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Single Nucleotide Polymorphisms = SNPs
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SNPs — Haplotypes
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Haplotype 1 CAGATCGCTGAATGAATCGCATCIGT [35%)]
Haplotype 2 CAGATCGCTGAATGGATCCCATCAGT [30%]
Haplotype 3 CGGATIGCTGCATGGATCCCATCAGT [15%)]
Haplotype 4 CGGATTGCTGCATGAATCGCATCIGT [10%)]

Several other haplotypes [10%)



Cluster Analysis using Admixture Model

similis haplotypes 1.25k haplotype loci
STRUCTURE K=2 model best fit
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similis genetic diversity

1.25k haplotype loci
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similis gene flow based on divMigrate
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summary document,
gene flow magnitudes
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Cluster Analysis using Admixture Model - solidissima SNPs
STRUCTURE K=2 model best fit

2.7k haplotype loci
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S.s. solidissima Genotypes by Site
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Shell Length (mm)

200 1

150 -

-

o

o
L

50 1

Solidissima Growth by Genotype
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F<+ between solidissima genotype A & B
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Open Questions

This project:

What are the most diagnostic loci for A and B? How efficiently can they be genotyped?
Are there morphometric differences between A and B?

What are the patterns of gene flow within similis, solidissima A and solidissima B?
What is the demographic history of differentiation for A and B?

For future:

Are there morphometric differences between A and B?

If A and B can interbreed, what are the important extrinsic repro isolating mechanisms?
How do A and B differ in phenology, life history, temperature sensitivity, larval behavior?
What is the proper taxonomy for S.s. similis, S.s. solidissima A & B?
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