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While the life history and ecology of Chinook salmon in freshwater is well known, less is known 
of the oceanic migration patterns and relative survival of individual stocks in the marine 
environment.  Until recently, investigation of the effects of fluctuating marine conditions on the 
abundance and distribution of Chinook salmon has only been approachable through the sporadic 
collection of tagged individuals and analysis of scale patterns.  The Alaska Department of Fish 
and Game has developed a baseline of 53 markers based on single nucleotide polymorphisms 
(SNPs) surveyed in 175 populations across the species range in the North Pacific.  This baseline 
provides the foundation for the application of genetic stock identification to the high-resolution 
exploration of the distribution of Chinook salmon in marine waters.  We compare this method to 
the resolution possible from previous methods to demonstrate its utility for mixed stock analysis 
of high seas samples.  Our results show that this baseline provides a rapid and cost effective 
approach to analysis of samples from complex mixtures encountered in multi-national research 
and fishery monitoring efforts.   


