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@Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read
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Sequence content across all bases
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@Per sequence GC content

GC distribution over all sequences

GC count per read
Theorstical Distribution
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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

Percent of seqs remaining if deduplicated 91.06%
100
% Deduplicated sequences

% Total sequences
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@Overrepresented sequences

GATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTC 1593 2.4376807602258643  No Hit

GCCCccccccccccccccccccccccceccccccccccccccccccccce 160 0.24483924773141133 No Hit
GATACTGACTCATCAGAAGTCTCATCGTTCGGTTAAAGTTTAAGGAAGTC 149 0.22800654944987683 No Hit
CATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGAAGTC 143 0.21882507765994888 No Hit
GATACTGACTCATCAGAAGTCTCAGCGTTCGGTTAAAGTTTAAGGACGTC 104 0.15914551102541738 No Hit
GATACTGACTCATCAGAAGTCTCAGCGTTCGGTTCAAGTTTAAGGAAGTC 97 0.14843379393716813 No Hit
cceeecccccccccccccccccccccccccccccccccccccccccccce 74 0.11323815207577774 No Hit
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