
Appendix 5. Total number of variants identified by two alignments with different mapping 
criteria. 

 Variants identified Used parameters Low stringency parameters 

Total variants 1195 3752

Total variants <1% frequency 591 1928

Total  SNPs 476 999

Total nonsynonymous changes 6 14

Total nonsynonymous, non SNP 
change 3 11

False positives 1 8

 

 

 


