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Measure
Filename
File type
Encoding

Total Sequences

Sequences flagged as poor quality

Sequence length

%GC

Value
Mix sS4 L001 R2 00l1.fastqg.gz
Conventional base calls
Sanger / Illumina 1.9
1364964
0
35-151

48

Tue 17 Jan 2017
Mix_S4_L001_R2_001.fastq.gz



@Per base sequence quality
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123 456 789 1519

30-34  45-43  &0-84 7579
Position inread (bp)

90-94  105-109 120-124 135-139 150-151



@Per tile sequence quality

Quality per tile
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@Per sequence quality scores

Quality score distribution over all sequences
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@Per base sequence content
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@Per sequence GC content

GC distribution over all sequences
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Theoretical Distribution
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@Per base N content
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[@]Sequence Length Distribution

Distribution of sequence lengths over all sequences
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“sequence Duplication Levels

Percent of seqs remaining IF deduplicated 61.6%
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@Overrepresented sequences

Sequence Count Percentage Ps()::riglee
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 223926 16.405267831239506 No Hit
GNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 8228 0.6027997808000797 No Hit
ANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 7589 0.5559853593208319 No Hit

GNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 3366 0.24659991032730533 No Hit

TNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 3097 0.22689243086264546 No Hit

ANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 2651 0.19421757643425028 No Hit



@Adapter Content
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123456789 1415 22-23 30-31  38-3%  46-47  54-55  6Z-63 VO0-71 FE-F9 0 BE-8F 94-85 102-103  MZEZ-1M3 122123 132133
Position inread (bp)



@Kmer Content
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Sequence
ATCTCAC
CATCTCA
TCTCACC
ACCCTGC
ACGCTAC
CATCTGA
CGCTACC
ATCTGAC
CTAGTGT
GCTACCC
ACGCTCC
TCTTACG
TTCTCAC
ATCTTAC
CTTCTCA
CATACGC
CATCTTA

TCACACC

Count PValue Obs/Exp Max
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933517

844948

99486

407722

76575

568913

42811

20499

176823

668102

339424

05038

003216

93596

183191

Max Obs/Exp Position
2

1

ATCTCAC
CATCTCA
TCTCACC
ACCCTGC
ACGCTAC

— e
90-34  105-109 120-124 135-139



Sequence Count PValue Obs/Exp Max Obs/Exp

Max Position
TGACCCT 675 0.0 31.02858 5
CTCACGC 730 0.0 30.918753 4

Produced by FastQC (version 0.11.3)




