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We report the stock composition and seasonal distribution of Asian and North American salmon 
collected in the Bering Sea during 2002-2006 using genetic markers.  This collaboration stems 
from seed monies from the North Pacific Research Board and extensive funding from the host 
agencies.  We detail the BASIS stock composition research that progressively improved though 
genetic markers including allozymes, microsatellites, and finally single nucleotide 
polymorphisms (SNPs).  Improvements in DNA techniques during this project were so 
profound that continuation support was provided for the additional development of public SNP 
data bases for use by NPAFC and other agencies.  We report rapid advances in DNA technology 
for chum salmon studies using highly parallel DNA sequencing for SNP discovery.  Here we 
focus upon the SNP database for chum salmon and provide examples for resolving proportional 
and individual assignment of migrating fish in Bering Sea mixtures. 


