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Figure S1. The calling rate and genotype accuracy under different sequence coverage using a 

extremely high sequencing coverage data. (a), the calling rate of genotypes using the single 

sample pipeline under the coverage from 5× to 60×. (b), the precision of genotypes using the 

single sample pipeline under the coverage from 5× to 60×. 

 

 

Figure S2. The relationship between calling rate and genotype accuracy under different 

coverage. The two dimensional plot relating calling rate and genotype accuracy under the 

coverage from 5× to 60×. The blue points and lines represent the coverage from 5× to 15×, with a 

1× step between each point. The red points and lines represent the coverage from 20× to 60×, 

with a 5× step between each point 

 


