OEB 275R: Phylogenetics and Phylogeography in the Era of Genomics

Course Instructor: Scott Edwards (MCZ Labs 306, sedwards@fas.harvard.edu)
Teaching Fellow: Tauana Cunha (MCZ Labs 510, tauanacunha@g.harvard.edu) Office Hours: Tue 5-6pm

Academic Integrity Policy

Discussion and the exchange of ideas are essential to academic work, and this practice will
apply to assignments in this course. For all activities in this course, including homework and the final
project, you may freely consult with class colleagues, borrow and exchange ideas. You may find it
useful to discuss your chosen topic with your peers, particularly if you are working on the same topic as
a classmate. However, you should ensure that any written work you submit for evaluation is the result
of your own research and writing and that it reflects your own approach to the topic. Of course, you
must write any written material yourself and you must also adhere to standard citation practices in
biological science and properly cite any books, articles, websites, lectures, personal communications or
other exchanges of information that help you produce your work. If you received any help with your
writing (feedback on drafts, ideas etc), you must also acknowledge this assistance. This is standard
scientific practice and putting it into practice now will help you become a better scientist.

Syllabus
Date Details
30-Aug LO1 - Scott: Intro to phylogeography/phylogenetics
6-Sep LO2 - Scott: Phylogenetics in the context of molecular evolution
13-Sep LO3 - Scott: Coalescent theory: a bridge between population genetics and phylogenetics
20-Sep LO4 - Axel Meyer: Gene and genome duplications
27-Sep LO5/S - Allison Shultz: Phylogeography and population genetics using Rad-seq/Stacks
4-Oct LO6/S - Ziheng Yang: Species delimitation and phylogeny using Bayesian Phylogenetics
and Phylogeography
11-Oct LO7 - Craig Moritz: Phylogeography and biodiversity discovery
18-Oct LO8/S - Peter Beerli: Bayes factors and population model selection/Migrate-n
25-Oct LO9/S - Tim Sackton: Genome analysis: population genetics and comparative genomics
1-Nov L10/S - Molly Schumer: Ancestry inference in hybrids
8-Nov L11/S - Nicholas Patterson: Population genetics and population history using f-statistics
15-Nov L12/S - Luay Nakhleh: The multispecies network coalescent
22-Nov THANKSGIVING RECESS

29-Nov L13 - Summary, project lab session and prospectus
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