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A. Positions and employment

1988.9-1994.8 Research associate, Division of Sampling Survey, Center for Health Statistics
Information, Ministry of Health

1994.8-1996.5 Visiting scientist, Department of Environmental Science, School of Public Health
& Channing Laboratory, Medical School, Harvard University

1996.5-2002.8 PostDoc & Lecturer (2001.3-2002.8), Section of Genetic Epidemiology and
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Public Health, University College London

2005.9-2018.7 Investigator scientist in Genetics, MRC Epidemiology Unit
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B. Research interests

My work relates to methods and applications in epidemiology/public health with a recent focus

on proteogenomics. Following earlier efforts on familial aggregation, segregation analysis,

candidate genes and genomewide association studies (GWASs, my current work is capitalised on the
meta-analysis at the Cardiovascular Epidemiology Unit (CEU) and within the SCALLOP consortium
using the Olink inflammation panel as well as other proteomic panels measured for the INTEVAL
samples. | have also led analyses contributed to collaborative projects such as the Host Genetics
Initiative, the SCALLOP-Seqg(uence) consortium and other ongoing projects. | have actively promoted
reproducible research through distribution of software on CRAN (https://cran.r-project.org) and
GitHub (https://github.com) and through web-based materials from my personal page,
https://jinghuazhao.github.io/ and CEU page, https://cambridge-ceu.github.io/.
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mediated disease risk and novel therapeutic targets. Nat Immunol 2023, 24(9):1540-1551,
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COVID-19. Nature 608:E1-E10 (2022); The Host Genetics Initiative. A second update on mapping the
human genetic architecture of COVID-19. Nature 621:E7—-E26 (2023).

Zhao JH, Luan JA, Congdon P. Bayesian linear mixed model of polygenic effects. J Stat Soft. 2018,
85(6):1-27. doi: 10.18637/jss.v085.i06
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Zhao JH, Luan JA. Mixed modeling with whole genome data. J Prob Stat. 2012. doi:
10.1155/2012.485174.

Xue F, Li S, Luan J, Yuan Z, Luben RN, Khaw K-T, Wareham NJ, Loos RJF, Zhao JH. A latent
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with applications to a human obesity study. PLoS ONE 2012, 7(2): e31927

Loos RJ, et al. Common variants near MC4R are associated with fat mass, weight and risk of obesity.
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Zhao JH, D Curtis, PC Sham. Model-free and permutation tests for allelic associations. Hum Hered
2000, 50(2), 133-139.
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Jun.
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Collier. Association analysis of the dopamine D4 gene exon Il VNTR and heroin abuse in
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15.Li T, HP Vallada, X Liu, T Xie, XD Tang, JH Zhao, MC O'Donovan, RM Murray, PC Sham, DA
Collier. Analysis of CAG/CTG repeat size in Chinese subjects with schizophrenia and bipolar
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16.Arranz MJ, J Munro, MJ Owen, G Spurlock, PC Sham, J Zhao, G Kirov, DA Collier, RW Kerwin.
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23.Zhao JH, PC Sham, D Curtis. Letter to the Editor: A program for the Monte Carlo evaluation of
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24.Curtis D, JH Zhao, PC Sham. Comparison of GENEHUNTER and MFLINK for analysis of COGA
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Hered 2000, 50(2):133-139.
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polymorphisms in the DRD4 gene and heroin in Chinese subjects. Am J Med Genet 2000, 96:616-
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27.Sham PC, MW Lin, JH Zhao, D Curtis. Power comparison of parametric and nonparametric
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29. Aitchison KJ, JG Frank, LC Quattrochi, A Sapone, JH Zhao, H Zaher, G Elizondo, C Bryant, JM,
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34.Sham P, JH Zhao, SS Cherny, JK Hewitt. Variance components QTL linkage analysis of selected
and non-normal samples: conditioning on trait values. Genet Epidemiol, 2000, 19, (suppl 1), 22-28
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38.Karwautz A, S Rabe-Hesketh, X Hu, J Zhao, P Sham, DA Collier, JL Treasure. Individual-specific
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hyperactivity disorder (ADHD) and the dopamine D4 receptor gene: evidence of association but
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linkage analysis of qualitative and quantitative traits for schizophrenia on chromosome 22 in a
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Lovestone. The microtubule associated protein Tau gene and Alzheimer's disease - an
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44.Zhao JH, PC Sham. Faster allelic association using unrelated individuals. Hum Hered 2002, 53:
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of the dopamine D2, D3, 5-HT(2A) and GABA(A)gammaz2 receptors and the serotonin transporter
genes with heroin abuse in Chinese subjects. Am J Med Genet 2002, 114: 329-334.
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case-control study. Social Psychiatr and Psychiatric Epidemiol 2002, 37: 329-335.
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49.Gabrovsek M, M Brecelj-Anderluh, L Bellodi, E Cellini, D Di Bella, X Estivill, F Fernandez-Aranda,
B Freeman, F Geller, M Gratacos, R Haigh, J Hebebrand, A Hinney, J Holliday, X Hu, A Karwautz,
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50.Huang Y, T Li, Y Wang, J Ansar, G Lanting, X Liu, JH Zhao, X Hu, PC Sham, D Collier. Linkage
disequilibrium analysis of polymorphisms in the gene for myelin oligodendrocyte glycoprotein in
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51.Shi J, S Zhang, C Ma, X Liu, T Li, M Tang, H Han, Y Guo, JH Zhao, K Zheng, X Kong, K Zhang, Z
Su, Z Zhao. Association between apolipoprotein Cl Hpal polymorphism and sporadic Alzheimer's
disease in Chinese. Acta Neurol Scan 2004, 109:140-145.
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55.Zhao JH, Book review: Lachin JM (2000): Biostatistical methods: the assessment of relative risks.
New York: John Wiley. Stat Methods Med Res 2004; 13: 414-415.
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Humphries. APOE polymorphism, socioeconomic status and cognitive function in later mid-life:
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62.Zhao JH. Mixed-effects Cox models of alcohol dependence in extended families. BMC Genetics
2005, (Suppl) 6:127.
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