OutputForwardPaired.Fq

@ Basic Statistics GC distribution over all sequences
a Per base sequence quality GC count perread
@ Per sequence quality scores 600000 Theoretical Distribution

Perbase sequence content

Perbase GC content

@ Per sequence GC content

@ Fer base N content 500000
@ Sequence Length Distribution

Sequence Duplication Levels

400000

300000

200000

100000

02468 11 14 17 20 23 26 29 32 35 38 41 44 47 50 53 56 59 62 65 68 71 74 77 80 83 86 B89 92 95 S8
Mean GC content (%)

OutputForwardPaired.fFq

— a Basic Statistics Sequence Duplication Level »= 72.3%

i 100
E @ Per base sequence quality %Duplicate relative to unique
“ @ Fer sequence quality scares
@ Per base sequence content
90
% Perbase GC content
Q Per sequence GC content
@ Perbase M content ag
i a Sequence Length Distribution
@ sequence Duplication Levels
Overrepresented sequences |70
Kmer Content
60
50
40
30
20
10
[u]

1 2 3 4 5 ] 7 8 9 10+
Sequence Duplication Level



