
Introduction 
Concern has increased about the genetic effects of cultured 
salmonid fishes on natural populations. Avoidance of extreme 
negative outcomes was one reason for the establishment of a 
genetic management policy for the State of Alaska. However, 
founder effect, subsequent genetic drift, domestication selection, 
inbreeding, or a combination may still cause genetic divergence 
of a hatchery stock from its wild donor population. If these 
processes are occurring in the hatchery in combination with 
straying and its resultant introgression of hatchery salmon into 
wild Alaskan systems, there may be negative impacts on wild 
salmon stocks. 

 
Our Approach 
In the late 1960’s and early 1970’s before coho salmon 
(Oncorhynchus kisutch) enhancement activities were developed 
on Southern Baranof Island, personnel from the National Marine 
Fisheries Service Little Port Walter (LPW) research station 
collected adult coho salmon scales from Sashin Creek and 
Nakvassin Creek. Research on coho enhancement at Little Port 
Walter, using Sashin Creek broodstock, started in the mid 1970’s 
and ended in the early 1980’s. The information gained from coho 
enhancmnet research at LPW lead to the development of the 
Deer Lake coho enhancement project and coho enhancement at 
Port Armstrong hatchery in the mid-1980’s. These hatcheries are 
run by private nonprofit organizations and produce ~ 1millon 
coho smolts annually. Broodstock for both hatcheries originated 
from two years of Sashin Creek broodstock and one year of 
Deep Creek broodstock. Nakvassin Creek coho have not been 
used as broodstock for any enhancement projects and remain a 
pristine wild population. The present study uses a combination of 
15 microsatellite and 11 SNP markers to compare the population 
structure between Sashin and Nakvassin creek coho before and 
after local enhancement, and Deer lake and Armstrong hatchery 
coho. Coho samples from Auke creek (located 140 mile north in 
Juneau, Ak) are use as an out group in this study. 
 
 
 

 
 
 

 
 
 

 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 

 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
Summary 

Genetic analysis revealed five results: 1) The loci used in this 
study demonstrate an ability to differentiate between all lineages 
by collection site, 2) All lineages cluster into distinct groups 
which suggest little gene flow between lineages, 3) Temporal 
collections cluster within lineages, with the exception of one 
Nakvassin creek collection, 4) There is some evidence of an 
admixture of samples within one Nakvassin creek collection 
which we believe is a result of collecting samples at the mouth of 
the creek; 5) There is evidence of admixed individuals within all 
Sashin creek collections which we believe resulted from 
operation of a permanent one way weir structure at the mouth of 
Sashin creek since the 1940’s. 
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