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(SNP) markers, for 
application to trawl 
�shery chum salmon 
bycatch. �e challenge 
has been to discover the 
variation, design the 
speci�c molecular tool, 
and verify its utility in 
separating stocks. In the 
�rst phase of the project, 
researchers developed 
markers. In future e�orts, 
researchers plan to 
survey the variability in 
much of the geographic 
range of chum salmon 
and evaluate the success 
that the markers can be 
expected to have in resolving populations in mixtures, for example, between or within 
the Yukon and Kuskokwim drainages.

What Scientists Learned
Researchers modi�ed a genetic sequencing technique called ecotilling to rapidly 
screen DNA fragments for variation at the single nucleotide level, and detect natural 
polymorphisms in chum salmon DNA. Such polymorphisms can be used as markers 
to determine the natal origin of salmon.

�e investigators also modi�ed a method that is a variation on ecotilling. �is 
method allows researchers to detect simple mutations and polymorphisms in large 
genomic regions without using a sequencer and expensive labeled primers. �e 
researchers call the method decotilling (double strand cleavage ecotilling). �e 
advantage of the method is that it allows the user to look for genetic variation in 
numerous genes both cheaply and rapidly.

Further Study
Researchers plan to demonstrate their genetic methods on a sample of chum salmon 
bycatch. 

Chum salmon are critical to the livelihood and culture of rural Alaskans.
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