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Filename
File type
Encoding

Total Sequences

Sat 2 May 2015
R2_1JS8_mates_ICC5_SW023_S60_L001_R2_001.fastq

R2 IJS8 mates ICC5 SW023 S60 L001 R2 001.fastqg
Conventional base calls
Sanger / Illumina 1.9
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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 bases
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Distribution of sequence lengths over all sequences

Seguence Length
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Fercent of segs remaining if deduplicated 36.63%
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