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Supplementary Figure Legends: 
 
Supplementary Figure S1. Metagenomic detection of SRV-4 in 
plasma of a Japanese macaque. 485 detected sequence reads were 
mapped onto the reference genome of SRV-4 (GenBank ID: FJ971077). the 
upper box represents the SRV-4 genome. Sequence reads detected are shown 
as bars colored by homology (% identity). Detected positions are colored in 
the box of the genome cumulatively. 
  



 


