Genetic Studies of Chinook Salmon in the Kuskokwim River, Alaska
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Conclusions
- Allozyme, microsatellite and SNP markers all depict similar genetic structure of the Chinook salmon populations of the Kuskokwim Drainage.
- Four groups of populations were identified based on genetic and geographic factors.
- The microsatellite and SNP data show potential for identifying populations captured in Kuskokwim River salmon fisheries.
- Allozyme data wil be used in a larger baseline for trawl bycatch studies.
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