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Previous Phylogenetic Work
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Methods

Genomic DNA from toe and tail clips

Amplified mtDNA — ND2 and Cyt b
Double-stranded automated sequencing
Phylogeographic and population genetic programs

1035bp
962bp Cyt b
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Quaternary Climatic Oscillations
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ND2 Sequence Variation

RAON (w/o SU)

Haplotype diversity (h) 041L
Nucleotide diversity (1) 0.0004 L

Low h High h

Low TT Recent population bottleneck

Low his < 0.5, Low 1is < 0.005 (Grant and Bowen 1998)




Neutrality Tests

RAON (w/o SU)
Tajima's D (P-value) 1.1066 (0.88) -1.7099 (0.01)*

Fu's Fs (P-value) 1.5166 (0.68) -9.0673 (0.003)*

~

population expansion
population bottleneck — population expansion

selective sweep

* Significant
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Mismatch distribution - R. yavapaiensis w/o SU

Demographic expansion
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w/o SU

Landscape Shape Interpolation — R. yavapaiensis
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Phylogeography and Population Structure

Complex history of
range expansion,
contraction, and
isolation




Many Thanks!

Charles Drost
Lisa Gelczis
Tereza Jeskova
Charles Painter
SaBR group
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