
0
20

00
60

00
10

00
0

1 2 5 6 8 9 10 11 12 13 14 15 16 17 19

● ● ● ● ● ● ● ● ● ● ● ● ● ● ●

FPKM in Female Carcass by strain
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FPKM in Female Ovary by strain

S8 Figure: FPKM values in RNA-seq data in female tissues for 15 sample strains. Coverage varies across strains,
but is generally high with thousands of reads for the most highly expressed genes. To reduce variability in coverage
and generate more robust differential expression calls, we quantile normalized coverage inputs for the HMM.
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