
Short Course in Statistical and Quantitative Genetics

March 13-16, 2023

SCHEDULE

Day Time Topic/Activity

Monday 8:30am-10:00am Genetic and statistical sampling, Allele and genotype Frequencies.
10:30am-12:00pm Allele frequency variances, within- and between-populations.

1:00pm-3:00pm Computer exercises. 1000 Genomes data. Use of hierfstat, msprime, SNRelate.
3:30pm-4:40pm Phil Wilcox, Otago University: The Rakeiora project.

Tuesday 8:30am-10:00am Allelic association testing.

10:30am-12:00pm Inbreeding and relatedness.
1:0pm-3:00pm Computer exercises. HardyWeinberg and hierfstat packages.

3:30pm-4:30pm Gertje Petersen, AbacusBio: Honeybee genetic studies.

Wednesday 8:30am-10:00am Principal Components Analysis.
10:30am-12:00pm Genetic population structure.
1:00pm-3:00pm Computer exercises. SNPRelate, hierfstat and Gaston packages.

3:30pm-5:00pm Ken Dodd and Tim Bilton, AgResearch: Polyploid analyses.

Thursday 8:30am-10:00am Quantitative trait models, GWAS.
10:30am-12:00pm Inbreeding depression, heritability.

1:00pm-3:00pm Wrap-up Session.
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