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Figure S1. Maximum likelihood phylogeny of DWV. The names of the viruses are marked in
different colours based on the geographical locations of their host in China. Viruses identified in
this study are distinguished from previously documented viruses with black solid circles at the
beginning of their names. The silhouetted animal host taxa and the colored star symbol denoting
the continental of sampling of the related viruses are also shown.
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Figure S2. Maximum likelihood phylogeny of SBV. Figure legend follows Figure S1.
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Figure S3. Maximum likelihood phylogeny of LSV. Figure legend follows Figure S1.
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Figure S4. Maximum likelihood phylogeny of BQCYV. Figure legend follows Figure S1.
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Figure S9. Maximum likelihood phylogeny of ARV1-ARV2. Figure legend follows Figure S1.
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Figure S11. Intra-species diversity and global distribution of DWYV. (A) The phylogenetic
tree was estimated based all Chinese DWYV strains (blue and red) and selected global reference
sequences available on GenBank. Viruses identified in this study are colored red. (B) Global
distribution of DWV. The map was constructed by combining global DWV data entries in
GenBank with more country level information from reference papers.
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Figure S14. Tagged RT-PCR results on four viruses. (A) Apis dicistrovirus 3, (B) Apis iflavirus
1, (C) Apis rhabdovirus 4, (D) Apis picorna-like virus 4.
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Figure S15. Beta diversity analysis of the viromic composition among libraries.
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