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@Per base sequence quality

Quality scores actoss all bases (Sanger { lllumina 1.9 encoding)
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@Per tile sequence quality
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Quality score distribution over all sequences
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GC distribution over all sequences
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N content actoss all bases
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Distribution of sequence lengths over all sequences
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CTTCCGA 25995 0.0 55.888588 3
TCCGATC 28495 0.0 50.862576 5
TTCCGAT 28920 0.0 50.124577 4
CCGATCT 30990 0.0 46.763428 6
TCTTCCG 38425 0.0 37.88839 2
TCGGAAG 27385 0.0 35.181873 4
ATCGGAA 30435 0.0 32.09787 3
GATCGGA 30735 0.0 31.690664 2
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Produced by FastQC (version 0.11.3)
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