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Figure S1. Pairwise identity matrix of 128 Parrot bornavirus strains belonging to Orthobornavirus alphapsittaciforme. Sequences con-

sisted of concatenated N and M partial genes (648 base pairs in length). The Brazilian strain from this study is enclosed in a rectangle. 



 

 

 

Figure S2. Time-resolved maximum clade credibility tree (MCC) of the 130 studied sequences based on the N partial gene (342 base 

pairs in length). The tree was inferred under the models TIM+G+I, K81+I, and TN93+G+I for codon positions +1, +2, and +3, respec-
tively. Posterior probabilities are indicated in the middle of each branch, and clusters for each genotype are shaded in different colors. 

The Brazilian strain from this study is highlighted in bold. 



 

Figure S3. Time-resolved maximum clade credibility tree (MCC) of the 130 studied sequences based on the M partial gene (306 base 

pairs in length). The tree was inferred under the models TN93+G, K81+G+I, and TN93+G+I for codon positions +1, +2, and +3, respec-

tively. Posterior probabilities are indicated in the middle of each branch, and clusters for each genotype are shaded in different colors. 

The Brazilian strain from this study is highlighted in bold. 



 

Figure S4. Global phylogeographic distribution of Parrot bornavirus Genotype 8 strains (PaBV-8). Sequences consist of concatenated 

N plus M partial genes (648 base pairs in length). Colored circles are proportional to the number of available sequences. Connecting 
lines are colored by the country of origin for each route of transmission. The arrows indicate the direction of the spread of the Bra-

zilian genotypes. 

 

Figure S5. Global phylogeographic distribution of Parrot bornavirus Genotype 2 strains (PaBV-2). Sequences consist of concatenated 
N plus M partial genes (648 base pairs in length). Colored circles are proportional to the number of available sequences. Connecting 

lines are colored by the country of origin for each route of transmission. The arrows indicate the direction of the spread of the Bra-

zilian genotypes. 



 

Figure S6. Global phylogeographic distribution of Parrot bornavirus Genotype 4 strains (PaBV-4). Sequences consist of concatenated 

N plus M partial genes (648 base pairs in length). Colored circles are proportional to the number of available sequences. Connecting 
lines are colored by the country of origin for each route of transmission. The arrows indicate the direction of the spread of the Bra-

zilian genotypes. 


