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@Basic Statistics

Filename R1 IJS8 mates ICC5 SW023 S60 L001 R1 00l.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 40
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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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1234567389 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)

Ve

Per sequence quality scores
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Quality score distribution over all sequences

Average Quality per read

17 18 19 20 29 22 23 24 25 26 27 28 29 30 ¥ 3¢ 33 34 3B 3 I7
Mean Sequence Quality (Phred Score)

@Per base sequence content

file:///Users/natashadudek/Desktop/R1_IJS8_mates_ICC5_SW023_S60_L001_R1_001.fastq.200_fastgc.html Page 4 of 12



R1_1)S8_mates_ICC5_SW023_S60_L0O01_R1_001.fastq.200 FastQC Report 15-05-10 2:44 PM

Sequence content across all bases
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1234568789 1519 30-34 4549 60-84 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)

@Per sequence GC content
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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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123456789 1519 30-34 45-49 60-64 7579 90-94 110-114 130-134 150-154 170-174 190-194 210-214 230-234 250-254 270-272
Position in read (bp)

Q‘Sequence Length Distribution
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Distribution of sequence lengths over all sequences

Sequence Length

202-203 208-209 214-215 220-221 226-227 232-233 238-239 244-245 250-251 258-257 262-263 268-269
Sequence Length (bp)

@Sequence Duplication Levels
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Percent of seqs remaining if deduplicated §7.5%
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Sequence Duplication Level

©0verrepresented sequences

GTGTTTTTAGGATCTTTAGTTATAGTGCCTTGTTTGTAGTGACATGTATA 2 4.166666666666666 No Hit
CTGACGATGAACCCTTTTTTTTTGAGAATTTTGAACAATGACCCTTTCAA 2 4.166666666666666 No Hit
TCAGGCCTGACGATGAACCCAGGCAGTGTATGGTGACAAAAGTGGGTCGA 2 4.166666666666666 No Hit
TGGATGATGGACATGACAACATGGATGATGGACATGACAACATGGGTGAT 2 4.166666666666666 No Hit
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AAGTCTCGTCTGAGAACACACAATGACATTGATGTATCGGAACTGAAGTC

TGTAATTGGAGTTTTACTACTTTTACAGCTGTCCGCAAGTTTTTTTTTAA

TACATAAGCACTACGGCAATGAGAGAGAGGAAAAATTCAATCCATCAACA

TTTATACAGGACAGTCTATTCCTTCGTTGTTCACTTGGTCGTACAATATG

GCTTGTCTGTCTATCTATTCATCTATCAATATATCTATCTATATAAGTAT

GTTGACTTAATACAGGTTTATAAGATGAGTTGACTTAATACAGGTTTATA

TATGACCAGGACTTCAAATTACACTGAACACAGAAAGCAGACGTAATGAC

CGCTTGACGGACACATTGGGAGTCTGACTGAGATCGGAAGAGCACACGTC

TAGAGGTTTGTTACAAATGCTAAAAATCAAGATGAACTATTGGGGGACGG

GCCATAAGGGGGGTCGTAATTTATCTAGGCGAAGAACCCAAAAGCACAAG

CCACTACTATGGGGATCACATCGATCCACATCTTGTCAGCCGGGCTGGCT

CACTGGCTTACCCGGCCTTTTTCCACTTCTACCGCCCTCCTGACCATTTA

CTATAATCCTCATACAGCGCACATCACATTATTAAGATAAGAGTGAGATT

GCTCTTGTGGTTCATTGCCACTTAACAATCAAATGTTTAGTGATGCCTGA

ACTACCACTACGTCTTCTACTATTCCTACAACCACATCTAATCATCACAC

AACATTCCGTCATTCAAACATCTGTGACGAGCCTTGAACCATCTCATCCT

TAGAGGTTTGTTACAAATGCTAAAAATCAAGATGAACTATTGGGGGACTG

AGTGGGCGAGGTGTCTTTGTCGCTAGTCTAGTCTGACCAGAGCTGTTGAA

CAGATAAATAACCTTATCTAGATGCATCGTATGGCCTAGCGATAAACACA

AAAGAATGGACCAGTCTCCGACCAGAAGAGTCACAGGCAGCGGCATCTGA

CCCTCAGTAAGATCTATTGTCAGCAGCCACCAAAAAAACCACATCAAGAG

AGATGATCTAGCCCTTCCGCACTTCTTGATAGTATCACTGTGTCATCTAC

CTTTTGGGGGAGAAGAGGAAGGGGGGAAGAGGAACCCACCTCAATAATTC

GGTGAGGCTCTTGTTCAGCATGTTGTGCCGGACCAGCCGTTCGTCTTCCT

CATCCTGTAGAGACTTCAAGCCCCCCCCCCCCTTCCCTCCTCCCCCTTTT

AATGAATGGGAGATATTTATCACAGGCTTCCTGTAAGATGACGGACAACT

CATTCTACCTGATACACTGGGCAGCAAATATTGCGCATTCTGTTCTCCAG

TTATGGTTTGCCCCAAATATATCAACCTCTGTACTTGTTGGATTATTTCT

GTGTAACTACTGGCGAAGACGACCGTGTTGTGAAAGCCCAGAGCCGACTC

GAGAAAGAATGACAATCATGAGGAACCTTGCTGGCACAAGCTGGGAAGCA

GGTCTTTAAAATTTGCGTTTTCCAGGTGAGACGTTGTCTAAGGAACATCC

GAAAATGTTGAGAACCTGTGTTTTCCCGCTGGGGTCATCGGCCGGCCTGA

GCTCTGTCCTCTTTTGTGGGGGAGAGAGACAGGCCTGACGATGAACCCAC
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AAGGAGAAGGGAACAGCGGGAGGAGGGACGATGAACCCTTTGTCAGTTAT

TCTTTTAGAAGCTACCATACTTAACTCCATAGGATTGATGTCTACTTGCT

CCCTAAGCTGTGGTCTAGTAGTTTGGATGAAATAGAACATGTCATAATAT

ACACAAAAAAAAAAAAAAAATGCTTTTGTTATTTCTGCTAGCTATTTTTT

TTTCAGTCATGCTATAGTAGCCTCTTTCAGTCATGCCTGACTATAGTAGC

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

SOLID Small RNA Adapter

p -

1234567389 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

Position in read {bp)
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@Kmer Content

No overrepresented Kmers

Produced by FastQC (version 0.11.3)
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