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QPer base sequence quality

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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1234567889 1213 18-19 24-25 30-31 36-37 42-43 48-49 54-55 6061 66-67 72-73 76
Position in read {bp)}

@Per tile sequence quality
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Quality per tile
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@Per sequence quality scores
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Quality score distribution over all sequences

Average Quality per read
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Sequence content across all bases
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@Per sequence GC content
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GC distribution over all sequences

GC count per read
Theoretical Distribution
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N content across all bases
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’QSequence Length Distribution
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Distribution of sequence lengths over all sequences

Sequence Length
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Percent of seqgs remaining if deduplicated 82.34%
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7 Overrepresented sequences

CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACC 2868 0.37019587595598435 No Hit

GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG 2629 0.339346219626319 No Hit
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QAdapter Content
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Position in read (bp)

ATCCGTC 180 0.0 27.700655 6
CCATCCG 190 0.0 26.24442 4
TCCCTAA 935 0.0 22.042017 10
AGCCCAT 275 0.0 21.768847 1
GGGATAA 4080 0.0 21.682884 1
CATCCGT 230 1.8189894E-12 21.680172 5
CCGTCTT 235 1.8189894E-12 21.217524 8
CCGGATA 95 3.9256838E-4 21.005026 1
AGGGTAA 4170 0.0 20.964811 9
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