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@Basic Statistics
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File type
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Sequence length

%GC

Mon 18 May 2015

skewer_SWO041_2-trimmed-pair2.fastq

skewer SW041 2-trimmed-pair2.fastqg
Conventional base calls
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Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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Quality score distribution over all sequences
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Sequence content across all bases
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GC distribution over all sequences
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M content across all hases
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@ sequence Length Distribution
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Distribution of sequence lengths over all sequences
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Percent of seqs remaining if deduplicated 92, 79%
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«’Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCC 80 0.28612303290414876 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG 52 0.18597997138769673 No Hit
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