
Table S3. Result of genome comparison with Nipponbare 

 

Sample Mapped Reads Ratio Coverage Depth 

DB11A-L 98.00% 96.16% 106 

DB11A-M 98.46% 96.67% 129 

DB11A-H 98.01% 96.99% 118 

XB 98.28% 92.10% 29 


