
Supplementary Table 

Table S1 Quality control of sequencing data  

Sample Total Clean Reads 

(M) 

Clean bases  

(Gb) 

GC Content

（%） 

≥ Q30（%） Uniquely Mapping

（%） 

C02_1 54.94 8,22 44.82 93.46 79.07 

C02_2 54.92 8,22 44.91 93.56 78.85 

C02_3 55.55 8,30 45.01 93.78 79.03 

C402_1 51.83 7,75 44.49 93.81 78.85 

C402_2 51.18 7,66 44.93 93.44 78.59 

C402_3 48.42 7,24 44.84 93.63 78.65 

C06_1 55.22 8,24 45.00 93.40 78.67 

C06_2 56.84 8,49 45.04 93.88 79.33 

C06_3 53.73 8,02 45.24 93.95 79.51 

C406_1 63.61 9,53 44.37 93.32 78.46 

C406_2 43.85 6,55 44.52 94.12 78.80 

C406_3 67.39 10,10 44.80 93.33 76.16 

C024_1 48.67 7,29 44.88 93.66 79.42 

C024_2 46.12 6,91 44.77 94.01 78.82 

C024_3 53.56 8,03 44.60 93.94 78.80 

C4024_1 49.26 7,37 43.78 93.42 76.96 

C4024_2 52.84 7,10 44.89 93.18 76.64 

C4024_3 54.56 8,17 44.24 93.30 78.13 

C072_1 54.08 8,09 45.45 93.98 71.90 

C072_2 52.62 7,87 44.31 93.48 77.20 

C072_3 54.85 8,21 44.54 93.60 79.09 

C4072_1 48.95 7,33 44.22 93.65 76.51 

C4072_2 43.21 6,47 44.75 93.97 77.69 

C4072_3 45.42 6,80 44.31 94.04 78.60 

 


