Transcriptome and genome sequencing
elucidates the molecular basis for the high
vield and good quality of the hybrid rice
variety Chuanyou6203
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Table S1 Summary of resequencing data and mapping statistics on the reference

genome

Sample | Clean base Clean reads Average Q30(%) GC(%) Mapped(%) Properly_
Num. depth mapped(%)

C106B 5636763721 64538006 22 89. 46 40.73 92.63 91.3

CH3203 26228509240 175093610 61 85. 44 43. 29 94. 98 85. 56




