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Common signalling pathways of jasmonic acid and cold revealed
by weighted gene coexpression network analysis
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* Weighted gene co-expression network
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Accession Sample Number Reference
Jasmonic acid Data
GSE10732 18 (Mueller et al. 2008)
GSE18667 12 (Lozano-Duran et al. 2012)
GSE21762 12 .
GSE35700 12 (Cerrudo et al. 2012)
GSE4733 27 (Mandaokar et al. 2006)
GSE45662 10 (Po Hu et al. 2013)
Cold Data
GSE55907 6 -
GSE63184 12 (Chan et al. 2016)
GSE3326 16 (Lee et al. 2005)
GSE19254 8 -
GSE64575 9 -

! Gene Expression Omnibus
2 Robust Multi-array Average
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FDR <0.05 LIA Jlsos a5l edel owsay slads3le 51 GSEA T I e N PRE

Description of gene set (No of probsetIDs in category p-value | Description of gene set (No of probsetlDs in  Category p-value
each module) each module)
Module: black (333 probsetIDs) Module: pink (331 probsetIDs)
Flavonoid biosynthesis (4) KEGG 1.4e-4 target genes of TF: HY5 (10) TFT 1.43e-3
target genes of TF: HY5 (12) TFT 2.31e-05 target genes of TF: SEPALLATAS3 (3) TFT 1.15e-3
target genes of TF: PIF3 (3) TFT 1.29e-4 Module: purple (140 probsetIDs)
Module: blue (1880 probsetIDs) alpha-Linolenic acid metabolism(5) KEGG 6.06e-07
target genes of TF: HY5 (52) TFT 2.44e-10 target genes of TF: AP2 (5) TFT 1.65e-3
target genes of TF: AtbHLH15 (84) TFT 2.87e-05 Metabolic pathways(19) KEGG 1.55e-05
Receptor kinase-like protein family(53) Gfam 1.45e-08 Module: red (633 probsetIDs)
Biosynthesis of plant hormones (50) KEGG 1.51e-07 Metabolic pathways (51) KEGG 4.62e-05
Biosynthesis of phenylpropanoids (49) KEGG 1.01e-09 target genes of TF: AtbHLH15 (36) TFT 3.68e-05
Plant-pathogen interaction(29) KEGG 9.01e-07 Biosynthesis of phenylpropanoids (18) KEGG 9.31e-4
Module: brown (1837 probsetIDs) target genes of TF: AthZIP60 (4) TFT 4.48e-05
target genes of TF: AP2 (27) TFT 4.55e-05 Module: tan (288 probsetIDs)
Metabolic pathways(158) KEGG 2.53e-14 Cytochrome P450 ,CYP704A (2) Gfam 6.95e-05
Photosynthesis(31) KEGG 6.44e-14 Module: turquoise (2660 probsetIDs
Carbon fixation in photosynthetic KEGG 1.16e-05 Ribosome (138) KEGG 6.8e-52
organisms(18)
Biosynthesis of terpenoids and steroids (29) KEGG 1.02e-4 Metabolic pathways (186) KEGG 1.48e-08
Porphyrin and chlorophyll metabolism (9) KEGG 1.92e-4 Methane metabolism (28) KEGG 1.85e-07
Aquaporin Families ,Delta tonoplast integral Gfam 3.13e-06 Phenylalanine metabolism (25) KEGG 3.09e-06
protein family (13)
MIP family (13) Gfam 8.44e-06 Class Il peroxidase (25) Gfam 7.87e-07
Module: cyan (34 probsetIDs) Module: lightcyan (150 probsetIDs)
Acyl Lipid Metabolism Family ,Cyclopropane Gfam 1.51e-05 target genes of TF: SEPALLATAS3 (6) TFT 1.14e-4
Fatty Acid Synthase(2)
Plant-pathogen interaction (18) KEGG 3.81e-06 target genes of TF: AP2 (21) TFT 1.33e-05
Module: greenyellow (95 probsetIDs) target genes of TF: AG (8) TFT 4.25e-4
Glyoxylate and dicarboxylate metabolism (3) KEGG 1.98e-4 Starch and sucrose metabolism (12) KEGG 5.22¢e-4
Module: grey (244 probsetIDs) Biosynthesis of plant hormones(26) KEGG 6.23e-4
target genes of TF: LEC2 (6) TFT 1.06e-08 Metabolic pathways (82) KEGG 2.14e-05
AP2-EREBP TF Family (10) Gfam 2.81e-07 Plant-pathogen interaction (18) KEGG 4.02e-05
tify family (5) Gfam 8.43e-07
target genes of TF: AtbHLH15 (19) TFT 1.12e-05 Putative target of miR157 (2) MIR 1.92e-4
Circadian rhythm — plant (4) KEGG 1.25e-4 PP2C-type phosphatases (3) Gfam 3.86e-05
target genes of TF: AGL15 (3) TFT 9.58e-4 Inositol phosphate metabolism (3) KEGG 1.54e-3
Glycosyltransferase Gene Families (6) Gfam 3.58e-4 Phosphatidylinositol signaling system (3) KEGG 1.23e-3

TF: transcription factor; TFT: Transcription Factor Targets; Gfam: Gene Family; MIR; MicroRNA targets;
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KEGG: Kyoto Encyclopedia of Genes and Genomes
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