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Research interests 
My long-term research interests involve understanding fundamental questions about human evolution, integrating multi-
omic data to investigate the impact of human evolution on patterns of genetic variation and how this contributes to variable 
phenotypes and disease risk, and eventually advancing precision medicine of global populations in the light of human 
evolution.  
 
Education and work experience 
● March 2024 – Present          Research Associate, University of Pennsylvania, US. Sarah Tishkoff Lab. 
● Feb. 2019 – March 2024.      Postdoc. University of Pennsylvania, US. Sarah Tishkoff Lab. 
● July 2012 - July 2018.   Ph.D. Max-Planck Independent Research Group on Population Genomics, CAS-MPG Partner 

Institute for Computational Biology, Chinese Academy of Sciences (CAS), China. 
● July 2008–July 2012.    B.S. Yangzhou University, China. 
 
Honors 
2018  Lindau program Awardee, Sino-German Science Center 
2018  Presidential Scholarship, UCAS, Chinese Academy of Sciences 
2018  Outstanding Graduates of Shanghai, China 
2016  PhD National Scholarship, UCAS, Chinese Academy of Sciences 
2015 and 2017  Merit Student, UCAS, Chinese Academy of Sciences 
 
Personal statement 

My academic training and research experience have provided me with a solid background in computational biology and 
population genetics, and excellent skills in driving and solving scientific questions. In 2012, I started my Ph.D program and 
majored in computational biology. I conducted research with Dr. Shuhua Xu at PICB, Chinese Academy of Sciences, on 
human population genomics focusing on ethnically diverse Asian populations. With six years of training, I gained expertise 
in statistical programming, genomic data (mainly whole-genome sequencing data) analysis and human evolution. I 
conducted several projects which were published in high-profile journals. I contributed to the construction of the 
evolutionary history and identification of the adaptive variants for the Tibetan highlander populations including the Tibetan 
and Sherpa people, by using deep WGS data for the first time (Zhang et al., Genome Biology 2017, Lu et al., AJHG 2016, 
and Deng and Zhang et al., National Science Review 2019). I was involved in the construction of the first human genetic 
variant database in China, which was awarded as the top ten bioinformatics advances, and among the top ten bioinformatics 
databases in 2019 in China (Zhang et al., Genome Biology 2019, Zhang et al., NAR 2017, and Gao and Zhang et al., NAR 
2019). I also contributed to the genomic diversity and post-admixture adaptation in the Uyghurs (Pan and Zhang et al., 
National Science Review 2021). In addition, I contributed to the identifying causal variants in a 7-generation Pakistan dwarf 
family by using WGS data (Zhang et al., Heredity 2018), and collaborating with lab members on other projects.  

In 2019, I worked as a predoctoral researcher with Dr. Sarah Tishkoff at the University of Pennsylvania. Dr. Tishkoff 
is a member of the National Academy of Sciences and the National Academy of Medicine. At her lab, I have unprecedented 
opportunities to get access multi-omics data including genomic, transcriptomic, metabolic, phenotypic data, etc. This 
provides me with new conceptual and technical training in integrative genomic analyses based on which I highlighted the 
importance of African integrative genomics in studying precision medicine in indigenous African populations (Zhang et al., 
Trends in Genetics 2022). During the COVID pandemic, I conducted a study of global patterns of genetic variation at genes 



 

involved in SARS- CoV-2 infection aiming to understand the genetic basis of population susceptibility to COVID from the 
evolutionary aspect. The project was published in the PNAS in May of 2022 (Zhang et al., PNAS 2022). I am now working 
on a large-scale project involving multi-omics data from diverse indigenous African populations.  

I have published more than 10 scientific papers as the first or co-first author in high-profile journals including 
PNAS, Trends in Genetics, Genome Biology (2017/2019), National Science Review (2019/2021), Nucleic Acids Research 
(2018/2019), AJHG, and Nature Communications.  
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