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Summary

@ Basic Statistics

@ Per base sequence quality

@ Per sequence quality scores

Per base sequence content

Per base GC content

Per sequence GC content

@ Per base N content

@ Sequence Length Distribution

@ Sequence Duplication Levels

@ Overrepresented sequences

Kmer Content

@ Basic Statistics

Measure Value
Filename 2831_4902_8529 H8PNLADXX GS061B Rl.fastq
File type Conventional base calls
Encoding Sanger / Illumina 1.9
Total Sequences 198749393

Filtered Sequences 0
Sequence length 151

%GC 43

@ Per base sequence quality

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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12345867 8% 151% 3034 4549 48064 7579 90-94 105108 120-124 135-139 150-151
Position in read (bp)
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@ Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read
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<~ Per base sequence content

Sequence content across all bases
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1234567 8% 1519 3034 4548 6064 7579 90-94 105108 120-124 135-139 150-15:
Position in read (bp)

" Per base GC content
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GC content across all bases
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Per sequence GC content

5C distribution over all sequences

GC count per read
Theoretical Distribution
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@ Per base N content
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M content across all bases
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@ Sequence Length Distribution

Distribution of sequence lengths over all sequences

Seqguence Length
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@ Sequence Duplication Levels
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Sequence Duplication Level == 13.89%
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%Ouplicate relative to unique
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Sequence Duplication Level

@ Overrepresented sequences
No overrepresented sequences

@ Kmer Content

Relative enrichment over read length
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GGAAG
AGAGE
GAGCA
CACAC

AAGAG

103-108 120-124 135-13%

Sequence Count Obs/Exp Overall Obs/Exp Max Max Obs/Exp Position

GGAAG 82561105 3.4312346 8.746461 145-147

AGAGC 71018075 2.9202816 7.981296 145-147
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