Zhao-Bang,

Since there are ten sessions, including two demos, I figured we would be dividing them evenly. I am planning on 4 lectures and 1 demo. Much will be as before, but I am adding some material in that I had previously cut, and I have some new material. As it stands, here is my outline. You indicated you would do an introduction. My A could follow that, as it is meant to be non-technical overview. B is the “heaviest” talk. I hope to have all ready by the middle of next week, before my parents come to visit.

Cheers,

Brian

A
overview: multiple QTL approaches

B
Bayesian QTL mapping & model selection

C
data examples in detail

D
software demo & automated strategy 

E
multiple phenotypes & microarrays
A overview: multiple QTL approaches
1. What is the goal of multiple QTL study?

2. Gene action and epistasis

3. Bayesian vs. Classical QTL
4. QTL model selection

5. Software overview

B Bayesian QTL mapping & model selection
1. Bayesian QTL priors & posteriors
2. Markov chain sampling
3. sampling genetic architectures
4. Bayesian QTL model selection
C data examples in detail
1 small simulation study
2 days to flower for Brassica napus (plant)
3 gonad shape in Drosophila spp. (insect)

4 expression phenotype (SCD1) in mice
5 obesity in mice

6 hypertension in mice (R/qtl example)

D software demos


R/qtl and R/qtlbim


cross diagnostics for genotypes & phenotypes


hypertension dataset
E multiple phenotypes & microarrays
1. why study multiple traits together?
2. design issues
3. why are traits correlated?
4. modern high throughput
5. graphical models
