ANALYSIS OF REINTRODUCED PRONGHORN POPULATIONS iIN
ARIZONA USING MITOCHONDRIAL DNA MARKERS

OLIN E. RHODES, JR., Department of Forestry and Natural Resources, Purdue
University, West Lafayette, IN 47507, USA

ERIN P. REAT, Department of Forestry and Natural Resources, Purdue
University, West Lafayette, IN 47807, USA

JAMES R. HEFFELFINGER, Arizena Game and Fish Department, 555 North
Greasewood Road, Tucson, AZ 85745, USA

JAMES C. DEVOS, JR., Arizona Game and Fish Department, 2221 W.
Greenway Road, Phoenix, AZ 85023, USA

Abstract. Genetic diversity was examined in pronghoern (Antilocapra americana)
to assess relationships among Arizona populations sharing common
reintroduction or translocation sources. Ninely-seven Arizona pronghorn were
analyzed for mitochondrial DNA {mtDNA) haplolype variation via restriction
enzyme analysis and four composite haplotypes were revealed. Comparative
analyses of Arizona prenghorn populations that shared founders from Montana,
Wyoming, Texas, or central Arizona were performed. In addition, analyses of
differences in haplotype frequency were performed specifically for populations in
lhe nerthwestern and southeastern sections of the state because these
populations are thought to be composed entirely of reintroduced prenghom.
Tests for differences in haplotype frequencies among populations sharing
founders were performed using Monte Carlo simulation. Populations which
received translocated animals from Texas, Wyoming, or Montana showed no
significant variability in haplotype frequencies. Haplotype frequencies were
significantly different among populations that received reintroductions from
central Arizona only when a population which also received pronghorn from
Montana, was included in analyses. Overall, populations in southeastern Arizona
differed significantly from each other in haplotype frequencies. However,
populations within southeastern Arizona with common reintroduction sources
{e.g., Texas or central Arizona only) were not different in haplotype frequencies.
Populations sampled in northwestern Arizona were not different from each other
in haplotype frequencies despite the wide array of sources (central Arizona,
Montana, Wyoming, Colorado, and Utah) used to restock that region. Qur results
suggest that whenever possible, genetic data sheuld be used to plan future
reintroductions of pronghorn in Arizona,
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