
D1sPERSAL ANo INTROGREss1ON OF NoN-NATIVE RA1NBow TRoUT 

GENES IN NATIVE WESTSLOPE CuTTHROAT TRoUT PoPULATION

Matthew Boyer and Fred Allendorf, University of Montana, 1655 Haskill Basin Road, 
Whitefish, MT 59937, matt.boyer@mso.umt.edu 

Clint Muhlfeld,Montana Fish, Wildlife and Parks, 490 N. Meridian Rd., Kalispell, MT 
59901, cmuhlfeld@mt.gov 

We used diagnostic microsatellite loci and Bayesian admixture analysis to describe the 

dispersal pattern of hybrids between native westslope cutthroat trout (Oncorhynchus clarki /

ewisi) and introduced rainbow trout in the North Fork Flathead River drainage, Montana. 

Hybridization was detected in 17 of 31 sites and the proportion of admixture and number of 

rainbow trout alleles within hybridized sites showed a significant negative correlation 
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with fluvial distance from Abbot Creek, a suspected source of rainbow trout introgression 
in the drainage.Most (85%) of the rainbow trout alleles found among hybridized sites were 
present in Abbot Creek and several FI individuals were dete�ted !n �p�tream sites_ lacking 
pure rainbow trout. Sites with low levels of admixture contained md1v1duals classified as 
later-generation backcrosses. These findings suggest that straying from a downstream source 
population ultimately facilitates the spread of rainbow trout alleles in this drainage. Over 
time, this pattern of gene flow and introgression may lead to a loss of inter-population genetic 
diversity and local adaptation in native westslope cutthroat trout populations. 
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