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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.
image1.emf
Raw reads (million)

Reads aligned to bovine genome (million)

Angus Charolais Kinsella crossbred

C
359
30
25- T i i
204
15 T T T T T T
&

Angus Charolais Kinsella crossbred

Cleanreads (million)

Reads aligned to bovine gene (million)

Angus Charolais Kinsella crossbred

7 -
P N N
A AR AT A A
ng' & ng. & Qﬁ' Vﬁ"

Angus Charolais Kinsella crossbred









A

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

20

25

30

35

40

R

a

w

 

r

e

a

d

s

 

(

m

i

l

l

i

o

n

)

Angus Charolais Kinsella crossbred

C

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

15

20

25

30

35

R

e

a

d

s

 

a

l

i

g

n

e

d

 

t

o

 

b

o

v

i

n

e

 

g

e

n

o

m

e

 

(

m

i

l

l

i

o

n

)

Angus Charolais Kinsella crossbred

B

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

20

25

30

35

40

C

l

e

a

n

 

r

e

a

d

s

 

(

m

i

l

l

i

o

n

)

Angus Charolais Kinsella crossbred

D

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

H

-

R

F

I

f

a

t

L

-

R

F

I

f

a

t

5

7

9

11

13

15

R

e

a

d

s

 

a

l

i

g

n

e

d

 

t

o

 

b

o

v

i

n

e

 

g

e

n

e

 

(

m

i

l

l

i

o

n

)

Angus Charolais Kinsella crossbred

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.


