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BOVINE MAMMARY NUTRIGENOMICS AND CHANGES IN
I THE MILK COMPOSITION DUE TO RAPESEED OR

samceemeacr . OUNFLOWER OIL SUPPLEMENTATION OF HIGH-FORAGE
OR HIGH-CONCENTRATE DIETS

LEROUX C, BERNARD L, FAULCONNIER Y, ROUEL J, DE LA FOYE A, DOMAGALSKI J,
CHILLIARD'Y

INTRODUCTION

The milk fatty acid composition is a major determinant of the nutritional quality of ruminant dairy products. Despite extensive studies on the effects of cow
nutrition on milk fat composition, the overall mammary mechanisms underlying the variability of this composition are far from understood, especially for the
diets used in husbandry. The present study examined the effect of two lipid supplements and two different forage-to-concentrate ratio diets on milk fatty
acid composition and secretion. The effects of the addition of 2 types of lipids were also analysed on cow mammary genes expression.
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CONCLUSION This study shows that lipid supplementation of cow diets using either RS or SO changed the milk fatty acid composition, Different
effects were observed depending to the nature of lipid supplementation and the percentage of dietary concentrate on milk production, composition and
mammary transcriptome with higher amplitude responses with SO addition to LF diet. A holistic view of the effects of SO addition to LF diet on mammary
genes expression suggests the existence of mammary remodeling or transcriptional events due to the supplementation,
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