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Figure S1. AlphaFold3 prediction metrics of viral capsid proteins of Aveparvovirus. (Left Side) Pre-
dicted Local Distance Difference Test (pLDDT) and (Right Side) MSA Sequence Coverage of: A) VP1
of TuPV; B) VP1 of ChPV; C) VP2 of TuPV; D) VP2 of ChPV.



