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@Basic Statistics
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@Per base sequence quality



Quality scores across all bases (Sanger / lllumina 1.9 encoding)

1234567829 1213 1818 24-25 30-31 36-37 4243 48-49 5455 6081 66657 7273 76
Fosition in read (hp)

OPer tile sequence quality



Quality per tile
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Guality score distribution over all sequences
fuerage Guality per read
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Sequence content across all hases
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@Per sequence GC content
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GC distribution over all sequences

180 5C count per read

Theoretical Distribution
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@Per base N content



M content across all bases
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¢ 'Sequence Length Distribution
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Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels



Fercent of segs remaining if deduplicated 89, 76%
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@Overrepresented sequences
No overrepresented sequences
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% Adapter
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@Kmer Content

No overrepresented Kmers
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