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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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QPer sequence GC content



GC distribution over all sequences
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@Per base N content



N content across all bases
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OSequence Length Distribution



Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels



Percent of seqs remaining If deduplicated 86.51%
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@Overrepresented sequences
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@Adapter Content



% Adapter
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@Kmer Content



Log2 Obs/Exp

AGATCGG
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TTCCGAT
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Position in read (bp)

Obs/Exp Max | Max Obs/Exp Position

AGATCGG 3590 10.7646675 140-144
TAGATCG 1820 0.0 9.966792 140-144
ACGACGC 1235 1.4225516E-6 8.45682 1
TTCCGAT 3325 0.0 7.9508214 7
CGACGCT 1465 1.9724066E-6 7.604402 2
TCCGATC 1950 5.592301E-8 7.135094 8
GAGATCG 3660 0.0 6.5507565 140-144
AAGATCG 3105 0.0 6.3500533 140-144
TACACTC 11105 0.0 6.207252 1
CTTCCGA 4835 0.0 5.755507 6
CGCTCTT 5210 0.0 5.746633 2
TCCGATT 3215 1.5734258E-8 5.6259604 8
CCGATCT 2475 2.4308973E-5 5.34091 9

ACGCTCT 5530 0.0 5.288188 1



CAGATCG 3310 0.0 5.003689 140-144
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