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Populations

• 12 populations, 715 individuals.

• Alsea locations: Drift Creek, North Fork Alsea,
Five Rivers, Lobster Creek, and Fall Creek.

• Out of basin locations: Siletz River, Ten Mile
Creek, Cummins Creek.
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Locations vs. Samples
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Loci

• 12 microsatellite loci

• Samples with 7 or more failed amplifications
were removed (15 samples).



Loci

0

5

10

15

20

25

30

35

40

45

4

11

15
16

19

22 22
23

24 24

28

43
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Note:

• Two individuals were removed before further
analysis, one from Ten Mile Creek, one from
Cummins Creek. Both were strong outliers with
bad amplification.

• The Ten Mile individual was unscored on 3 loci,
homozygous for several others with poor
amplification.

• The Cummins Creek individual was unscored on 6
loci, with poor amplification on the others.

• Only changes “All site” results.



Linkage Disequilibrium

• Populations displaying significant LD (greater 20% of
crosses from 100 permutations significant, GENETIX):

– Cummins Ck (99): 56%

– N. Fork Alsea (142): 50%

– Bear Creek(12): 30%

– E. Fork Lobster Ck (40): 24%

– Drift Ck 10 (75): 23%



Harvey-Weinberg
• Each population with a large sample size was

out of equilibrium (everything but Bear Creek,
Upper Lobster Creek, and Upper Five Rivers).





Figure 3: Unrooted trees of O.mykiss populations from the Alsea River Basin and neighboring

systems generated using the neighbor-linking method from Cavalli-Sforza and Edwards chord

distances



Figure 3: Unrooted trees of O.mykiss populations from the Alsea River Basin and
neighboring systems generated using the neighbor-linking method from Nei’s
genetic distance (b). Numbers indicate the number of bootstrapped replicates that
contained the labeled branch.
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Conclusions

Although most pairwise Fst tests for population samples within the Alsea are
determined statistically significant, we question whether this distinction has
biological meaning.

Our reasoning for this conclusion are as follows:
1. Pairwise Fst values are small (generally 0.01 or less)

2. No bootstrap values for tree branches within the Alsea are significant (all <700)

3. FCA is only able to distinguish DC, FC and BC (marginally)

4. Only compelling distinction discerned by STRUCTURE is Alsea vs neighboring watershed
samples where K = 2 has the highest likelihood

5. Heirachial Fst tests are not able to distinguish any hierarchy within the Alsea Basin


