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G FastQC: Overrepresented sequences
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FastQC: Per Sequence Quality Scores
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FastQC: Sequence Duplication Levels
100
75
50
25
0
S O T W “HEC SN Y S S S S
NS &N
7 7 N
-
Sequence Duplication Level
Created with MultiQC
FastQC: Adapter Content
5
—
20 40 60 80

Position (bp)
Created with MultiQC



