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QPer base sequence quality

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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Quality score distribution over all sequences
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Sequence content across all bases
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GC distribution over all sequences

GC count per read

Theoretical Distribution
S0000

40000

30000

20000

10000

02468 11 15 19 23 27 31 35 39 43 47 51 55 59 63 67 71 75 79 83 87 91 95 99
Mean GC content (%)

@Per base N content

file:///Users/natashadudek/Desktop/SW042.r2.trimmed_fastqc.html Page 6 of 12



SW042.r2.trimmed.fastq FastQC Report 15-05-11 8:07 PM

N content across all bases
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Distribution of sequence lengths over all sequences
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Percent of seqgs remaining if deduplicated 83.51%
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«’ Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 2691 0.3473490593436381 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG 1899 0.24511923585788506 No Hit
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