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Figure S1. VP1 tree of PeV

Maximum likelihood tree constructed using VP1 gene region of PeVs.

Branch colors indicate the statistical support of each node that were calculated using aLRT. A colored scale indicating the
aLRT values is also shown in the trees. Phylogenetic groups corresponding to the main genotypes are indicated by names
above branches. Brazilian isolates were colored: blue indicate strains from Bahia and magenta indicate strains from
Tocantins. Recombinant strains identified in this study are indicated by gray areas. The triangle in the base of tree is the

likelihood map and it shows 39.7% of unresolved trees in the PeV genome alignment. Tree was constructed using maximum
likelihood criteria implemented in the FastTree software 1, assuming GTR model plus gamma correction distributions and the

proportions of variable sites in the alignment. Likelihood mapping was obtained using the software Tree-puzzle (version 5.3)2.
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Figure S2. 3D tree of PeV

Maximum likelihood tree constructed using 3D gene region of PeVs.

Branch colors indicate the statistical support of each node that were calculated using aLRT. A colored scale indicating the
aLRT values is also shown in the trees. Phylogenetic groups corresponding to the main genotypes are indicated by colored
areas. Brazilian isolates were colored: blue indicate strains from Bahia and magenta indicate strains from Tocantins. The

triangle in the base of tree is the likelihood map and it shows 47.4% of unresolved trees in the PeV genome alignment. Tree

was constructed using maximum likelihood criteria implemented in the FastTree softwarel, assuming GTR model plus

gamma correction distributions and the proportions of variable sites in the alignment. Likelihood mapping was obtained using
the software Tree-puzzle (version 5.3)2

Identification of sequences used in this study are in the Table 1S.
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Figure S3 Genome tree of PeV and Mosaic map of PeV recombinant strains

Maximum likelihood tree constructed using near-complete genomes of PeVs.

Branch colors indicate the statistical support of each node that were calculated using the approximate likelihood ratio test
(aLRT). A colored scale indicating the aLRT is also shown in the trees. Phylogenetic groups corresponding to the main
genotypes are indicated by colored areas. The mosaic pattern of intergenotypes recombinant strains are indicated in the tree

in diagrams next to each mosaic strain. Tree was constructed using maximum likelihood criteria implemented in the FastTree

softwarel, assuming GTR model plus gamma correction distributions and the proportions of variable sites in the alignment.
Identification of sequences used in this study are in the Table 1S. Recombination analysis was performed using RDP software

and the mosaic pattern showed in the figure is based on the bootscanning method.
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