Population Genomics

Obijective: To give a presentation of about 40-90 minutes duration at the end of the week covering the key aspects
of the population genomics of humans.

This 1000 genomes project is devoted to the exciting project, where the genomes of a 1000 individuals are to be
sequenced in the next few years. This project will pose many challenges both in terms of data generation, data
storage and analysis. The questions and contents below are meant as motivators and need not be followed.

The big questions are:

e How to choose the 1000 individuals out of a population of 6 billion to get maximal information?
e Which techniques should/will be applied to get the data?

e How well can parameters be recovered?

e How well can the history of the sequences be known?

e What is the marginal value of an added genome for the key questions?

Maximal Contents of Presentation:
Choice of individuals
Data generation and assembly
Data storage
Analysis
Mutational processes
Single Nucleotide Substitutions
Small Insertion-Deletions
Large Scale Events
Recombination rates: Spatial and Temporal Distribution
Geography
Selection
Population Size
Ancestral Analysis
Pedigrees and the Global Genealogy
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