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Figure S1. Midpoint rooted maximum likelihood phylogenetic tree of reoviruses showing the posi-
tion of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.



KC464457.1 Mosquito flavivirus
FJ644291.1 Quang Binh virus
AB981186.1 Mosquito flavivirus

HE574574.1 Culex theileri flavivirus

GQ165808.1 Culex flavivirus
KX245154.1 Cuacua virus
GQ165809.2 Nakiwogo virus
KC505248.1 Palm Creek virus
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KT599442.1 Culiseta flavivirus
AB488408.1 Aedes flavivirus

100 AY149905.1 Kamiti River virus
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= KX148546.1 Anopheles flavivirus variant 1
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®Parramatta River virus
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NC_001437.1 Japanese encephalitis virus

EU879061.2 T'Ho virus
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Figure S2. Midpoint rooted maximum likelihood phylogenetic tree of orthoflaviviruses showing the
position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.



o Alphamesonivirus1 Ngewotan strain
ASA47342 Alphamesonivirus 1 Ngewotan
AXQ04810 Houston virus

At AXL48247 Alphamesonivirus 1
= ' YP_004767305 Nam Dinh virus
YP_004598981 Cavally virus
YP_009505587 Karang Sari virus
_|: AGL73174 Bontang virus

AGL73192 Kamphang Phet virus
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100

_97'-— QVU02388 Alphamesonivirus sp.
YP_009026378 Casuarina virus

YP_007697629 Alphamesonivirus 2
- YP_007697642 Alphamesonivirus 4

YP_009666297 Ofaie virus
100 YP_007697636 Alphamesonivirus 3
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Figure S3. Midpoint rooted maximum likelihood phylogenetic tree of mesoniviruses showing the
position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.

YP_009336575.1 Hubei picorna-like virus 29

YP_009351892.1 Pityohyphantes rubrofasciatus iflavirus

YP_009448183.1 Armigeres iflavirus
ULE62084.1 Sassandra virus

UUV42165.1 Hanko iflavirus 1

QGA70904.1 Jotan virus
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Figure S4. Midpoint rooted maximum likelihood phylogenetic tree of iflaviviruses showing the po-
sition of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.
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73 L YP_009337113.1 Hubei tombus-like virus 28
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Figure S5. Midpoint rooted maximum likelihood phylogenetic tree of tombusviruses showing the
position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.
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YP_224218.1 Citrus sudden death-associated virus
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L[ UBJ25983.1 Sichuan mosquito tymo-like virus
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QGA70928.1 Tarnsjo virus
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0.2

YP_009272813.1 Bat tymo-like virus

Figure S6. Midpoint rooted maximum likelihood phylogenetic tree of tymoviruses showing the po-
sition of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.
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Figure S7. Midpoint rooted maximum likelihood phylogenetic tree of negev-like viruses showing
the position of new variant identified (represented by a solid black circle). Bootstrap support values
are displayed when greater than 70.
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Figure S8. Midpoint rooted maximum likelihood phylogenetic tree of Orthomyxoviridae showing the
position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.



o Culex phasma-like virus
YP_010085109.1 Culex phasma-like virus
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QTW97787.1 Wuhan mosquito orthophasmavirus 2
UUG74077.1 XiangYun bunya-arena-like virus 12
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QGA87322.1 Flen bunya-like virus
YP_009553313.1 Yongsan bunyavirus 1
QRW41769.1 Miglotas virus
YP_009362029.1 Kigluaik phantom orthophasmavirus
APG79294.1 Hubei diptera virus 6
YP_009305130.1 Wuhan mosquito virus 1
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Figure S9. Midpoint rooted maximum likelihood phylogenetic tree of Phasmaviridae showing the
position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.
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Figure S10. Midpoint rooted maximum likelihood phylogenetic tree of Rhabdoviridae showing the

position of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.
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QGA70948.1 Vittskovle virus
F QGA70917.1 Gran virus

APG78066.1 Hubei ginvirus-like virus 2
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o YP 009342465.1 Wuhan insect virus 15
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AL YP 009337847.1 Hubei ginvirus-like virus 1
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Figure S11. Midpoint rooted maximum likelihood phylogenetic tree of Qinviridae showing the po-

sition of new variant identified (represented by a solid black circle). Bootstrap support values are
displayed when greater than 70.



Table S1. Number of sequencing reads, contigs and viral reads for each mosquito pool.

Total number of paired Total number of con- Total number of viral

Mosquito Species end reads tigs reads
Aedes vigilax Perth 84,573,893 41,679 1,171,387
Aedes vigilax Wynd- 85,644,338 48,447 63,542
ham
Culex annulirostris 85,648,932 36,016
Karrratha
Culex annulirostris 183,824,887 135,094 280,507
Wyndham
Culex australicus 91,087,030 93,517 458,824
Culex globocoxitus 89,581,506 77,716 6,676,523
Culex pipiens biotype 85,626,777 46,624 726,151
molestus

Culex quinquefasciatus 110,271,729 70,449 807,873




