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Supplementary table 1 Primers sequences used for RT-qPCR analysis
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CmWRKYS53

CmWRKY6

CmERFS

CmERF2

CmNFXLI

CmSNF4

CmCP1

CmLOX15

CmLOX3

CmSTEP1

CmAPX3

TTTTGGTATCTGGTCCTGGAG
CCAACCAGCCTGAACCATCTT
TGGTGGAAGGTCCTCTTAGTGA
CACCAGCGGCAGTAGCAAT
CGGCGTTAAGTCAGACAATGG
GTGATGCCGTTAGTGTTGGATG
ATGTGAGTGCCTTGGTGTTGA
ACCGACACTTCAGTCAATCTTG
AGGATGTGTTCAAGGCTATGGA
GCGAAGAAGGACATGGTGACA
ACCACGGATAACGAGGCATTG
CTTGGTCGCACAGCAATGATT

TCTCCGAAGGAAGGCAGACT

TTTTGGTATCTGGTCCTGGAG
CGCAAGGACGATAACCACCAA
AGTTCGGTCTCGGTCTTGGT
CAGCAGTGATGGCAGCAGTA
TGATAATGGCGGCACCTCAA
CTTAGACGACGAAGCCGATGA
TCGCTGATGATGATGCTGGTT
AACCTCTTCCACAACCAATGC
TCATAATCACCACCACCACCAA
AGACGGCGGCTTATAGTAGGA
TGAGCAGGTCCAGTCCTATTCT
CAGAGGCAGACTGGAAGATGAA

GAATCACCACAGCAGCAGTAAC




Gene function classification (GO)

Cellular component

Gene function classification (GO)
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A: CKvsP; B: CKvsM; C: CKvsP+M; D: PvsP+M. BEHCADIGED K, ARBIERRARK DA HREH ML
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A: GO functional analysis of differentially expressed genes between CK vs P treatment groups; B: GO functional analysis of differentially
expressed genes between CK vs M treatment groups; C: GO functional analysis of differentially expressed genes between CK vs P+M
treatment groups; D: GO functional analysis of differentially expressed genes between P vs P+M treatment groups. The horizontal axis
represents functional categories, with different colors indicating distinct classifications. The column charts show lighter values
(differentially expressed genes) and darker values (all genes) on the vertical axis. The right vertical axis displays the number of genes within
each category, while the left vertical axis shows the proportion of genes annotated to the respective function (differentially expressed

genes/all genes)
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supplementary Fig. 1 GO functional analysis of differentially expressed genes

A KEGG enrichment B KEGG enrichment
Vasopressin-regulated water reabsorption Prodigiosin biosynthesis | .
Valine, leucine and isoleucine degradation - @ nd N |
Valine, leucine and isoleucine biosynthesis | v a
Stilbenoia, diarylheptancid god giagerol P s Phenylpropanoid biosynthesis |
Starch and sucrose metabolism | 4l o Necroplosis| @
id and trif i is ° 1 Siomi
Signi num
3 Motor proteins
Pyruvate metabolism - e 2 " & LT
Plant hormone signal transduction ®: Lysine degradation { ® 2
Photosynthesis ® ¢ Lysine biosynthesis ®
Phenylpropencid biosynthesi | ® & Glutathione metabolisns | ®
Peroxisome | @
Pantothenste and CoA biosynthesis | @ Gap junction
'NOD-1like receptor signaling pathway Fatty acid biosynthesis | Qvalue
Necroptosis. . ) oo
inceal absorption | Qvﬂuw Citrate cycle (TCA eycle) ) s
Lysine degradation | m' Carbon fixation pathways in prokaryotes .
Isoquinoline alkaloid biosynthesis 0.75 P fom L " ] - Rad
arbon fixation in photosynthetic organisms ®
Glyoxylate and dicarboxylate metabolism | o os0 Biot (abel 025
Glucosinolate biosynthesis { o metabolism 00
Galactose metabolism | . ATP-dependent chromatin remodeling {
Flavonoid biosynthesis ® 0.00 Arginine biosynthesis {
Diterpenoid biosynthesis | . .
Cireadian — placs Aminoacyl-{RNA biosynthesis
ATP-dependent chromatin remodeling - Alanine, aspartate and glutamate metabolism {
0025 0050 0075 0.100 04 05 08
Ratio factor Ratio factor
KEGG enrichment D KEGG enrichment
Valine, leucine and isoleucine degradation | Thyroid hormone synthesis - .
Thyroid hormone sy st ° Thiamine metabolism - )
Terpenoid fniamise metaballam | Terpenoid backbone biosynthesis
Stilbenoid, diarylheptanoid and gingerol | @ Stilbenoid, diarylheptanoid Pyl el Py
biesynthesis | Pyruvate metabolism | @
Ribosome | @ Proteasome | ® Signi num
Prapansate metahalisn | - Signi num Propanaate metabolism | °
PPAR signaling pathway | ° ® 20
_ Porphyrin metabolism ® 30 PPAR signaling pathway |
Phenylalanine, tyrosine and (ryptophan { i ® 1w
Maaynthesis | ® o Porphyrin metabolism - ) ®
Peroxisome | ® % Photasynthesis — antenna proteins | o ®
Pentose phosphate pathway | Photosynthesis - [ ]
Ovarian steroidogenesis | Qvalue Phenylpropanoid biosynthesis - @)
NOD-like receptor signaling pathway { 1.00 Peroxisome @ Qvalue
Linoleic acid metabolism | ® Neutrophil extracellular trap formation { 1%
Glyoxylate and di 3 i [ ] 0.75 Linoleic acid metabolism 0.75
Glycolysis / Gluconeogenesis 1 @ = 0.50 tvoxl ™Y
& i s | N 0.0
Glutathione metabolism @ ks Glycolysis / Gluconeogenesis | o
Flavonoid biosynthesis { i Clytine, serime and threouime msetabolin.} 025
FRiy asid depaiaten |1—@ om ) Glutathione metabolism- @ -
Drug metabolism — other enzymes | . e m " 0.00
Drug metabolism — cytochrome P450 | Flavonoid biosynthesis { ®
Citrate cycle (TCA cycle) | ° Fattyacid degradation |
Carbon fixation in photosynthetic organisms { ® Citrate cycle (TCA cycle){ L]
Biosynthesis of unsaturated fatty acids | Carbon fivation in photosynthetic organisms - L ]
alpha—Linolenic acid metabolism { ° alpha—Linolenic acid metabolism | )
04 06 0s 0 0s 06 07 s 09
Ratio factor Ratio factor
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Supplementary Fig. 2 KEGG functional analysis of differentially expressed genes



