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Quality scores across all bases (Sanger / llumina 1.8 encoding)
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Guality score distribution over all sequences
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Sequence content across all bases
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GC distribution over all sequences

GC count per read

Thearetical Distribution
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M content across all bases
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Distribution of sequence lengths over all sequences
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Percent of seqs remaining if deduplicated 8&.08%
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“’Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 1447 0.21994792387096188 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG 1140 0.17328309137035006 No Hit
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