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Frequency of repeat branches
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Frequency of variant branches

variant branches in k-de Bruijn graph
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Simulated contig lengths vs k
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51-mer count distribution
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Mean Phred Score

40

35

30

25

20

15

Mean quality score by position

Spring2015_first_run_sais
bird

fish

human

oyster

snake

yeast

50

100

150
Base position

200 250

300



Mean length of unambiguous segments
in k-de Bruijn graph
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Est. PCR Duplicate Proportion
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k-mer coverage
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k-mer coverage
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k-mer coverage
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k-mer coverage
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oyster GC Bias
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k-mer coverage
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k-mer coverage
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