
In total 203 milk samples of five different dairy cattle breeds were 
analysed using MIR and Gas-Chromatography (GC). Of each breed 
samples were collected on three different farms, except of Monbéliarde 
of which all samples came from the same farm. 
Calibration equations were used to predict the fat composition from MIR 
profiles of milk samples from dairy cows of different breeds. 
 
Calibration equations developed within the Milk Genomics Project by  
Rutten et al. based on a dataset of 3700 HF milk samples were used to 
predict the fat composition in different breeds.

The GC outputs were used as golden
standard.

Predictive ability of the calibration equations 
for different breeds is quantified by R2.
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•	The predictive ability of calibration equations appears to be 
breed specific for some fatty acids (FA).

•	Predictability of (Holstein Friesian (HF) based) calibration 
equations is better for saturated fatty acids (SFA) than for 
unsaturated fatty acids (UFA) across different breeds.

•	C6:0, C16:0, SFA, and UFA are generally for all breeds well 
predictable using HF based calibration equations. 

Introduction
•	There is an increasing interest in possibilities to modify milk fat 

composition by means of genetic selection. 
•	An important question is to what extent different cattle breeds add to 

the genetic variation in milk fat composition.
•	MIR is a relative cheap and quick analyzing method which allows to 

assess genetic variation of bovine milk fat composition. 
•	MIR could be used to analyse the milk fat composition of dairy cattle 

breeds.

Table 1.  The R2 of prediction of five FA’s and of the groups of saturated FA’s (SFA) and unsaturated FA’s (UFA) 
for the dairy cattle breeds Groningen White Headed (G), Meuse-Rhine-Yssel (MRY), Dutch Friesian (FH), 
Jersey (Jer), and Montbéliarde (Mon).

Objective

Acknowledgements: 
Thanks to the Dutch Milk Genomics Initiative for 
providing the equations and LNV (Dutch Ministry of 
Agriculture, Nature and Food Quality) for funding 
(KB-04-002-021 and KB-05-003-041). 

This study was carried out on behalf of the Centre 
for Genetic Resources, The Netherlands (CGN).

Validation of HF based calibration equations to predict milk fat 
composition in other breeds.


