Figure S4. Plot of additive genomic estimated breeding (GEBV) variance, covariance between the additive genomic estimated breeding (GEBV) and ROH4Mb based genomic estimated breeding value and ROH4Mb based genomic estimated breeding value variance across the genome for fat yield on the Australian dataset. The region from 1.5 to 2.3 Mb on BTA14 were removed surrounding the DGAT mutation in order to make visualization more informative. 

[image: image1.png]Variance

Covariance

Variance

Additive GEBV

3e-04 -

2e-04 -

1e-04 -

15 16

Additive & ROH4Mb GEBV

1e-06 - H

17 18 19 20 21 22 23 24 2526272829X

M d ww@ﬁ&whl b

B f g

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

ROH4Mb GEBV

6e-07 -

4e-07 -

2e-07 -

15 16

(T T T T T R T T T
17 18 19 20 21 22 23 24 25 26 27 28 29X

AA ol Lh ke .u.m..lnlh.nu...

17 18 19 20 21 22 23 24 2526272829X




