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@Per base sequence quality
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@Per sequence quality scores

Quality score distribution over all sequences
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Sequence content across all bases

%l
%C

[0

B0

70

B0

50

40

a0

20

12 3 4 5 & 7 8 9 15-19 25-28 35-39 45-49 5558 B5-6B9 75-79 E5-80 9509 110-114  125-129  140-144
Position in read (bp)



@Per sequence GC content

GC distribution over all sequences

GC count per read
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@Per base N content

N content actoss all bases
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@Sequence Length Distribution

Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels

Psrcent of seqs remaining if deduplicated 9.73%
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@Overrepresented sequences

TAGCTTGGGCTCCTGTCTTACAGGCCCTGCCTCCGGGCTCACCTCGCTGT 54589 83.5345605900626 No Hit
TAGCTTGGGCTCCTGTCTTACAGGCCCTGCCTCTGGGCTCACCTCGCTGT 222 0.33971445622733326 No Hit

196 0.2999280784709789  No Hit
TAGCTTGGGCTCCTGTCTTACAGTCCCTGCCTCCGGGCTCACCTCGCTGT 86 0.1316010956556336  No Hit
TAGCTTGGCTCCTGTCTTACAGGCCCTGCCTCCGGGCTCACCTCGCTGTG 85 ©.13007085035731228 No Hit
TAGCTTGGGCTCTGTCTTACAGGCCCTGCCTCCGGGCTCACCTCGCTGTG 82 0.1254801144623483  No Hit
TAGCTTGAGCTCCTGTCTTACAGGCCCTGCCTCCGGGCTCACCTCGCTGT 72 0.11017766147913512 No Hit
TAGCTTGGGCTCCTATCTTACAGGCCCTGCCTCCGGGCTCACCTCGCTGT 70 0.10711717088249247 No Hit
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