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Sample 21mer_no_cut.histo k=21

Observed (obs.): 12.874 Mb (error—excluded: 2.336 Mb)
* k—mer_cov obs.: 92
* signal_error_border 18
Heterozygous fitting (intermediate info)
* het rate: 0.04525961 (ori) : (cor) 0.04525961
B Fitted count with fitted k—-mer_cov: 2.067 Mb
* k—mer_cov fit.: 92
* 1st-sd:1
* 1st-skewness: 1
B Fitted+obs. with corrected k-mer_cov: 4.667 Mb
* k—mer_cov cor.: 51.69
* repetitive_ratio 0.27: 1.276 Mb
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Genome size estimation by error—excluding, fitting, and correcting

Size k

EXL: 2.336 Mb
B FIT: 2.067 Mb
B COR: 4.667 Mb




