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Figure S1. The PCR products of ssnF and rcoA flanking fragments. (A) Lane M: DL5000 Marker, Lane 1:
5’flanking region of ssnF, Lane 2: 3’ flanking region of ssnF; (B) Lane M: 2000 Marker; Lane 1: 5'flanking
region of rcoA, Lane 2: 3’ flanking region of rcoA; (C) Lane M: 2000 Marker, Lane 1-2: pyrG gene; (D) Lane M:
5000 Marker, Lane 1: deletion cassette of ssnF, Lane 2: deletion cassette of rcoA.
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Figure S2. PCR verification of deletion and complementation strains. (A) Diagrammatic representation of
the homologous recombination for the null-deletion and complementary strains constructions; (B) PCR
verification for ssnF and rcoA deletion mutants; (C) PCR verification for the complementary strains.
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Figure S3. AFB: biosynthesis of different strains. Bars represent SD from three independent experiments
with three replicates. * shows a significant difference at p < 0.05.
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Figure S4. The acquirements of CDS fragments and the Y2H strains. (A) CDS sequence of SsnF; (B) CDS
sequence of RcoA; (C) CDS sequence of CreA; (D) the Y2H strains for the interaction analyses of SsnF, RcoA
and CreA. Yeast cells were co-transformed with the bait plasmid and the prey plasmids, containing the CDS
regions of ssnF, rcoA and creA genes, respectively, and were cultivated on the nutritional deficiency plates.
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Figure S5. The productions of conidia and AFB: in different strains under osmotic stress. (A) conidia
production of different strains with different concentrations of NaCl; (B) conidia production of different
strains with different concentrations of D-sorbitol; (C) AFBz biosynthesis of different strains with different
concentrations of NaCl; (D) AFBz biosynthesis of different strains with different concentrations of D-sorbitol.
Bars represent SD from three independent experiments with three replicates. ND means no detected.
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Name Sequence (5" -3") Usage
ssnF-5F gtcagacactgccctgtttc Upstream homologous fragment of
ssnF-5R tttgaagccacacctgctcggagagttattctgtgtetga ssnF gene
ssnF-3F gcctectctcagacagaaggaagatggacgtggatgag Downstream homologous fragment
ssnF-3R tctgaatcggecgcaaagtc of ssnF gene
F-cs-F t t tccatgct.
ssnF-cs gcactaaggtccatgctac Fusion segments
ssnF-cs-R ttcggcttttectectgacc
RcoA-5F ggaccggatcgaaagaatct Upstream homologous fragment of
RcoA-5R tcagacacagaataactctctgttcaaactcgccagtgcet rcoA gene
RcoA-3F gcctectetcagacagaattgcetectgagaaggtttgac Downstream homologous fragment of
RcoA-3R aagctgactggtgtatgcac rcoA gene
RcoA-cs-F t tgt
coA-cs aacagatccacggagactg Fusion segments
RcoA-cs-R cagggctggtcaaagatgea
-F
pyrG gagagttattctgtgtctga pyrG gene
pyrG-R attctgtctgagaggaggc
Checkup-R gtcacatcagcagagacggtaac Verification
Checkdown-F gcttggacagcaataccagact
SsnF-TG-F ctgtattctgeggactaagg Verification
SsnF-TG-R tcaaatccattagcecgectg
RcoA-TG-F
coA-TG attctgtctgagaggagec Verification
RcoA-TG-R gggaacattaagctcecaga
NeoR-F ctaaacaattcatccagtaaaa .
Resistance gene
NeoR-R atggctaaaatgagaatatcacc
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Table S2. qPCR primers used in this study.

Name

Sequence (5’-3")

Usage

aflA
aflB
aflC
aflD
aflG
aflKk
aflo
aflP
aflQ
aflR
aflS
atfA
atfB
AP-1
srrA
mtfA
msnA
veA
creA
creB
creC
creD
snfl
snf4
hulA
schA
regl
gal83
rcoA
ssnF
alcR
alcA
amyR
amyA
xInR
xInA
eglA
eglC
prmB
prnC
prmD
cbhA

F: caacgccaacgctattcgag ; R: tggatgacacgttgtcccag
F: atccactcgacatcatcgec ; R: ttgatgtcacgtcggctgaa
F: ctgaatcaccgaccaccgaa ; R: ccccatttggtagecccttt
F: gcatcggacgaggtctcatt ; R: ctgggcatcagtttccgagt
F: tggcgtatgtggtgcagaaa ; R: ccctcagcaaacatcgaacc
F: cgggtccttttcgacgatca ; R: ccattagcagctggggtgaa
F: tgggcaaacggcaaattcag ; R: tagagttatcggcgtgtcge
F: tagagttatcggcgtgtege ; R: tgatgtgggactaggtcegt
F: tcgggattcgacggttettg ; R: ctcatcttttccatgeggeg
F: tgcagtcaatggaacacgga ; R: agcgaaaagcagcaatagceg
F: aagtattagccctcgecage ; R: catccagagggatacacgcec
F: aaactgaagactcccaggceg ; R: gtaatccggggtatcecgeag
F: agcctgacctgatggctttc; R: tggggttgcaaaaggtctgt
F: gaagcgcagagaaagcgatg ; R: aggccttctgcaactcatec
F: ccttaagcccttecccaggtg ; R: ggtggcteccctaacgaate
F: tactcgcaaacccccatgac ; R: aggattcaaccggcgaagag
F: cttgcacaccccaatcaacg ; R: gaagttgctgaccgagtcca
F: atgagacgtcggggagagaa ; R: ccgtgctggtactggttgat
F: caccggcttcttcagtggat ; R: agacgaggccatggtagagt
F: cacttgcagaggtgcgaaac ; R: gcgaagagtatttgccageg
F: tcactcaccacctgcectcta ; R: cgecttctcteccgatcaaa
F: gcgacacttctecegtgtat ; R: tcaactcggatgctggttee
F: ccctgaacccagtgceaatcea ; R: tgtecggatcttgggagaga
F: agctaagcggaaggacatcg ; R: ctctccgagaatgectageg
F: cctattgtctctgeggatgcet ; R: tgggttgacgaggattgtctg
F: cggactgtttgagccgatct ; R: gattgaacctccccatggea
F: tgegcttectacacgacttt ; R: tcaaccggcttteccttcte
F: ggttccagggceggagattta ; R: gttactggacccgcaagact
F: gagagagcccccggtaatte ; R: atctgaagcetgectegtgtc
F: gtcttgcaacagcttgggte ; R: cttggaaacctacctgeget
F: tatcagttctgagctcccge ; R: ccccgggeaagtgtagtgt
F: atacgggattttggccctee ; R: atctgacgggttgatgcagg
F: ctacgctttcattgeegcete ; R: cataggatgtecgtcgaggc
F: tcgtgtcgagatggcaaaca ; R: attcgtggcetgatcgtggtt
F: actctgctgaaaaccctecg ; R: geatgctaaaggacgcegaag
F: ggtagcagagggtatgtgec ; R: tggttgtgtgtgactgegat
F: gatgtcgaccagggtgaagg ; R: gtccttggaggtgacatcgg
F: gccacggttatgtgtctgea ; R: gecaatggtatctggggcat
F: ctttgecttaggctggctct ; R: agttgatgacaaggcetggea
F: aggtcttcaagtgtctggeg ; R: agccccttgattctcaaccg
F: cgaacaatgtgtggcagcaa ; R: ccaagcagcacacctctgta
F: cataccctcaacatgcagge ; R: aacggacgacgaaggagatg

AFs biosynthesis cluster genes

Diverse global regulators

Related genes in carbon metabolism

Related genes in the hydrolase






