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Figure S3. Jingmenviruses distance matrixes. (A) RNA-dependent RNA polymerase gene
of selected Jingmenviruses and viruses sequenced in the present study; (B)
Protease/helicase protein of selected Jingmenviruses and viruses sequenced in the present
study. Light grey to dark shades highlights amino acid distances. The viruses sequenced in

the present study are shown in red.




