Table S1 Primers used for qRT-PCR

Gene ID primer-F (5°-3”) primer-R (5°-3”)

Solyc04g081000 GACAGAGGATGGGAGAAAGCC CAGTTGGAAATCCAAGCACGG
Solyc04g015530 CCACCATTGCCACAGGTGAT ATCCTCCCGGCCAAGTCTTA
Solyc05g056620 TCATGGCATTGTGGTGAGCA TCAGGCCCTACTTGTGAGGT
Solyc02g087860 AGCAGAAGGTCGAGGCAATC GATGCCGATGCCTTGCTAGA
Solyc08g067230 GAACTCAGGCACCTAAAGGG TGTCTGCTCAAACACTTCCCC
Solyc02g071730 CTGCGCGCACAAATTGGAAA ATGCTGATGCTGAGCTCTCT
Solyc07g062710 TTCTACGCCGTCGGATCAAG TTCTCCGGGCTCATTCTTCG
Solyc02g083950 TGCAGGCAAAGTAGTAGCCG AGCAGCAATGAGCCTCTTCTT
SIEF-1o. CCACCAATCTTGTACACATCC  AGACCACCAAGTACTACTGCAC

Table S2 qRT-PCR reaction system

Reactant of the system

The required volume

cDNA 2 ul
primer-F (10 uM) 0.5 uL
primer-R (10 uM) 0.5 uL
2xChamQ SYBR qPCR Master Mix 10 uL
RNase-Free Water 7 uL
Total volume 20 uL
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Figure S1.Classification of transcription factor families to which genes belong


https://solgenomics.net/feature/17904970/details

DNA-binding transcription factor activity - [ ]
[ biological_process ) )
transcription regulator activity 4 .
g B cailular_component DA binding | °
B molscular._function 2
nucleic acid binding - @
metabolic process nucieus 4
franscription, DNA-templated | @
RNAbiosynthetic process | @
biological regulation nucleic acid-templated ranscription | @
nucleobase-containing compound biosynthetic proces...{ @
responze to stimulus positive regulation of biosynthetic process -
positive regulation of macromolecule biosynihetic ..
positive regulation of gene expression
heterocycle biosynthetic process -
aromatic compound biosynthetic process |
organelie posttive reguiation of cellular biosynihetic proce... |
sequence-specific DNA binding -
pinding bositive reguiation of transcription, DNA-template...
positive reguiation of nucleobase-containing compo... |
positive regulation of RNA metabolic process -
ranscription regulator activity organic eyclic compound biosynthetic process -
T T T T T ! b 0005 0010 0015 0020 0025
a 10 15 20 2 Rich Ratio
Number of Genes
M Environmental information Processing
Plant hormone signal transduction -
B Genetic Information Processing i ®
M Organismal Systems
Signal transduction
MAPK signaling pathway - piant- ®
Folding, sorting and degradation
Frotein processing in endoplasmic reticuium | °
Environmental adaptation
Circadian mythm - piant 4
c 0 5 10 5
Number of Genes d 0.004 0.005 0.006 0.007

Rich Ratio

Figure S2.GO analysis and KEGG Pathway analysis of bZIP family.(a)GO classification of bZIP family(b)GO enrichment bubble map of
the bZIP family(c)KEGG Pathway of bZIP family(d)KEGG Pathway enrichment bubble map of the bZIP family.

Note: Rich Radio: enrichment ratio, the larger the bubble, the greater the number of genes
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