GenomeScope Profile
len:253,968,435bp uniq:58.2% het:2.28% kcov:10.3 err:0.705% dup:0.315% k:19
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Figure S1. k-mer frequency distribution plots in Hydra viridissima A99 genome sequence.
Plots was generated by GenomeScope software by k-mer based statistical approach using lllumina paired-end

sequence reads.



