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Fig. S1 Principal component analysis （PCA） （A）and correlation heatmap （B） of different Rosa persica transcriptome samples
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[bookmark: OLE_LINK10]Fig. S2 Validation of qRT-PCR
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Fig. S3 GO and KEGG significant enrichment of key modules
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Fig. S4 Screening of Arabidopsis lines with overexpression
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GO Results

blue

G0:0009414{response to water deprivation)
G0:0001101(response to acid chemical)
G0:0003415(response to water)
G0:0009725(response to hormone)
G0:0003700(DNA-binding transcription factor activity)
G0:0140110(transcription regulator activity)
G0:0009719(response to endogenous stimulus)
GO:0004672(protein kinase activity)
G0:0006468(protein phosphorylation)

G0:1901700(response to oxygen-containing compound)

darkred

G0:0016602(CCAAT-binding factor complex)
G0:0050664(oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor)
G0:0004714(transmembrane receptor protein tyrosine kinase activity)
G0:0004601(peroxidase activity)

G0:0016684(oxidoreductase activity, acting on peroxide as acceptor)
G0:0005509(calcium ion binding)

G0:0032267(tRNA(lle)-lysidine synthase activity)
G0:0016651(oxidoreductase activity, acting on NAD(P)H)

G0:0004713(protein tyrosine kinase activity)

G0:0030284(estrogen receptor activity)

greenyellow

G0:0004519(endonuclease activity)
G0:0004518(nuclease activity)

GO:0003723(RNA binding)

G0:0003676(nucleic acid binding)

60:0005221 intracellular cyclic nucleotide activated cation channel activity)
GO:0019144(ADP-sugar diphosphatase activity)

G0:0043855(cyclic nucleotide-gated ion channel activity)
G0:0080041(ADP-ribose pyrophosphohydrolase activity)

G0:0009451(RNA modification)

G0:0090305(nucleic acid phosphodiester bond hydrolysis)

orange

G0:0016829(lyase activity)
G0:0016835(carbon-oxygen lyase activity)
G0:0016491(oxidoreductase activity)
G0:0010333(terpene synthase activity)
G0:0048544(recognition of pollen)
G0:0009875(pollen-pistil interaction)
60:0008037cell recognition)
G0:0009856(pollination)
G0:0044706(multi-multicellular organism process)

G0:0016830(carbon-carbon lyase activity)

025 03 035

Gene Ratio

04

0 02 04 06 08
Gene Ratio

1

0 02
Gene Ratio

04

0.02 0.04 0.06 0.08 0.1
Gene Ratio

Gene number

85

157
229
301
373

.
L]
L]
[ ]
-Iogo(Qualue)

I3.5
3

w25

Gene number

B

. 225

e 35

® 475

[ )

-log,(Qualue)
16

Gene number

.2
. 155
® 29
® 425
@ 56

-log,,(Qualue)

I2.5
2

us

Gene number

4
13.25
225
31.75
41

-log q(Qualue)

la
25
2
15

[ &

KEGG

Results

ko004075(Plant hormone signal transduction)
Kko00052(Galactose metabolism)
ko01110(Biosynthesis of secondary metabolites)
ko01100(Metabolic pathways)
k000340(Phenylpropanoid biosynthesis)
Ko00600(Sphingolipid metabolism)
ko04016(MAPK signaling pathway - plant)
Kko04136(Autophagy - other)

ko00073(Cutin, suberine and wax biosynthesis)

ko00071(Fatty acid degradation)

Kko04626(Plant-pathogen interaction)
ko04141(Protein processing in endoplasmic reticulum)
ko000254(Aflatoxin biosynthesis)

ko00565(Ether

id metabolism)
ko04016(MAPK signaling pathway - plant)
k000430(Taurine and hypotaurine metabolism)
ko00580(Arachidonic acid metabolism)
k000564(Glycerophospholipid metabolism)
k000591 (Linoleic acid metabolism)

k000480(Glutathione metabolism)

o
L J
02 03 04 05
Gene Ratio
[ ]
®
.

0 02 04 06 08
Gene Ratio

1

K000730(Thiamine metabolism)
K000310(Lysine degradation)

Ko04122(Sulfur relay system)

k000071 (Fatty acid degradation)

ko003020(RNA polymerase)

Ko01212(Fatty acid metabolism)

Ko00780(Biotin metabolism)

k000590(Arachidonic acid metabolism)
K000563(Glycosylphosphatidylinositol (GPI)-anchor biosynthesis)

Kk000650(Butanoate metabolism)

ko00900(Terpenoid backbone biosynthesis)
ko01110(Biosynthesis of secondary metabolites)
ko01100(Metabolic pathways)

k000460(Cyanoamino acid metabolism)

k000290(Valine, leucine and isoleucine biosynthesis)
k000943(Isoflavonoid biosynthesis)

k000591 (Linoleic acid metabolism)

k000999(Biosynthesis of various plant secondary metabolites)
ko00270(Cysteine and methionine metabolism)

ko01230(Biosynthesis of amino acids)

0.02 004 006 008
Gene Ratio

0.1

Gene number

0 o
LEY

4
574

-I0g o(Qualue)
'2 2
2

175

Gene number
1
. 25
e 4
® 55
o7

-logo(Qualue)

Bis
1

iO.S

Gene number

1
o 125
e 15
® 175
T

-log,(Qualue)

Gene number

1
10.25
19.5
28.75
38

.
L]
[ ]
®
-Iog,(Qualue)
Birs

15

1.25

1
wors

[ 01 02
Gene Ratio

03




