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Appendix

Coverage Map (82 reads, 636 bp (5.1%) coverage out of 12,548 bp, 50 SNPs, 92.1% identity)
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Potosi virus, L (large) segment (6,748 bp), Potosi virus, M (medium) segment (4,528 bp), Potosi virus, S (short) segment (946 bp),
GenBank accession NC043646.1 GenBank accession NC043647.1 GenBank accession NC043645.1
# of SNPs % |dentity
520-619 (L) GATGAAAACCTCTGTATGGAGAGAAAATTAATIIGCAAGATCCACCGGCAAAAAAATAGATAACAAAAGGTTGGAGG 20f75 93%
1131-1206 (M) EABCEBATAGGGGGTGT TAAAACTTCTCTCATAATGTTTCAGGCACACAACAAGTTATTTCAGTAATABGEATAT TANTGANATABET TGTTGTGTGAENGE 26 of 100 74%
376-475 (S) GGTAMCTACTTGAGAAAATACTAAAAGTAGTGACCCAGAAAAAGTCATCATAAAATCAAAAATAATAAACCCCCTTGCAGAAAAAAATGGTATAACCTG 2 of 100 98%
821-920 (S) GGCTAAAAGAGTCTTAGGACTCACAACAAACAGCTTCTTGGGTGGGT GGTTGGGGACAGAAATATTACGGERATACATTTTCAAATTCATTCTTGTTAAT 2 of 100 98%
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LSV, L (large) segment (6,341 bp),
GenBank accession NC21242.1

384-393 (L) AGAGGGTGATAGAGT T TGCAACTCACAGGEGGCCCAGANGTEAGGGGTGTGT TEGAACTARTACAANCAAAAA TIGAGAARTAIACAABACCIICTG

4815-4914 (L) ACTTTGAGCT
4920-5019 (L) ccTATCAGGCCC
1218-1317 (M) TGGAGCATCCCAT
1358-1457 (M) GAGACCCACCTGATT
1728-1827 (M) ATTAGCATCA
1848-1947 (M) TAAATACCCCG
2221-2320 (M) CBCTCCCAAC
365-464 (S) ATCACCAAGGCCTTITTTG
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Heat Map (50 reads)
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LSV virus, S (small) segment (1,876 bp),
GenBank accession NC21244 .1
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LSV, M (medium) segment (3,313 bp),
GenBank accession NC21243.1

ccaa  130f 100 87%

TTTGEAAACATGTC ATGATCCTATCA Tc  8of 100 92%

GAGTGANCTCTCH CCAABACCCTTCTHE 10 of 100 90%

SCTAACCATGGCTGE GGCATTHAGCHTATCEGCGGACT 6 of 100 94%

rACABGTGCACCAC GATTGTHRGTTCTHAA ca  9of 100 91%

CTTAAAGATTGTTATG CATTGTRGAE CBGACCTGCTHIGATGCTTA AT 5 of 100 95%
ATCTGGEGTCACHCT 6 of 72 92%
CCTGAAGGATTCICTCCC AATECAGAGAAGACCATCCCAGC 5 of 100 95%
BTGATETTCABETCETTTGAT 110f 100 89%

CA 5 140f 100  86%

“TA 110f100 89%

ATTAGACAAGTT 1 of 100 99%
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A) Coverage map showing alignment of 72 reads to the 3 segments of the Potosi virus genome (top).

Representative sequences of length <100 bp showing distribution of single-nucleotide polymorphisms and

pairwise percentage identity compared to the reference Potosi virus genome (middle). Heat map showing

detection of reads (n = 15) from an orthobunyavirus with homology to Bunyamwera virus in patient 1

cerebrospinal fluid (bottom left, arrow). Phylogenetic analysis identifies the patient 1 virus as Potosi virus

(bottom right). B) Coverage map showing alignment of 2,460 reads to the 3 segments of the Lone Star

virus genome (top). Representative sequences of length <100 bp showing distribution of single-nucleotide

polymorphisms and pairwise percentage identity compared to the reference Lone Star virus genome

(middle). Heat map showing detection of Lone Star virus reads (n = 50) in patient 2 cerebrospinal fluid

(bottom left, arrow). Phylogenetic analysis confirms the patient 2 virus to be Lone Star virus (bottom right).
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