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

Distribution of “u”, “0”, “x”, and “j” categories. (B) Density distribution of the “j”,

0”7, “u”, and “X” IncRNA categories on the cow chromosome.
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u: Unknown, intergenic transcript

o0: Generic exonic overlap with a reference transcript
x: Exonic overlap with reference on the opposite strand
j: Potentially novel isoform (fragment): at least one

splice junction is hared with a reference transcript
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Figure S2. Expression levels of mMRNAs and IncRNAs in the high sperm motility

group (H) and low sperm motility group (L). Analysis of differentially expressed
MRNAs and IncRNAs.
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Figure S3. Verification of RNA-Seq mRN A expression results through gRT-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 B-actin. Bars represent the mean (

SD) of three experiments.
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Figure S4. Chromosomal distribution of differentially expressed coding genes
and IncRNAs. (A) Chromosomal distribution of 281 differentially expressed coding
genes. (B) Chromosomal distribution of 2602 differentially expressed IncCRNAs.

W "
GCH? —— 7]
8L e S7ALYD
LEna e 7D
— 7110 T
SR — T
e e {710
ECI —— 70
CEAa 72
[ A= T2
()70 ——— (710
611 —— ]
e [0 I T2
e | [ m eee—— T D
glgn ——— (1D
—— G [ 11]0 m e 5[]
— (1[0 @r T — Mﬁ “M
e [0 ’
—— 7 (1[0 e D
[1y2 I M““M
nrma B
—— (L]0 gl
8o ————————— [/ 11]0
—— L]0 iy
1[0 SIn
—— A0 ————— {711
— {12 e £
I —— 1D e L
D ——————————— T2
e 8 8 9 39 8 8 8 8§ 8 ©
- — - - T T
EREN LTS e 5130 TMR]

Chromosome



