O 00 N o uu B WN =

N RN NN NN R R R B R R R B B @J§
i B W N kB O W W N oo U » W N KL O

N NN
(eI NI e)}

SUPPLEMENTARY INFORMATION FROM:

Unravelling genetic variation underlying de novo-synthesis of bovine milk fatty acids.

Tim Martin Knutsen';: Hanne Gro Olsen®™: Valeria Tafintseva?, Morten Svendsen®: Achim
Kohler2; Matthew Peter Kent?; Sigbjarn Lient.

1 Centre for Integrative Genetics (CIGENE), Department of Animal and Aquacultural Sciences
(IHA), Faculty of Life Sciences (BIOVIT), Norwegian University of Life Sciences (NMBU),
PO Box 5003, As, NORWAY

2 Faculty of Science and Technology (RealTek), Norwegian University of Life Sciences
(NMBU), PO Box 5003, As, NORWAY

% Geno Breeding and Al Association, N-1432 As, Norway

Corresponding author information:

Hanne Gro Olsen

Centre for Integrative Genetics (CIGENE)

Department of Animal and Aquacultural Sciences (IHA)
Faculty of Life Sciences (BIOVIT)

Norwegian University of Life Sciences (NMBU)

PO Box 5003

N-1432 As

Norway

Phone: + 47 67232653

e-mail: hanne-gro.olsen@nmbu.no



29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59

60

Supplementary Table S1. Table showing GWAS results. All significant (p<le-5) marker —

trait combinations from the GWA analysis.

Supplementary Table S2. Results for single-marker association analyses (p<le-5) of C4:0 on

imputed sequence data in the region between 100 and 107 Mb on BTA11.

Supplementary Table S3. Results for single-marker association analyses (p<le-5) of C6:0 to
C14:0 on imputed sequence data in the region between 60 and 70 Mb on BTA13.

Supplementary Table S4. Results table for single-marker association analyses (p<le-5) of
C4:0 and C6:0 on imputed sequence data in the region between 20 and 60 Mb on BTAL17.

Supplementary Table S5. Results for single-marker association analyses (p<le-5) of C6:0 to

C14:0 on imputed sequence data in the region between 45 and 55 Mb on BTA19.

Supplementary Figure S6. Results for single-marker association analyses of C4:0 using
imputed sequence variant data in the region between 100 and 107 Mb on BTA11. The ordinate
provides —logio(p-value) for each marker — trait association, while the abscissa denotes marker

position.

Supplementary Figure S7. Results for single-marker association analyses of C6:0 to C14:0
using imputed sequence variant data in the region between 60 and 70 Mb on BTA13. The
ordinate provides —logio(p-value) for each marker — trait association, while the abscissa denotes

marker position.

Supplementary Figure S8. Results for single-marker association analyses of C4:0 to C14:0
using imputed sequence variant data in the region between 45 and 55 Mb on BTA17. The
ordinate provides —logio(p-value) for each marker — trait association, while the abscissa denotes

marker position.
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Supplementary Figure S9. Results for single-marker association analyses of C4:0 to C14:0
using imputed sequence variant data in the region between 45 and 55 Mb on BTA19. The
ordinate provides —logio(p-value) for each marker — trait association, while the abscissa denotes

marker position.

Supplementary Table S10.

Mean normalized read count with standard deviation (SD) for the genes in the QTL regions
on BTA11, 13, 17 and 19.



70

8 .
_ 6 ’
o
o
o
(@)
- 4
2 -
100 102 104 106
Chromosome 11 (Mb)
71
72 Figure S6.
73



C4:0

C8:0

C10:0

C12:0

C14:0

65.0 67.5 70.0
Chromosome 13 (Mb)

62.5

60.0

151

10

74

Figure S7

75

76



C4:0 Ce:0 C8:0 C10:0 C12:0

55.0

10.0
7.5
5.0 -
10.0
7.5
5.0 1
2.5-
0.0
7.5-
5.0 1
2.5
10.0
7.5-
5.0 1
2.5+
10.0

d)o1Boy-

—_—

7.5 1

5.0 1

2.5 1

50.0 52.5
Chromosome 17 (Mb)

47.5

45.0

77

Figure S8

78



55.0

45.0

C4:.0 C6:0 C8:0 C10:0 C12:0 C14:0
[ ]
[ ]
r | .
[ )
[ ]
..'
[ ]
[ ]
..
[ ]
[
*00
L ]
L]
[ ]
[ ]
[ ]
(XA
[ _J [ ]
L ]
. .
't
(] L]
© b © ®m © ® o 1 o 1 o B o b o b o ®» o ®» o ®» o 5
o N W o o N W o o N 1»m o o ~N w o o N w od o N w o
(d)o16ol-

25

.0

50
Chromosome 19 (Mb)

79
80

Figure S9

81



