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Highlights 

 A NGS was applied to detect variants at low frequency in HSV-1 TK genes. 

 The efficacy of the NGS assay was assessed in comparison to that of Sanger method. 

 All the mutations detected by Sanger method were also detected by the NGS assay. 

 Mutations which could not be detected by Sanger method were detected by the NGS. 

 The NGS assay might be applicable to sensitive detection of ACVr HSV-1. 
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