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@Per tile sequence quality
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@Per sequence quality scores

2.5E7

2.0E7

1.5E7

1.0E7

5000000

Quality score distribution over all sequences

Average Quality per read

g 9 10 11 12 13 14 15 16 17 18 1% 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36

Mean Sequence Quality (Phred Score)

S
“’Per base sequence content

100

a0

a0

70

a0

30

40

Sequence content across all bases

30

20 N —

10

1234567889

11 13 15 17 18 21 23 25 27 29 31 33 35 37 39 41 43 45 47 49 31 53 535 57 5% 61 63 63 67 69 71 73 73
Position in read (bp)

%T
%
kA
G



@Per sequence GC content

GC distribution over all sequences
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M content across all bases
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@Sequence Length Distribution

Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels

Percent of segs remaining if deduplicated 97.24%
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@Overrepresented sequences
No overrepresented sequences

@Adapter Content
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lllumina Universal Adapter
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