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Inbreeding is thought to cause reduced genetic variation and diminished viability. In the January 18
Nature, Visscher et al. studied the genome of a viable herd of cows, Chillingham cattle (Bos taurus),
that have lived as an isolated inbred herd for over 300 years in the north of England (Nature 2001,
409:303). Visscher et al. analyzed 13 of the Chillingham animals (the breed totals just 49 animals) and
scored for 25 polymorphic microsatellite markers. They report that the herd is remarkably homozygous,
with only one marker displaying heterozygosity. The authors suggest that any deleterious alleles have
been purged from this population and that the Chillingham herd may make a useful contribution to
bovine genome studies.
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