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C) Mendelian decomposition
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Toro 2002)Toro, 2002) 

m- dec is the Mendelian decompositi

eding and coancestry in several 
 and non-founders (Caballero and 

ion



n - dec is the nodal decomposition
f d i th f d d itif- dec is the founder decomposition
m- dec is the Mendelian decompositioon



n - dec is the nodal decomposition
f- dec is the founder decomposition
m- dec is the Mendelian decompositioon



Recent developmentsRecent developments

A) Nodal common ancestors
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Recent developmentsRecent developments

B) Partial founder decompos) p
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Recent developments

C) Mendelian decomposition
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Recent developments

C) Mendelian decomposition
C 3 It has been successfully usedC. 3.  It has been successfully used 
the different selection decisions (GA

to validate the effectiveness ofto validate the effectiveness of 
ARCÍA-CORTÉS  et al. 2008)

Generations 1 to 25: selection only on 
the sire side

Generations 26 to 50: selection only onGenerations 26 to 50: selection only on
the dam side

Generations 51 to 75: selection on males 
and females simultaneouslyand females simultaneously.

Generations 76 to 100: sires and dams 
were selected in opposite 
di tidirections
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Here , we propose to replace the prrevious equations by



- Under this assumption, each
considered as a ‘‘partial found
of the population with an amou
corresponding diagonal elemδcorresponding    diagonal elemδ

 animal of the population can be 
der’’, contributing to the variability 
unt proportional to its 
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For instance, the contribution of aanimal 1 to the coacestry matrix is:



And the contribution of animal 4 tto the coacestry matrix is:



Example: Analyzing the pe
A Shorthorn bull born in 1804 
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25 60% f th t t l25 60% of the total 
inbreeding

edigree of Comet



And the contribution of  the cow FFavourite to the coacestry matrix is:
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