
 

 

Supplementary Information 9. SNP analysis. 

The Number of viral SNPs are reported for HaHV-1 (a) and OsHV-1 (b). Black boxes represented 
SNPs other than A-to-G and T-to-C (shown as white boxes). For the HaHV-1 graph, the samples 
denoted by a “_S” are the re-sequenced samples with stranded library layout. The red vertical lines 
separated logarithmic and stationary phases of viral replication. The raw data are included in the 
table below. 

The conservation of the variable positions is reported for the 2,561 HaHV-1 ADAR-compatible 
SNP (c) and for the 3,062 OsHV-1 ones (d). 

 

e. Data table. The number of total SNPs, other SNPs, ADAR-compatible SNPs, the mean frequency 
of ADAR SNPs and the percentages of ADAR-compatible SNPs over total SNPs are reported. 



 

 

 


