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Abstract

Domestication is of animal species is often associated with a reduction in genetic diversity.
The honey bee, Apis mellifera, has been managed by beekeepers for centuries for both honey and
wax production and for crop pollination. Here we use microsatellite markers, sequence data from the
mitochondrial COI gene, and PCR—-RFLP of four mitochondrial gene fracments to evaluate temporal
genetic variation and hybrid origin of managed A. mellifera in Thailand where the species is
introduced. Microsatellite analysis revealed high average genetic diversity (expected hetrozygosity,
H,), ranging from 0.620+0.184 to 0.734+0.071. Observed heterozygosity was generally lower than
expected heterozygosity under Hardy—Weinberg equilibrium. Mitochondrial sequencing and PCR-
RFLP revealed two evolutionary linages (C and O) have remained constant over the last decade.
There is evidence of recent changes in effective population size (Tajima’s D = -0.25, P > 0.05; Fu'’s
Fs = =3.75, P > 0.05). Our results suggest that Thai beekeepers are managing their A. mellifera in
ways that retain overall genetic diversity, but will likely reduce genetic diversity between apiaries over

time.
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