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Figure S1 Confirmation of transcript levels of 10 randomly selected genes by qRT-PCR analysis.

The columns represent relative expression obtained by qRT-PCR, and solid lines represent relative
expression obtained by RNA-seq. All qRT-PCR reactions were performed using three biological
replicates. Gene-specific primers used for qRT-PCR are listed in Table S 18.
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Figure S2 Gene ontology (GO) classification of DEGs in WT and M3 plants under low
temperature stress conditions. The enriched biological process, cellular component and molecular
function GO terms of DEGs between CK vs 2 h (A), 0 hvs 12 h (B) and 2 h vs 12 h (C) in WT
plants, and DEGs between CK vs 2 h (D), 0 h vs 12 h (E) and 2 h vs 12 h (F) in WT plants.



Top 20 of KEGG Enrichment

Top 20 of KEGG Enrichment

A Biosynthesis of secondary metabolites | INEEEEEEEG_—_———EE— 2 (. 1) MAPK signaling pathway - plant{ I 33 2e09)
Phenylpropanoid biosynthesis{ NI 101 4c22) Plant-pathogen interaction| N - (2¢.00
Flavonoid biosynthesis { I s1sze11) Phenylpropanoid biosynthesis{ I 25 000056,
Metabolic pathways | - NS o ;011 Biosynthesis of secondary metabolites |  INSEEEEEEG_—GG 0: ©0035)
Stilbenoid, diarylheptanoid and gingerol biosynthesis{ B (109 Cysteine and methionine metabolism{ Bl 16 @o0es)
Plant hormone signal transduction | NI 7e s2¢06) Plant hormone signal transduction{ I 21 000s6)
Diterpenoid biosynthesis { Wl 1700 Pentose and glucuronate interconversions{ W21
Indole alkaloid biosynthesis{ M 2:(seon Carotenoid biosynthesis{ Bs©1s
N Monoterpenoid biosynthesis{ W (59 & ooz . Metabolic pathways | IEEG—— - -
E MAPK signaling pathway - plant{ Bl s3(5e09 0.015 ;;“ Amino sugar and nucleotide sugar metabolism { 1l 14029 03
g Glutathione metabolism{ Il <1 @osin) 0010 3 Taurine and hypotaurine metabolism{ 12035 02
Brassinosteroid biosynthesis| 1l 10020 0.005 Zeatin biosynthesis | 1303 o4
Tropane, piperidine and pyridine alkaloid biosynthesis { W zs ©o3s) Fructose and mannose metabolism{ M3
Pentose and glucuronate interconversions { I 2 0009 Glutathione metabolism{ M 11035
Nitrogen metabolism{ 1170006 Tyrosine metabolism{ M3
Amino sugar and nucleotide sugar metabolism{ Il «©o0%) Other types of O-glycan biosynthesis{ 120039
Phenylalanine, tyrosine and tryptophan biosynthesis{ B wws) Pentose phosphate pathway{ Bswss
Plant-pathogen interaction{ [l ™o©007) Nitrogen metabolism{ 15039
== Cther lipid metabolism | &
Steroid biosynthesis{ 15002 Nicotinate and nicotinamide metabolism{ 1435
[ 20 40 60 [J 20 40
Gene Percent(%) Gene Percent(%)
B Top 20 of KEGG Enrichment Top 20 of KEGG Enrichment
Phenylpropanoid biosynthesis{ Il 154 (321 Plant-pathogen interaction{ I 163 2313
Biosynthesis of secondary metabolites { EEGEG—T—G—EG o ) MAPK signaling pathway - plant{ I 112519
MAPK signaling pathway - plant{ Il 127 @.e18) Biosynthesis of secondary metabolites { I s co5)
Metabolic pathways { G :ccs (. 12) Phenylpropanoid biosynthesis{ Ml 305
Plant-pathogen interaction { I 1601211 Nicotinate and nicotinamide metabolism{ 27 (¢1¢05
Plant hormone signal transduction{ I 12 e Stiibenoid, diarylheptanoid and gingerol biosynthesis { Il 0z
Stilbenoid, diarylheptanoid and gingerol biosynthesis { Il : @1e0n Indole alkaloid biosynthesis | B2¢ 000
Glutathione metabolism { Il s 0ocos2) Zeatin biosynthesis{ | 5o
o Galactose metabolism{ [ 41 cooss) aveluo . Plant hormone signal ransduction{ I 005 =
g id and i is{ 1l 32 (0000m6) 0075 g Flavonoid biosynthesis{ [l 002 0075
[{fﬂ Indole alkaloid biosynthesis{ 200t g:z‘; ﬁa Cysteine and methionine metabolism | Il 5800 0050
Pentose and glucuronate interconversions| Il o0 Carotenoid biosynthesis | s s
Flavonoid biosynthesis{ I 22000ts) Brassinosteroid biosynthesis{ 1 20am
Tropane, piperidine and pyridine alkaloid biosynthesis { [ 37 0o Glutathione metabolism{ [l se 00z
Amino sugar and nucleotide sugar metabolism{ [l 7o ©o0s1) Glycosphingolipid biosynthesis - lacto and neolacto series{ |30z
Cysteine and methionine metabolism{ B2 o) Metabolic pathways{| INEEEEEEEG—S :- ©c2)
Ditorpenoid biosynthesis{ |13@en Pentose and glucuronate interconversions{ W3
Glyoxylate and dicarboxylate metabolism{ M «7core Terpenoid backbone biosynthesis{ Bz200:
Monoterpenoid biosynthesis| 11009 Amino sugar and nucleotide sugar metabolism { 1l & 0o
Isoflavonoid biosynthesis{ |6(0%) Riboflavin metabolism{ |10
0 20 40 0 20 4 60
Gene Percent(%) Gene Percent(%)
C Top 20 of KEGG Enrichment Top 20 of KEGG Enrichment
Plant-pathogen interaction{ I 160 (39¢19) Plant-pathogen interaction{ I 130 2e-12)
Biosynthesis of secondary metabolites | INEEEEG_IT—GET—GN 57 (25 MAPK signaling pathway - plant{ B % ©7e1)
MAPK signaling pathway - plant{ HEl o .ec10) Biosynthesis of secondary metabolites | I s . c0)
Phenylpropanoid biosynthesis{ N o7 7300 Phenylpropanoid biosynthesis| M e(scs)
Plant hormone signal transduction{ Il s (4.4e-06) Plant hormone signal transduction{ Il s6 3106
Metabolic pathways | IS 7 © 5 Stilbenoid, diarylheptanoid and gingerol biosynthesis{ Wl 2oz
Flavonoid biosynthesis{ W 28 ¢.1¢95) Metabolic pathways | IEEEEEEEE—S 7o ©0223)
Riboflavin metabolism | 1 12 @001 Nicotinate and nicotinamide metabolism{ I 2100009
" e qualue " qualue
5 and W 250002 5, Galactose metabolism{ I 32000033 003
;; Stilbenoid, diarylheptanoid and gingerol biosynthesis{ I 20 0zoz6) 002 E Pentose and glucuronate interconversions | Bl %) .
3 Galactose metabolism{ W 220002 001 3 Amino sugar and nucleotide sugar metabolism{ Ml &1 0o 001
Phenylalanine, tyrosine and tryptophan biosynthesis{| [l 2 cois) Zeatin biosynthesis { 1120009
Circadian rhythm - plant{ 24 ©0:s) Isoquinoline alkaloid biosynthesis{ I 19(00:)
Cysteine and methionine metabolism{ I 7 ©0is) Carotenoid biosynthesis{ B200019
Diterpenoid biosynthesis{ 112002 Indole alkaloid biosynthesis{ 117002
Glutathione metabolism{ Ml 4 0oz2) Brassinosteroid biosynthesis{| 1160022
Carotenoid biosynthesis{ [ 200023 Sesquiterpenoid and triterpenoid biosynthesis{ 1l zz00z2)
Nicotinate and nicotinamide metabolism{ 1170027 Starch and sucrose metabolism{ Wl 7 00z2)
Isoflavonoid biosynthesis{ |60z Isoflavonoid biosynthesis{ |02z
Glycerolipid metabolism{ M +czs) Circadian rhythm - plant{ 22009
[ [

20 40
Gene Percent(%)

20 40
Gene Percent(%)

Figure S3 KEGG enrichment of DEGs in WT and M3 plants under low temperature stress
conditions. The Top 20 enrichment KEGG pathway of DEGs between CK vs 2 h (A), CK vs 12 h
(B) and 2 h vs 12 h (C) in WT plants, and DEGs between CK vs 2 h (D), CK vs 12 h (E) and 2 h

vs 12 h (F) in WT plants.



