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Botryosphaeria dothidea polymycovirus-1 (BdPmV-1) b

RdRp ORF

ORF #2

Methyl-transferase ORF

PASrp ORF III'

3"UTR
ORF #5 .

3"UTR
BdPmV-1 5’ UTR termini
dsRN& 1 (1-532 bp)
dsRN& 2 (1-66 bp)
dsRN& 32 (1-57 bp)
dsRN& 4 (1-77 bp)
dsRN& 5 (1-77 bp)
BdPmvV-1 3’ UTR termini
dsRNA 1 (2415-2434 bp)
dsRNE 2 (2226-2241 bp)
dsRN& 3 (1996-2008 bp)
dsRNA& 4 (1251-12¢61 bp)
dsRNA 5 (930-942 bp)
CcPmV-1 5 UTR termini
dsRN& 1 (1-432 bp)
dsRN& 2 (1-68 bp)
dsRN& 32 (1-57 bp)
dsRN& 4 (1-77 bp)
dsRN& 5 (1-76 bp)
CcPmV-1 3’ UTR termini
dsRNA 1 (2421-2434 bp)
dsRNE 2 (2228-2241 bp)
dsRN& 3 (1955-2008 bp)
dsRNA& 4 (1247-12¢61 bp)

dsRNA 5 (929-542 bp)

Z1tPmV-1 5' UTR termini
dsRNA 2 (1-71 bp)
dsRNA 5 (1-72 bp)
dsRNA 6 (1-72 bp)

Z1tPmV-1 3’ UTR termini

dsRNE& 2 (2206-2233 bp)
dsRNA& 5 (1338-1365 bp)
dsRNA 6 (860-887 bp)
BEbPmV-1 5’ UTR termini
dsRN& 1 (1-26 bp)
dsRN& 2 (1-71 bp)
dsRN& 3 (1-31 bp)
dsRN& 4 (1-72 bp)
BEbPmV-1 3’ UTR termini
dsRNAE 1 (2414-2425 bp)
dsRNA& 2 (2251-2260 bp)
dsRN& 3 (19095-1521 bp)
dsRNA& 4 (1364-1373 bp)
BbPmV-2 5’ UTR termini
dsRN& 1 (1-26 bp)
dsRN& & (1-26 bp)
dsBRN& 7 (1-26 bp)
BEbPmV-2 3’ UTR termini
dsRN& 1 (2357-2405 bp)
dsRN& 6 (1001-100% bp)
dsRNA& 7 (&78-686 bp)
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. 1967 bp l Methyl-transferase ORF '
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1131bp . PASrp ORF .
5"UTR 3"UTR
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1060 bp ' ORF #5 .
5"UTR 3"UTR

CEATTAARACTTTAGTTATTCGCTTGTTCCCTACGTCGCGAGGTTATCTAAGT
CEATTAAAACTTTAGTTTTTCGCTTGTTCCGGACGTCGCGAGGTTCCTTEGAAGGCGTAGARCGTTC———————————
CEATTAARACTTTAGTTTTTAGCTTGCCCCCAACGTCGCARAGECCCTCGGTTACAR:
CEATTAARATTTTARATATCGGCTTGTTCCCAACGTCGCAGCAGAGCCACCAGGCARATTGCARARACGACTCGGAL
CEATTAARATTTARCATATCGGCTTGTTCCGTCTGTCGTAAGGTCCTTTCCAGGCARCTCACGTTCACCTACGGRAAL
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CCCCCCGCCCCEEATGEEET
CCCTCGCCETGEEETEGEGEET
CCCCCGECGEECEEETEEGEET
CCTCGCGEEEEEEATGEGEET
CCCCCGUCGECECATGEGEET
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CETARATARACCTTAACCGCTACAAGTATTATCAGATACGAGT
CETARATARACCTTARCCTGTACAAGTATAATCAGTATTGAGGTTCCCARCCTCATTGCCTCGUGAAG—————————
CETARATARACCTTAACCACTACAAGTATTATCAGATACGAGRARACGCACCTCGACC
CETARATARACCTTARCCGCTACAAGCATTCCCAGAGT CCAGRRAGTGACTCTGCGTAACCTGCGARACTCCGTTTC
—GrARATARACCTTARCCGCAGCARGTATACCACARGETGTARRAGACACTCCCGTTCTTTTACCCCTTGTCGTTTC
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TGEEEEEEEEEEEE—
TGEEEEAGGEEEEEE—
CCETGEEEEEEEEE—
CCGCCGCGEEEEEGEA

CCGTGRCGGEEGEEGE—
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CERACARACCAGTTCTTCTGTACTTCGTAGCTACTTCGTCTGGTTTCCGETCCARCARAACCCCTTGAGTG—
TERACAAACCAGTTCTTCTGCATTTGTAGGCTTTATCGTCCTGTTTCCGTAGGCACAGACCTTGTRAACACGR
TEARACARACCATARCTTCCGTACAAGTACACTACGTCGTTTGTTCCCCGEAGRARAACAAGAGT CARGARAGER
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GTTCCGEGCCCCAGACGGEETGEAGTTT
GCCCGCTCCCCCAGACGGEETGGERAATTT
CTTCCTTGITTCGGCEGAGGEGEGEGTTT
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CERATATATATTTTAATTTCGG—CRAA—C
CERATATATATTTTAATTTT-GTCAAGCCAT CAGTACTGTGEGGCCACTCCCATAGGCCGTCTTGAGATTGGER
CERATATATATTTTAATTTTCG-CAAGCCATC
CERATATATATTCRARARACTTTGTCTTGCCAT CGGTARAGGGAGCTACACCARATAGCCCCARCCETGTTCGRSG
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CATAGTTTTTTT—
CGTAGTTTTT-———
CATAGTTTTTTTG
CGTAGTTTTG———
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CERACTARAGAGTTTTTCTACACALG
CERACTARAGGCTTTCTTTTCACARG
CERACARRAGAGTTTTTCTACGCALG
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GGARATTTTT

GTGRATTTT 1
GAATTTTTT
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Cladosporium cladosporicides polymycovirus-1 (CcPmV-1)

2434 bp

2241bp

2008 bp

1261bp

942 bp



S4 Fig. Sequence properties of known polymycoviruses. Schematic representation of the genomic
organisation of (a) BdAPmV-1 and (b) CcPmV-1. Each genome consist of five dsRNAs, each containing one
ORF (grey boxes) flanked by 5’- and 3’-UTRs (black boxes). A comparative alignment of the 5’- and 3’-
terminal sequences of (c) BdPmV-1 dsRNAs 1-5, (d) CcPmV-1 dsRNAs 1-5, (e) AltPmV-1 dsRNAs 2, 5 and 6,
(f) BbPmV-1 dsRNAs 1-4 and (g) BbPmV-1 dsRNAs 1, 6 and 7. Asterisks signify identical nucleotides.
AltPmV-1 dsRNA 6 does not share a similar 3’-terminal sequence with dsRNAs 2 or 5; however there is an
internal sequence in its 3’-UTR with significant similarity to the 3’-terminus of dsRNAs 2 and 5, indicating a
possible sequencing error. Virus names, acronyms, and GenBank accession numbers are listed in S3 Table.



