
Sample Total Reads Mapped Reads 

 [millions] [millions] [%] [billions] [x-fold] [billions] [x-fold]

BN1 258 230 89 17.1 6.7 11.3 4.4

BN2 413 361 87 27.4 12.6 18.5 7.2

BN3 454 404 89 31.9 10.7 21.6 8.4

BN4 370 340 92 32.3 12.4 22.7 8.8

BN total 1,495 1,336 89 108.7 42.3 74.1 28.8

SHR1 497 448 91 38.4 14.9 26.3 10.2

SHR2 452 398 89 30.2 11.7 20.8 8.1

SHR3 421 369 90 28.3 11.0 19.4 7.5

SHR4 391 356 91 30.7 11.9 21.2 8.2

SHR total 1,762 1,571 89 127.6 49.6 87.7 34.1

Table S1 Mapping and filtering statistics for whole genome bisulfite sequencing reads generated in BN and 
SHR rats
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