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Overview

estions about population structure arise in 
many contexts such as human evolution and 
disease genetics association studies.  e initial 
focus of our project has been to study 
population structure by developing a model-
based inference strategy using quadratic 
programming with the active set algorithm.

Inspired by a number of recent methods that 
use Gaussian distributions to approximate the 
distribution of allele frequencies among 
populations, our project has also focused on 
developing a method to infer population 
covariances and a method to detect selection 
signals utilizing population structure.

Population Covariances Inference

Admixture Inference

Block Bootstrap

Selection Detection

1. Hair thiness and curliness

2. Earwax moisture and underarm odor

3. Skin pigmentation

4. Skin pigmentation

5. 'maxDrinks' and alcohol related

6. A melanoma tumor repressor

7. Neural tube defect and hair follicles

8. Skin pigmnetation

9. Intergenic

10. Intergenic

11. Insulin dependent regulation of glucose

12. Taste cells in the mouth

Top Twelve Peaks


