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A genome-wide association study on African-ancestry populations for asthma. Journal of Allergy and 2.9 213
Clinical Immunology, 2010, 125, 336-346.e4. :

A continuum of admixture in the Western Hemisphere revealed by the African Diaspora genome. Nature
Communications, 2016, 7, 12522.
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CMPK2 and BCL-G are associated with type 1 interferond€“induced HIV restriction in humans. Science
Advances, 2018, 4, eaat0843.

Gene Encoding Duffy Antigen/Receptor for Chemokines Is Associated with Asthma and IgE in Three
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African Ancestry is a Risk Factor for Asthma and High Total IgE Levels in African Admixed Populations.
Genetic Epidemiology, 2013, 37, 393-401.
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Whole genome sequencing identifies novel genetic mutations in patients with eczema herpeticum.
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