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Bio

BIO

| am aboard-certified clinical cardiologist with a doctorate degree in Epidemiology & Biostatistics. | have been practicing medicine for nearly 30 years and | have over
20 years of experience conducting research. | was born and raised in Montreal, Canada, where | received my medical degree from McGill University in 1994. | then
pursued training in surgery for nearly two years before switching into internal medicine. | completed my residency in internal medicine as well as a Master's degreein
Epidemiology and Biostatistics at McGill under the supervision of Dr. Samy Suissa before moving to Stanford University in 2001 to pursue fellowship training in adult
cardiology. During my fellowship and Instructorship years at Stanford University, | completed a PhD in Epidemiology and Biostatistics in pharmacoepidemiology once

again under Dr. Suissa's supervision.

My principal research focus since moving to Stanford has been the identification of the genomic determinants of coronary heart disease (CHD) and risk factors of

CHD. Thistransition in my research focus occurred thanks to the sage advice and unique opportunities provided to me by Dr. Thomas Quertermous, former chief of the
Division of Cardiovascular Medicine and my primary mentor for many years after my arrival to Stanford. Since that transition, | have devoted a majority of my time
performing advanced population based studies on the genomic causes of heart attacks and the common conditions that predispose people to heart attacks including high
cholesterol, smoking, diabetes, obesity, high blood pressure, and insulin resistance. These research efforts go beyond the standard genetic variant association analyses
and include analyses, interpretation, and integration of multi-omic data, construction and validation of polygenic scores, as well as Mendelian randomization, epigenetic

association, and gene set enrichment analyses to help identify novel pathways of CHD in diverse populations.

In this context, | have heavily contributed to and/or led several translational team science endeavors at both the national and international level by representing Stanford
in large consortia meta analyzing genomic data. These consortiainclude CARDIOGRAMplusC4D, GLGC, GIANT, GENESIS, TAICHI, and PAGE. | have also been
an active Women's Health Initiative (WHI) investigator since 2010 serving as chair/co-chair of the WHI Genetics, Proteomics, and Biomarkers Scientific Interest Group
and amember of the WHI Ancillary Studies Committee, while concurrently launching several genomic studies that have generated blood methylation, circulating
miRNA, telomere lengths, and bulk RNA-seq resources within WHI. Through WHI, | have also served as a senior/key co-Investigator in NHLBI’s Trans-Omics for
Precision Medicine (TOPMed) program where | have led whole genome sequencing projects related to CHD.
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Starting in 2016, | became intricately involved in the Million Veteran Program (MVP) and have since served as a senior/key co-Investigator and/or a Pl in multiple
funded projects focused on the genetics of cardiometabolic traits. | also serve, or have served, as a co-chair of the MVP P& P Committee, the MVP CVD/Lipids
Working Group, and the MV P COVID-19 Science Program Genomics and PRS Working Group. As a consequence of my heavy involvement in MVP, | was dually
appointed (full-time) at the VA Palo Alto Healthcare System in 2018. In partnership with Dr. Phil Tsao, overall/national co-Pl of the MV P, | hold key administrative
positions and coordinate the local genomics research program within the newly formed Precision Health Service at the Palo Alto VA. Concurrently, | teach general

cardiology as well as echocardiography to medical students, residents, and cardiology fellows-in-training at the Palo Alto VA Hospital echocardiography |ab.

ACADEMIC APPOINTMENTS

e Associate Professor, Medicine - Cardiovascular Medicine

e Associate Professor (By courtesy), Epidemiology and Population Health
e Member, Cardiovascular Institute

e Member, Wu Tsai Human Performance Alliance

e Member, Maternal & Child Health Research Institute (MCHRI)

ADMINISTRATIVE APPOINTMENTS
e Clinical Lifelong Learning Committee, American Heart Association, (2020-2024)

e Director, Medical and Population Genomics for Precision Medicine, VA Palo Alto Health Care System, (2019- present)

e Program Committee, American Society of Human Genetics, (2019-2022)

e Associate Director, Palo Alto Epidemiology Research and Information Center for Genomics, Palo Alto VA Hospital, (2018- present)
e Steering Committee, Project Baseline, (2017- present)

e | eadership Committee, Council of Genomic and Precision Medicine, American Heart Association, (2016-2020)

e Membership and Communications Committee, Council of Epidemiology and Prevention, American Heart Organization, (2016-2020)
e Steering Commitee, CARDIOGRAMplusC4D (http://www.cardiogramplusc4d.org/), (2012- present)

e Co-chair, Women's Health Initiative Scientific Interest Group for Genetics, Proteomics & Biomarkers, (2010- present)

e Member, Ancillary Studies Committee, Women's Health Initiative, (2010- present)

HONORSAND AWARDS
e Elected member, American Society of Clinical Investigation (01/01/2020)

e Genomic and Precision Medicine and Epidemiology Mid-Career Research Award and Lecturer, American Heart Association (04/30/2019)
e 50+ Faces of Vanier College, Vanier College, Quebec, Canada (12/10/2018)

e Fellow of the American Heart Association (FAHA), council of Epidemiology and Prevention, American Heart Association (03/01/2016)
e Edwin L. Alderman award for excellence in Clinical Cardiovascular Research, Stanford University School of Medicine (2004, 2005)

e Fellow of the Royal College of Physicians of Canada, Royal College of Physicians and Surgeons of Canada (2000-2019)

e Chief Medica Resident, McGill University Medical Center - Royal Victoria Hospital (1999-2000)

e JW. McConnell Scholarship, McGill Universtiy (1989-1994)

PROFESSIONAL EDUCATION
e MD, McGill University , Medicine (1994)

Board Certified, American Board of Internal Medicine, Internal Medicine (not maintained beyond 2009) (1999)

MS, McGill University , Epidemiology & Biostatistics (2001)

Board Certified, American Board of Internal Medicine, Cardiovascular Medicine (2004)

PhD, McGill University , Epidemiology & Biostatistics (2008)
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e Testamur, National Board of Echocardiography , Adult Echocardiography (2022)

LINKS
e Linkedin: https://www.linkedin.com/in/tassimes/

e Twitter: https://twitter.com/tassmes

e Palo Alto ERIC for Genomics: https://www.vacsp.research.va.gov/CSP_Centers/Pal o-Alto-ERIC-Genomics.asp

My ABIM Board Certification: https://www.abim.org/verify-physician.aspx ?type=id&id=188782
e My Google Scholar: https://scholar.google.com/citations?user=K nwE7qoAAAAJ& hi=en

My PubMed Bibliography: https://www.ncbi.nlm.nih.gov/mynchi/themistocl es.assimes.1/bibliography/public/

Research & Scholar ship

CURRENT RESEARCH AND SCHOLARLY INTERESTS

Our investigative focus is the design, conduct, analysis, and interpretation of human molecular epidemiology studies of complex cardiovascular disease (CVD) related
traits. While we have focused on the study of coronary atherosclerosis, a condition that causes heart attacks, the number one cause of death worldwide, and risk

factors for coronary atherosclerosis, we also examine many other traits related to cardiovascular disease. In addition to performing discovery and validation population
genomic studies, we use contemporary genetic studies to gain important insight on the causal and mechanistic nature of associations between purported risk factors and
adverse cardiovascular related health outcomes through instrumental variable analyses and genetic risk score association studies of intermediate phenotypes. Our group
isalso actively involved in studies assessing the clinical utility of novel genetic markersin isolation or in combination with other biomarkers. Lastly, we communicate
the significance of genomic findings at the population level to molecular biologists who may lack a strong background in human genetics as well as human geneticists
who lack a strong background in clinical medicine. Our group's broad translational knowledge base allows us to serve as akey collaborator in multidisciplinary
investigative groups involved in the design and the interpretation of important functional experiments that will shed light on the biology behind these new genetic

associations, aswell asclinical trialsthe will help further delineate the utility of genomicsin clinical practice.

If you are interested in working with us as a postdoctoral scholar, please check to seeif we have any open positions at https://postdocs.stanford.edu/prospective/

opportunities (search Assimes as last name). If you are interested in joining the team as atrainee in any other capacity, please do not hesitate to contact us as well.

CLINICAL TRIALS

e Personal Genomics for Preventive Cardiology, Not Recruiting

PROJECTS
e Genome-wide association study of coronary artery disease in individuals of African ancestry - Vanderbilt University Medical Center (9/17/2020 - 8/31/2021)

e Polygenic Risk Scores (PRS) for Diverse Populations - Bridging Research and Clinical Care - Fred Hutchison Cancer Research Center (8/1/2020 - 7/31/2024)

e New methods for constructing and evaluating polygenic scores - Stanford University School of Medicine (9/14/2020 - 6/30/2024)

o Whole-genome sequencing analysis of coronary atherosclerosis and related traits - University of Texas Health Science Center Houston, Houston, TX, United States
(3/17/2020 - 2/28/2025)

e Genetics of Cardiometabolic Diseases in the VA Population - Veterans Health Administration (1/1/2017 - 9/30/2023)

e Efficient electronic phenotyping using APHRODITE in the Million Veteran Program - Palo Alto VA Health Care System (8/1/2019 - 7/31/2021)

e Using census data linkages to study long-term impacts on disparitiesin DNA methylation - Stanford University School of Medicine (9/14/2018 - 9/13/2020)
e |ntegrative multi-omics in whole genome studies of HLBS disorders - Stanford University School of Medicine (5/1/2018 - 4/30/2020)

e Proteomic Determinants of direct measures of insulin sensitivity - Stanford University School of Medicine (4/1/2018 - 3/31/2023)

e \Whole Genome Sequence Analysis of Ischemic Stroke in the Women's Health Initiative - Fred Hutchinson Cancer Research Center (4/5/2017 - 1/31/2021)
e TheBaseline Study - Stanford University School of Medicine (6/1/2016 - present)
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Causal associations of circulating biomarkers with cardiovascular disease - Stanford University School of Medicine (2/1/2017 - 1/31/2020)
The Epigenetics Leads To Age-Related Diseases (Gilga-Mesh) Network - University of CaliforniaLos Angeles (10/1/2015 - 3/31/2018)
Coronary Artery Disease Genetics in Large Sample of Taiwan Chinese - Harbor-UCLA Medical Center (10/1/2015 - 3/31/2018)

Women's Health Initiative - Regional Centers 2015-2020 - Stanford University School of Medicine (10/15/2015 - 10/14/2020)

A pilot RNA-seq study among Long Life Study participants of the WHI - Stanford University School of Medicine (3/1/2015 - 8/31/2015)
Determinants of Insulin mediated glucose update in South Asians - Stanford University School of Medicine (4/1/2011 - 1/31/2015)

Utility of the Aviir risk score in predicting incident coronary heart disease in the WHI - Stanford University School of Medicine (8/1/2011 - 7/31/2013)

A randomized trial of personal genomicsfor preventive cardiology - Stanford Research Pilot Grant, Innovation Awards in Population Medicine (5/1/2011 -
4/30/2012)

Integrative genomics and risk of CHD and related phenotypes in the Women’s Health Initiative - Stanford University School of Medicine (3/29/2013 - 3/28/2016)

Whole Genome Association for Early Coronary Artery Disease and Related Phenotypes - Stanford University School of Medicine / Kaiser Permanente DOR
(10/2/2006 - 7/31/2010)

Teaching

STANFORD ADVISEES

Postdoctoral Faculty Sponsor

ZahraAzizi, Ming Li Chen, Pik Fang Kho, Disha Sharma, Jiayan Zhou

Master's Program Advisor

Sally Jong

Postdoctoral Research Mentor

Joanna Lankester

GRADUATE AND FELLOWSHIP PROGRAM AFFILIATIONS

Cardiovascular Medicine (Fellowship Program)
Epidemiology (Masters Program)

Genetics (Phd Program)

Medicine (Masters Program)

Publications

PUBLICATIONS

Development and utility of a clinical research informatics application for participant recruitment and wor kflow management for areturn of results pilot
trial in familial hypercholesterolemiain the Million Veteran Program. JAMIA open

Brunette, C. A., Yi, T., Danowski, M. E., Cardellino, M., Harrison, A., Assimes, T. L., Knowles, J. W., Christensen, K. D., Sturm, A. C., Sun, Y. V., Hui, Q.,
Pyargjan, S., Shi, et a

2024; 7 (1): 00ae020

Multi-Ancestry Polygenic Risk Scorefor Coronary Heart Disease Based on an Ancestrally Diver se Genome-Wide Association Study and Population-
Specific Optimization. Circulation. Genomic and precision medicine

Smith, J. L., Tcheandjieu, C., Dikilitas, O., lyer, K., Miyazawa, K., Hilliard, A., Lynch, J., Rotter, J. I., Chen, Y. I, Sheu, W. H., Chang, K. M., Kanoni, S., Tsao, et
a

2024: e004272

A functional genomic framework to elucidate novel causal non-alcoholic fatty liver disease genes. medRxiv : the preprint server for health sciences
Saliba-Gustafsson, P., Justesen, J. M., Ranta, A., Sharma, D., Bielczyk-Maczynska, E., Li, J., Nagmi, L. A., Apodaka, M., Aspichueta, P., Bjorck, H. M., Eriksson,
P., Franco-Cereceda, A., Gloudemans, et a

2024
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Diet Quality and Epigenetic Aging in the Women's Health Initiative. Journal of the Academy of Nutrition and Dietetics

Reynolds, L. M., Houston, D. K., Skiba, M. B., Whitsdl, E. A., Stewart, J. D., Li, Y., Zannas, A. S,, Assimes, T. L., Horvath, S., Bhatti, P., Baccarelli, A. A., Tooze,
J. A, Vitolins, et a

2024

Cardiorespiratory Fitness and Risk of Heart Failure with Preserved Ejection Fraction. European journal of heart failure

Kokkinos, P., Fasdlis, C., Pittaras, A., Samuel, |. B., Lavie, C. J,, Vargas, J. D., Lamonte, M., Franklin, B., Assimes, T. L., Murphy, R., Zhang, J., Sui, X., Myers, et
a

2023

Mendelian randomization analyses suggest a causal rolefor circulating GIP and IL-1RA levelsin homeostatic model assessment-derived measur es of #-cell
function and insulin sensitivity in Africanswithout type 2 diabetes. Genome medicine

Meeks, K. A., Bentley, A. R., Assimes, T. L., Franceschini, N., Adeyemo, A. A., Rotimi, C. N., Doumatey, A. P.
2023; 15 (1): 108

Whole-genome sequencing uncover stwo loci for coronary artery calcification and identifies ARSE asaregulator of vascular calcification NATURE
CARDIOVASCULAR RESEARCH

de Vries, P. S., Conomos, M. P., Singh, K., Nicholson, C. J., Jain, D., Hasbani, N. R., Jiang, W, Lee, S,, Lino Cardenas, C. L., Lutz, S. M., Wong, D., Guo, X.,
Yeo, et a

2023; 2 (12): 1159-+

Plasma Protein Profiling of Incident Cardiovascular Diseases: A Multisample Evaluation. Circulation. Genomic and precision medicine
Lind, L., Titova, O., Zeng, R., Zanetti, D., Ingelsson, M., Gustafsson, S., Sundstrém, J., Arnlév, J., Elmstahl, S., Assimes, T., Michaélsson, K.
2023: e004233

C-X-C Motif Chemokine Ligand 12 isa Primary Determinant of Coronary Artery Dominance
Rios, P., Zanetti, D., Hilliard, A., Naftaly, J., Prabala, P., Kho, P., Chang, K., Plomondon, M. E., Waldo, S., Tsao, P. S., VA Million Veteran Program
LIPPINCOTT WILLIAMS & WILKINS.2023

CXCL12 regulates coronary artery dominancein diver se populations and links development to disease. medRxiv : the preprint server for health sciences
Rios Coronado, P. E., Zanetti, D., Zhou, J.,, Naftaly, J. A., Prabala, P., Kho, P. F., Martinez Jaimes, A. M., Hilliard, A. T., Pyargjan, S., Dochtermann, D., Chang, K.
M., Winn, V. D., Patfca, et d

2023

CYP2C19 Polymor phisms and Clinical Outcomes Following Per cutaneous Coronary Intervention (PCI) in the Million Veterans Program. medRxiv : the
preprint server for health sciences

Chanfreau-Coffinier, C., Friede, K. A., Plomondon, M. E., Leg, K. M., Lu, Z., Lynch, J. A., Duvall, S. L., Vassy, J. L., Waldo, S. W., Cleator, J. H., Maddox, T.
M., Rader, D. J., Assimes, et a

2023

Multi-ancestry genome-wide study identifies effector genes and druggable pathways for coronary artery calcification. Nature genetics

Kavousi, M., Bos, M. M., Barnes, H. J., Cardenas, C. L., Wong, D., Lu, H., Hodonsky, C. J., Landsmeer, L. P., Turner, A. W., Kho, M., Hasbani, N. R., de Vries, P.
S., Bowden, et al

2023

Assessing efficiency of fine-mapping obesity-associated variantsthrough leveraging ancestry ar chitecture and functional annotation using PAGE and
UKBB cohorts. Human genetics

Anwar, M. Y., Graff, M., Highland, H. M., Smit, R., Wang, Z., Buchanan, V. L., Young, K. L., Kenny, E. E., Fernandez-Rhodes, L ., Liu, S., Assimes, T., Garcia,
D. O., Daeeun, et a

2023

Carriersof raredamaging CCR2 genetic variantsare at lower risk of atherosclerotic disease. medRxiv : the preprint server for health sciences
Georgakis, M. K., Malik, R., Hasbani, N. R., Shakt, G., Morrison, A. C., Tsao, N. L., Judy, R., Mitchell, B. D., Xu, H., Montasser, M. E., Do, R., Kenny, E. E.,
Loos, et a

2023

Proteomic analysis of 92 circulating proteins and their effectsin cardiometabolic diseases. Clinical proteomics

Carland, C., Png, G., Malarstig, A., Kho, P. F., Gustafsson, S., Michaelsson, K., Lind, L., Tsafantakis, E., Karaleftheri, M., Dedoussis, G., Ramisch, A., Macdonald-
Dunlop, E., Klaric, et a

2023; 20 (1): 31
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Geneticinsightsinto resting heart rate and itsrolein cardiovascular disease. Nature communications

vande Vegte, Y. J, Eppinga, R. N., van der Ende, M. Y., Hagemeijer, Y. P., Mahendran, Y., Safati, E., Smith, A. V., Tan, V. Y., Arking, D. E., Ntala, I., Appel,
E. V., Schurmann, C., Brody, et a

2023; 14 (1): 4646

Systems Age: A single blood methylation test to quantify aging heter ogeneity across 11 physiological systems. bioRxiv : the preprint server for biology
Sehgal, R., Meer, M., Shadyab, A. H., Casanova, R., Manson, J. E., Bhatti, P., Crimmins, E. M., Assimes, T. L., Whitsel, E. A., Higgins-Chen, A. T., Levine, M.
2023

A multi-ancestry polygenic risk scoreimprovesrisk prediction for coronary artery disease. Nature medicine

Patel, A. P., Wang, M., Ruan, Y., Koyama, S,, Clarke, S. L., Yang, X., Tcheandjieu, C., Agrawal, S., Fahed, A. C., Ellinor, P. T., Genes & Health Research Team;
the Million Veteran Program, Tsao, P. S, Sun, Y. V., et a

2023

Contempor ary Polygenic Scores of L ow-Density Lipoprotein Cholesterol and Coronary Artery Disease Predict Coronary Atheroscler osisin Adolescents
and Young Adults. Circulation. Genomic and precision medicine

Guarischi-Sousa, R., Sdlfti, E., Kho, P. F., lyer, K. R., Hilliard, A. T., Herrington, D. M., Tsao, P. S, Clarke, S. L., Assimes, T. L.
2023: e004047

Diversity and Scale: Genetic Architecture of 2,068 Traitsin the VA Million Veteran Program. medRxiv : the preprint server for health sciences
Verma, A., Huffman, J. E., Rodriguez, A., Conery, M., Liu, M., Ho, Y. L., Kim, Y., Heise, D. A., Guare, L., Panickan, V. A., Garcon, H., Linares, F., Costa, et a
2023

Plasma proteomic signatures of a direct measure of insulin sensitivity in two population cohorts. Diabetologia

Zanetti, D., Stell, L., Gustafsson, S., Abbasi, F., Tsao, P. S., Knowles, J. W., Zethelius, B., Arnlév, J., Balkau, B., Walker, M., Lazzeroni, L. C., Lind, L., Petrie, et
a

2023

A Multi-Ancestry Polygenic Risk Scorefor Coronary Heart Disease Based on an Ancestrally Diver se Genome-Wide Association Study and Population-
Specific Optimization. medRxiv : the preprint server for health sciences

Smith, J. L., Tcheandjieu, C., Dikilitas, O., Lyer, K., Miyazawa, K., Hilliard, A., Lynch, J., Rotter, J. I., Chen, Y. I, Sheu, W. H., Chang, K. M., Kanoni, S., Tsa0, et
a

2023

Mendelian randomization analyses clarify the effects of height on cardiovascular diseases. medRxiv : the preprint server for health sciences
Hui, D., Sanford, E., Lorenz, K., Damrauer, S. M., Assimes, T. L., Thom, C. S., Voight, B. F.
2023

Cardiovascular Disease Risk Assessment Using Traditional Risk Factors and Polygenic Risk Scoresin the Million Veteran Program. JAMA cardiology

Vassy, J. L., Posner, D. C.,, Ho, Y., Gagnon, D. R., Galloway, A., Tanukonda, V., Houghton, S. C., Madduri, R. K., McMahon, B. H., Tsao, P. S., Damrauer, S. M.,
O'Donnédll, C. J., Assimes, et a

2023

Genetics Of Physical Activity And Risk Of Cardiovascular Disease

Biagetti, G., Depaolo, J., Shakt, G., Angueria, A., Judy, R., Huffman, J. E., Tcheandjieu, C., Assimes, T. L., Klarin, D., Voight, B. F., Vujkovic, M., Tsao, P. S,,
Chang, et a

LIPPINCOTT WILLIAMS & WILKINS.2023

Cardiovascular Disease and Mortality in Black Women Carrying the Amyloidogenic V122 Transthyretin Gene Variant. JACC. Heart failure
Haring, B., Hunt, R. P., Shadyab, A. H., Eaton, C., Kaplan, R., Martin, L. W., Panjrath, G., Kuller, L. H., Assimes, T., Kooperberg, C., Wassertheil-Smoller, S.
2023

Evaluation of the Association Between Circulating IL-1# and Other Inflammatory Cytokines and Incident Atrial Fibrillation in a Cohort of
Postmenopausal Women. American heart journal

Gomez, S. E., Parizo, J., Ermakov, S, Larson, J., Wallace, R., Assimes, T., Hlatky, M., Stefanick, M., Perez, M. V.
2023

Epigenome-wide meta-analysis of BMI in nine cohorts: Examining the utility of epigenetically predicted BMI. American journal of human genetics
Do, W. L., Sun, D., Meeks, K., Dugué, P. A., Demerath, E., Guan, W., Li, S., Chen, W., Milne, R., Adeyemo, A., Agyemang, C., Nassir, R., Manson, et a
2023
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Whole genome sequence analysis of apparent treatment resistant hypertension statusin participants from the Trans-Omicsfor Precision Medicine
program. Frontiersin genetics

Armstrong, N. D., Srinivasasainagendra, V., Ammous, F., Assimes, T. L., Beitelshees, A. L., Brody, J., Cade, B. E., IdaChen, Y., Chen, H., de Vries, P. S., Floyd,
J. S., Franceschini, N., Guo, et al

2023; 14: 1278215

Genomics and phenomics of body massindex reveals a complex disease network. Nature communications

Huang, J., Huffman, J. E., Huang, Y., Do Valle, i., Assimes, T. L., Raghavan, S., Voight, B. F., Liu, C., Barabési, A. L., Huang, R. D., Hui, Q., Nguyen, X. T., Ho,
eta

2022; 13 (1): 7973

Implicating genes, pleiotropy, and sexual dimorphism at blood lipid loci through multi-ancestry meta-analysis. Genome biology

Kanoni, S, Graham, S. E., Wang, Y., Surakka, |., Ramdas, S., Zhu, X., Clarke, S. L., Bhatti, K. F., Vedantam, S., Winkler, T. W., Locke, A. E., Marouli, E., Zgac,
etal

2022; 23 (1): 268

Genetic evidence for causal relationships between age at natural menopause and therisk of ageing-associated adver se health outcomes. International
journal of epidemiology

Lankester, J., Li, J., Sdlfati, E. L., Stefanick, M. L., Chan, K. H., Liu, S., Crandal, C. J., Clarke, S. L., Assimes, T. L.
2022

Fibromuscular Dysplasia and Abdominal Aortic Aneurysms Are Dimor phic Sex-Specific Diseases With Shared Complex Genetic
Architecture. Circulation. Genomic and precision medicine

Katz, A. E., Yang, M., Levin, M. G., Tcheandjieu, C., Mathis, M., Hunker, K., Blackburn, S., Eliason, J. L., Coleman, D. M., Fendrikova-Mahlay, N., Gornik, H.
L., Karmakar, M., Hill, et a

2022: e003496

A Large-Scale Genome-Wide Association Study of Angiographically Deter mined Burden of Coronary Atherosclerosisin a Genetically Diver se Population
Hilliard, A., Zanetti, D., Lynch, J., Damrauer, S. M., Ho, Y., Plomondon, M. E., Waldo, S., Chang, K., Tsao, P. S, Clarke, S. L., Assimes, T. L.
LIPPINCOTT WILLIAMS & WILKINS.2022

A saturated map of common genetic variants associated with human height. Nature
Yengo, L., Vedantam, S., Marouli, E., Sidorenko, J., Bartell, E., Sakaue, S., Graff, M., Eliasen, A. U., Jiang, Y ., Raghavan, S., Miao, J., Arias, J. D., Graham, et a
2022

The Contribution of Rare Variantsto the Heritability of Coronary Artery Disease Based on 38,544 Whole Genome Sequences from the NHLBI TOPMed
Program

Rocheleau, G., Clarke, S. L., Hasbani, N. R., Peyser, P. A, Vasan, R. S, Rotter, J. |., Saleheen, D., Assimes, T. L., De Vries, P. S, Do, R., Natl Heart Lung Blood
Inst NHLBI

WILEY .2022: 527

A trandational genomics approach identifies |L 10RB asthetop candidate gene target for COVID-19 susceptibility. NPJ genomic medicine

Voloudakis, G., Vicari, J. M., Venkatesh, S., Hoffman, G. E., Dobrindt, K., Zhang, W., Beckmann, N. D., Higgins, C. A., Argyriou, S., Jiang, S., Hoagland, D.,
Geo, L., Corvelo, et a

2022; 7 (1): 52

Under standing the comor bidity between posttraumatic stress severity and coronary artery disease using genome-wide information and electronic health
records. Molecular psychiatry

Polimanti, R., Wendt, F. R., Pathak, G. A., Tylee, D. S,, Tcheandjieu, C., Hilliard, A. T., Levey, D. F., Adhikari, K., Gaziano, J. M., O'Donnell, C. J., Assimes, T.
L., Stein, M. B., Gelernter, et a

2022

Identification of genetic correlates of coronary artery diseasein diver se ancestral populations NATURE MEDICINE
Tcheandjieu, C., Assimes, T. L.
2022: 1548-1549

A multi-layer functional genomic analysisto under stand noncoding genetic variation in lipids. American journal of human genetics
Ramdeas, S., Judd, J., Graham, S. E., Kanoni, S., Wang, Y ., Surakka, I., Wenz, B., Clarke, S. L., Chesi, A., Wells, A., Bhatti, K. F., Vedantam, S., Winkler, et al
2022; 109 (8): 1366-1387

L arge-scale genome-wide association study of coronary artery disease in genetically diver se populations. Nature medicine
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Tcheandjieu, C., Zhu, X., Hilliard, A. T., Clarke, S. L., Napolioni, V., Ma, S, Lee, K. M., Fang, H., Chen, F., Lu, Y., Tsao, N. L., Raghavan, S., Koyama, et a
2022
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