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Supplementary Figure S2. Relationships among genome coverage, sequencing depth, 
call tare and the number of detected SNPs and InDels. (A) Blue bars correspond to the 
left vertical scale (% coverage of the genome by the mapped GA reads) and the blue 
line corresponds to the right vertical scale (sequencing depths merged stepwise). (B) 
The number of identified SNPs and InDels in each lane was merged stepwise. (C) Call 
rate (%) of SNPs, Insertions, and deletions. 	


