Population Genetics Data Analysis in R
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Statistics is essential to understand the genetic variation in population genetics. Estimation of
unknown parameters such as, mutation, recombination, migration, etc., from genetic data is
always a challenge in population genetics. I implemented the dynamic programming approach
(Faisal et al. 2011) in R that calculated the exact likelihood under infinite sites model by
summing over all genealogical trees for estimating mutation rate. I will present R package
PGDA that will estimate mutation rates either time-dependent or it is independent of time. It
generates samples from ms program (Hudson, 2002) and converted ms format into FASTA
format that would be input for the program estimating mutation rates. The presentation has
been motivated from our work of exact likelihood computation method for estimation of

mutations rates.
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