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Supplementary Figure S1. Pairwise identity matrix of 371 PiCV whole genome sequences
available from NCBI.
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Supplementary Figure S2. Phylogenetic trees of the 371 PiCV whole genome sequences
available from NCBI. (A) Neighbor-joining tree and (B) Maximum-Likelihood tree of the 371
whole genome sequences of PiCV, while (C.) is the Maximum-Likelihood tree of the 371
whole genome sequences of PiCV after removing the recombinant regions. Genotypes were
named as in Khalifeh et al. (2021) [73].
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Supplementary Figure S3. Recombination breakpoint analysis of the 371 PiCV whole genome
sequences available from NCBI. General hot spots (red) and cold spots (blue) regions were
marked by arrows. Genome organization based on PiCV sequence MW656022 as
representative.
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