Table S1: MOLV4-like sequences obtained from the NCBI TSA, EST,GSS and WGS database.

Database  Organism Contig or accession no. Length Best BLASTX hit Accession no. Identity(%) E Query
(bp) value cover
EST Magnaporthe grisea DC974923 1417 Pyricularia oryzae ourmia-like virus 2 BBF90577.1  202/235(86%)  6e-126 69
Magnaporthe grisea Contig 2136 Pyricularia oryzae ourmia-like virus 3 BBF90578.1  209/422(50%)  2e-129 85
Botrytis tulipae Contig-1 1984 Combu positive-strand RNA mycovirus QAB47442.1 122/360(34%)  2e-43 53
Botrytis tulipae Contig-2 1791 Penicillium citrinum ourmia-like virus 1 AYP71797.1  213/480(44%) 1le-101 79
Botryotinia fuckeliana Contig 1466 Pyricularia oryzae ourmia-like virus 1 BBF90576.1  214/469(46%)  8e-115 94
Blumeria graminis Contig-1 2459 Phomopsis longicolla RNA virus 1 YP 0093450  82/193(42%) 4e-72 64
441
Blumeria graminis Contig-2 1497 Sclerotinia sclerotiorum ourmia-like virus 2 ALD89139.1  166/352(47%)  5e-86 68
TSA Agrostis stolonifera Agrostis_stolonifera ¢273 203 Pyricularia oryzae ourmia-like virus 1 BBF90576.1  37/66(56%) Se-15 97
710 g1 il
Araucaria cunninghamii Araucaria_cunninghamii 224 Aspergillus neoniger ourmia-like virus 1 AZT88620.1  36/74(49%) Te-14 97
Ref Hoop Pine
Araucaria cunninghamii Araucaria_cunninghamii 538 Aspergillus neoniger ourmia-like virus 1 AZT88620.1  105/179(59%)  2e-61 99
Ref Hoop Pine
Chionochloa macra Chionochloa_macra c331 2534 Aspergillus neoniger ourmia-like virus 1 AZT88620.1  276/660(42%)  8e-130 73
64 gl il
Chionochloa macra Chionochloa_macra c140 2156 Pyricularia oryzae ourmia-like virus 2 BBF90577.1  168/350(48%) 2e-88 48
575 gl il
Chionochloa macra Chionochloa_macra c327 2486 Magnaporthe oryzae ourmia-like virus SBQ28480.1  213/594(36%) 3e-72 70
464 gl i2
Chionochloa macra Chionochloa macra c429 873 Magnaporthe oryzae ourmia-like virus SBQ28480.1  142/293(48%)  6e-70 100
594 ¢l il
Cyathus bulleri Cyathus_bulleri_Transcript 3685 Agaricus bisporus virus 14 AQM49944.1 213/696(31%) Se-84 54
6240
Dactylorhiza fuchsii Dactylorhiza fuchsii fB18 1726 Combu positive-strand RNA mycovirus QAB47442.1 112/284(39%)  2e-36 47
55 comp168297 c0 seql
Datisca glomerata Datisca_glomerata c22499 1324 Pyricularia oryzae ourmia-like virus 2 BBF90577.1  200/353(57%)  8e-118 77
gl il
Helianthus niveus Helianthus niveus 1995 Sclerotinia sclerotiorum ourmia-like virus 2  ALD89139.1  174/376(46%)  2e-79 53
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Note: these similar sequences were collected by tblastn searches against the NCBI databases of non-mouse expressed sequence tags [EST] and transcriptome
shotgun assembly [TSA]. Accessions with e-value less than e-5 were collected.

Genome sequence of MOLV4

>MOLV4
AGGGGGTACACAGGCTAGCCTGGTCCTCGGGGTTTGTGCTCCACCTGCGCATATCTCGTGGTTTAGTGCTCCTACGATTGGAGTGTGACACCGTAACAGGCAGTGCTGACGGGTCGTGGTTTCCGGGCATCACCCGGTGGAAAAGG
GGTGTTGGGGCCTTGCCTGTAATACAGGGAGAAAGGTCCTGTCCCCGAAGAGAGAAGGTAAAACGCTAATCAGGCGTGGTCCGCGACTGTGCCTCGCGCGCGGCGGATCAGACCCGGGGAGTAACTGTCCCGGGTGCGGATCTCGG
AGGGTCGGGTGGACATGGTGGTCCCCATCCCCTTATCGGCACAAAGATCGTGAAAGACCGGGTCCGGGGACCCTGACGTCTATAAAAGCGAATTGAAGTCCAACCAAAAGGAATCGAAAATATGGTGACAAATTGGCCAATTAAGT
TGTATTGGCTACCATACGGAGCTCCCTCCGTTTTCGTTCCTCTCGGCCCAGTGTCGAGTTCTTTTCTTTTAAACAAACGACTGCGTCGTCGAAGTCAGGGCGGGTGCCTGATTGCTTTCGACGTTAACCGACAATCGCCCCCTGGG
ACCGGCCCCAGGATAACCAAACCGGTTGGTCCGAACCGTGACATGGACTGTAAAAATGTTCCGCGCAATGGGAGGGTTGCGCGAGCCGCTGTGGCGCTTCTGAGCAGCGACCAGGAAATGGAGAGGGTCCGTCCCTTACCTCCACG
GATTCGTTGCGGGGATCTCCGTCCCGCAATCCGTCAATGCTTCCCGGATCAACTACCTGTTGTGAAGGAATTAAGTATTAAAACATCTCAAAAGCTAGAAATAGCACCGTGCAAGTACTGCGAGCCGGCGATGTTACATAGACTTA
ATGAGTGGCTAAAAGAGAGATACATCCCACTTGATCCGGTGGATCATGCCCACATTGCCCTTTTCAAAAGGGCCCTCGCGGTGAATGTGGACATGGGATGGAATAAAAGAAAGTACCCGTATATCCCGACGGGTCACTCGACGCTC
AACTTCCCTCGTGGAGAGGGAGGATCCTGGAATGAGGAGGGTTACAGCCCCTACTGCCGCGCCGCTACTGTCCACAGTAACGGGAAGCCCAGGATCGTCACAATGTACTCAGGACGGAACTCCGAGGTCCTGAGCCCACTCCACCA
GTCGCTGTACGCGAGTTTGAAAAGGAAGGGATGGCTTCTTGTCGGTAGCCCCACCGATGAGAGCGTAGGATGGCTAGGCAGCGGCGGCGTCTACGTATCTGTCGACTACAAGTCGGCCACAGATAACATACGTGCCGAGTACGTTC
GCGCTGCTATAGACGTCCTTAAGGCTCGGGCAGACCAGCTGACAGAAGAGGAGTCTCGTTGCCTTGATGTCGTCGGTGAACTCAGGTTTGCTGACTTCACCGAGGACACTCCCGCCACGAGGGGACAACCAATGGGTAGTTTGATG
AGCTTCCCTTTGCTTTGTTTGATAAACAAAACAGTTGTCGACCTTGCACTAGTTGATCTGGCAGAGTCGGGGAAAATCACCTGGGAGCAATTCCGGGTACATCGCTGTCTCATCAACGGCGATGACTTGCTTTATCGCGAGTTTGA
CAGCTCTCGCGATATACTTGCCGGTATCCTCCGCCATGGGACTTTGGTCGGTCTCGTGGTCAACGAGGAGAAAACGATGGTATCGGCCACCGACGCGGAGATCAACTCCACTGTGTTCGTCGGGGGTCGAAAGCAAAAGAAAACGA
ATGTGAAGGTGGTATGTTGGTCCAGTGATGTAACGGATCCCATCGGTTTTATTGCCGATTCCGTTGTCAAGACATCCTCGTTCCGCAAGCTCCTCGGGAGATGGGAAATCCCGATTAGGAAGGCCCCGCGGAAGGTCCAGGGTCCC
TTGCCTCCGTCTTTCTTTAAAGCTCTGTTTAAAGAGAAACGGATCAGGGACGCGCTGACATGGATCCCTCCTCCACCGCCAAAATCACCGAACCCCTTCCCCGTTGTAGTCAAGCCTGCAGACTACTGTTTAACTCGCGAGGAAGA
GGTGCGCTACATCTCAGAACGAGTAGCCAGGCTGAAGTCGTCGGGGTACAAGCCTCGGAAACCTGCGAGGTGCTCGACCGGCGACGGAAAAAGGTGCAATATCCAGTATGCACTAAGGAAAGAAAAACCAGCCGCAGAAGAACGGA
TACTCGCCGTTCTGGCCGACGGTTGGAAGGAGAAACAGTTTCAAAAGCTGATCGGACAATCCGACCCCTTCGTACCCCTCTCCTGGGGGTACGCAGACTGGTGCCAGGAGTGCTATGAGCATAGCCACTCCATGATCCAGTGCTTA
ACTGCGAGGATAAGGAGACAAAAGAGTGTGGGAGTAGTGCCGGACTACGGACGCAGGTCGACTGCGGTCGGGGAACCGACTCCGGTCGCGGAGGGTTTTGGCGATTACTGTTCACTTACCAGCAGTGATTAGTCTTGCCCGACGCG
CCTAGTACATGGAGC






