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%GC

sex 2 jul 2021
10_EC092_R2_PE_fastpCleaned.fastq.gz
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°Per base sequence quality

Quality scores across all bases (Sanger / llumina 1.9 encoding]

1234567881510 30-34 4548 60-64 7576 90-64 110-114 135-139 160-164 195-189 210-214 235-238
Position in read {bp)



@Per tile sequence quality

Quality per tile

2215
2213
2211
2209
2207
2205
2203
2201
2115
2113
2111
2109
2107
2105
2103
2101
1215
1213
1211
1209
1207
1205
1203
1201
1115
1113
1111
1109
1107
1105
1103
1101

1234567891519 30-34 45-49 50-64 73-79 9084 110114 135-139 160-164 185-189 210-214 235-239
Position in read {bp)



@Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read
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/L:)Per base sequence content
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Oper sequence GC content
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@Per base N content
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“’Sequence Length Distribution
Distribution of sequence lengths over all sequences
Seguence Length
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@Sequence Duplication Levels

Fercent of seqs remaining if deduplicated 34,53%
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@Overrepresented sequences
No overrepresented sequences



@Adapter Content

% Adapter
140
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1234567891519 30-34 4549 60-64 753-78 90-94 110-114 135139 180-184 185-189 210-214 2353-239
Position in read (bp}
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