
0	
  

10	
  

20	
  

30	
  

40	
  

50	
  

0	
  

20	
  

40	
  

60	
  

80	
  

100	
  

Number	
  of	
  lanes	
  

B	


A	


SNP	


InDel	


1	
  	
  	
  	
  	
  	
  2	
  	
  	
  	
  	
  	
  	
  3	
  	
  	
  	
  	
  	
  4	
  	
  	
  	
  	
  	
  5	
  	
  	
  	
  	
  	
  6	
  	
  	
  	
  	
  	
  	
  7	
  	
  	
  	
  	
  	
  8	


0	
  	
  

20,000	
  	
  

40,000	
  	
  

60,000	
  	
  

80,000	
  	
  

100,000	
  	
  

120,000	
  	
  

140,000	
  	
  

0	
  	
  

5,000	
  	
  

10,000	
  	
  

15,000	
  	
  

20,000	
  	
  

25,000	
  	
  

30,000	
  	
  

35,000	
  	
  

1	
  	
  	
  	
  	
  	
  2	
  	
  	
  	
  	
  3	
  	
  	
  	
  	
  4	
  	
  	
  	
  	
  5	
  	
  	
  	
  	
  	
  6	
  	
  	
  	
  	
  	
  7	
  	
  	
  	
  	
  8	

Se
qu

en
ci
ng
	
  d
ep

th
	
  (f
ol
d)
	
  	
  

35,766	


132,462	


G
en

om
e	
  
co
ve
ra
ge
	
  (%

)	


N
um

be
r	
  
of
	
  S
N
Ps
	


N
um

be
r	
  
of
	
  In

D
el
s	


0	
  	
  

20,000	
  	
  

40,000	
  	
  

60,000	
  	
  

80,000	
  	
  

100,000	
  	
  

120,000	
  	
  

0	
  

500	
  

1000	
  

1500	
  

2000	
  

2500	
  

3000	
  

3500	
  

0	
  
500	
  

1000	
  
1500	
  
2000	
  
2500	
  
3000	
  
3500	
  
4000	
  
4500	
  

SNP	


N
um

be
r	
  
of
	
  S
N
Ps
	


N
um

be
r	
  
of
	
  d
el
e?

on
s	


N
um

be
r	
  
of
	
  in
se
r?
on

s	

Inser8on	


Dele8on	


90       92        94        96       98        100	


30    40     50     60    70    80     90    100	


30    40     50     60    70    80     90    100	

Call	
  rate	
  (%)	


C	


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. 	



