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@ 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

@ Seguence Length Distribution

@ Seguence Duplication Levels

 Overrepresented sequences

@ Kmer Content

@ Basic Statistics

Measure Value
Filename all24samples.fastq
File type Conventional base calls
Encoding Illumina 1.5

Total Sequences 665404362
Filtered Sequences 0
Sequence length 100

%GC 48

(%) Per base sequence quality

Quality scores across all bases (lllumina 1.5 encoding)
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Q Per sequence quality scores

Quality score distribution over all sequences
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GC content across all bases
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@ Per sequence GC content

GC distribution over all sequences

GC count per read

Theoretical Distribution
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@ Per base N content
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N content across all bases
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@ Sequence Length Distribution

Distribution of sequence lengths over all sequences
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Sequence Duplication Level »= 95,17%
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< Overrepresented sequences

Sequence Count Percentage Possible Source
AACTTTCAACAACGGATCTCTTGGCTCTCGCATCGATGAAGAACGCAGCG 2931282  0.44052641782952423 No Hit
TCAAACGAGGAAAGGCTTACGGTGGATACCTAGGCACCCAGAGACGAGGA 1133722  0.17038090892466978 No Hit
AAATGAGAACTTTGAAGGCCGAAGAGGGGAAAGGTTCCATGTGAACGGCA 964760  0.14498852954618896 No Hit
AAACTTTCAACAACGGATCTCTTGGCTCTGGCATCGATGAAGAACGCAGC 826171  0.12416074302801158 No Hit
TACCTGGTTGATCCTGCCAGTAGTCATATGCTTGTCTCAAAGATTAAGCC 752912  0.11315104664132032 No Hit

AATGAGAACTTTGAAGGCCGAAGAGGGGAAAGGTTCCATGTGAACGGCAC 701056 0.105357896063552908 No Hit

@ Kmer Content
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Relative enrichment over read length
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Sequence Count Obs/Exp Overall Obs/Exp Max Max Obs/Exp Position

TTCTC 351261530 7.2508225 25.062649 91
TCTCG 322335055 6.406679 24.114845 92
ATTCT 354618905 6.1133475 20.826416 90
AATTC 374753770 5.7328615 18.27959 87
GAATT 403872680 5.598748 17.141178 86
TGGAA 413903215 5.524767 16.449793 86
AAAAA 545747925 5.4902825 15.713121 87
CTCGG 275186390 5.2664886 22.44595 93
GGAAT 377496150 5.0388074 16.504894 87
TCGGG 289375880 5.0185413 21.191135 94
CGGGT 221569025 3.842591 17.739004 95
GGGTG 235677880 3.7038627 16.555925 96
CTCTC 168547900 3.696816 11.397588 25
GGTGC 211211325 3.662961 17.37435 95
GTGCC 191337940 3.6618052 19.096737 96
CCAAG 232905025 3.6451957 16.377865 96
TCTCT 172215115 3.5549047 11.015066 17
TGCCA 199389795 3.5167105 16.885391 96
CAAGG 237811160 3.3728359 15.445037 96
GCCAA 214283595 3.353752 16.815811 96
CTCCA 166884465 3.2480943 10.588418 96
AAGGA 271084495 3.2109103 12.477973 96
ATGGA 239494000 3.1967583 7.8947678 82
TTGGA 183417280 2.7589712 5.7432365 90
GGGGG 180279480 2.7280424 7.660169 93
AGGAA 229120660 2.7138617 12.068609 96
GAACT 173290590 2.5525205 11.592409 96
AACTC 155611665 2.5293877 11.628915 96
ACTCC 125366050 2.440016 12.377329 96
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ATCGA
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CTCGC
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Produced by FastQC (version 0.10.1)
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@FastQC Report all2a-adapter.qual.fasta
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

L ) Sequence Length Distribution
@ Seguence Duplication Levels

 Overrepresented sequences

@ Kmer Content

@ Basic Statistics

Measure Value
Filename all24-adapter-qual.fastq
File type Conventional base calls
Encoding Illumina 1.5

Total Sequences 653844992
Filtered Sequences 0
Sequence length 1-100

%GC 47

Q Per base sequence quality

Quality scores across all bases (lllumina 1.5 encoding)
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Q Per sequence quality scores

Quality score distribution over all sequences
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@ Pper base sequence content

Sequence content across all bases
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GC content across all bases
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@ Per sequence GC content

GC distribution over all sequences

GC count per read

Theoretical Distribution
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N content across all bases
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T Sequence Length Distribution

Distribution of sequence lengths over all sequences
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Sequence Duplication Level »= 91,97%

%Duplicate relative to unique
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< Overrepresented sequences

Sequence Count Percentage Possible Source
AACTTTCAACAACGGATCTCTTGGCTCTCGCATCGATGAAGAACGCAGCG 2814339  0.4304290824942191  No Hit
AAATGAGAACTTTGAAGGCCGAAGAGGGGAAAGGTTCCATGTGAACGGCA 801773  0.1226243237785631 No Hit
AAACTTTCAACAACGGATCTCTTGGCTCTGGCATCGATGAAGAACGCAGC 772010  0.11807232745463929 No Hit
TACCTGGTTGATCCTGCCAGTAGTCATATGCTTGTCTCAAAGATTAAGCC 739084  0.11303657732993694 No Hit

TCAAACGAGGAAAGGCTTACGGTGGATACCTAGGCACCCAGAGACGAGGA 718430 0.10987772465801804 No Hit

@ Kmer Content



Relative enrichment over read length
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13579 12 16 20 24 28 32 36 40 44 48 52 56 60 64 68 72 76 80 84 88 92 96
Position in read (bp)

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

CTCTC 161469585 4.2909737 11.538213 25
TCTCT 163199420 4.0999393 10.984784 17
AAAAA 351107560 3.677394 26.924915 96
CCACC 131336325 3.1697645 5.705923 96
CTCTG 118686375 3.0308845 4.782057 10
GAAGA 180153640 2.6449711 6.4678245 38
AAGAA 194265050 2.4089823 5.6348166 39
GCTCT 87593950 2.2368796 9.0954895 24
CTCTT 87495350  2.1980815 9.0908 18
GATGA 125108815 2.1394153 9.589545 7

TGAAG 125087485 2.13905 6.509571 37
GTGAA 122665290 2.0976298 9.023504 84
TGATG 101201105 2.01568 9.699804 6

CTTGG 75924870 1.8631849 8.425186 20
CTTTC 71534735 1.7971146 8.115739 3

TCATC 81839010 1.7651837 13.362174 89
TCTTG 71281635 1.7208375 8.071495 19
TTGCA 82263990 1.7050719 7.8412743 72
TGGCT 69470765 1.704802 7.9321265 22
TTGGC 67443760 1.6550597 7.795545 21
GAATT 98348085 1.6544867 7.0921283 77
GGCTC 63171395 1.6398294 8.324819 23
AATTC 90658980 1.587102 7.435363 78
GAATC 88444585 1.573892 14.26407 94
CCATC 67805560 1.5470387 5.0660157 90
TTCAA 88084365 1.54203 6.0829296 5

ACTTT 75390220 1.5372279 6.7587547 2

TGTGA 76623065 1.5261453 7.0244393 66
TGAAT 89920700 1.5127147 9.149461 85
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Produced by FastQC (version 0.10.1)
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