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Quality score distribution over all sequences
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Sequence content across all bases

100

an

a0

70

80

30

40

20

10

1234567891519 30-34 4549 §0-64 75-79 9004 110114 135-139
Position in read (bp)

@Per sequence GC content

160-164

185189 210-214 235-230  260-2684

T
Wi
Yo
%ol



GC distribution over all sequences
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Theaoretical Distribution
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M content across all bases
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@ sequence Length Distribution
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Cistribution of sequence lengths over all sequences
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Fercent of seqs remaining if deduplicated 84.88%
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' Overrepresented sequences

CCATATACGTCTCCTATAGGTCTCGTATACTGCTTCCTATACGACATCAC 180 0.2003205128205128 No Hit
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