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@Per tile sequence quality



Quality per tile
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@Per sequence quality scores



Quality score distribution over all sequences
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@Per base sequence content



Sequence content across all bases
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@Per sequence GC content



GC distribution over all sequences

GC count per read
Theoretical Distribution
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@Per base N content



N content across all bases
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Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels



Percent of seqs remaining if deduplicated 85.98%
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% Adapter
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@Kmer Content



Log2 Obs/Exp

AGATCGG
ACGACGC
TAGATCG
TTCCGAT
TCCGATC
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Obs/Exp Max | Max Obs/Exp Position

AGATCGG 3515 10.03681 140-144
ACGACGC 1020 8.11131E-5 8.318681 1
TAGATCG 1845 0.0 8.1224575 140-144
TTCCGAT 3465 0.0 7.7478647 7
TCCGATC 1830 1.06476364E-7 7.3347936 8
TACACTC 10745 0.0 7.0412655 1
GAGATCG 3605 0.0 6.668498 140-144
CTTCCGA 4970 0.0 6.3967423 6
CCGATCT 2395 1.08529985E-5 5.6047916 9
CGCTCTT 4980 0.0 5.537462 2
AAGATCG 2965 0.0 5.106927 140-144
CAGATCG 3375 0.0 5.0878167 140-144
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