1.50

0.

i
=]

Q.00

250

1.50

100

0.

w

0

0.00

50.00
40.00
30.00
20.00
10.00

0.00

-10.00

14.00
12.00
10.00
200
6.00
4.00
2.00
0.00
-2.00

RPS15

-15 1 15 30 60 120 240

m md

TP33

{15.00) 1.00 15.00 3
[ ]

-
-15

==

0 &0.00 120.00 180.00 240.00
[ ]s]

LPL

|- I- |. H mll =
1 15 3

a 60 120 240

EV EHQ
AGPATS
II In || Il I
1 15 30 &0 120 240
v BQ

1.20
1.00
0.80
0.60
Q.40
Q.20
0.00

4.00

3.00

2.00

1.00

0.00

RP523

-15 1 15 30 60 120 240

{15.00) 100

v mQ

FARP1

15.00 30.00 60.00 120.00 120.00 240.00

mr B

20.00

15.00

10.00

-15 1

FABP3

LI fs

50.00

40.00

30.00

20.00

10.00

0.00

CSN3

{15.00) 1.00

15.00 30.00 €0.00 120.00 130.00 240.00

Hi HO

2.00

.
o
s}

—
o
a

o
w
=]

0.0

a

50.00

40.00

30.00

20.00

10.00

0.00

12.00
10.00
200
6.00
4.00
2.00
.00

100.00
30.00
£60.00
40.00
20.00

0.00

-20.00

UXT
15 1 15 30 &0 120 240
Y mQ
SLC1AS

— B_ mi Il II II -I -I
5 30 &0 120 130

a5 11 240
M EQ
SCD
. II 1 |I II [
a5 1 15 3 e 120
v EO
BDH1

—_ I_ I_ - I_ [ -
-15 1 15 30

60 120 240

L 1 sl

Supplementary Figure S1. Comparison of selected genes of
Microarray (M: blue) and qPCR (Q: red) data in yak mammary
gland during lactation.
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Suppl. Figure 2. Evaluation of the transcription pattern as detected
by microarray on previously assessed potential internal control
genes for RTQPCR. $ indicate prior reference genes used to
normalize RTqPCR data from the same samples used in the present
manuscript (Jiang et al., 2016).* indicate transcripts that were
statistfially affected with a FDR<0.05 by day relative to parturition

In yak mammary tissue in the current experiment (see Suppl. File 1)



