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Cuality scores across all bases (Sanger ! lllumina 1.9 encoding)
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Cuality pet tile
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123456788 1213 1519 2425 30-31 49637 42-453 45-49 B4-B5 60-61 66-67 72-79 7479 &4-85 92091 896597
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Wuality score distribution over all seguences
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Sequence content across all bases
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12445678892 1215 1619 24-28 30-31 36-37 42-43 45-49 b4-B5 60-61 66-67 72-¥9 78-y9 §4-85 9089 296-97
Position in read (bp)
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GC distribution over all sequences
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M content across all bases
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Distribution of sequence lengths over all seguences
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Percent of seqs remaining if deduplicated 97.07%
100
% Deduplicated sequences

% Total sequences
20

&0

7l

&0

a0

40

=0

20

10

1 2 3 4 5 B 7 & 2 =10 =50 =100 =500 =1k =Bk =10k

Sequence Duplication Level

@Overrepresented sequences
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2% Adapter
100
Nlumina Universal Adapter

lumina Small ANA Adapter
20 Mextera Transposase Beguence
SOLID Small RMA Adapter
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12345867889 1213 1819 24-28 30-31 96-47 42-43 4549 B4-B5 a60-61  68-67 7273 7579 §4-85 &5
Position in read (bp)
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