
Summary of STAR alignment
Genotypes Total number of

reads
Uniquely mapped
reads (N)

Uniquely mapped
reads (%)

WT 56,986,661 44,080,962 77.35
WT 58,592,357 45,042,018 76.87
WT 57,741,248 43,997,161 76.2
WT 47,657,324 36,515,508 76.62
WT 51,350,429 36,020,507 70.15
Myh6-Mcm 49,365,176 38,120,087 77.22
Myh6-Mcm 55,698,208 42,618,724 76.52
Myh6-Mcm 52,784,899 37,604,823 71.24
Myh6-Mcm 54,496,135 41,523,760 76.2
Myh6-Mcm 62,083,142 46,430,324 74.79


