
Mapping to the VZV and to host genome (GMAP v2017-04-24 )

Aligning the sequencing adapters to the reads
(Smith-Waterman algorithm)

Peak analysis
(using the Poisson-probability)

Reads mapping to the VZV 
genome

Raw signals in fasta5 format, base calling (Albacore v2.0.1)

Total RNA isolation
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Sequencing on R9.4 SpotON Flow Cells
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