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Supplementary Figure 1. Alignment of Pmk1 nucleotide sequences. The CDS sequence of Pmk170-15 gene was obtained from NCBI. Gene ID: 2680463. The genome sequence of Pmk170-15 was obtained from NCBI. GenBank: GCA_000002495.2. The genome sequences of Pmk1A7203-8 and Pmk1AM16 were sequenced by the laboratory itself. The genome sequence of Pmk1 FJ81278 was obtained from NCBI. GenBank: GCA_002368475.1. The genome sequence of Pmk1 Guy11 was obtained from NCBI. GenBank: GCA_002368485.1. "" represents a separator inserted every 20 bases.
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Supplementary Figure 2. Alignment of Mac1 nucleotide sequences. The CDS sequence of Mac170-15 gene was obtained from NCBI. Gene ID: 2680463. The genome sequence of Mac170-15 was obtained from NCBI. GenBank: GCA_000002495.2. The genome sequences of Mac1A7203-8 and Mac1AM16 were sequenced by the laboratory itself. The genome sequence of Mac1 FJ81278 was obtained from NCBI. GenBank: GCA_002368475.1. The genome sequence of Mac1 Guy11 was obtained from NCBI. GenBank: GCA_002368485.1. "" represents a separator inserted every 20 bases.
[image: ]Supplementary Figure 3. Identification of positive transformants overexpressing Pmk1. (A) Identification of positive transformants. (B) Colony morphology. (C) Colony size. (D) Conidiation. Error bars represent mean ± SD (n=3). "**" above the columns indicates significant differences at P<0.01 with Student’s t-test.
[bookmark: OLE_LINK1][image: ]Supplementary Figure 4. Identification of positive transformants overexpressing Mac1. (A) Identification of positive transformants. (B) Colony morphology. (C) Colony size.  (D) Conidiation. Error bars represent mean ± SD (n=3). "**" above the columns indicates significant differences at P<0.01 with Student’s t-test.
[bookmark: _Hlk180601860][image: ]Supplementary Figure 5. Expression levels of Pmk1 and Mac1 genes in AM16 and its transformed strains. (A) The expression levels of Pmk1 gene in strains AM16 and Pmk1-ox. (B) The expression level of Mac1 gene in strains AM16 and Mac1-ox. (C) The expression level of Pmk1 and Mac1 in strains AM16 and Pmk1-Mac1-ox. The number of biological replicates for each experiment was n=3. Data were analyzed using ANOVA (P < 0.05) and Duncan's test. Different letters indicate the significance at p<0.05. Error bars represent the SD of three replicates (n = 3). 
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[bookmark: _Hlk174981075]Supplementary Figure 6. Conidiation of five M. oryzae strains. 
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Supplementary Figure 7. Conidial germination and appressorium formation on hydrophobic surface. (A) Conidial germination of different strains on hydrophobic surfaces. (B) Conidial Germination rates (%) of Guy11 at 3 hpi and 8 hpi. (C) Appressorium formation rates (%) of Guy11 at 8 hpi and 12 hpi. Error bars represent mean ± SD (n=3). Scale bars, 10 µm.
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Supplementary Figure 8. Pathogenicity of four M. oryzae isolates to rice. (A) Punch inoculation of JNXN plants. Two leaves each of AM16, Pmk1-ox-9-3, Mac1-ox-1-1 and Pmk1-Mac1-ox-2-2 are shown.  Lesion length was measured. (B) Punch inoculation of Nip plants. Two leaves each of AM16, Pmk1-ox-9-3, Mac1-ox-1-1 and Pmk1-Mac1-ox-2-2 are shown.  Lesion length was measured. Error bars represent mean ± SD (n=3). Asterisks indicate significant differences from AM16 strain according to Student's t-test (** p < 0.01). Jiangnan Xiangnuo (JNXN), Nipponbare (Nip). 
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Supplementary Figure 9. The expression of Pmk1 protein in different strains. Western blot using anti-Pmk1 antibody (top panel). Ponceau S staining of total proteins was shown as a loading control (lower panel).
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Table S1 Primer  sequence.xlsx


Table S1 Primer sequence.xlsx
Sheet1

		Gene name		Primer name		Primer(5'→3')                                       		Purpose

		Pmk1		Pmk1- kpn1-F		AGGGGGGGCCCGGTACATGTCTCGCGCCAATCCAC		For the construction of transformation strains

				Pmk1- kpn1-R		AGGGCGAATTGGGTACTTACCGCATAATTTCCTGGTAG

		Mac1		Mac1-kpn1-F		AGGGGGGGCCCGGTACATGACCAGGAACGACGCCC

				Mac1-kpn1-R		AGGGCGAATTGGGTACTTAAGATGCTTGCTGGCCATCC

		Pmk1		Pmk1-TY-F		AGGGCGCTTATGGAGTCGTTTG		For screening of positive strains

				Pmk1-TY-R		TTGCCTTGAGAGCACGCAGAG

		Mac1		Mac1-TY-F		AATACGCAAACCGCCTCTCC

				Mac1-TY-R		CGAGAAGGCTCCCACCATTT

		SUR		SUR-F		ACGTGCCAACGCCACAGTG

				SUR-R		CCTCCCGTCTTGCCAATGAAT

		Mac1		qrt-Mac1-F		ATGAGATGATGAGGAGACAACTGC		For qPCR assays

				qrt-Mac1-R		ACCGACAGTCCCTTGAAGATG

		Pmk1		qrt-Pmk1-F		TGCTCTCAAGGCAATGCACTC

				qrt-Pmk1-R		AGGCTTTCCGCTGAGCATTTC

		TUBLIN		TUBLIN-F		CATACGGTGACCTGAACTAC

				TUBLIN-R		CCATGAAGAAGTGCAGACG

		MoVps39		MOVPS39-F		ATGCTCTCCGCCTTCACGGC		For PCR cloning 

				MOVPS39-R		TCAATGCCCACCAACACGGC

		MoArk1		MOARK1-F		ATGTTGGCGTCGGCCGCTAG

				MOARK1-R		TCAACGTTCCCGGTCCCTCC

		MoEnd3		MOEND3-F		ATGGCACCTCGCATAGAGGCTC

				MOEND3-R		TCACCTGCCGGCCTTCTCGTC

		MoSfl1		MOSFL1-F		ATGGCTACCGCCATCCAAACAG

				MOSFL1-R		TCACTGCAGTCGCTTGCGCTTC

		MoSho1		MOSH1-F		ATGCCATCATACGGCTCGCTG

				MOSH1-R		TCATAGCAAAATAAGGTAGTTAC

		Mst11		MST11-F		ATGGCCATGTTGGGCTTCAAAG

				MST11-R		TTACGTGATAGGAGTCAGGAAGG

		Mst50		MST50-F		ATGAGCTTCAACACGGGGAC

				MST50-R		TCATATTATTCCTCCTGGGG

		Mst7		MST7-F		ATGGCCGACCCGTTTGCGC

				MST7-R		CTAGTCCCGGATGTAAAGCC

		Pth11		PTH11-F		ATGGTTGCGTTCGCCAGGCTTC

				PTH11-R		TTATATGAGACCCCCAGGCAATC

		CpkA		CPKA-F		ATGCCTTCTCTAGGTTTTCTTAAG

				CPKA-R		TCATCATGACCAGTCTGGCC

		Pmk1		Pmk1-F		ATGTCTCGCGCCAATCCAC

				Pmk1-R		TTACCGCATAATTTCCTGGTAG

		Mac1		Mac1-F		ATGACCAGGAACGACGCCCTGTC

				Mac1-R		TTAAGATGCTTGCTGGCCATC

		MoCAP		MOCAP-F		ATGGCTACCAACAATATGCATAAC

				MOCAP-R		TCAACCAGCGTGCTCAACAATC
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