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Figure S1. Alignment of the amino acid sequences of the complete NS1 gene under the genus 
Chaphamaparvovirus using MAFFT in Geneious (version 10.2.2) to show the genetic variation 
between Psittaciform chaphamaparvovirus 2 (PsChPV-2) and other selected parvoviruses. 
PsChPV-2 was highlighted with yellow background. The top graph represents the mean 
pairwise sequence identity over all pairs in the column (green: 100% identity; mustard: ≥30% 
and <100% identity; red: <30% identity).  
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Figure S2. Alignment of the amino acid sequences of the complete VP1 gene under the genus 
Chaphamaparvovirus using MAFFT in Geneious (version 10.2.2) to show the genetic variation 
between Psittaciform chaphamaparvovirus 2 (PsChPV-2) and other selected parvoviruses. 
PsChPV-2 was highlighted with yellow background. The top graph represents the mean 
pairwise sequence identity over all pairs in the column (green: 100% identity; mustard: ≥30% 
and <100% identity; red: <30% identity). 
 
 
 


