Use of R environment in
Evolutionary Ecology
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DIVERSITY

Evolutionary and adaptive potential

Population Size (N)
Isolation

Gene flow
Inbreeding
Mutation
Drift
Selection

Fitness: Fertility & Survival




GENETIC DIVERSITY
HARDY-WEINBERG EQUILIBRIUM

No mutation

Random mating

No gene flow

Infinite population size
No selection
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GENETIC DIVERSITY

Indexes we will calculate

Allelic Richness:
Private Allelic Richness:

Heterozygosity
Observed:
Expested:
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POPULATION STRUCTURE

F - STATISTICS (Wright 1969)

F.; = Wright's Genetic Distance (biallelic)

F s = Inbreeding coefficient



ANALYSIS

Differences between populations

AMOVA (% of variance within and among
groups)

Relationship with geography*

e Isolation by Distance (Regression + Mantel test)

Multivariant (allelic frequencies, alleles)
* DACP, PCA, PCoA

Clustering software (min HWd and LD) *
e Structure, Geneland



R dataset

Podarcis siculus (Rafinesque-schmaltz, 1810)

Dataset
Single Nucleotide Polymorphism data (SNP)

Structure format (clustering)
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