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Table S1. Genome mapping statistics

Sample Total Unmapped Unique Mapped Multiple Mapped Mapping
Reads Reads Reads reads Ratio
Blank1 6840522 82807(1.21%) 6475870(94.67%) 281845(4.12%) 98.79%
Blank?2 6579550 90733(1.38%)  6235356(94.77%) 253461(3.85%) 98.62%
Phlorizinl 6467260 100719(1.56%) 6165198(95.33%) 201343(3.11%) 98.44%
Phlorizin2 7202516 89286(1.24%) 6876416(95.47%) 236814(3.29%) 98.76%
Naringeninl 7173432 95787(1.34%) 6851267(95.51%) 226378(3.16%) 98.66%
Naringenin2 6451988 107465(1.67%) 6136792(95.11%) 207731(3.22%) 98.33%
Phloretinl 6125130 95122(1.55%) 5855034(95.59%) 174974(2.86%) 98.45%
Phloretin2 6026522 108180(1.80%) 5753859(95.48%) 164483(2.73%) 98.20%
Table S2. Statistics on the number of genes detected in the samples

Sample Name

Known Gene Num

Group Name

Known Gene Num

Blank1 1829 (95.76%) o
Blank?2 1837 (96.18%) Blank 1851 (96.91%)
Phlorizinl 1830 (95.81%) . : o
Phlorizin2 1841 (96.39%) Naringenin 1852 (96.96%)
Naringeninl 1839 (96.28%) . o
Naringenin2 1823 (95.45%) Phloretin 1842 (96.44%)
Phloretinl 1824 (95.50%) . o
Phloretin2 1827 (95.65%) Phlorizin 1855 (97.12%)
Reference Genes All Known Gene Num
1910 1875 (98.17%)
Table S3. Gene coverage statistics
Covera Blankl Blank2 Naringen Naringen Phloreti Phloreti Phlorizi Phlorizi
range (%) (%) inl (%) in2(%) nl (%) n2(%) nl (%) n2(%)
00 0 2 | 5 3 8 1 1
y (0.1085 (0.2722% (0.1635 (0.4348 (0.05444 (0.05408
1) o 0
20%  (0.0%) %) (0.054%) ) %) %) %) %)
20 10 13 10 8 12 8 9 6
40% (0.5438  (0.705 (0.54%) (0.4355% (0.654% (0.4348 (0.4899  (0.3245
%) %) ' ) ) o) o) o)
40 30 18 29 71 33 32 21 20
§ (1.631 (0.9761 (1.798% (1.739% (1.143% (1.082%
) 0 o
60% %) %) (1.566%) (1.143%) ) ) ) )
60 51 40 51 45 32 45 41 45
y (2.773  (2.169 (1.744% (2.446% (2.232% (2.434%
1) h) 0
80% %) %) (2.754%)  (2.45%) ) ) ) )
20- 1748 1771 1761 1758 1755 1747 1765 1777
100% (95.05  (96.04 (95.00%)  (95.7%) (95.64% (94.95% (96.08% (96.11%
%) ) ' ' ) ) ) )




Table S4. The results of RNA-seq and qPCR of the treatment group.

Blank vs Phlorizin Blank vs Naringenin Blank vs Phloretin
Gene\Group RNA-seq QPCR RNA-seq QPCR RNA-seq QPCR

AhpC 0.51 0.38 0.38 0.33 0.33 0.33
FabF 0.97 1.16 1.22 1.39 2.20 3.12
HagA 0.60 0.78 0.60 0.78 0.40 0.80

PG RS01230 2.60 2.75 2.04 1.74 1.41 1.52
PG_RS06630 0.73 0.82 0.47 0.55 0.28 0.31
RibH 0.62 0.56 0.60 0.55 0.38 0.41
RplX 0.56 0.60 0.47 0.55 0.54 0.80
Tpx 3.86 3.81 3.15 3.62 3.34 3.89
trxA 3.79 2.84 4.69 3.68 5.48 6.62

The RNA-seq results calculated as FPKM and qPCR results calculated as log,FC.
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Fig. S1 Statistics on comparison between sequencing results and reference genome and comparison
between groups, including statistics on the number of known genes (A), gene coverage distribution
(B), sample expression abundance distribution (C) and comparison of expression levels between

groups (D).



Significant Differential Gene Heatmap
) Group

] Po_nsosiss
| P

SRR

e
2550

e sxxa%g
A

gp
EEE b

e
8 =
L

3,
28
Rl

£z

BESEEs
H

i

2
=]

Sai

R

H
i

L

£H

HE

IMuelg

ajuelg

LuIZUO|Y d

euizuojyd

é&B
bt

i

3,
5

-

i
LEE A

33 33,
ézﬂ ZE £33 oe!
asgisigﬂssaiﬂsanssa

-

S5
tE

SGEEIRE:
L

RRESRE:
HIEH

e
G

3
Fi

GESRS!
e

£

s

3,
i

e

JuiuaBuuen

cuiuabuuen

LunaIoYd

zuna.ojyd

Group
Blank
Naringenin
Phloretin
Phlorizin



Fig. S2 Cluster diagram of differential expression patterns between groups.



