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Experimental procedures 
PCR assay was conducted with eight samples (labeled 1 to 8) containing 20 ng∙μL−1 MoT genomic DNA (samples 1 to 3) and 20 ng∙μL−1MoO genomic DNA (samples 4 to 8) to test for LAMP primer specificity. ① LAMP-amplified genomic DNA visualized on a 2% agarose gel; the left side and the right side of the gel indicate results obtained with LAMP primers that targeted MoT-6098 and MoT-6099, respectively. ② LAMP-amplified genomic DNA visualized with SYBR Green dye; a 2-μL volume of 1000 × SYBR Green dye was added to each PCR tube. Tubes with amplified DNA.
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Fig. S1. PCR amplification of the USDA Magnaporthe oryzae collection. PCR agarose gels indicate the specificity of MoT-6098F/R and MoT-6099F/R primer pairs. The strain names of loading samples (1–24 and a–e) are indicated in Table 3.

Table S1 
The candidate MoT-specific genes and their hits in the National Center for Biotechnology Information (NCBI)-nr database.
	MoT Gene ID
	[bookmark: OLE_LINK12][bookmark: OLE_LINK13][bookmark: _GoBack]E-value
	Accession Number
	Annotation

	2
	1.00E-147
	EJT69103.1
	hypothetical protein

	3
	3.00E-47
	EFQ36351.1
	hypothetical protein

	24
	5.00E-35
	XP_002567524.1
	hypothetical protein

	44
	1.00E-92
	EFQ26907.1
	hypothetical protein

	45
	1.00E-105
	P08659.1
	Luciferin 4-monooxygenase

	70
	0
	GAA90565.1
	carboxylesterase

	71
	0
	GAA90566.1
	metallo-beta-lactamase superfamily

	72
	0
	GAA90567.1
	N-hydroxyarylamine O-acetyltransferase

	73
	0
	BAE64790.1
	unnamed protein product

	86
	3.00E-44
	EJT73756.1
	hypothetical protein

	90
	1.00E-165
	GAA90560.1
	3-hydroxyacyl-CoA dehyrogenase

	91
	0
	EIT83292.1
	acyl-CoA transferases/carnitine dehydratase

	92
	0
	GAA90562.1
	monooxygenase

	95
	7.00E-41
	EJT78137.1
	hypothetical protein

	96
	0
	GAA90564.1
	AMP-binding enzyme

	97
	0
	GAA90563.1
	amidase

	120
	3.00E-07
	XP_003039521.1
	predicted protein

	148
	0
	GAA90558.1
	MOSC domain-containing protein

	149
	6.00E-23
	XP_001939316.1
	conserved hypothetical protein

	163
	1.00E-44
	XP_001590166.1
	hypothetical protein SS1G_08930

	196
	2.00E-35
	ELA36003.1
	transcription activator for actt3 protein

	197
	1.00E-143
	ELA36004.1
	peptide synthase protein

	198
	3.00E-60
	CCF37496.1
	phoma betae P450 monooxygenase

	199
	0
	CCF37497.1
	MFS transporter

	200
	4.00E-75
	CCF35217.1
	citrinin biosynthesis oxydoreductase CtnB

	231
	2.00E-73
	EJT76683.1
	chitinase 1

	232
	4.00E-31
	DAA05855.1
	TPA_inf: chitinase 18-7

	373
	1.00E-10
	XP_001259131.1
	C2H2 type zinc finger domain protein

	430
	3.00E-70
	EKG11427.1
	Acetyl xylan esterase

	477
	6.00E-38
	EJT79698.1
	hypothetical protein GGTG_04782

	493
	4.00E-23
	GAA90556.1
	aldo/keto reductase

	494
	1.00E-109
	XP_002377550.1
	vegetative specific protein H5, putative

	516
	8.00E-07
	XP_002159202.1
	PREDICTED: hypothetical protein

	540
	8.00E-80
	ELA36220.1
	histidine acid

	565
	1.00E-38
	XP_002486046.1
	hypothetical protein TSTA_100530

	567
	2.00E-80
	EFY93979.1
	hypothetical protein MAA_10559

	570
	1.00E-130
	XP_003044139.1
	hypothetical protein NECHADRAFT_55320

	577
	1.00E-103
	EIT73982.1
	hypothetical protein Ao3042_09955

	794
	1.00E-179
	ELA24105.1
	nf-x1 finger and helicase domain

	796
	1.00E-59
	EJT80303.1
	hypothetical protein GGTG_00305

	841
	1.00E-146
	EER42715.1
	conserved hypothetical protein

	855
	6.00E-06
	EJT71152.1
	hypothetical protein GGTG_10412

	1038
	6.00E-62
	XP_003041158.1
	hypothetical protein

	1108
	0
	CCF44299.1
	hybrid PKS-NRPS protein

	1109
	0
	ELA36001.1
	toxin biosynthesis cytochrome p450

	1132
	5.00E-31
	XP_001941679.1
	conserved hypothetical protein

	1712
	2.00E-28
	CCF43986.1
	hypothetical protein CH063_13531

	1769
	1.00E-113
	EJT79479.1
	hypothetical protein GGTG_04563

	2033
	0
	XP_002151003.1
	polyketide synthase, putative

	2034
	2.00E-65
	EFY98434.1
	short-chain dehydrogenase

	2035
	0
	XP_003300445.1
	hypothetical protein PTT_11692

	2036
	1.00E-96
	EKG09613.1
	Thioesterase

	2037
	1.00E-87
	EFQ36172.1
	major facilitator superfamily transporter

	2038
	6.00E-87
	EFQ31561.1
	hypothetical protein GLRG_06850

	2039
	1.00E-127
	XP_001825810.2
	quinone oxidoreductase

	2040
	1.00E-152
	EFQ29844.1
	FAD binding domain-containing protein

	2042
	1.00E-161
	CCF33128.1
	N-alkane-inducible cytochrome P450

	2057
	6.00E-28
	XP_001390912.1
	nucleoside-diphosphate-sugar epimerase

	2513
	4.00E-78
	ELA31658.1
	MFS multidrug transporter

	2515
	1.00E-151
	EFY98073.1
	hypothetical protein MAA_06182

	2573
	7.00E-40
	CCF33526.1
	pfs domain-containing protein

	3053
	4.00E-82
	CCF32170.1
	chitinase

	3055
	5.00E-86
	XP_681092.1
	hypothetical protein AN7823.2

	3069
	1.00E-10
	EJT71303.1
	hypothetical protein GGTG_10562

	3077
	0
	ELA32418.1
	hydantoinase

	3079
	0
	EKJ70896.1
	hypothetical protein FPSE_08947

	3991
	7.00E-06
	XP_003225832.1
	PREDICTED: galectin-3-like

	3994
	1.00E-08
	XP_002159202.1
	PREDICTED: hypothetical protein

	4342
	2.00E-18
	EJT69101.1
	hypothetical protein GGTG_13369

	4343
	1.00E-48
	EDP48583.1
	HET domain protein

	4353
	1.00E-11
	XP_001832670.2
	hypothetical protein CC1G_08498

	4415
	8.00E-92
	EJT71268.1
	hypothetical protein GGTG_10527

	4444
	7.00E-55
	EFQ26035.1
	hypothetical protein GLRG_01179

	4930
	1.00E-143
	CCF36962.1
	hypothetical protein CH063_00242

	4996
	5.00E-74
	XP_001228928.1
	hypothetical protein CHGG_02412

	4998
	3.00E-12
	EGZ68512.1
	HET-domain-containing protein

	5017
	8.00E-70
	EGX89376.1
	hypothetical protein CCM_07627

	5122
	2.00E-53
	EJT69991.1
	hypothetical protein GGTG_12168

	5246
	2.00E-08
	EFQ30668.1
	major facilitator superfamily transporter

	5278
	0
	XP_001823425.2
	phenylalanine ammonia-lyase

	5323
	1.00E-156
	EGR45503.1
	predicted protein

	5545
	1.00E-20
	EKG12872.1
	hypothetical protein MPH_09971

	6044
	2.00E-11
	ELA25190.1
	hypothetical protein CGGC5_1933

	6049
	7.00E-25
	EKJ68722.1
	hypothetical protein FPSE_11100

	6050
	2.00E-18
	XP_961736.1
	hypothetical protein NCU05175

	6098
	0
	ELA37971.1
	acid trehalase

	6099
	1.00E-130
	ELA37972.1
	duf341 family

	6100
	3.00E-22
	EGU77119.1
	hypothetical protein FOXB_12370

	6153
	3.00E-53
	EJT81722.1
	hypothetical protein GGTG_01698

	6541
	3.00E-28
	EJT70096.1
	hypothetical protein GGTG_12269

	8107
	5.00E-15
	ELA36000.1
	hybrid nrps pks

	8109
	3.00E-75
	EEH06832.1
	conserved hypothetical protein

	8168
	0
	XP_001940764.1
	HC-toxin synthetase

	8994
	2.00E-06
	EHK20107.1
	hypothetical protein TRIVIDRAFT_48046

	10236
	5.00E-20
	EJT81373.1
	hypothetical protein GGTG_01354

	10519
	6.00E-42
	XP_001911151.1
	hypothetical protein

	10520
	1.00E-52
	ZP_12992284.1
	putative polyketide synthase protein

	10521
	7.00E-72
	EHY60876.1
	hypothetical protein HMPREF1120_08820

	10522
	1.00E-140
	XP_002563800.1
	Pc20g13190

	10573
	0
	EJT70140.1
	leucoanthocyanidin reductase



Table S2 
The 57 genes that are annotated as fungal genes in the National Center for Biotechnology Information (NCBI) database.
	Number of Genes
	Species of their Best Hits
	Gene IDs

	16
	Gaeumannomyces_graminis
	2 86 95 231 477 796 855 1769 3069 4342 4415
5122 6153 6541 10236 10573

	11
	Colletotrichum_gloeosporioides
	196 197 540 794 1109 2513 3077 6044 6098 6099
8107

	9
	Colletotrichum_higginsianum
	198 199 200 1108 1712 2042 2573 3053 4930

	9
	Aspergillus_kawachii
	70 71 72 90 92 96 97 148 493

	7
	Glomerella_graminicola
	3 44 2037 2038 2040 4444 5246

	5
	Aspergillus_oryzae
	73 91 577 2039 5278
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