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@Per base sequence quality

Quality scores across all bases (Sanger f lllumina 1.9 encoding)
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O Per tile sequence quality
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Quality per tile
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Quality score distribution owver all sequences
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@Per base sequence content
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Sequence content across all bases
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@Per sequence GC content
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GC distribution over all sequences

GC count per read
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N content across all bases
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@Sequence Length Distribution
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Distribution of sequence lengths over all sequences
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@Sequence Duplication Levels
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Percent of seqs remaining if deduplicated 96.35%
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