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Table S1. Primers used for gene knockout and validation

Primer name Sequence (5’-3")

Pmr1-UF GGGGACAGCTTTCTTGTACAAAGTGGAACCGTGTAATCGTTGTGCT

Pmr1-UR GGGGACTGCTTTTTTGTACAAACTTGTTCTCGGCTTGTTCCTCAT

Pmr1-DF GGGGACAACTTTGTATAGAAAAGTITGTTTGCCAGATGCTGAAACATG
CT

Pmrl-DR GGGGACAACTTTGTATAATAAAGTTGTGCGTGACAGGAAAGAAAAG
ACC

Pmrl-KO-V-F  GAAACGCTGCCAACAAACA
Pmr1-KO-V-R TCCAAGCCCTGGGGACTAT

Pmr2-UF GGGGACAGCTTTCTTGTACAAAGTGGAACAACAGCAGCGGTCATCT
Pmr2-UR GGGGACTGCTTTTTTGTACAAACTTGTCATCTCACCAGCCTCCAT
Pmr2-DF GGGGACAACTTTGTATAGAAAAGTTGTTGTCACCCTCTTGTCTTCCTC
Pmr2-DR GGGGACAACTTTGTATAATAAAGTTGTATCAACTGCCGCATCTCG

Pmr2-KO-V-F  TCCACCAAGACTTGACATCG
Pmr2-KO-V-R  AGACCAGAAGGATAGAGGAGAC

* The underlined parts indicate the homologous arms of the primers for BP reaction.



Table S2. Primers used in quantitative real-time PCR

Primer name

Sequence (5’-3’)

qPmr1-F
qPmrl1-R
q11945-F
q11945-R
qPmr2-F
qPmr2-R
qPks1-F
qPks1-R
q11948-F
q11948-R
qGAPDH-F
qGAPDH-R
ql11355-F
q11355-R
ql1356-F
ql1356-R
q11357-F
q11357-R
q11358-F
ql11358-R
q11359-F
q11359-R
q11360-F
q11360-R
ql1361-F
ql11361-R
ql1362-F
q11362-R
ql1363-F
ql11363-R
ql11364-F
ql11364-R
ql1365-F
q11365-R
ql11366-F
q11366-R
ql1367-F
ql1367-R
ql1368-F
ql11368-R
ql11369-F

GCATAAGCAGCGGGAGTC
TGGTTGGTCGGGAATGAA
GCAGCCAACAACAGCAAA
GGCAAGTTCAGCCACGAC
CCAACAGCAGCGGTCAT
GAGCGGTGGGCGAATAT
GCCATAGGGAATAACGAGAA
AGAGACAGAGACCAAAGCCC
AGAAGACGCCGACCTTGTAT
CGACCACCTGGAACTGATGT
CGCATTGGTCGTATCGT
ACCGTGGGTGGAGTCGT
CGATGACAAGGCATTAAGC
GAGCATAGTCGGCGTAGA
TGTGCAACTGGGAACACT
TTGGATGAGACACTGCCTAC
TTCACAGGAGACAACATACT
CTAACCTTACTCGCCAGTT
ACCACCTCGTTCACAATC
CGCTGAAGAAGTCATCGT
GTCGCAGCACTATCTCAC
GGAACTGGACGAACTTGG
ATATTCCGTCTTGTCAGTCTC
CGAGTAATGTTGGCTGTGA
CGGTATCGAGACATTGACA
CTGCTTGGCGTAGTTGAT
GTCAACAAGTCTGCGTATG
GTGCGAATATGCTGGAGA
TCGCCGTCACGATTAGTT
TCTCCATTTGGCTGCTTT
CACCGTCCGTGTCAGTA
TCCGCAGTAACAGCATC
TTGGACTATGAGACGGGAGA
GTGGAGATGGATCGGGTG
GCCGATGTITGGATGTGAG
CGTGCTTGGGTCCCTGAT
GAGGATGACTGGCTTACC
ATTGACGACACCGACATT
TGGATTGGTGAATGGATGG
TTGAGACTGTTGTGGATGG
GGTGTATGGATAGGCTTCAA




q11369-R CAGCAATCAGCACTTCCT
ql1370-F CTGCCAACCTCCACTATAC
ql11370-R CCAGAGTCCTTGTCCAATT
ql1371-F AACTATCGGCGGCTTCTT
ql1371-R GTGGCAGAGATGGTGGTA
ql1372-F GTCTACGATTGGGCTGAG
ql1372-R CCGATGAAGTGCTGAGTC
ql1373-F CGACTGTGGCAAGAAGAA
ql1373-R TTACGGACGAGAGGTGAA
ql1374-F GCCAGAAGTTGTTGTAATACC
ql11374-R TGTCTAACGGATTCGCAATA
ql1375-F TTGGACTGTTCCGTATATGG
ql1375-R CTGGATGTTGACCGATAGG
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Figure S1. The predicted functional domains of Pmr1 and Pmr2. Pmr1 contained two Znf_C2H2 zinc
finger domains and a GAL4-like Zn2Cyss binuclear cluster DNA-binding domain. Pmr2 only con-
tained a GAL4-like Zn2Cyss binuclear cluster domain.
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Figure S2. Amino-acid sequence (complete sequence) alignments of Pmrl homologs from Pestalo-
tiopsis fici W106-1, Pseudomassariella vexata and Colletotrichum incanum. Numbers indicated the length
and the overall percentage of amino acid sequence identity was shown on the top. The identical
amino acids were highlighted in blue.
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Figure S3. Diagnostic PCR screening for pmr1 deletion mutants. (A) Schematic illustration of diag-
nostic PCR of Apmr1. Primers pairs Pmr1-KO-V-F/Pmr1-KO-V-R were used for transformant screen-
ing. (B) Confirmation of Apmr1 strains by diagnostic PCR. A 5.1 Kb fragment could be amplified by
the primers pair in mutants, while a 3.4 Kb fragment could be amplified in WT.
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Figure S4. Diagnostic PCR screening for pmr2 deletion mutants. (A) Schematic illustration of diag-
nostic PCR of Apmr2. Primers pairs Pmr2-KO-V-F/ Pmr2-KO-V-R were used for transformant
screening. (B) Confirmation of Apmr2 strains by diagnostic PCR. A 3.1 Kb band was amplified by
the verify primers pair in Apmr2 mutants, while a 1.4 Kb band was amplified in WT. M: Maker Il
DNA Marker.



