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ANIMAL BREEDING AND GEMNETICS - SMALL RUMINANTS GENETICS

Even il “A breed is a growp of domesiic animals, termed such
by common consent of the breeders™ (Lash 1L, 1%M), gen-
omic tools are usefol in understanding the genclic back-
ground of populations and in defining their relationships or
unigueness, These ook can complement the traditional ones
in providing (armers and their associations a powerlul aid for
a more conacious management of goat populations and their
bindiversity.
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