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Stock-structured distribution and abundance estimates from United States BASIS surveys in the
eastern Bering Sea during 2002-2007 are used to provide insight into the migratory behavior and
processes impacting the production of Western Alaska Chinook salmon. Origin of juvenile
Chinook is evaluated using a single nucleotide polymorphism (SNP) baseline developed and
refined for Western Alaska Chinook populations by the Gene Conservation Laboratory at the
Alaska Department of Fish and Game. Stock information is integrated into abundance estimates
using spatial models of distribution and abundance and from expansions of average catch rate
within spatial strata optimized to the estimated migration corridors of juvenile Chinook salmon.
Abundance estimates are compared with escapement levels and subsequent adult returns and
evaluated in terms of the production and survival of Western Alaska Chinook populations.



