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Figure S1. Categories and density distribution of novel assembled lncRNAs. (A) 

Distribution of “u”, “o”, “x”, and “j” categories. (B) Density distribution of the “j”, 

“o”, “u”, and “x” lncRNA categories on the cow chromosome.  
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Figure S2. Expression levels of mRNAs and lncRNAs in the high sperm motility 

group (H) and low sperm motility group (L). Analysis of differentially expressed 

mRNAs and lncRNAs. 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Figure S3. Verification of RNA-Seq mRNA expression results through qRT-PCR. 

Five mRNA genes expressed in semen were selected for validation. Data are 

presented as the difference in relative expression between the H and L groups. The 

expression of each gene was normalized to that of β-actin. Bars represent the mean (± 

SD) of three experiments. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



Figure S4. Chromosomal distribution of differentially expressed coding genes 

and lncRNAs. (A) Chromosomal distribution of 281 differentially expressed coding 

genes. (B) Chromosomal distribution of 2602 differentially expressed lncRNAs. 
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