Reads

Merged reads Not merged reads Report

Sequences

Trimmed Sequences Trimmed (broken pairs) Discarded Sequences Report

Trimmed (broken)

Reads

Reads Track | Read Mapping | Mapping Report | Un-mapped Reads

Mapping Report

Read Mapping or Reads Track

Variant Track Variant Table

Methylation (%)

Supplemental Figure 1: Methylation quantitation workflow schematic. FastQ files are imported for
workflow input. Reads are then merged to eliminate overlapping pairs. Sequences are then quality
trimmed and mapped to a reference sequence. Variant detection is used to identify CpG sites and the
percent cytosine methylation.



