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File type
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Sequences flagged as poor quality

Sequence length
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BS_MK_noAdap_Rl.fastq
Conventional base calls
Sanger / Illumina 1.9
158375348
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QPer base sequence quality

Sun 17 May 2015
BS_MK_noAdap_R1.fastq

Quality scores across all bases (Sanger / lllumina 1.9 enceding)
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1234567881519 30-34 45-49 50-64 73-79 9084 110-114 135138 1e0-164 185189 210-214 235-239
Position in read (hp)
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1234567891519 30-34 45-48 5064 75-79 0084 110-114 135-13% 1e60-164 1853188 210-214 2353-239
Position in read (hp)

@Per sequence quality scores

Quality score distribution over all seguences
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1234567891519 30-34 4348 60-64 7579 90-94 110-114 135-139 1e0-164 185189 210-214 235-239
Position in read (hp)

@Per sequence GC content

GC distribution over all sequences
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M content across all bases
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123456878091518 30-34 45-48 g0-64 75-78 9084 110-114 135-139 160-164 185-18% 210-214 235-238
Position in read (hp)

::::::::Sequence Length Distribution

Distribution of sequence lengths over all sequences

Sequence Length
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No overrepresented sequences
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1234567891518 30-34 453-48 g0-54 73-79 90-94 1104-114 135139 160-164 185-189 210-214 235-238
Fosition in read (hp)
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