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Individual feed records are costly

How can we get more phenotypes?
Solution: Group records of feed intake
Set up an experiment



Objectives

1) Toinvestigate if group feed records of large
groups (20 pigs) are feasible in a practical
selection program

2) Topredict individual breeding values for feed
intake




Feed intake of groups

Mean feed intake: 47.7kg/day
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Experimental set up

1) Group records (single nucleus herd) 646 records
from 323 feeding group 2 pen/group & ~10 pigs/pen
6439 pigs growing from ~30 kg to 100 kg

2) Individual records (test station)

271001 daily FI records from
4526 Landrace boars growing from ~30 kg to 100 kg

3) Pedigree size: 19734

ad libitum feeding



Scenario

1. Individual records with A

2. Individual + group records with A
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Genetic co-variances in G and correlations

Co-variances above / correlations below diagonal

aGp 41 ay a; a
a; 0.37 0.25 0.05 0.02 0.01
a; 0.76 0.28 0.04 0.03 0.01
a, 033 0.27 0.06 0.05 0.01
a; 015 0.23 0.73 0.06 0.02
a, 011 0.23 0.20 0.66 0.01




Individual breeding values

An individual BV for each animal was calculated as
the aggregated sum of daily feed intake from day O
to day 60
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Breeding values
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Discussion

Effect of group records was less than expected.
Su et al. (2018) found genetic correlation up to 0.7
Individual and group recordings are different traits
G XE

insufficient recording of the group
prior selection of boars to test station




Conclusion

« Even though, the effect was less than expected
* group records increase the accuracy of breeding values
of feed intake

Thank You !



