004 30.2 2 TTGCACAGTGAACACCCAAGTGTGCTTTATAGTTCCCTTGGCTTTGACCCTGT
GCTAGAG

co3_99
09739_
x2

ENST00
0003912
56.1

15 0.003 30.2 2 GTGCCTAAGGTTAACACAGCGCCTTAAGAGGCTAACACAGAAGGGCAAAGTA
AGTCTCCA

co3_99
10211_
x2

BC03658
2.1/1156-
1210

16 0.0008 32.2 2 GGGGUGAUGAAGGCCUGCACCUGGUCCCCUCCCCAACUCUGCUCUGCUCC
UGAAG

co3_99
16043_
x2

ENST00
0003653
13.1

15 0.003 30.2 2 TTACCAAAAGTTAATGTTTTCAGAGAATGCTTTGGTTAAAAAGCCTTTACCAAC
TTGGGC

co3_99
17627_
x2

ENST00
0005165
40.1

15 0.003 30.2 2 CTGATTCTTTGTACTAGGATGCAAAAGAAAACAATCCTTGTGCCTTCTATCTCT
CTTGGT

co3_99
27243_
x2

CM0006
68.2/100
957160-
1009572
63

15 0.006 30.2 2 ATCCTTTTGTAATTTATAAGCATCATGGTTAGGATTTAATGCTCATATGTGAGC
TGAGCCTCCCTCAAACATTGTTAGGACATCAACACAATACCAGTCTGATA

co3_99
27449_
x2

CM0006
67.2/122
796088-
1227962
27

15 0.003 30.2 2 ATTCTTTTGTGGCTCATAAGCTTGGGATTTTCACACTAAACATTTTTAACTCAT
GAGGTTGGGACTTCACATTAATCTCTAATCTTTGAGATTGCCTCCCTCAAACC
TTGCTACAGTATTGGCACATTACCCATCTCACA

co3_99
31167_
x2

ENST00
0005159
87.1

15 0.003 30.2 2 GATCAGCTTTTCAAAGGTTTACTGCATTTTACCCTCCCTGATGGGGCTCAGTG
TGCGCAG

co3_99
31405_
x2

CM0006
69.2/548
5395-
5485501

19 0.003 30.2 2 ATCCTCCTATAGTTCCTCAATGTGATGACTGGGTGTTCACACTCATTGGCGAG
ATGTGCCTCTCTCAAACCTTGTTCAGATGCTGCAGACACATTACCCATCAGAT
G

co3_99
41009_
x2

ENST00
0005164
68.1

28 0.001 32.2 2 GGATTGACGATGACTTTAAAAAAAAAAAATCTCATTGAAATCTGAAAAAAATGA
GTGACC



co3_99
43255_
x2

ENST00
0004590
70.1

15 0.005 30.2 2 ATTGGTTGAATATCACCCCTGGCTTTGGCCATGGCCATGGGAGAGATTTGGC
ACCCAGAG

co3_99
45737_
x2

ENST00
0004589
74.1

22 1E-07 44.1 2 TGGACCAATGATGAGACAGTGTTTATGAACAAAAGATCATGATTAATCCAGTT
CTGCACA

co3_99
48399_
x2

CM0006
79.2/693
55283-
6935513
3

27 0.003 30.2 2 TGCACCTGTTTGAGGAATAAAGGAATTAAAACTCCCAAAAGAGGACAAATATT
AACAAAAATGTATGGACAGACGCAAAAAAACAAATCCTCATTTGCAACCCAGA
ACTAATTGTTTAGTATGATTTTTGACACATATAAGAAGGAGTATT

co3_99
53483_
x2

ENST00
0004593
73.1

19 0.004 30.2 2 GTTGGTTGAAAATCGCCCCCGGCTTTGGCCGTGGCCGCGGGTGAGATTCGG
CGCCCAGAG

co3_99
57335_
x2

ENST00
0005159
06.1

19 1E-05 38.2 2 TTCACAATGTCTATTGAAGGATCTCATCACCTTTAGAGAGCTGTGGTCATGCC
CCTTAAA

co3_99
60053_
x2

ENST00
0006074
17.1

20 2E-06 40.1 2 CAGCATTGTGCAATGGCCTTTGGTTTTTCTTGTAACCAGTTAGGTCTGAAACC
AATGCAA

co3_99
67585_
x2

ENST00
0003908
89.1

27 0.004 30.2 2 AAATAATTAAATTTCTCCAAATAGCTGGAGTTACTGGCAAATTGTTTAGTGGCA
AACATG

co3_99
69105_
x2

CM0006
85.2/118
738055-
1187381
82

14 0.008 28.2 2 TAGCACTGTTGCCTGAGCCATTGGTGCTCCCTGGTACTAGCTCAGTTTTAATG
CAGTGCAATAGGAATTCTTTGTTTCCACAAGGCCTTGTCCTGCTGTGGGCTGC
TCCTTCCCACAGTTGGACCTTG

co3_99
75207_
x2

ENST00
0005781
83.1

14 0.009 28.2 2 AACATAGAGTACACATTTTCTGTTTTGTTTAAGAATTATTCTCTTGCAGACCTAT
GTTTT

co3_99
80723_
x2

ENST00
0005172
85.1

15 0.002 30.2 2 TTCCTAAAGATTCACAATGAACATTATTATTTAAGAGCTTTTTGAAGTGCAAAT
CCATGA



co3_99
82125_
x2

ENST00
0005171
60.1

16 0.0008 32.2 2 CTAGAAAAATTGAAGATTTGGCCACTCTGGAAACTGCTGAGGGCCCCATGTG
TAATGGCT

co3_99
83939_
x2

ENST00
0003656
47.1

14 0.009 28.2 2 AGACTCCCAGCTCTGCCCAGTTACACTAGGCTTCGCCTGTGTGGCTTCTGTA
ATGGGGAG

co3_99
84365_
x2

ENST00
0004592
78.1

14 0.009 28.2 2 ATCCTTTTGTAGCTCATAAGCAGGATGACTGGGTTTTCACACTCAGGTGTGAG
ATGTGCC

co3_99
85511_
x2

ENST00
0003651
89.1

23 0.003 30.2 2 AGCCTCATTCTAGATGAGAATGGGTACTGCTGATCATGGTGTCCAAAAAACTT
TATGTGG

co3_99
93327_
x2

AC02349
0.5/1218
42-
121984

16 0.0007 32.2 2 UUCUCAGGUCGCCAGUGCAGCCCCAAGAUGAGCCUGCAGUAUUUUCCUUA
CAUGAUCUGGUCCUACUGUGGGCAGCGCUGCUGCCCAGAGCCUGAGAGGA
UUAUGAAAACAUGGCAACGGAAGUGAGGCCAGGGGACACAGCA

co3_99
94299_
x2

AC09022
7.10/155
87-15444

20 2E-06 40.1 2 CUUUCGGGUCCCCAUUGCAGCCCCCGGAUGAGCCCGCAGUAUUUUCCUUA
UAUGAUCAGGUCCCAUUGCGGGCGGCGCCGCUUGCCCGGAGCCUGAGAG
GAUUAUGAAAACGUGGCGAGCGAAAUGGGGCCAGGGGACCUGGAG

co3_99
95207_
x2

CM0006
73.2/855
5016-
8555146

14 0.009 28.2 2 GACCTCTCTCTCATAGGGCTGTAGGGGATCTTTTTTCTCTTCAGCCAGGGTTG
GAGGCCAAGATGGCCCTTGAGAATCATCATCATGACTGCTGAGAGCTGGGCA
GCCTTGTTTACCTCCCTTGGGCATTT

co3_99
98483_
x2

ENST00
0005163
29.1

14 0.008 28.2 2 AGCACTTGTATGTTTTAACATGTGGACATTTATAGACAGGTTCAAAAAGTCCTC
TTGCAA

co3_99
98713_
x2

CM0006
63.2/568
0952-
5681026

14 0.009 28.2 2 CTCAGCTGGGCTTTTTTTAAGTAACAAGTGACTGGGCCACTGACATGTAAAGA
GGGAAGTGAGGTGCTCCTGGAG

co3_10
001378
_x1

ENST00
0006127
41.1

15 0.006 30.2 1 CTACAATCAATTAAGCCACATGGGGCCTGGTGTGCAAGGGCTGCAAACAGCA
GCATCCTA



co3_10
003567
_x1

ENST00
0005161
58.1

16 0.0007 32.2 1 ATATAGTTGGACTCAACACCTCTCTATCAGAAATGGACAGATCCAGATCATGA
AGAGATT

co3_10
003769
_x1

CM0006
67.2/659
61319-
6596118
3

15 0.005 30.2 1 TCACATTTTATCAACCAAATGAATTAGGGAAAAAAGTTCATGCCCAGGGGTGA
GACTATAGTGCCAGAACACTTGCTTGTGCATAATTAAGGCCACTTGCCCTCTT
CAGGTAGCCCTTTTAACTGGGAGCAAAGTGA

co3_10
006260
_x1

CM0006
73.2/927
29415-
9272933
0

14 0.008 28.2 1 GTCCATTTGCAGTTCATAAGTGTGATGACTGGGTTTTCCCACACGTGAGAGAT
GTGTCTCCCTCAAATCTTATTACCCATCTGATG

co3_10
006288
_x1

ENST00
0004593
16.1

14 0.009 28.2 1 TTGCATGAGGAAGTATCTGCTCTTCATTCCTTTGGGAGGAGAAATACATCCAT
AACATGC

co3_10
009678
_x1

ENST00
0005164
49.1

15 0.005 30.2 1 TCCCATCTCTTAAATAAAAAGATTTTTTTTTTAAGAAGTTGTACATGTGCAATG
GCTGCA

co3_10
011491
_x1

CM0006
85.2/328
48005-
3284790
7

14 0.008 28.2 1 ATCCTTTCGTAATTCATAAGCATGATTTGGGTGTTTATACTCAGATATGAGATA
AGCCTTTCTCTAAACTTATGATGTTGGCACACTACCCATTTGATA

co3_10
013325
_x1

ENST00
0005163
20.1

15 0.008 30.2 1 GCCAGCAGTCGCCAGGTGTCTCTCACGCTGCTGGGAGAGGAATGTCTCGTC
TTCTTCATC

co3_10
015707
_x1

ENST00
0003911
59.1

22 0.009 28.2 1 ATTTTACATAGCGCTGCAGATGTGGCTGCTGTGTCACATTTGTGTTATTAGGT
GGCAGAG

co3_10
021566
_x1

ENST00
0004081
98.2

14 0.009 28.2 1 AAGATGACACTTTGAGGCATCGTGTCTATGGTTCATTACTACAGAAGCTTCTC
TGGATGT



co3_10
022634
_x1

ENST00
0003910
95.1

19 0.004 30.2 1 ATTCTTAAATGAATGATGAAATACCAAAAAGAAAAATAAGCAAAGAACAGATAA
CAGAAA

co3_10
023187
_x1

CM0006
85.2/485
61801-
4856170
2

14 0.009 28.2 1 ATCCTTTTGTAATTCAACAATGTGATGATTGGGCTTTCACACTTGTGTGAGATG
CACCTCGCTCAAACCTTGTTAACATCTGCACGGTACCTGTCTGAAG

co3_10
026103
_x1

ENST00
0005163
10.1

16 0.0008 32.2 1 GTTGGATGAAAATCATCCCGGGCTTTGCCAGTGGCCGCGAGTGCCCAGAGC
TTCCAGGGG

co3_10
026839
_x1

CM0006
84.2/176
41519-
1764140
6

15 0.005 30.2 1 ATCCTTTTGCGGTTCATAAAGAACCAAGATGACTGGGTTTCATGCTAATGCAT
GACATGTGCCTCCCTCAAATCATGTTGCCTCATGGGCTTATTGGCACATTACC
GTCTGAGG

co3_10
030747
_x1

ENST00
0005160
84.2

15 0.003 30.2 1 TCCATTTCAGAAAGCCGAGGTCAAAATAATGAGTCCTGGGGAATTCAAACTTG
TGTTAAG

co3_10
031791
_x1

CM0006
63.2/204
727991-
2047281
06

16 0.0005 32.2 1 CGCCTTTCTCCCATGGGCTGTGTGGGGTCCCTGTTCTTCGCAGCTAAGGCTG
GAGGCCAAGATCAGCCTTTGAGGACTGTCATCAGAATTGCCTTGCTTTCCTG
CCTCAGATGTGA

co3_10
032062
_x1

ENST00
0005164
27.1

17 0.0003 34.2 1 GGTCTCTTGTGTCGGCACCTGGGTGGCTTGCCGCCCACACAACCAAATTAAA
AAATAACA

co3_10
032252
_x1

ENST00
0003650
37.1

16 0.0007 32.2 1 GGGTCAATGATGAGAACCTTACATTGTCCTGAAGAGAGATGATGACTTAAAAA
TCATGCT

co3_10
038023
_x1

ENST00
0003635
28.1

15 0.004 30.2 1 CAGTCAGTGTCGAGAACCTTATATTGTTCTGAAGAGAGGTGGTGACTTAAAAA
TCATGCT

co3_10
040085
_x1

ENST00
0005168
48.1

15 0.003 30.2 1 CTACAACCAGCTACTGGTTGATCTTACATTTGATCTGGTGTGCAATGGCTGCA
AACAGCA



co3_10
043969
_x1

CM0006
63.2/136
96199-
1369607
0

15 0.003 30.2 1 AGGACTTGCCTCATTAGTAATACAACCAAGCTGATAGGGTAGTTTGGCAGGA
CACACAGCCATTTCCCTCTCAGCTTAGGAAGGCTGTCATAAGACTAGGACTA
GCTCTGCAAGGCAAGAGAAGGACAAT

co3_10
048336
_x1

CM0006
71.2/623
58285-
6235819
1

14 0.008 28.2 1 CTACAATCAATTAAGCCACATGGGGCCTGGTGTGCAAGGGCTGCAAACAGCA
TCATCCTAGGTAGTGTACAGCAGCCTGTTCCTTGCGTACAACA

co3_10
051202
_x1

CM0006
64.2/883
07360-
8830746
3

15 0.005 30.2 1 ATCCTTTTGCAGCTCATAAGTGTGATGATTGGGTTTTCACACTCATGTGTAAG
ATGTGTTTCCCTCAAACCTTGCTATGATATCAGCACAGTACCTATCTGACA

co3_10
053017
_x1

ENST00
0005162
07.1

14 0.009 28.2 1 GTTGGTTGTGAATAACCCTTGGCTTTGATTGTGGCTGTGGATGAAATTCAGCA
CCTACAG

co3_10
059331
_x1

ENST00
0003841
59.1

15 0.003 30.2 1 CTGCAGTCAATTAAGCCAGCTGTACTCCTTTCCTCACAGGGGCTCGGTGTAAT
GGCTGCA

co3_10
062447
_x1

CM0006
74.2/101
358849-
1013587
48

14 0.009 28.2 1 ATGCTTCATAATTTATAAGTGTGATGGTTGGGTTTCTATGTTTATGGGTGAGAT
ATGTCTCCCTCAACCTTGTTACAACAGTTGGGCATTATCTGCCTGATG

co3_10
063514
_x1

ENST00
0004107
34.2

15 0.005 30.2 1 AGGACTGTGCTTTCAGAGTTCATGTCCACAGCTCATTGCGGGGGCAGTTTCT
CTGATCGT

co3_10
063842
_x1

ENST00
0004085
71.1

20 0.0005 32.2 1 GCAGACTCCCTCAGCATCCAGCGGGTGCTTTTTCGGTCTGCCAGTGAGCATT
CCATGGTG



co3_10
064028
_x1

CM0006
83.2/416
04683-
4160458
6

15 0.004 30.2 1 TTCCCTGTGACACATCAGCAGGATGACTGGGCTTTCATCCTCCTGGGTGGGA
CATGCCTCCCTCAAGCCTTGCTGCTGGGCACATTATCTGTCCAACA

co3_10
067821
_x1

ENST00
0003648
63.1

14 0.008 28.2 1 GATGCCTTCCGGAACATGCCAGCACCGCAGATGCTGGCAGTCTGCTGTGCC
CGTGATATT

co3_10
067912
_x1

ENST00
0004082
12.1

15 0.007 30.2 1 TGTTTAATGACTAAGGAAGGTCCCTGTCCCCGCCAGGGGCTGTGAGCAACAC
CATGGCTG

co3_10
068360
_x1

ENST00
0003649
61.1

15 0.003 30.2 1 GTGTTGATGATGAGAACCTTATATTATCCTGAAGAGAGGTGATGACTTAAAAA
TCATGCT

co3_10
069328
_x1

ENST00
0003643
94.1

45 8E-21 89.7 1 AATGAATGATGACAAAATGTTTCAGTCCCAAATGATACATACTGATTATACCAT
TATATT

co3_10
073829
_x1

ENST00
0005168
90.1

24 1E-08 48.1 1 CCTCTTCTCAGAACACTTCCTGGGTCTGATTGGTGGCCCAGGGAGCTGTCAG
AGAAGAGC

co3_10
076055
_x1

ENST00
0005170
61.1

14 0.008 28.2 1 GCTTAGGGAGGGTGCTCTGCCCAGGTTCCAATCCTGGTTCCACTGCATATGA
GCCTTGTA

co3_10
083072
_x1

ENST00
0003629
63.1

15 0.005 30.2 1 GGGTCGATGATGAGAACCTTATATTTTCTGAAGAGAGGTGATGACTTAAAAAT
CATGCTC

co3_10
084484
_x1

AC06935
1.5/3795
7-38002

14 0.009 28.2 1 AGCUGAAGAGCUGAUGAUGUUCCCCUAAAGCUGAAGCUCUUAAGCU

co3_10
084901
_x1

CM0006
67.2/119
069400-
1190692
97

14 0.009 28.2 1 ATACTTTTTAGTTCATAAGTGGGATGATTGTGTGTTCACACTTGTGTGAGACGT
CCCTCCCTCAAACCTTGTTGCGCCATCATCTGCACATTACCCATCTGATG



co3_10
085428
_x1

CM0006
79.2/821
41663-
8214177
3

16 0.0006 32.2 1 ATCCTTTTGTGGTTCATCCGCCTGATGATTGGGTTTTCATGCAGACGTGTGAG
CTGTGCCTCCCTCAAGCCTTGTTACAACATCCGACATCCGCACATTACCTGTC
TGATG

co3_10
088162
_x1

ENST00
0004081
17.2

23 0.003 30.2 1 AAGCTTGTACTCTCAGTGATCATTGCTGTAGTTACGAGATAAGCTTCTCTGAA
CATGCAG

co3_10
091319
_x1

ENST00
0003649
02.1

26 8E-10 52 1 TGCAGTCAAGTCAAATTCAGTGCCCGTTTCTGTCATAGCGGGGGCTGGCCCA
GATGGCTG

co3_10
093728
_x1

ENST00
0005159
66.1

16 0.0008 32.2 1 GCCCTATGTTAAAATTTTAATTCTGCACTTACTAACTATCTTGGGAACCTTGGG
CAAGTA

co3_10
096195
_x1

ENST00
0003629
45.2

15 0.003 30.2 1 CCTGCCAGCTGCACAGATGCAGATGCTCTGCTATGCCTGTAACATCGGGGCG
AAGTGAAA

co3_10
098971
_x1

CM0006
63.2/202
197731-
2021976
28

47 0.008 30.2 1 ATACTTTTGTAGTTAAGAAGTGTGACAATTGGGTTTTCGTGCTCACATGTGAG
AAGTGCCTCCCTCAAACCTTGTTATGAAGTCAGCACATTACTGGTCTTCTT

co3_10
108121
_x1

CM0006
69.2/129
061531-
1290616
34

19 0.005 30.2 1 ATTCTTTTGTAGCTGATAAGCATGATGACTGGAGTTTCACGTGCATGTGTGAG
ATATACCTCCCTCCAACCTTGTTACCACATCTGCACATTACCTGCCTGATG

co3_10
112589
_x1

CM0006
75.2/110
414205-
1104143
06

14 0.008 28.2 1 GTCCTTTTGTGGGTCATCAGCATGATGCTGGGGCGTTCACACTCGTGTGAGA
CATGCCTCTCTCAAACCTTGTTAAGATGTCAGCACATGACCCATCTCACA



co3_10
115536
_x1

CM0006
80.2/357
3043-
3572940

16 0.0006 32.2 1 ATCTTTTTGTGATTCATCAGCATGATGATTGGGTCTTCACACAAAAGTTTAAGA
TGTGCCTCCCTCACATCTTATTATCGTGTCAGCATATTTCCTGTCTGAAG

co3_10
119633
_x1

CM0006
65.2/474
66349-
4746644
8

14 0.008 28.2 1 ATCTTCTGTAGTTCATCAGTATGATACCTGGGTGTTTCACACACATGTGAGAT
GAGTCATTCTTGAACCTTGTTATGATGTCAGCACTACCCATCTAACC

co3_10
120475
_x1

CM0006
63.2/224
336791-
2243368
89

37 0.0003 34.2 1 ATCCTTTTGTAGTTCCTAAGTGTGAAGAATGGGTGTTCATGCAGAAGGATAAG
ATGTGCTACCCTCAAACCTTGTTCCGTGCATATTACACGTCTGACA

co3_10
121214
_x1

ENST00
0005163
91.1

15 0.003 30.2 1 TGGTCAGGCTGTGGCTGTGGCACAGCACTTGGCTTTCTCCTGGGGGCACTG
GGGAGCCAT

co3_10
125715
_x1

AC01074
6.8/1403
34-
140470

22 5E-05 36.2 1 CUACCAAAAGUUAAUUUUUUAUGGGGAAGGCUUUCUAAAUAACCUUUACCA
AUUUGGGCUAUUUGGGAGAGUAAAGGAAAGACCACACUCCACAGCGGGCU
AUACCAAUAGUUCACUACUAUUUUGUGGUCUACAUU

co3_10
127798
_x1

CM0006
72.2/104
399790-
1043999
03

14 0.009 28.2 1 ATATAATTGCAATTAATAATTACATGATTTGATCTTGACTGGGTGTTCACATGT
ATGTGTAAGATATGCCTCCCTCAAACCTTATCACGATGTCGGCACATTACCCA
TCCAACA

co3_10
128686
_x1

ENST00
0003910
93.1

15 0.004 30.2 1 TTTACAAGGGAAAAGCAACCCCATTAAAAAGTGGGCAAAGTAAGGTCTTTGG
GGAACAGG

co3_10
133677
_x1

CM0006
84.2/225
17780-
2251787
5

15 0.002 30.2 1 ATCCTTTTGTGAGGATAAGCGTGATGCTTGGGTTTTCACTCATGTGAGATGTG
CTTCCCTCAAACCTTGTTATATCAGCATGTTTAACATCTGATG



co3_10
135805
_x1

ENST00
0005171
36.1

15 0.004 30.2 1 TGAGTTTTGGGATGAGACCCTGGAATAAGTGCTGGACACAGTGCCTGAATCA
GACTGTGG

co3_10
140685
_x1

ENST00
0004594
45.2

14 0.008 28.2 1 TCATATATTAAGTGCTTTATAACGAATTCTTGCAAAATGGATTTAACAGAACAT
GACGAC

co3_10
140765
_x1

ENST00
0003649
41.1

15 0.003 30.2 1 GTCTGCATTTGAAAGTGATCATCAGCTAGCCTGTGTCTTCGTCATCGATAGTA
CAGGCCG

co3_10
141872
_x1

ENST00
0003645
14.1

14 0.009 28.2 1 AGGCAACTCTTAGAAGATGGATAGCTTCTCTTTTGCTGTGGGTGTGGCCACAA
AACGTTT

co3_10
143386
_x1

CM0006
83.2/444
39035-
4443911
0

14 0.008 28.2 1 TGTTGACCTGCCTCCGTCCTCTGTCTGTCCAGGGCTCCCGGGAGCCAGGGG
AGATGCTACCTCGGAAGCTGAAGCG

co3_10
145116
_x1

ENST00
0004081
66.1

14 0.008 28.2 1 ACCAAGATTCAAGTCACATTCCGAGTGTCCCGGTGTGCTAGGGCACTTGCAG
AGAATCTG

co3_10
145687
_x1

ENST00
0004596
13.1

14 0.008 28.2 1 ATTGGTTGAAAATCACCCCCCGGCTTTGGCCATGGCAGCGGGTGAGATTCGG
CGCCCAGA

co3_10
155696
_x1

CM0006
65.2/163
178975-
1631788
74

14 0.009 28.2 1 GTACTTTTGTGGTTCATAAGTGTGATATATGAGTTTTCATGCTCATGTATGAGA
TGTGCCTCCCTCAAAGCTTAGGACTTCAGCACATTGCCTAATACGAAA

co3_10
155821
_x1

ENST00
0006200
99.1

15 0.003 30.2 1 TTTATCAATGGCATGATTTTAAAGCTGTTTCACCCGAGTACACAGCAGGGAAG
CCATCCT

co3_10
156256
_x1

CM0006
66.2/183
582301-
1835821
95

15 0.004 30.2 1 ATTCTTTTTTGGTTCATAAGTGTGATGATTTCGTTTTCATGTTAAAGTGTGAGAT
CAGCCTCCCTCAAACCTTGTTACTACATCAACACCACATTATCCATCCAATG



co3_10
160679
_x1

ENST00
0003629
87.1

16 0.0005 32.2 1 CATCTGTGATTATCCTATTCTGAACCTGAATTTCTACTAGAAAAAACTTATATG
AATCTG

co3_10
176372
_x1

KV88076
8.1/1215
368-
1215471

15 0.006 30.2 1 ATCCTTTTGTAATAGATAAGCATAATGATTGGGTTTTTATGTTCACATGTTTGAT
ATGCCTCCCTCAAATCCTCTTATGATGTCGGCACATGACCCATCTGAGG

co3_10
179296
_x1

CM0006
75.2/209
69318-
2096941
6

15 0.006 30.2 1 ATCATTTTGTACCTTTTAAGCATGACCATTGGGTTTTCACACTCATATGGGAGG
TGCCTCCCTCAAACTTTGTTACATTGGCACATGACTCATCTGATG

co3_10
184894
_x1

CM0006
83.2/393
45457-
3934535
1

15 0.005 30.2 1 ATCCTTTCATAAGCTTGAAGATTGGGGTTTCACGCTCATGTGTGAGATGTCCC
TCTCTCAAACCTTACTATGAAGTCAGCACCACTGGGCACATTACTTGTCTGAC
A

co3_10
186261
_x1

ENST00
0003632
80.1

18 0.009 28.2 1 TGAATCAATGGTGACCACTGGTGGCATATAAGTCATGGATGATGAATATGAGA
AGAAAAG

co3_10
196913
_x1

ENST00
0005158
95.1

19 0.004 30.2 1 CAGACTTACAGATAAGTTCGAGAAATAAACCCTGTTTTGCAACCCAGAGCACA
TTGTTCA

co3_10
197121
_x1

ENST00
0003911
12.1

15 0.004 30.2 1 ATACTATGATGGTTGCATAGTTCAGCAGATTGAATTCATGAAGAGATTTACAAT
GTCTGA

co3_10
198179
_x1

CM0006
63.2/174
49763-
1744986
3

15 0.003 30.2 1 ACACTTATGTGGTTCATAAAAGTGATTGAGTTTTCATGTTCATGTGTTGAATGT
GCCTCCCTCAAACCTTGTTAAGTCATCAGCACATTACCCATTTGATG



co3_10
200244
_x1

CM0006
69.2/138
176154-
1381762
82

15 0.002 30.2 1 ATCTTTTTGTAATTCCTAAGCATGATGGTTGATTCGGCTCTCACACTTGATGAT
TGGGCTTTCACTTGGATCTGTGAGATGTGCCTCCCTCAACCCTTCCTGCGAA
GTCAGCACATTACCTGACAGAAA

co3_10
201741
_x1

ENST00
0003842
31.1

15 0.004 30.2 1 CTGCAGCCAATTGAGTTGACCGAGCTCTTTTCCTCCTGGGGGCTTGGTGTGC
AATGGCTG

co3_10
202035
_x1

AC00922
8.4/5936
1-59234

14 0.009 28.2 1 UGGCAUGAUUUCCUGCAGGUUGAGCUCAGCCAAGUACCACCCCUCAGUAA
GCCUAGAGUAGAGGGGCCUGACAUCCUUUCCUUAAAUUAAACAAGGAGCCU
UAUCCAGGUUGUCCUAGUCUCAUACUU

co3_10
202388
_x1

ENST00
0003912
91.1

20 0.0006 32.2 1 CACTAGAAGACAGAATTCACAGAAGTAGCATTTCACCTTTTGCCTTTACAGAA
GTATATT

co3_10
205575
_x1

ENST00
0005160
35.1

17 0.0002 34.2 1 TTTCTATTTTATCTGATTCTTCCTCTATGCACAAACTCAGCTTCAGTCATTAGTA
TCATT

co3_10
205607
_x1

CM0006
71.2/942
33478-
9423358
1

14 0.009 28.2 1 ATCCTTTTGTATCTCATAAACATGATGATTGGGTTTTCACACACACATGTAAGA
TGTGTCACCATCAATCCTTGTTATGACATCAGCACATTACCCATCTAACA

co3_10
207715
_x1

CM0006
63.2/173
660200-
1736600
97

14 0.008 28.2 1 ATCCTTTTGTAATTCATAGGTGTGATTATTGGGTTTTCATGCTCATGTGTGAGA
GGTACCTCCTTCAAACCTTGTTACAACACGGGCACATTTCCTGTCTGTTG

co3_10
208128
_x1

AC01112
0.11/127
524-
127388

19 0.005 30.2 1 CAGACAUUCAUUUUUAUCCAGUUUCUUCUCAAAGUGAAGAUAACUUUUUGU
AAAUGUCCUAAAGUCAUGUAGAAUGUAGUAGCUUUCUGUUCACACUGUACA
AAUAAAAAGGAUGGAUCAUUCUACAACUGACAUUA

co3_10
214535
_x1

ENST00
0005166
32.1

20 3E-06 40.1 1 AGGGGTGGTCTCCTCCCTTACTCTTTGGGAACTCAGATTGGCCTTATGGTGG
CCTCTCTT



co3_10
216520
_x1

CM0006
65.2/861
25216-
8612528
7

14 0.008 28.2 1 AAATGTTATGATATGAGCAAAATGTTCAACTATTCCAAATGGGCTGAGTGAAA
ATAGGTTTTCTGAGCATCC

co3_10
217693
_x1

CM0006
77.2/918
35379-
9183547
6

14 0.008 28.2 1 CTCCTTTTGCGGTTTATAAGCATGATGATTGGGTTTTCATGTGTGAGATGTGT
CTCCCTCAAATCTTTTTATGAAGTAGATGCATTGTCTGTCTGACA

co3_10
217729
_x1

CM0006
72.2/687
12958-
6871305
5

14 0.008 28.2 1 ATCTGTTTGTAGTCATAATTGTGATGGTTGAGTTTTCATGTGTGAGATGTGTAT
CACTCAAGCCTTTTTACAATGTCGGTATATTGCCGGGTGCGGTG

co3_10
223655
_x1

ENST00
0004593
50.1

24 0.0009 32.2 1 ATCCTTTCACAGTTCATAAGAGTGATGACTGGGTTTTCACTTTCATGTGTAAGA
TGTGCC

co3_10
229144
_x1

CM0006
65.2/321
72656-
3217275
5

15 0.008 30.2 1 ATCCTTTTGTGGTTGATAAGTGTGATGATTCAGTTTTCATGCTCATGTATGAGA
TGTGCCCCCAATCAAACTTGTCACAACATCTGCTTATTATCAGACA

co3_10
231700
_x1

AC00483
0.1/5888
6-58743

14 0.008 28.2 1 CUAUCAAAAGUUACUUUUUGUGGGGUGGAAGUUUUUAAAAUAACCUUUACC
UACGUGGGCUGUUUUGGAAAAUAAAGAAAAGACCACACUCAGCAGAGGGCU
AUACCCCUUAGUAUAGUUCACCACUAUUUUGCAGCUUAUAUU

co3_10
234184
_x1

ENST00
0003655
09.1

15 0.003 30.2 1 ATAAACAAAAGAACACCAATTGTGCTCCTTTCCTCCTGGGGCCCAGTGTGCAA
TGGCTGC

co3_10
239247
_x1

ENST00
0005171
84.1

15 0.004 30.2 1 TGGTTTAAAGCCAACTCTGGGCTCCCATCAGAAGGAAGGAGATGAATGCTAT
GACCAAAG

co3_10
239584
_x1

ENST00
0003911
77.2

14 0.008 28.2 1 AAGACGACGCTTGCAGGGATTGTTTCTATAGCTCACTACCAGATAAGTTTCTC
CGAACAT



co3_10
241922
_x1

AJ60947
2.1/1-140

15 0.006 30.2 1 UUUCUCAUUUGACUACCACAUUUUCUCCUAAUAAUAGAUUUUAGUGGCUAU
GCUUAUGGGAUAGAUUAAACUUGCCAUGAUCUGAAGAGGGAGGGUUUUUU
CAUGUCCUCCUCCUAUAUGAAAUGGCUGAACGGAUAUUA

co3_10
243836
_x1

ENST00
0004591
41.1

16 0.001 32.2 1 TCCTCACATGGGATAATTTTTACTTTATTCTCCCTTTGGAGGTCAGGTTAAAAC
AAGATT

co3_10
245707
_x1

CM0006
63.2/286
89665-
2868979
4

31 2E-05 38.2 1 TGGACATTTATTTTTATTCAGTTTTTTCTCAAGGTGAAGGTAACTGTTTGTAGAT
GTCCTAGAGAAATATTGTAGCTTTCTGTTCACCCTTTGCAACTAAAAAGCATG
GACTGTTCCACTACTGAGATTT

co3_10
251860
_x1

ENST00
0006077
07.1

27 2E-10 54 1 TGATGGCAATGATGATTTTTACACTTATTGTTGTTCACCTGATAACATAAATAT
GAGGGT

co3_10
252753
_x1

CM0006
67.2/568
57140-
5685725
1

14 0.008 28.2 1 AACATTTAATTGCAGTAATTCATAAGTGTAATGATTGGGTTTTCACATGCATGC
ATAAGATGTGCGTTTCTCCAACTTTGTTACAGTGTCAGCATGTTATCCTCATTT
GACA

co3_10
255235
_x1

ENST00
0005165
43.1

24 0.001 32.2 1 TGGACAGACGCAAAAAAACAAATCCTCATTTGCAACCCAGAACTAATTGTTTA
GTATGAT

co3_10
258655
_x1

ENST00
0003913
02.1

15 0.006 30.2 1 TGCCCCTGACCTGGGAAGAGAGGGGCCTGGCTGGTGGTATCCATCTCATAC
CAGCTAGGG

co3_10
261942
_x1

ENST00
0003909
91.1

15 0.003 30.2 1 AATTGGGATCAAAGATGCAGCCGCCTTCCCATTTAAGCAGCACAGACAGCCC
AAAGTGAC

co3_10
262949
_x1

CM0006
67.2/119
469055-
1194689
59

15 0.003 30.2 1 ATACAATGAATAAAGTGTGATGACTGAGTGTTCACACTCGTGTAAGATATGCC
TCCCTCAAACGTTGTCATGAAATAAGCACATTGCCCAACTGATA

co3_10
266412
_x1

ENST00
0005167
41.1

14 0.008 28.2 1 AGGTCATTTCAAAGAAGGTTCACGTGGCTGTGAGACCAAGAACGCTTAATGC
TGTTACCA



co3_10
269083
_x1

CM0006
64.2/156
410246-
1564101
44

14 0.009 28.2 1 ATCCTTCTGTAGTTTATAAGCATGATGACTGAGTATTCACCCGCATGTGTGAG
ACGTGCTGCCCTTAAACTTTGTTATGGTGTCACACACTGCTAGCCTGAAA

co3_10
270133
_x1

ENST00
0005834
96.1

14 0.009 28.2 1 TGTTGACCTGCCTCCGTCCTCTGTCTGTCCAGGGCTCCCGGGAGCCAGGGG
AGATGCTAC

co3_10
270347
_x1

ENST00
0003912
88.1

17 0.0005 34.2 1 GCACCCCTTTAAGGCTGATGCAATGCTTTAAGAGGCTAACGCAGAAGGGTGA
AGCCAGTC

co3_10
271082
_x1

CM0006
66.2/408
68970-
4086886
4

19 0.008 30.2 1 ATCTTTTAGTAGTTCGTAAGCATGGTGATTGGCTTTTCATGTGCATGTGTGAAA
TGTGCCTTCCACAAACCTTGTTACAAAGTTGGCACACTACCATTGATGTGAAA

co3_10
272949
_x1

ENST00
0004088
76.1

14 0.008 28.2 1 TGCCCAGTGATGACACCATCCTTGCTCCCCGTGCCCCCCAGGGGCTATGGG
CGACACCAT

co3_10
285387
_x1

CM0006
65.2/470
88608-
4708874
7

15 0.003 30.2 1 ATCCTTTATGGTTCATAAATATGATGAATGGGTTTTCACGCTGCTGTGTGAGAT
ATATCTCCTTCAAACTTATATAATTTATATGTTATAATATATAATGACCTTTTTAT
GATGTCAGCATATGAATGACCCAGCTGATA

co3_10
285925
_x1

CM0006
81.2/447
64976-
4476510
0

14 0.009 28.2 1 ATGAACACTAGTCAAGCTAATTGTGCTCCTCTCCTCCTATGCAGTGGCGGCAA
ACAGCAGTGCCCTCAGTAGTATACGCAGCCTGCTGCGTGTAGCGGTGGCCTT
AAGAGACCTTGGAGATAGCC

co3_10
294448
_x1

ENST00
0003649
39.1

16 0.0005 32.2 1 TCATCAGGTGGGATAATCTTTTCCTGTTCTTCCTTTTGGAGGACAGATTATAAC
ATGATT

co3_10
313284
_x1

CM0006
65.2/175
739271-
1757393
76

15 0.002 30.2 1 ATCCTTTTGTGGTTCATATTTGTGACGATTCGGTTGTCAGGCCAATGTGTGAG
ATTTACCTCCTTCAAACCTTGTTAGCACATTGGCACATTTCAATTGTCTGACA



co3_10
315001
_x1

ENST00
0005167
17.1

15 0.004 30.2 1 AAGACCCTTCAGCTGCAAACAACAGCTTCCTTGGTAGTTTATGCAGCCTGTTT
CTTGTAT

co3_10
315048
_x1

ENST00
0003909
77.2

19 0.002 30.2 1 ATACTGTGACAGTTGCATCGTTCAGCAGATTGAGTCACGAAGAGATGTATACC
ATCTGTC

co3_10
336492
_x1

ENST00
0003644
61.1

15 0.006 30.2 1 GGGTCAATGATGAGAACCCTATATTGTGTTGAAGAGAGGTGATGACTTAAAAT
TACCATG

co3_10
369114
_x1

ENST00
0003653
91.1

14 0.008 28.2 1 GGGTCAATGATGAGAACCTTATATTGTCCTGAAGAGCGGTGATGACTTAAAAA
TCATGCT

co3_10
369599
_x1

ENST00
0005792
16.1

14 0.009 28.2 1 GCCGTGTGAGGCCACCTCTGCCATGCTGCAGGCTCCCCAGCACGCAGTGGG
GAACCCAAC

co3_10
369974
_x1

CM0006
80.2/381
1317-
3811420

14 0.009 28.2 1 ATCCTTTTGTGGATCATAATCATAATGATTGAGTTTTCACAGTAATATATGAGA
TGTGCTTCCTTCAAACCTTGTTATGATGTTGGCACACTATCCGTCTTACA

co3_10
378998
_x1

ENST00
0005160
13.1

15 0.003 30.2 1 GTGCACATTGTTACATTGGGAGAAAAGATATTTCTGATGTGATGAATAAATTTT
TGGAGA

co3_10
384031
_x1

ENST00
0003910
82.1

19 0.006 30.2 1 ATAGCCAATCATTAGTATTCTGAGCTGTAGGAATCAAAGATTTTGATTAGATTC
TGTAAC

co3_10
384818
_x1

ENST00
0003648
40.1

19 0.002 30.2 1 TAGAACAACGATAACAAATAGTAGTGCAGGAGTCATAAACTATGAGTAATATG
TGTGTGG

co3_10
385811
_x1

ENST00
0003639
31.1

16 0.001 32.2 1 GGGTGGTGATGAGAACCTTGTATTCTTCTGAAGAGAGGTGATGACTTAAAAAC
CATGCTC

co3_10
400973
_x1

CM0006
72.2/295
75306-
2957538
1

18 0.009 28.2 1 AGGCCAATGCTGAATTATTATCTTGACGAGAAATGATGACGTAAAAATTAAGC
TTAGTAGGATTACACTGAGGCCC



co3_10
402151
_x1

CM0006
67.2/150
029452-
1500293
49

14 0.008 28.2 1 ATCCTTTTATAGCTCACAAGTATGACAATCTGGTATTCATGCACATGGGTGAG
ATGTGCCTCCCTCAAACCTCATTATAACGTCAGCACATTACCCATTTGACA

co3_10
402483
_x1

ENST00
0004589
08.1

15 0.004 30.2 1 TAGCACTGTTGCCTGAGCCATTGGTGCTCCCTGGTACTAGCTCAGTTTTAATG
CAGTGCA

co3_10
409940
_x1

ENST00
0005166
34.1

14 0.008 28.2 1 GATTCACAGCAGAAAGACAGCTAATCTAGTGTGCTAGCTGTAGAGCAAGTTTG
CTGCAAA

co3_10
417757
_x1

CM0006
66.2/185
946083-
1859461
86

16 0.0006 32.2 1 ATCCTTTTGGGGTTGATAGGTGTGATGATTGGGTTTCTATGCATGTGTGTGAC
ATGTGTCTCCCTCAAAGCTTGTTACCACATCCGTACAGCACCCATAGGATG

co3_10
420620
_x1

ENST00
0003632
05.1

16 0.0006 32.2 1 AGGATATATCAAAGAGACTTTCTGGGGCTGGGAAACCAGGATCTCGTAATGC
TATGACCA

co3_10
421255
_x1

ENST00
0003643
93.1

22 0.0001 36.2 1 TGGATCAATGATGTCCACTGGTGGCGTATAAATCATATTTGGTGAATATATGT
CTGGAAC

co3_10
423027
_x1

ENST00
0005162
13.1

17 0.0001 34.2 1 CCACACAGGACGAAGGGTAGATATACTTGTACCAAATGAATGTTCAGCAATCT
GAGATAA

co3_10
431164
_x1

ENST00
0003650
75.1

15 0.005 30.2 1 CTACAGCCAACTCAGCTGGCTGAGTTCCTCGCCTCATGGGGGACGTGTGCAA
TGGCTGCA

co3_10
431979
_x1

ENST00
0003637
23.1

19 0.004 30.2 1 GGGTCAATGATGAGAACCGTATATTGTCCTGAAGAGCGGTGATGACTTAAAAA
TAATGCT

co3_10
436715
_x1

ENST00
0004589
53.1

15 0.005 30.2 1 AAGCATGGCACACTGGATGGGCGTTCTGCTTCTCTTTAAAGAGCATGGATTTA
TCCATAC



co3_10
463514
_x1

ENST00
0005160
69.1

15 0.003 30.2 1 TTATATTAGTGATGGCTTTTAAAGTTCTCACAGACAGGCATCTCTCTGAAAGAC
AGCGAA

co3_10
464412
_x1

ENST00
0005168
31.1

41 0.0005 34.2 1 TAGTGTGGAACTGTCTACTCCTCATTCCTGTGGAAGCAGGAATACATTCATAA
CATGCTC

co3_10
467234
_x1

ENST00
0005163
95.1

36 0.001 32.2 1 ATGACCTGTGAAACCAAGGGCTCCTAATGCTATGACCAAAGACTGAAGCTCT
CTATGAGA

co3_10
468026
_x1

CM0006
79.2/181
46552-
1814665
1

15 0.003 30.2 1 ATTCTTTTATAGTTTATAAGTGTGATGATTGAGTTTTCATGCTCAGGCATGAGA
TGTGTCACCCTCAAACCTTGCTAAAACATCAGCACAAGACCAGACG

co3_10
469588
_x1

ENST00
0003909
82.1

15 0.003 30.2 1 TCAATAATGAAATCTTCTGATTTGGTGAGAAATAATGCCTTAAAATTACACTCA
ATAGGA

co3_10
470423
_x1

CM0006
72.2/996
01780-
9960188
0

19 0.002 30.2 1 ATCCTTTTGTAGCCCGTGAACATGATGATTTGGGTTTTCACACACATGTGAGA
TGTGCCTCCTTCAAACCTTAAGACATCAGCATGTTACCTGACGTGAAA

co3_10
471981
_x1

CM0006
81.2/383
49110-
3834900
9

15 0.003 30.2 1 ATCTTCTTGTAGTTTCTACGTGTGGCGATTGGGTTTTCACCGTCATCTGAGAT
GTGTCTCCCTCAAGCCTTGTTATGGTGTCGGCCCATTACCTGTCTGACA

co3_10
474175
_x1

ENST00
0004110
95.1

20 0.0007 32.2 1 CCTCATTTTCTTGGCAGGAACTTGTAGTCCCACTCCCTGTTATGTACAGAGGC
AAAGGGA

co3_10
486821
_x1

CM0006
77.2/457
10815-
4571087
3

14 0.008 28.2 1 AGAGTGCTGGTGGCTGATGAGCCCAGGGCTGCTCTTGCTCACTTTGCTGACA
GCACTCG



co3_10
486979
_x1

AL13270
9.5/1425
97-
142509

18 0.009 28.2 1 UGGACUGUUGAUGACAAGUGGUGGCUUAUGUGGUUGUACAUGCUGGUUGU
AUAUGAAGAAUAUUACAUAUCUGAAACUUUGAGGUCCAA

co3_10
516611
_x1

ENST00
0003646
72.1

14 0.009 28.2 1 AAGGCAGCATTGTTGTAGATGATTTGAAAGATTTTAAAAGGTATAAGCTCACA
AGTGTAG

co3_10
521466
_x1

ENST00
0003911
30.1

14 0.009 28.2 1 GCCATGATGCTCTTCGGTTTAGGAGCAATTAAAATGACTACAGATTGGTGGCA
GTTTATG

co3_10
533341
_x1

CM0006
82.2/357
16471-
3571657
0

14 0.008 28.2 1 AAATTTTAGGAGTACCTAAGTGTGATGATTTGGTTTTCACATTCATGTGTGAGC
TGTGCCTGCCTTTTGTTACAAGGGCATATTACCCTTTGTTGTGAAA

co3_10
534332
_x1

ENST00
0005170
95.1

16 0.001 32.2 1 TCACATTTTATCAACCAAATGAATTAGGGAAAAAAGTTCATGCCCAGGGGTGA
GACTATA

co3_10
548984
_x1

CM0006
63.2/111
69613-
1116950
7

14 0.009 28.2 1 ATCCTTTTGTATACATTTATGCATGATGATTGGGTTTTTACCATCACATGTGGT
GAGATGTGTCTCCCTCAAACTTGTTATCACGTCAGCATGTGATCAGTCTGACA

co3_10
549560
_x1

ENST00
0005170
15.1

39 0.006 30.2 1 CATCTCCTATCAGTCAGGGATGAAGCAATCCCTTGTTCATCCCCAGCTTGGCT
TTTGATC

co3_10
559256
_x1

ENST00
0003633
67.1

15 0.005 30.2 1 CTACAGATATTTTCTGAATTGGCAAGTCCACCAAGAAACTATAAAAATGTGTGT
GTGCAA

co3_10
564810
_x1

ENST00
0004106
72.2

14 0.009 28.2 1 TACTTCCAACTCTAGGATAGCATCATGCAATAAGAAAAGTATGACAGAGGTAC
CCATTCC

co3_10
568728
_x1

ENST00
0004087
92.1

19 0.007 30.2 1 GCCGAGACTAAGTCGCATGCTGACACAGCTCTTGGTGTGCTACGGTACTTGG
AGAGAATC



co3_10
574026
_x1

ENST00
0005166
64.1

15 0.005 30.2 1 ACCCAGGGGGTTCCCTCTCAGGGGACAGTTCGTATACTCAAGAATGTGGCCA
CTTGGAGA

co3_10
598609
_x1

ENST00
0005161
13.1

16 0.0006 32.2 1 ATGCATCTTAGAACATCCAGGAGACAGTCTTCTAAAATACCAGTGAGTGGCAA
GATATGA

co3_10
606757
_x1

ENST00
0004593
39.1

15 0.004 30.2 1 CTGTGTGTAGAAATGTTTGCTCCTCTATCCTTTGGGAACAGGAATACATTCAT
AACATGC

co3_10
618223
_x1

CM0006
79.2/797
13731-
7971382
6

14 0.008 28.2 1 ATCCTTCTGTGGCTGATATGTGTGATGAGGGGGTTTTCACACTCTTGCGTGG
GACGTGAAACGTCTTTAGAACAGTGGCACGTTACCTGTCTTACA

co3_10
630550
_x1

ENST00
0003645
40.1

15 0.004 30.2 1 AAATGTTATGATATGAGCAAAATGTTCAACTATTCCAAATGGGCTGAGTGAAA
ATAGGTT

co3_10
631794
_x1

CM0006
80.2/229
01626-
2290152
4

15 0.005 30.2 1 GTTCTTTTGTGTTTCATAAAGTAATGATTGTGTTTTCACATTATTGTGTGAGGT
GTGCCTCCCTCAGACCTTGATACCAGTCTGCACATTACCTGATGTGAAG

co3_10
657483
_x1

ENST00
0003623
26.1

15 0.002 30.2 1 AGATAACTTCAAAGAGGGCTTGCGGAGCTGCAAAACCAAGAGCTTTTAATGTA
TTACTGA

co3_10
658573
_x1

CM0006
65.2/101
201832-
1012019
35

15 0.007 30.2 1 ATTCTTTTGTGGTTTATAAGCATAATGGTTGGGTTTTTATATGCATGTGTGAAA
TGTACTTCCCTCAAACCTTGTTACAATGTCAGCACATTACCCACCTGACA

co3_10
660956
_x1

CM0006
65.2/197
339551-
1973394
57

16 0.0007 32.2 1 AGTCTTTTGTAGTTTGCAAGCATGATGATTCGGTTTTGAGAGGTGCCTCCCTC
AAACCTTGTAGACGTCGTCATCGGCACATTACCTGCCTGATG



co3_10
671950
_x1

ENST00
0006071
53.1

19 0.004 30.2 1 AGGTGATTTCAAAAAGGACTTGTGGGCTGTGAATCCAGGCACTCAACACTTTG
AAAGTCT

co3_10
697710
_x1

ENST00
0004590
14.1

31 3E-10 54 1 GTTGGTTGAAAATCACCCCCGGTTTTGGCCGTGGCCGCGGGTGAAATTCGGC
GCGCAAGA

co3_10
698029
_x1

CM0006
64.2/649
08686-
6490858
7

15 0.003 30.2 1 ATCCTTTTGCAGTTATGCATAATGACTGGGTTTTCACGCTTATGAATGAGATGT
GCCTCCCTCAAACATTGTTATATGTCAGCACATTATGCATCTGACA

co3_10
707122
_x1

ENST00
0003912
63.1

16 0.0005 32.2 1 GTCGCACTTAAACTTAAGACTCTTTTTCTTGCAGCAGTGGTTTAAACAGAGGA
ACAAACA

co3_10
726530
_x1

ENST00
0005170
79.1

19 1E-05 38.2 1 ATGCCTCTATTTGACACATGAAACAGTTACTGCCTGCTGCTATGGTTTCCACT
ACAGATG

co3_10
735735
_x1

ENST00
0005163
61.2

14 0.008 28.2 1 TGGACCAATGATGAGAGCATGTCACAAAACAAGGCTTATGATTAATCCAGTTC
TGTACAC

co3_10
742577
_x1

ENST00
0004110
34.1

15 0.002 30.2 1 AGTTCCTTGGAAGTTAAAGGTTAAGCTTAAGGACTGATTCAAAGGCAGGTGCA
AAAAATA

co3_10
757644
_x1

CM0006
79.2/674
07946-
6740784
3

14 0.009 28.2 1 ATCCTTTTGTGGTTCACAAGCACAGCGATTGGGTTTTCACACTCATGTCTGAG
ATGTGCCGCTCTCAAACCTTACTATGACATCAGCACATTGCCTATCTGATG

co3_10
766965
_x1

ENST00
0005160
29.1

20 0.0007 32.2 1 CTTCTGCTAAGGTTTACACTATAGATGCAGGAAAAAAAATGTCCTCACACTGT
CTGTCTG

co3_10
771144
_x1

ENST00
0003911
09.1

16 0.001 32.2 1 AGGCCAATGCTGAATTATTATCTTGACGAGAAATGATGACGTAAAAATTAAGC
TTAGTAG



co3_10
775197
_x1

ENST00
0003642
63.1

16 0.0007 32.2 1 CTATCAAAAGTTACTTTTTGTGGGGTGGAAGTTTTTAAAATAACCTTTACCTAC
GTGGGC

co3_10
805386
_x1

ENST00
0005163
03.1

15 0.002 30.2 1 GTGTTTAGAAGACCACATCTTCATCCTGAAAGCACAGATGTGTGGAAACCAAT
GACCGAG

co3_10
815734
_x1

CM0006
64.2/179
125637-
1791255
36

15 0.006 30.2 1 ATCCTTTTGTAGTTTATAAGCATGATGATGGGTGCTCACACTCATCTGAGATG
TGTCTCCCTCTAAGCCTTGTAACAACATCAGCACGTTACCCTTCTGATG

co3_10
818840
_x1

ENST00
0005163
49.1

16 0.0008 32.2 1 TTGTGGGTATAACATTCACTATATTAAGATCATGCATGTGCCCCCAAACCTAAT
TCTTTT

co3_10
851764
_x1

ENST00
0003912
27.1

15 0.007 30.2 1 CCTCGCTTTCTTTGCAGGGAGCAGGTATGTATGTTCCCTATTATGTCTGGAGG
CAGAGGG

co3_10
860635
_x1

ENST00
0005164
21.1

15 0.006 30.2 1 TTTCCAGAATTACGGGTTTGACAAACCAAACATTCATTATTTTCCTCTCTAGAG
AGAGTT

co3_10
861041
_x1

ENST00
0003912
65.1

14 0.009 28.2 1 CCTCCTTTTCTTGTCAGGGACTGAGTGTGTGGTCCTGCTCCTGTTATGTATGG
AGGCAAA

co3_10
872963
_x1

ENST00
0004102
13.1

14 0.009 28.2 1 TCAGCTTGAGTCACTCTTCCCAGGCTTTATCCAGGTGGCTTAGGTTAGCTAGG
GCTGTGT

co3_10
878069
_x1

ENST00
0005172
04.1

19 0.004 30.2 1 ATGCACCCATTTGACTAACTTGCAGCAGCTAATGTCTGCTGCCAAGGTTTCCT
CTCCAGA

co3_10
893412
_x1

ENST00
0005169
65.1

16 0.001 32.2 1 TTACCTTGAATACATACAGATACTTCCTGTTACTCTCTAGCTTAAGAACCTTTA
ATGTGG



co3_10
899850
_x1

ENST00
0004593
26.1

16 0.001 32.2 1 GCCCAGGGTATGTTCACGGGGCGATGCTGCCCTCCCAGCTGGCCCATGGGT
GACCCTGGG

co3_10
905384
_x1

ENST00
0005159
21.1

17 0.0003 34.2 1 CTATCTAGCAAAATTTGGTTTAGAGGGAAAGTTTATAGTAGACTTTGCCAGCT
GAAGTTG

co3_10
948961
_x1

ENST00
0003910
78.1

15 0.007 30.2 1 GGGGCAATATGGAGATGTTATATTGTCTTCGACAGGGAAGATGACATAAAAAT
TATGTTC

co3_10
957393
_x1

ENST00
0003645
23.1

14 0.009 28.2 1 CCCTATATTCGAAAGTTATCCTGGTCATTGACAGTGCAGGGAGAGAAACTGCT
GAAAGCA

co3_10
961095
_x1

ENST00
0003653
06.1

16 0.0005 32.2 1 GGGTCAATGAGAACCTTATATTGTCCTGAAGAGAGGTGATAACTTAAAAATCA
TGCTCAA

co3_11
015004
_x1

CM0006
67.2/133
850957-
1338508
57

14 0.009 28.2 1 ATCTTTTGTGTTTCCTAAGTGTGATGATTGAGTTTTCAAACTCACTTGAGGTGT
GCCTCCCTTAAACCTCATTATGACATCAGCATATTACCCATCTGACG




