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Supplementary Figure S1. RNA-sequencing results. (A) Number of raw reads obtained from libraries. (B) Number of clean reads after quality control with quality score ≥ 20 and leangth ≥ 75. (C) Number of reads aligned to the reference bovine genome. (D) Number of reads aligned to bovine gene.
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Supplementary Figure 1. RNA-sequencing results.  (A) Number of raw reads obtained 
from libraries. (B) Number of clean reads after quality control with quality score ≥ 20 and 
leangth ≥ 75. (C) Number of reads aligned to the reference bovine genome. (D) Number of 
reads aligned to bovine gene.
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Supplementary Figure 1. RNA-sequencing results.  (A) Number of raw reads obtained 

from libraries. (B) Number of clean reads after quality control with quality score ≥ 20 and 

leangth ≥ 75. (C) Number of reads aligned to the reference bovine genome. (D) Number of 

reads aligned to bovine gene.


