The non-histone protein FgNhp6 is involved in the
regulation of the development, DON biosynthesis
and virulence in Fusarium graminearum
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Table S4 Primers used in this study.

Primer name

Sequence (5'-3%)

Application

FgNhp6-AF ATGGACAAGCAGGGGATAAGA To amplify the upstream fragment
i ttgacctccactagctccagccaagccAGCTCAAAGCGTG  of FgNhp6
FgNhp6-AR GACAGG
gaatagagtagatgccgaccgcgggttCGATGAAAGTGG

FgNhp6-BF CTGATAGTGG To amplify the downstream

FgNhp6-BR TTAGGACGGGAATGAGTGGG fragment of FgNhp6

HYG-F GGCTTGGCTGGAGCTAGTGGAGGTCAA To amplify the 5' terminal fragment
(HY) of the hygromycin resistance

HY-R GTATTGACCGATTCCTTGCGGTCCGAA ene HPH
g

YG-F GATGTAGGAGGGCGTGGATATGTCCT To amplify the 3' terminal fragment
(YG) of the hygromycin resistance

HYG-R AACCCGCGGTCGGCATCTACTCTATTC gene HPH

00385-K1-F AATCCAACGCCCTTGAACA For identification of FgNhp6

00385-K2-R CCTGTCGTCGCCTCAACTAA deletion transformants

00385-M-F AAAGCCCATCGCAAGTTCA For identification of FgNhpé

00385-M-R ACACCGCCCAGACCAAAA deletion transformants

00385-south-F
00385-south-R

AGCGAGCAGAATGATGGGAGACGAC
CGCTAACTATCCTACCTGTGCC

To amplify the DNA fragment used
as the probe for Southern blot
analysis

ComNhp6-F
ComNhp6-R

CCGGAATTCCTCTGGTGGAATGGGTTTGG
CGGGGTACCGGCGAGAATGACTGGGAAGA

To amplify the DNA fragment used
for the construction of the FgNhp6-
complemented strain

ComNhp6-GFP-F
ComNhp6-GFP-R

CCGGAATTCCTCTGGTGGAATGGGTTTGG
CGGGGTACCGGCGAGAATGACTGGGAAGA

To amplify the DNA fragment used
for the construction of the FgNhp6-
complemented strain

Actin-RT-F GAGAGCGGTCCTTCAATC For gPCR analysis of Actin gene in
Actin-RT-R TCCATGATCTTGTCGTTAGG F. graminearum

AUrE-RT-F ATCTTCAGTCTTGACCATCCC For gPCR analysis of AurF gene in
AurF-RT-R TACCCAAGATGTTCTGGCAA F. graminearum

AUR-RT-F GCCAGTTATCACACCATCTT For gPCR analysis of AurJ gene in
AurJ-RT-R GTTGCTTGTCATTGCCATAC F. graminearum

PKS12-RT-F CTGCTGTGTTAGTGATATGC For gPCR analysis of PKS12 gene
PKS12-RT-R GAGACGCTGGTTGCTATA in F. graminearum

GIP1-RT-F TGCGGTATCAGGTCACAAA For gPCR analysis of GIP1 gene in
GIP1-RT-R ATCAAAGTCTCCCACCGTGAA F. graminearum

CYP51A-RT-F CCGACATTACCGAAGAAC For qPCR analysis of FgCYP51A
CYP51A-RT-R ATTGAGTGGATGGAAGAGT gene in F. graminearum
CYP51B-RT-F TCCGTCGTCCTCAATGTC



For gPCR analysis of FgCYP51B

CYP51B-RT-R CGTATGTGATGGTGCTTCC gene in F. graminearum
CYP51C-RT-F CTGAGTTAGAGCACGATGGAAT For gPCR analysis of FgCYP51C
CYP51C-RT-R GACGATGGACAAGATGATGATGA gene in F. graminearum
ERG9-RT-F TTACCAGCTTCGGTCCATTA For gPCR analysis of FgERG9
ERGY-RT-R CACGGAGGCAGAGGTAGAAGA gene in F. graminearum

FGSG_03882-RT-F
FGSG_03882-RT-R

GAACTCACGTACTCTCCTCAAC
TCGACATCAACTCTCTCTTGAC

For gPCR analysis of
FGSG_03882 gene in F.
graminearum

FGSG_08308-RT-F
FGSG_08308-RT-R

ACAGGCTCGTCTATTCACAG
GACCCCTTGATAACCTCTAAC

For gPCR analysis of
FGSG_08308 gene in F.
graminearum

FGSG_08309-RT-F
FGSG_08309-RT-R

GTCTCTTTGTATCAGGCTTCC
CATATTCTCTCTCCCACTCATC

For gPCR analysis of
FGSG_08309 gene in F.
graminearum

FGSG_08749-RT-F  CGGTATTGGCGCTGGTTTCC For gPCR analysis of
FGSG_08749 gene in F.

FGSG_08749-RT-R CAGTGTCTAGAGCATCGAGAC graminearum

FGSG_05096-RT-F  GACATGCATCGAGGCTCTAG For gPCR analysis of
FGSG_05096 gene in F.

FGSG_05096-RT-R GGAGCGGTAGTTTGGTAGGC graminearum

FGSG_06871-RT-F  TCGTCTTGCCATATTCTTG For gPCR analysis of
FGSG_06871 gene in F.

FGSG_06871-RT-R TGAATGAGTGTCCTGTGA graminearum

FGSG_06542-RT-F GCCATTACTATACCGTCAAT For gPCR analysis of
FGSG_06542 gene in F.

FGSG_06542-RT-R CAAGAGTAGAACCAGGAGA graminearum

FGSG_00574-RT-F  GAGGATGCCAACTTACTAC For gPCR analysis of
FGSG_00574 gene in F.

FGSG_00574-RT-R CCACAGTCCAGATAATTCG graminearum

NOXA-RT-F GAACTACAATCACGAACCA For qPCR analysis of FgNoxA gene

NoxA-RT-R TTAATATCACGAGCAGCAG in F. graminearum

Pex1-RT-F GCATCTATCTTCAGTTCTTCTC For qPCR analysis of FgPex1 gene

Pex1-RT-R GAGCGTATGGAACAATGATT In F. graminearum

Crz1A-RT-F CTTCCAACATCAGTCCAA For qPCR analysis of FgCrz1A

CrzlA-RT-R GAACATCTTATCGCAATCC gene in F. graminearum

Cdc15-RT-F TGGCTAGGTGACGAAGAGGA For qPCR analysis of FgCdc15

Cdc15-RT-R CGTGTCGATCTCGGGCAATA gene in F. graminearum

Chs1-RT-F GTATATGCTTCTCACACCTA For qPCR analysis of FgChsl. gene

Chsl-RT-R GACTTCTCGTTGATATTGC In F. graminearu

Chs2-RT-F GCCAACTTCTATCTCACTT For qPCR analysis of FgChs2 gene

Chs2-RT-R GGAAGATGACAGTAGCAATA in F. graminearum

ESA1-RT-F TAAGCGACTGGATGAATG



For gPCR analysis of FgESAL gene

ESAL-RT-R GTTGTGTCTTCTTGGATTG in F. graminearum
SIRT2-RT-F GAGTTCCTTCAGACAGAAT For qPCR analysis of FgSIRT2
SIRT2-RT-R AGACAATATCAGGCTTGAC gene in F. graminearum
Tria-RT-F ATTCTATGGCAAGCACAA For gPCR analysis of TRI4 gene in
Tri4-RT-R GCGGATACAAGAGTAAGG F. graminearum

Tir5-RT-F GATGGAGAACTGGATGGT For qPCR analysis of TRIS gene in
Tri5-RT-R TGCTTAGACGAGTGTAGG F. graminearum

Tri6-RT-F CTGTCGCTACTCAGAATG For qPCR analysis of TRIG gene in
Tri6-RT-R TTGTTGTCCTTCCTTGTC F. graminearum

Tril0-RT-F GCGACAGGAGCAAGAACATAA For qPCR analysis of TRI10 gene
Tril0-RT-R GGCGGCGTAAATCTGAGTG In F. graminearum

Tril1-RT-F CTGTCGCTACTCAGAATG For qPCR analysis of TRI11 gene
Tril1-RT-R TTGTTGTCCTTCCTTGTC in F. graminearum




