Workshop From VCF to population genomic inference

Participants will learn how to compare population models within Bayesian inference and
finite-mutation frameworks. Genomic data stored in VCF format, together with a reference
sequence, will be converted into a migrate-n dataset. This dataset will then be used to compare
two alternative models in a Bayesian context. We will discuss strategies such as varying the
number of loci versus the number of individuals. You will need to download the tutorial package
here (ready on December24,2025).

Key topics:

» Transform VCF files and reference sequences into complete DNA sequences
« Set up evolutionary/population models
» Perform Bayesian model comparison

Peter Beerli is a professor in the Department of Scientific
Computing at Florida State University, Tallahassee, FL. His lab

develops methods and software to analyze population
genetic/genomic data. He maintains the software Migrate-n. His o
particular interests are advancement of coalescence theory, A
such as fractional coalescence, and model selection
approaches to statistically compare historical population
genetics models. He finished his PhD in Zurich, Switzerland,
studying waterfrog species divergence times (1994); then worked as a postdoctoral researcher
at the University of Washington, Seattle; and moved in 2003 to FSU.


https://peterbeerli.com/downloads/SSB-tutorial-2026.zip

