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Beef genomics scheme

* Financial incentive to genotype at least
15% of cows (plus natural mating bull) in

participc .L"‘g‘g:ééz‘animds

: éll na’r: . 20,608 males )lenotyped
ovt/s C, - 69,054 females

+ Objective
e 69.753,628,844 SNPsll

and crossbred) cattle
Must be across all breeds (big and small)

Ceogosc
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Reliability
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Why???
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Breed representation
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Breed representation
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eigenvector 2

Population structure

0.05

0.04 -

0.03 -

0.02 -

0.01 -

Simmental

.

-0.02 : :

-0.01 _‘ ﬁimnusin

Helstein

-0.02 -0.015 -0.01

-0.005

0

0.005
eigenvector 1

0.01

0.015

0.02

0.025

0.03

* O 44 ¢ e

o003 @0



eigenvector 2
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Major genes (>20,000 calvings)
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Calving difficulty score (1-4)
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Imputation
(prediction of “"missing”
genotypes)

CCOSOSC
The Irish Agriculture and Food Development Authority
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Accuracy
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Imputation by breed
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Genomic predictions

CCOSOSC
The Irish Agriculture and Food Development Authority
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Genotyped animals
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Genotyped animals
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Carcass weight (n=898; >50% rel.)
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CCOnt_ong

Carc conformation (n=898; >50%
rel.)
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LM = 0.50 7.2 progeny if rel=0
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Carcass fat (n=898: >50% rel.)
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Calving interval (n=227: >50% rel.)
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Where's the genes???
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EBV carcass weight

CF52 v EOB - chromosomal values

4
3

>

AL

o LALLLAELL LERLHE | bt kb
_1 I

2

1 234567 8 91011121314151617181920212223242526272829
Chromosome



Conclusions

Put genomics in your vocabulary

* Genomic selection providing greater
accuracy of selection

+ Scientific advisory committee had some
good suggestions
Accuracy comparable with internationally
Accuracy comparable with dairy in 2009
Sufficiently accurate to implement

Possible implementation in mid-2015

Ceogasc
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