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Figure 1. Map of the Westfjords in Iceland showing sampling locations of Atlantic salmon juveniles collected in 
2015 and 2016.
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Figure 2. Factorial correspondence analysis among genotypes of all juveniles analysed in the present study and 
20 farmed salmon of Norwegian origin (“urriði” = brown trout, “L-U blendingar” = salmon-trout hybrids and “lax” = 
Atlantic salmon).  
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Table 1. Sample size (N), observed (HO) and expected (HS) heterozygosity, number of allelels (A) and allelic 
richness (AR) among eight salmon populations in the Westfjords. Based on 14 microsatellites. 
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Figure 3. Admixture proportions (q) and their 90 % probability limits for each salmon juvenile in each river. q  
0,90 = wild, 0,10 < q < 0,90 = putative wild-farmed hybrid and q  0,10 = pure farm.
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Figure 4. Admixture proportions (q) of simulated data based on data of the present study: a) first generation 
hybrids (F1) of wild and farmed salmon, b) F1 backcrossed for two generations with wild salmon.
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Figure 5. Unrooted genetic tree (DA-distance) based on 34 wild Atlantic salmon populations in Iceland, of 
which nine originated from the Westfjords (“Vestfirðir”). Bootstrap support >50% in 10,000 replicates is shown. 
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Figure 6. Hierarchical STRUCTURE analysis describing the 
relationships between salmon populations in the Westfjords 
(“Vestfirdir”) and populations from other areas in Iceland and 
within genetic structure among the Westfjord populations. 





Figure 7. Putative wild-farmed salmon hybrids caught in river Mjólká in 2016. The juveniles belong to the spawning 
years-class of 2015. In the autumn of 2015 ,both wild and farmed salmon (ripe adults) were caught in the river. 
(Photo: Leó Alexander Guðmundsson)
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Appendix 1. Number of juvenile salmonids used in the genetic analysis by river (“vatnsfall”, “N / heild”) and sampling 
sites (“stöð”, ”N / stöð“). Sampling areas (m2), coordinates (GPS) and sampling dates (”dagsetning“) are given. 
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Appendix 2. Spawning year-class (“hrygningarárg.”) and age (”aldur“) of juvenile salmon, analysed in this study, 
by river and sampling site (“vatnsfall-stöð”). Values within parenthesis represent sample sizes before correction for 
trout, salmon-trout hybrids and salmon sibling-groups.   
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Appendix 4. Number of juvenile brown trout (“urriðar”), salmon-trout hybrids (“L-U blendingar”), fish of unknown 
species (“óþekkt”) and salmon sibling groups (“systkinahópar”) (nr. of siblings within parenthesis) by river that were 
removed from samples prior to genetic analysis.    
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Appendix 5. Sample size (N), observed (HO) and expected (HS) heterozygosity, number of allelels (A) and allelic 
richness (AR) among 34 Icelandic salmon samples and a sample of farmed salmon (“Eldi”) used in Iceland 
(Norwegian origin). Highlighted rivers show values before and after deletion of putative wild-farmed hybrids 
identified in this study. Calculations are based on 13 microsatellites and the values are therefore not comparable to 
values in table nr. 1 which are based on 14 microsatellites.     
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Appendix 6. Age (“aldur”) and spawning year-class (“h. árgangur”) of putative wild-farmed salmon juvenile hybrids 
detected in this study in rivers in the Westfjords. Sample code, sampling year (“veidd”), nr. of sampling site (“stöð 
nr.”) and q-proportions from the STRUCTURE analysis are give.
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