










Figure 1. Extent of the last glacial maximum 
approximately 18 000 years ago, showing how 
the present‐day State of Oregon outlined in 
yellow was not glaciated during this period. 	
  

Figure 2. Map of Oregon sample locations. 
Populations analysed in this study come from the 
Pacific coast (Millport Slough, South Jetty, 
Cushman Slough, Winchester Creek, Pony Creek 
Reservoir), the Willamette Basin (Riverbend in the 
McKenzie River) and central Oregon (South Twin 
Lake, Paulina Lake and Crooked River). 





Figure 4. Neighbour‐joining tree created using 
the pairwise FST values as a distance metric. 
The tree shows a clear split between the coastal 
populations (top; oceanic in black and freshwater 
in blue) and the inland populations (bottom). The 
central Oregon populations (green) clearly 
cluster together with the Willamette Basin 
population from the McKenzie River site at 
Riverbend (red), supporting the hypothesis of an 
introduction into central Oregon of stickleback 
from the Willamette Basin. 



Figure 5. Distribution of average 
scores along PC1 and PC2 axes of 
genetic variation for each 
population. PC1 encompasses the 
vast majority of the genetic 
variation (~90%), and clearly 
differentiates the coastal Oregon 
stickleback populations from those 
in the Willamette Valley and central 
Oregon. Although PC2 explains 
less of the overall genetic variation, 
within each region it still has some 
explanatory power for partitioning 
populations. 

Figure 7. Plots of posterior 
probabilities of group assignment 
of each individual into five clusters 
based upon the results of a 
structure analysis. The results are 
grouped by population of origin for 
each individual. Each vertical bar 
represents a different individual 
from one of nine populations. The 
colour proportion for each bar 
represents the posterior probability 
of assignment of each individual to 
one of five clusters of genetic 
similarity.  



Figure 3. Allele frequency spectrum distribution 
for loci in each population that are SNPs in the 
Oregon system. The x‐axis represents 
categories of the major allele frequency (p in 
each population) with the frequency distribution 
of the loci in each category on the y‐axis. The 
majority of loci that are polymorphic across 
populations are fixed within each population 
(right‐most category equal to 1.0). For coastal 
and Willamette Basin populations, a similar 
range of allele frequencies is seen, from 0.5 to 
0.99 as expected for older populations at 
equilibrium. However, in central Oregon 
populations (bottom row), the distribution is 
clearly shifted to the right, as expected, if these 
populations were recently founded by a small 
number of individuals. (Coastal oceanic, black; 
coastal freshwater, blue; Willamette Basin, red; 
central Oregon, green). 



Figure 6. Frequency distribution of FIS values 
across loci within each population. The majority 
of loci within each population are zero or nearly 
so, indicating a lack of pervasive overall structure 
within each population. However, for several 
populations, including the coastal oceanic 
populations (top row), a noticeable fraction of loci 
exhibit values >1, including an appreciable 
number that are 1.0. These higher values are 
present in the coastal freshwater populations 
(Pony Creek and Winchester Creek), less in 
Riverbend, and noticeably depleted in the central 
Oregon populations (bottom row). (Coastal 
oceanic, black; coastal freshwater, blue; 
Willamette Basin, red; central Oregon, green). 




