~e91~

> Genomic
*_ Profiler

2 2 TR RIPR AR

7

i

*  Bob Weaber, Ph.D.

4 i RS 3R

I} Illﬁ[!l}i}jtit
it I_l I.l (R I“l SRLLEL

¥ o =% r| n L H

m&»'ﬂ

‘
weie

H

Zihedd Wl

¢

LY Y 2 2/ VL
FEABEBAIES
BRI R =(ERRRAXERTAXSEERER) (X AFE)

Rate of genetic gain AG

AG = (i, I, tie re)/ (L, + Lf) genetic standard deviation/year|

= (2*0.8 + 0)/ (6+2) 0.2 s.d./year (progeny test)
= (2*0.6 + 0.8*0.6)/ (2+2) 0.42 (genomic selection)

i = intensity of selection
r = accuracy of selection

L = generation interval
Animal Biotechnology and Genomics Educati

Modified from Goddard. (2009) BIF Meeting
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Figure 3 | Calculation of number of animals in a reference population and
accuracy of breeding valuez. a | Number of animals needed in a reference
population. To achieve an accuracy of 0.7 for estimated genomic breeding values
(GEBVs) calculated from SNPs requires an increasing number of animals inthe
reference population as the heritability declines or the N_of the population increases.
b | Accuracy of GEBVS of un-phenotyped individuals with increasing number of
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phenotype records in the reference population used to estimated SNP effects, for
different heritabilities (h%). N_was 100.
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The Igenity-Elta was spacifically creatad with the dairy breader in mind. It faatures nearty 78,000
genetic markars (single nucleatide polymorphisms or SNPs) for more accurate evaluation of
ganétic merit, ganome wide selection, comparative ganetc studies, and higher denisity BeadChip
imputation.

The Igenity-Prime s the original test avaliable o determine the ganetic mert of a commercial
dairy helfer. Many commercizl dairies have aiready sesn a great ratum on investment using this
and 3o includes dissass and performance tralt markers.
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