Supplementary Figure S3. The maximum likelihood consensus tree of the
flavivirus polyprotein (A: 118 amino acids, B: 454 amino acids) sequences. The
trees are constructed using 1,000 replicates. Branches achieving 295% bootstrap
support are annotated with red dots. Viruses are indicated by GenBank accession,
name and isolate identifier where available. Haseki Tick Virus and related viruses
are marked. Sequences detected in the study are indicated by sample IDs.
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MNO025505 Trinbago virus TTPPool4

MW561974 Bole tick virus 4 Bangali/H.truncatum/2018
MW561976 Bole tick virus 4 Iftin/H.dromedarii/2018
MK774653 Bole tick virus 4 bole4-xinjiang-JMN
MZ244286 Bole tick virus 4 GSC346flaviv
KR902736 Bole tick virus 4 BLP1

MH688540 Bole tick virus 4 17L.2

ON811726 Flaviviridae sp TIGMIC25

ON811737 Flaviviridae sp TIGMIC36

ON408074 Bole tick virus 4 NEDH2

ON811714 Flaviviridae sp TIGMIC13

ON684360 Dermacentor reticulatus pestivirus-like virus 1 CT2
MW561134 Bole tick virus 4 lasi21

MW561133 Bole tick virus 4 lasi20

MWS561132 Bole tick virus 4 lasi50

MWS561135 Bole tick virus 4 lasi23

G72-B37

MW590314 Haseki tick virus Pol2014

MWB808978 Haseki tick virus Novosibirsk2020
MN218439 Haseki tick virus 201Vladivostok
MN218438 Haseki tick virus 185Vladivostok
MN218446 Haseki tick virus 25Novosibirsk/2019
MN225955 Haseki tick virus 165Vladivostok
MN218436 Haseki tick virus 171Vladivostok
MN218437 Haseki tick virus 175Vladivostok

MW561976 Bole tick virus 4 Iftin/H.dromedarii/2018
MW561974 Bole tick virus 4 Bangali/H.truncatum/2018
MW561975 Bole tick virus 4 BalambalaHrufipes2018
ONB811702 Bole tick virus 4 TIGMIC2

MK774653 Bole tick virus 4 bole4xinjiangJMN
NC028371 Bole tick virus 4 BLP1

MNO025505 Trinbago virus TTPPool4

ONB811701 Bole tick virus 4 TIGMIC1

ON408074 Bole tick virus 4 NEDH2

ON408075 Bole tick virus 4 NEShL2

MWB808978 Haseki tick virus Novosibirsk2020
ON684360 Dermacentor reticulatus pestivirus-like virus 1 CT2
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