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INTRODUCTION OBJECTIVES

 Certain ethnic populations, namely populations of high African ancestry, are critically underrepresented in .
biomedical research even as more data is available than ever before

IBS

|dentify Ancestry Informative Markers (AlMs) for populations of African descent CEU

* Functionally characterize the AIMs and Identify potentially disease-relevant
AlMs

* |nvestigate potential role of AIMs in cancer health disparity

METHODS

1000 Genome Project genotype data for the 26 sub-populations
Infolcalc was used to identify the AIMs ( In >=0.25) — Fig 1.

 Most of the available data represents homogeneous populations and miss a significant portion of the global
human genetic diversity

 Tools and approaches developed from and applied to such data for the study of diseases fail to translate well
across populations

e Zavala et al.(2021) found that SNPs associated with breast cancer identified by GWAS done in mainly o
European and Asian populations have poor predictive power in people with high level of African ancestry .

* Thereis evidence that ancestral variants might be contributing to disease risk (Campbell & Tishkoff controls (approximately half of African descent and half of European descent) —
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Table 1: 1000 Genome Project population

code and associated population Fig 8. Figure showing the consequence of the exonic variants showing a

nearly equal distribution of non-synonymous and synonymous variants

rs2238151 act as an eQTL affect ALDH2. Low level of
ALDH?2 is associated with poor cancer prognosis.




