@FastQC Report
Wed 28 Sep 2016

M_16_F0932_0_B_MSS1_cDNA_pool_BacteriaEnterobacter_ ATCACG_L003_R1_001.fastq.gz
Summary

@ Basic Statistics

@Per base sequence quality

@Per tile sequence quality

@Per sequence quality scores

@Per base sequence content

@Per sequence GC content

@Per base N content

@Sequence Length Distribution

@Sequence Duplication Levels

@Overrepresented sequences

@Adapter Content

@Kmer Content

@Basic Statistics

Filename M 16 F0932 0 B MSS1 cDNA pool BacteriaEnterobacter ATCACG L003 R1 00l.fastqg.gz

File type Conventional base calls
Encoding Sanger / Illumina 1.9

Total

7023308
Sequences

Sequences
flagged
as poor
quality

Sequence

101
length 0

3GC 53
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°Per base sequence quality

Quality scores across all bases (Sanger { Illumina 1.9 encoding)
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QPer tile sequence quality
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@Per sequence quality scores



Quality score distribution over all sequences
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@Per base sequence content



sequence content across all bases
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@Per sequence GC content

6T
%C

0




GC distribution over all sequences
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@Per base N content



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 Levels



Percent of seqs remaining if deduplicated 16.12%
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@Overrepresented sequences

Possible
Source

Sequence Percentage

CTCGGTACTACATGCTTAGTCTGTCTTTACATTCACCTGCCAGCTGCGAA 98187 1.3980164332818668 No Hit
CCTCGGTACTACATGCTTAGTCTGTCTTTACATTCACCTGCCAGCTGCGA 20889 0.29742394894257806 No Hit
CGGTACTACATGCTTAGTCTGTCTTTACATTCACCTGCCAGCTGCGAACA 20778 0.29584349710990887 No Hit
CCGGGTTCTGTCGTGGACAGTCATTCATCTAGGCCAGCAATCGCTCACTG 14168 0.2017283023897001 No Hit
GTCGTTGCTCAGCTGGTCAACTTTAGCGTTCAGAGTCTGAACGTCAGAAG 12856 0.18304764649364658 No Hit
GTGGAGCTGGCGGGAGTTGAACCCGCGTCCGAAATTCCTACATCCTCGGT 10634 0.15141013323066568 No Hit
GGCGGGAGTTGAACCCGCGTCCGAAATTCCTACATCCTCGGTACTACATG 10074 0.14343668254332573 No Hit
GCCGTACCTTGTGAACCCCTATTTGGCCTTGCTCCGGGTGGAGTTTACCG 9540 0.13583342778075516 No Hit
GTGGAGTTTACCGTGCCACGGACTGTTACCAGCCGCGCGGTGCGCTCTTA 9426 0.13421026103368955 No Hit

CTACATCCTCGGTACTACATGCTTAGTCTGTCTTTACATTCACCTGCCAG 8303 0.11822064474461323 No Hit



CCTACATCCTCGGTACTACATGCTTAGTCTGTCTTTACATTCACCTGCCA 7920 0.11276737400666467 No Hit

GCTGGCGGGAGTTGAACCCGCGTCCGAAATTCCTACATCCTCGGTACTAC 7644 0.10883760188218998 No Hit
GGTAAATGTACAGGAAGTGAAAAGGGTAGCGTTGCTACCGTGGTCTGAAT 7362 0.1048223999289224 No Hit
CAGACGCTGGTTAGCGCGAGCTGCGTCGTCTTTAGCAGCCTGAACGTCAG 7257 0.10332737792504613 No Hit
GCCTGATTAGTTTTAACGCTTCAACCCCAGGCAGGGCATCCACGCGATCT 7087 0.10090686610924651 No Hit
ATTAGTTTTAACGCTTCAACCCCAGGCAGGGCATCCACGCGATCTCTTTT 7082 0.10083567458525243 No Hit

@Adapter Content
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@Kmer Content
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TAGACTA 105 6.918749E-5

TTAGGCT 900 0.0
CCTCTAG 435 0.0
GGGTTCT 5810 0.0
TGGGATG 510 0.0
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