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Career and Education

2019 – Royal Society University Research Fellow, University of Edinburgh

2018 Post-doctoral Research Associate, University of Cambridge

2014 – 2018 Research Fellow, St John's College, University of Cambridge

2015 PhD, University of Cambridge

2010 MSc Genetics, University of Pretoria

2007 BSc (Hon.) Genetics, University of Pretoria

Teaching

Lectures

2022 - 4th Year Human Evolutionary Genomics (3 flipped lectures)

2022 - MSc QGGA, Population Genomic Analysis (1 lecture + tutorial)

2020 - 
3rd Year Ecological and Evolutionary Genetics (2 flipped lectures + 
essay tutorial)

2020 - 2022 MSc Bioinformatics, Next Generation Genomics (2 lectures)

Research Grants and Awards

Grants

2022
NERC Exploring the Frontiers of Environmental Sciences (PI)
£99,965, 2023

2021
Royal Society Research Fellows Enhanced Research Expenses 
(PI)
£185,540, 2022-2023

2018
Royal Society University Research Fellowship (PI)
£598,740, 2019-2023

2018
Royal Society Research Fellows Enhancement Award (PI)
£217,200, 2019-2021

2017
National Geographic Society Research Grant (CoI)
$29,125, 2017-2018

Awards

2014 Sir Kenneth Mather Memorial Prize, Genetics Society

2014
William Bateson Research Fellowship, St John’s College, 
Cambridge, 2014-2017

2011 Cambridge Commonwealth Fund studentship, 2011-2013
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