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@Basic Statistics

Filename R2_IJS8 mates ICC5 SW023 S60 L001 R2 001l.fastq.200
File type Conventional base calls

Encoding Sanger / Illumina 1.9

Total Sequences 48

Sequences flagged as poor quality 0
Sequence length 201-272

3GC 42
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°Per base sequence quality

Quality scores actoss all bases (Sanger ! lllumina 1.9 encoding)

123456789 1519 30-34 4549 60-64 7579 90-94 110-114 130-134 150-154 170-174 190-194 210-214 230-234 250-254 270-272
Position in read (bp)

QPer tile sequence quality
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Quality per tile
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Position in read (bp)

@Per sequence quality scores
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Quality score distribution over all sequences

Average Quality per read

16 17 18 19 20 29 22 23 24 26 28 27 28 29 30 ¥ 32 33 34 3/ 38 37
Mean Sequence Quality (Phred Score)

@Per base sequence content
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Sequence content across all bases
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Position in read (bp)

@Per sequence GC content
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GC distribution over all sequences

GC count per read

Theoretical Distribution

0
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Mean GC content (%)

@Per base N content
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Q‘Sequence Length Distribution
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Distribution of sequence lengths over all sequences

Sequence Length
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@Sequence Duplication Levels
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Percent of seqs remaining if deduplicated 93.75%
100
% Deduplicated sequences

% Total sequences
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Sequence Duplication Level

©0verrepresented sequences

GCCTGACGATGAACCCACCAATATCAGTTAACGTAGTTGGGGTTTCAAAT 2 4.166666666666666 No Hit
AGTCAGTCAAGACAAACATACTGATCAAACTATGTTAGTCAAGGTGAAAC 2 4.166666666666666 No Hit
GTCTTGGACGTGAGTTAACTCAACAATATGCGCCTGACCTGGTCTTGGGC 2 4.166666666666666 No Hit
TACAATTGTTCATCCTAAGGCCTGACGGGGACCCCGACCACAGCGACAAA 1 2.083333333333333 No Hit
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TTCTGTCTCTATCCCCCAAATCGCCGTGTGTTTCTCCATCCCCAGACCTG

TGACCAACCTTGAAAGACTCATCGCGTCGCATAATCAGCGGGGACATCGT

TGATCACTACTTAAGGGCCTTATTGCTTGGACTGAAGGACACATCGTCAG

GTTAAAATCACATGGAATAGGTGGGGAAGTTGCCAAATGGATAGAAAATT

TGGTGTCGTCGACAGTCCTGACGCTGAACCAGCGAATGTCAATCATATGC

ATGAACCCCCCCAGGGAAGCGAAAGAGCGGAAAACCTTAAAATGCGCCCA

CTGGAATTAGGTTTTCCTAAAAGATAGTTAGTGTAAGCCAAATACAGCGT

CCATGTCCACACTTCCTATCATCGTCATGCCTGCCGCTGAACCCAAATGT

CAATCCCCCCACCCCCCCCCCCCCCCCCCCAACCGGGGCCATCTTCAGTC

AGGCTGCTATAGTCAGGCATGACTGAAAGAGGCTACTGTGATCAGGCATG

GAGTAATGGGGTGCTCCAAACGCCTGAGGATAGAACCCTGGATAATACTC

TTCCCTTTCTCATTGACAAGGCTGTCGGGGTTCTTCATCAGTGCTTATGG

TTTTCGTGGACTAAAAGTTGTTCATCTTCAGCCCTGAGGAGAAACCCACC

TTCCATTTAGGGTAAAGGGGATTACAGGTCGGTATAATTTTATTTCAAAT

CATCAATGTCATTGTGTGTTCTCAGATGAGACTTCAGTTCCGATGGCTCC

ATCTTACTCATTGTAGACATTCAACAACAATTCCAAACATCATAATACGA

CGCTTGACGGACACAGTGGAGGTGACTGACAGATCGGAAGAGCGTCGTGT

TCCAAGTAATTGTGTCATAATGCCAACCCTTCATAGAGAATAGTAAGAAG

GAGTAACTCACTCTTTTATCCCAGCCCCAACATTTTGTGAGGGGACATCG

ACTTGTAGTTATACTGAGTTGTGGCGCTTGCTTTGGATTAAATCGCACTT

TGATCAAATTTACACTGACATTCATATATCCATAACATGATGTAATTCAG

GTTGTCATGTCCATCACCCATGTTGTCATGTCCATCATCGACAGTCCTGA

CCAGGAGCGGATGGGTTCACCTTCAGGCCCGAACACAATCGCAAAGGGCA

TGACCAACATTGAAACACTCATCGCTTCGCATAATCAGTGGGGTCATCGT

ACCATCTATGCCTGCTGCCTTATTTTTTTTGCTGTCTCGCAGGGGGTTCA

CTCTGTCTACTATGTCAGCAGTCTGGGCACGTCCACCGGCCTGACGATGG

CAAAATTACAACCTAGCCCGGCTGCATCGTCAGCCCTGTCATTGAACCGG

TATGTTTAAAATCTGAAGCTGTAGTTGGTTCATCGCCCGCCACGACGAAG

CATCAATGTCATTGTGTGTTCTCAGACGAGACTTCAGTTCCGATGGATCA

CCCTCTGCATTCAACTGTGGTATTTTGAGGGGCTTGAGGTTTTACGATCA

GTGCCCTGAATCGTGCTGTTGACCGCATCCTTATTAGGGCTCATCGTGCG

GGTCAGACTAGACTAGCGACAAAGACACCTCGCTTACTACAACAGCAATG

GAATTGAATACTGGGACAATGTGTACTTTGTTTTCTTTCAAAAGTGCTTG
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TTAGTTTAAAATCTGAACATGTAGTTGGTTCATCGCCAGGCATAACGATG 1

ACTGTATGAAAGATGGTGGCACACCTAGCCAAGTGGAGGGACTTTGCTCA 1
AATCTCACTCTTATCTTAATAATGTGATGTGAGCTGTATGAGGATTATAG 1
TTTGGTTTGAGGCAAAGGATGACATGGTTCAAGGCTCGTCACAGATGTTT 1
AGATGTGTAGTGAATACAAGGCACGAACCTCCATTATGAGACATGACATC 1
GGTGTGATACTGGCATTCAGAGTTGTAGTGGCAGTCCTAGCGGTGGAAGT 1
CTGCGATGCTGATTTGGTGATCCCCCGTCAGGCCCCACGGTGAAACACGA 1

GTTGTCATGTCCATCACCCATGTTGTCATGTGCATCATCGTCATTCCTGA 1

@Adapter Content
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lllumina Universal Adapter
[llumina Small RNA Adapter
Nextera Transposase Sequence

SOLID Small RNA Adapter

|

ya

123456789 1519 30-34 45-49 60-64 7579 90-94 110-114 130-134 150-154 170-174 190-194 210-214 230-234 250-254

Position in read {bp)

@Kmer Content

No overrepresented Kmers

Produced by FastQC (version 0.11.3)
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