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EDUCATION
05/2003	Ph.D. in Computer Sciences, University of Texas at Austin
Thesis: Large-Scale Phylogenetic Analysis.  Advisor: Tandy Warnow
06/2000	M.S., Computer Sciences, University of Texas at Austin
06/1996	M.S., Electrical Engineering, National Taiwan University
Thesis: Design and Implementation of an Adaptive Modeling Unit for Multialphabet Arithmetic Compression.  Advisor: Tzi-Dar Chiueh
06/1994	B.S., Electrical Engineering, National Taiwan University
ACADEMIC APPOINTMENTS
University of Pennsylvania — Faculty Appointments
12/2022–Present	Peter C. Nowell, M.D. Professor
07/2019–Present	Professor (with Tenure), Department of Pathology and Laboratory Medicine
07/2013–06/2019	Associate Professor (with Tenure), Department of Pathology and Laboratory Medicine
01/2007–06/2013	Assistant Professor (Tenure Track), Department of Pathology and Laboratory Medicine
Other Affiliations, University of Pennsylvania
07/2015–Present	Secondary Appointment (Associate Professor; Professor starting 2019), Department of Computer and Information Science
01/2015–Present	Faculty Member, Institute of Biomedical Informatics (IBI)
01/2007–Present	Faculty Fellow, Institute on Aging (IOA)
01/2007–2013	Faculty Member, Penn Center for Bioinformatics (PCBI)
01/2010–2015	Core Faculty Member, Penn Genome Frontiers Institute (PGFI; now discontinued)
03/2013–Present	Faculty Member, Penn Center for Biomedical Image Computing and Analytics (CBICA)
03/2020–Present	Faculty Member, Penn Center for Global Genomics and Health Equality (GGHE)
Department of Biology, University of Pennsylvania
07/2003–12/2006	Postdoctoral Researcher (Mentor: Junhyong Kim)
Department of Computer Sciences, University of Texas at Austin
07/2000–05/2003	Research assistant
09/1998–05/2000	Teaching assistant
Army, Republic of China (Taiwan)
09/1996–06/1998	Second Lieutenant (Infantry)
Department of Electrical Engineering, National Taiwan University
09/1995–06/1996	Research assistant
09/1994–06/1995	Teaching assistant, Electronics (undergraduate)
AWARDS AND HONORS
2022	Penn Faculty Fellow, University of Pennsylvania
2016	Senior Member, International Society for Computational Biology (ISCB)
2008	Fellow, 16th Annual Summer Training Course in Experimental Aging Research
2004	NIH Postdoctoral Training Grant, Bioinformatics, Program Director: Lyle Ungar; 2004–2006
2003NIH Postdoctoral Training Grant, Cancer and Immunopathobiology, Program Director: Mark Greene; 2003–2004
2002	Student travel fellowship, 10th International Conference on Intelligent Systems for Molecular Biology (ISMB’02)
2001	Student travel fellowship, Graduate School, University of Texas
2001	Student travel fellowship, 33rd Symposium on Theory of Computing (STOC’01)
1998	University of Texas at Austin Departmental Scholarship (1998–2000)
1998	Award for excellence in mandatory military service, Republic of China (Taiwan) Army
1994	National Taiwan University Departmental Scholarship (1994–1996)
GRANT SUPPORT
Partial list of major grants. As a bioinformatician I contribute to many projects as a co-investigator, and my laboratory is also supported by those grants.
Current
08/2025–04/2030	Contact MPI, Training Grant in Computational Genomics, NIH/NHGRI T32-HG000046, $2,855,250 total for years 26–30 (MPI: Junhyong Kim/Mingyao Li/Li-San Wang).
07/2023–06/2028	Contact PI, Asian Cohort for Alzheimer’s Disease (ACAD), NIH/NIA U19-AG079774, $40,532,690 total for five years (MPI: Helena Chui/Gyungah Jun/Van Park/Li-San Wang).
04/2022–03/2027	PI, The NIA Genetics of Alzheimer’s Disease Data Storage Site, NIH/NIA U24-AG041689, $23,956,608 total for years 11–15 (PI: Li-San Wang).
04/2021–03/202	MPI, Genome Center for Alzheimer’s Disease (CGAD), NIH/NIA U54-AG052427, $20,026,333 total for the entire project over five years (MPI: Gerard Schellenberg/Li-San Wang).
04/2020–03/2025	Co-Investigator, Alzheimer’s Disease Genetics Consortium, NIH/NIA U01-AG032984, annual amount: $4,145,973 total cost for the entire project (PI: Gerard Schellenberg).
Completed
09/2020–05/2022	Contact MPI, Asian Cohort for Alzheimer’s Disease (ACAD), NIH/NIA R56-AG013690, $4,869,158 total. (MPI: Helena Chui/Gyungah Jun/Van Park/Li-San Wang).
09/2017–08/2022	Co-Investigator/UPenn Subcontract PI, Whole genome sequencing in ethnically diverse cohorts for the ADSP Follow-Up Study (FUS), NIH/NIA U01-AG057659, $11,819,206 total. (MPI: Margaret Pericak-Vance/Richard Mayeux/Badri Vardarajan). Budget for Penn: $2,911,918 total.
09/2017–07/2022	MPI, Impact of coding and non-coding variation in progressive supranuclear palsy, NIH/NINDS UG3-NS104095, $5,403,697 total for the entire project over five years (MPI: Giovanni Coppola/Gerard Schellenberg/Li-San Wang/Dennis Dickson/Judith Steen).
07/2017–06/2022	Co-Investigator, Integrated target discovery in Alzheimer’s disease, NIH/NIA RF1-AG055477, $2,945,840 total for the entire project over five years (PI: Christopher Brown).
09/2016–08/2020	Co-Investigator, Pleiotropy GWAS of Alzheimer’s Disease and Multiple Neurodegenerative Diseases, NIH/NIA R01-AG054060, $411,294 total each year (PI: Adam Naj).
09/2016–08/2021	Co-Investigator, Identifying genes and pathways that modulate Tau Toxicity in FTD, NIH/NINDS U54-NS100693, $1,244,334 total each year (PI: Leonard Petrucelli).
07/2016–06/2021	Co-Investigator, Alzheimer’s Disease Core Center, NIH/NIA P30-AG010124, annual amount: $1,771,275 total cost per year for the entire project (PI: John Trojanowski).
06/2016–02/2021	Co-Investigator, Frontotemporal Dementias: Genotypes and Phenotypes: Project 2: Genetic Modifiers of tauopathies, NIH/NIA P01-AG017586, annual amount: $6,600 (budget for Wang lab). (PI: Virginia Lee, Project PI: Gerard Schellenberg).
08/2018–07/2023	Co-Investigator, Molecular Determinants and Therapeutic Consequences of Immune Heterogeneity in Cancer, NIH/NCI R01-CA217176, annual amount: $3,564 (budget for Wang lab). (MPI: Robert Vonderheide/Benjamin Stanger).
09/2018–08/2023	Co-Investigator/MPI for Subawards to University of Pennsylvania, The Alzheimer Disease Sequence Analysis Collaborative, NIH/NIA U01-AG058654, annual amount: $260,870 (budget for Penn). (MPI: Jonathan Haines/William Bush/Margaret Pericak-Vance/Eden Martin/Lindsay Farrer).
09/2018–08/2023	Co-Investigator/MPI for Subawards to University of Pennsylvania, Therapeutic target discovery in ADSP data via comprehensive whole-genome analysis incorporating ethnic diversity and systems, NIH/NIA U01-AG058589, annual amount: $250,000 (budget for Penn). (MPI: Anita Destefano/Eric Boerwinkle/Philip De Jager/Myriam Fornage/Sudha Seshadri/Ellen Wijsman).
09/2018–05/2023	Co-Investigator/MPI for Subawards to University of Pennsylvania, The Stanford Extreme Phenotypes in Alzheimer’s Disease (StEP AD) Cohort, NIH/NIA R01-AG060747, annual amount: $69,695 (budget for Penn). (PI: Michael Greicius).
04/2017–03/2022	PI, The NIA Genetics of Alzheimer’s Disease Data Storage Site, NIH/NIA U24-AG041689, $8,229,087 total for years 6–10 (PI: Li-San Wang).
04/2020–03/2022	PI, The NIA Genetics of Alzheimer’s Disease Data Storage Site, NIH/NIA U24-AG041689-9S1, $2,422,562 total for years 9–10, administrative supplement (PI: Li-San Wang).
04/2016–03/2021	MPI, Coordinating Center for Genetics and Genomics of Alzheimer’s Disease (CGAD), NIH/NIA U54-AG052427, $11,579,543 total for the entire project over five years (MPI: Gerard Schellenberg/Li-San Wang).
04/2015–03/2020	Co-Investigator, Alzheimer’s Disease Genetics Consortium, NIH/NIA U01-AG032984, annual amount: $4,296,244 total cost for the entire project (PI: Gerard Schellenberg).
06/2014–05/2018	Core C Co-Leader, Consortium for Alzheimer’s Sequence Analysis (CASA), NIH/NIA UF1-AG047133, $12,638,607 over four years for the entire project (Contact PI: Gerard Schellenberg).
09/2013–06/2018	Co-Investigator, Frontotemporal Dementias: Genotypes and Phenotypes, NIH/NIA P01-AG017586, annual amount: $1,791,874 direct cost for the entire project (PI: Virginia Lee).
10/2012–09/2017	Co-Investigator, Parkinson’s Disease and Dementia, NIH/NINDS P50-NS053488, $1,233,000 direct cost per year for the entire project (PI: John Trojanowski).
09/2012–05/2018	Co-Investigator, Role Of Single Cell mRNA Variation In Systems Associated Electrically Excitable Cells, NIH Common fund/NIMH U01-MH098953, $2,311,889 total per year for the entire project (PI: James Eberwine/Junhyong Kim).
09/2012–10/2017	PI, Computational genome-wide RNA profiling using next-generation sequencing, NIH/NIGMS R01-GM099962, $1,560,000 total for the entire project (PI: Li-San Wang).
09/2013–06/2018	Core B Co-Leader, Epigenetics of Aging and Age-associated Diseases, NIH/NIA P01-AG031862, annual amount: $1,694,237 direct cost for the entire project (PI: Shelley Berger).
04/2012–03/2018	Co-Investigator, Epigenetic Changes Associated with Neurodegenerative Diseases, NIH/NINDS R01-NS078283, $594,745 direct cost per year for the entire project (MPI: Shelley Berger/Brad Johnson/Nancy Bonini). No cost extension.
04/2012–03/2017	Co-Investigator, 3/3-Sequencing Autism Spectrum Disorder Extended Pedigrees, NIH/NIMH R01-MH094382, $100,000 direct cost per year for the entire project (PI: Gerard Schellenberg).
04/2012–03/2017	PI, The NIA Genetics of Alzheimer’s Disease Data Storage Site, NIH/NIA U24-AG041689, $6,402,241 total for the entire project over five years (PI: Li-San Wang).
04/2011–03/2016	Co-Investigator, Targeted Proteomics Of Resilient Cognition In Aging, NIH/NIA R01-AG039478, annual amount: $342,941 per year direct cost for the entire project (PI: Steven Arnold).
03/2011–02/2016	Co-Investigator, Frontotemporal Dementias: Genotypes and Phenotypes, NIH/NIA P01-AG017586, annual amount: $218,236 direct cost per year for the entire project (PI: Virginia Lee, Project PI: Gerard Schellenberg).
04/2009–03/2015	Co-Investigator, Alzheimer’s Disease Genetics Consortium, NIH/NIA U01-AG032984, total amount: $18,723,531 total cost for the entire project (PI: Gerard Schellenberg).
09/2011–06/2015	Co-Investigator, Genomic analysis of bipolar disorder in a genetic isolate, NIH/NIMH R01-MH093415, $1,016,386 direct cost per year for the entire project (MPI: Maja Bucan/Steven Paul).
02/2011–01/2014	PI, Penn CNDR/Johnson & Johnson Joint Integrative Informatics Research Program, Johnson & Johnson Pharmaceutical Research and Development, $1,168,104 for the entire project (PI: Li-San Wang).
10/2011–09/2013	Co-Investigator, Whole-exome sequencing of Progressive supranuclear palsy, CurePSP, $250,000 per year for the entire project (PI: Gerard Schellenberg).
09/2009–09/2012	Co-PI, Genome wide associate analysis of Alzheimer’s Disease, NIH/NIA RC2-AG036528, $3,439,720 direct cost per year for the entire project (PI: Gerard Schellenberg).
01/2011–12/2011	Co-Investigator, Plasma And Cerebrospinal Fluid (CSF) Parkinson’s Disease (PD) Biomarkers For Differential Diagnosis, Disease Progression And Predicting Cognitive Impairment (CI), Penn/Pfizer Alliance, $563,008 direct cost per year for the entire project (PI: John Trojanowski).
09/2009–09/2012	Co-Investigator, 4/5 — Elucidating the genetic architecture of autism by deep genomic sequencing, NIH/NIMH 1-R01-MH089004-01, $507,936 direct cost per year for the entire project (PI: Gerard Schellenberg).
01/2007–12/2012	Collaborator, Specialized Center of Research in Targeted Therapy for Infant Leukemia, Leukemia and Lymphoma Society, $1,250,000 direct cost per year for the entire project (PI: Carolyn Felix).
07/2010–06/2011	PI, Transcriptomic changes in neurodegenerative brain using RNA sequencing, Penn Institute on Aging Pilot Grant, total amount: $50,000 for the entire project (PI: Li-San Wang).
01/2010–12/2010C	o-Investigator, Plasma and CSF Biomarkers As Diagnostics For Alzheimer’s Disease II: Validation, Disease Specificity, and Prediction of Cognitive Decline, Penn/Pfizer Alliance, $563,008 for the entire project (PI: Steven Arnold).
01/2009–12/2010	Co-PI, Genome-wide Analysis of the Double-Stranded RNA Component of Eukaryotic Transcriptomes, Penn Genome Frontiers Institute (PGFI) Pilot Grant, $120,000 for the entire project (PI: Brian Gregory).
01/2008–12/2008	PI, Novel Bioinformatic Approaches for Modeling Age-Correlated Gene Expression Progression, University of Pennsylvania Research Foundation Pilot Grant, $24,378 for the entire project (PI: Li-San Wang).
07/2007–06/2008	PI, The role of G-quadruplexes in senescence through RecQ-dependent pathways, University of Pennsylvania Institute on Aging Pilot Grant, $50,000 for the entire project (PI: Li-San Wang).
01/2007–05/2009	Co-Investigator, The University of Pennsylvania Center of Excellence for Research on Neurodegenerative Diseases, University of National Tobacco Master Settlement Agreement, $1,067,837 per year for the entire project (PI: Chris Clark).
SERVICE, ADMINISTRATION AND EDUCATION
· Associate Dean for Computing, University of Pennsylvania Perelman School of Medicine (2024–)
· Co-Director, Center for Artificial Intelligence and Data Science for Integrated Diagnostics (AI2D), University of Pennsylvania Perelman School of Medicine (2022–)
· Director, Division of Diagnostic Innovation, Department of Pathology and Laboratory Medicine, University of Pennsylvania Perelman School of Medicine (2021–)
· Director, Penn Neurodegeneration Genomics Center (PNGC) (2026–)
· Co-Director, Penn Neurodegeneration Genomics Center (PNGC) (2016–2026)
· Vice Chair for Research, Department of Pathology and Laboratory Medicine, University of Pennsylvania Perelman School of Medicine (2021–2025)
· Faculty Member, Graduate Group in Genomics and Computational Biology (GCB), University of Pennsylvania School of Medicine. Chair (2014–2018); Member (2007–2014, 2018–2020), Vice chair (2011), and Chair (2012–2014), Admissions Committee; Member (2007–2018), Curriculum Committee; Member (2013–2018), Executive Committee
· Faculty Member, Graduate Group in Epidemiology, Graduate Group in Neuroscience, Graduate Group in Cellular and Molecular Biology (CAMB) — Genetics and Epigenetics track, University of Pennsylvania School of Medicine
· Member, Committee on Appointments and Promotions (2020–), Department of Pathology and Laboratory Medicine, University of Pennsylvania Perelman School of Medicine
· Member, Biobanking committee (2011), University of Pennsylvania Perelman School of Medicine
· Member, IT Governance committee (2011–2017), IT Council (2017–Present, Co-Chair 2022–), University of Pennsylvania Perelman School of Medicine
· Co-Chair, Penn Medicine IS Faculty advisory committee (2025–)
· Member, Space Committee (2022–), University of Pennsylvania Perelman School of Medicine
· Member, Behavioral Neuroscience Initiative Search Committee (2012–2016), Center for Personalized Diagnostics Search Committee (2012–2016), University of Pennsylvania Perelman School of Medicine
· Member, Division for Genomic Diagnostics Faculty Search Committee (2014–2016), Children’s Hospital of Philadelphia (CHOP) and University of Pennsylvania Perelman School of Medicine
· Member, Personalized Diagnostics Working Group for the Residency Program (2012), Department of Pathology and Laboratory Medicine
· Member, Advisory Board for the Institute of Biomedical Informatics Bioinformatics Core
· Member, Internal Advisory Board (2012–), Pilot Award Committee (2014–), Institute on Aging, University of Pennsylvania Perelman School of Medicine
· Organizer, Penn Bioinformatics Forum (PBF) (2007–2012)
· Member, Department of Biostatistics, Epidemiology and Informatics Chair Search Committee (2020), University of Pennsylvania Perelman School of Medicine
· Chair, Graduate Group of Biostatistics and Epidemiology review committee (2020–2021), University of Pennsylvania
· Member, Department of Pathology and Laboratory Medicine committee on appointments and promotions (DCOAP) (2020–2023), University of Pennsylvania Perelman School of Medicine
· Member, Association for Computing Machinery (ACM), American Society for Human Genetics (ASHG), Institute of Electrical and Electronic Engineers (IEEE), Society for Neuroscience (SfN), American Association for the Advancement of Science (AAAS), American Medical Informatics Association (AMIA), American Academy of Neurology (AAN), and International Society for Computational Biology (ISCB)
MENTORING
University of Pennsylvania unless otherwise specified.
· Ph.D. advisor for Paul Ryvkin (Genomics and Computational Biology, 2009–2013), “Methods and applications of the sequencing of short non-coding RNAs.”
· Ph.D. advisor for Fan Li (Genomics and Computational Biology, 2011–2013; co-advising with Brian Gregory), “Genome-Wide Analysis of RNA Secondary Structure in Eukaryotes,” winner of 2014 Saul Winegrad Best Dissertation Award.
· Ph.D. advisor for Yih-Chii Hwang (Genomics and Computational Biology, 2011–2015; co-advising with Brian Gregory), “Identification of long-range regulatory elements in the human genome”; winner of 2014 American Society of Human Genetics Annual Charles Epstein Jr. Trainee Award and University of Pennsylvania President Gutmann’s Leadership Award.
· Ph.D. advisor for Alex Amlie-Wolf (Genomics and Computational Biology, 2015–2019), “Development and application of computational methods for inferring the molecular mechanisms of noncoding genetic variants.”
· Ph.D. advisor for Kaylyn Clark (Genomics and Computational Biology, 2019–2024), “Modeling Genetic Drivers of Alzheimer’s Disease Through Whole Genome and Population Level Perspectives.” Winner of the first annual GCB Student Leadership and Engagement Award.
· Graduate mentor for Barry Slaff (Computer and Information Sciences, 2015–2017).
· Faculty mentor for Dr. Pei-Chen Peng (Cedars-Sinai Medical Center; as part of the NIH Career MODE Program (R25GM143298, run by University of Columbia)).
· Master thesis advisor for Mi Ryung Han (2009) and Shu-Kai Chang (2009).
· Postdoctoral mentor for Kajia Cao (2008–2010), Fanny Leung (2009–2014), Chiao-Feng Lin (2010–2012), Alexey Nefedov (2011–2012), Tianyan Hu (2013–2015), Pavel Kuksa (2014–2018), Weixin Wang (2014–2017), Elisabeth Mlynarski (2016–), Abha Belorkar (2018–2019), Chien-Yueh Lee (2019–2021), Wei Fu (2020–2023), Chia-Lun Liu (2020–2022), Chixiang Chen (2020–), Matei Ionita (2021–2022), Pei-Chuan Ho (2021–2023), Hui Wang (2021–), Chen-Po Liao (2026–).
· Dissertation Committee for Kathleen Sprouffske (2008–2011), Jesse Platt (Prelim Committee, 2010–2011), Aleah Caulin (2010–2014), Jun Chen (2011–2013), Bilwaj Gaonkar (2011–2015), Hannah Hutton (Chair, 2013–2014), Nathan Berkowitz (2013–), Sarah Middleton (Chair, 2013–2017), Ying Chen (2014–2017), Amber Weiner (Chair, 2017–2021), Feng Xu (Hong Kong University, external member, 2015), Lucy Shan (2016–2021), Blair Zhang (Chair, 2019–2020), Chi-Yun Wu (Chair, 2019–2022), Shufei Song (2019), Elizabeth Burton (Chair, 2020–), David Goldberg (2022–2025), Alex Lobin Lee (Chair, 2020–), Da Kuang (2024–).
· Supervising graduate rotations (Ph.D. and Masters students not included): Sameer Soi, Aleah Caulin, Serena Dollive, Chris Venter, Varun Aggarwala, Brian Cole, Jacquelyn Meisel, Ying Chen, Salika Dunatunga, Katie Siewert, Alex Amlie-Wolf, Maksim Shestov, Kaylyn Clark, Chi-Yun Wu, Jenea Adams, Mitch Conery.
· Supervising undergraduate research: Steve Hershman (2008), Xin Chen (2009), Avinash Maganty (2011), Mitchell Tang (2012–) (University Scholar), Alex Amlie-Wolf (2011), Andrew Hong (2013), Ainash Ravi (2014), Lauren Kleidermacher (2019–2021), Le Hoang (2019–2020).
SERVICE, RESEARCH
· PI, NIA Genetics of Alzheimer’s Disease Data Storage Site (NIAGADS), 2012–Present.
· Member, Alzheimer’s Disease Genetics Consortium (ADGC), 2009–Present. Co-PI, Database and IT; Member, Executive Committee; Co-Chair, ADGC Pathway Analysis Working Group.
· Member, International Genome Alzheimer Project (IGAP), 2011–Present. Chair, IGAP Imputation working group; Co-Chair, IGAP Pathway analysis working group; Member, IGAP SNP selection and custom chip design working group; Member, IGAP exome chip analysis working group.
· Member, Alzheimer’s Disease Sequencing Project (ADSP), 2012–Present. Member, ADSP Executive Committee; Chair, ADSP Data Deposition Working Group; Director, ADSP Data Coordinating Center (NIAGADS); Member, ADSP Sample Selection and Management Working Group, Replication Sample Working Group, Analysis Working Group, Structural Variant Working Group.
· NIA Genetic and Biomarker Disclosure Working Group, 2018–Present. Chair, Training Subcommittee, 2018–Present.
· Member, National Academies Ad Hoc Committee for Research Priorities for Preventing and Treating Alzheimer’s Disease and Related Dementias, 2023–2024.
· Organization team for the Emerging Information Technology Conference (EITC): Publications/Proceedings (2002), Coordinator (2003), Program Committee/Co-chair of Bioinformatics (2004), Coordinator (2006), Co-chair of Organizational Committee and Co-chair Bioinformatics/Systems Biology Track (2007), Vice-Chair of Advisory and Management Committee, Co-chair, Workshop on Bioinformatics, Biotechnology, Medicine, and Public Health (August 6–7, 2009 at MIT).
· Co-Chair, EITC-Bio 2008 Workshop (June 7, 2008 at Princeton University).
· Vice Chair, Track 2 (Systems Biology), BIBM 2009 (November 1–4, Washington DC).
· Project manager and Co-Chair for Workshop 1 (In Silico Research and Biomedical Informatics), EITC-Bio 2012 (Princeton, NJ, October 27–28).
· Program Committee Co-Chair for International Conference on Computational Advances in Bio and Medical Sciences (ICCABS 2016).
· Program Committee for RECOMB Satellite Workshop on Comparative Genomics (2004), ACM Conference on Bioinformatics, Computational Biology and Biomedicine (ACM-BCB 2011, 2012), Asia Pacific Bioinformatics Conference (APBC 2016), Workshop on Algorithms in Bioinformatics (WABI 2007, 2009, 2012, 2019), IEEE International Conference on Bioinformatics and BioEngineering (BIBE 2007), International Conference on Computational Advances in Bio and Medical Sciences (ICCABS 2011–2015, 2017, 2018), International Symposium on Bioinformatics Research and Applications (ISBRA 2007–2019), IEEE International conference on Bioinformatics and Biomedicine (BIBM 2007–2009, 2011–2015), International Conference on Bioinformatics and Computational Biology (BICOB 2008, 2009, 2011–2018), Great Lakes Bioinformatics Conference (GLBIO 2017).
· Advisory Board Member for Framingham Heart Study Brain Aging Program (FHS-BAP; U19AG068753; Lindsay Farrer, Contact PI) (2022–), Adult Changes in Thought Study (ACT; U19AGG066567; Eric Larson, Contact PI) (2022–).
· Grant Proposal Reviewer for Alzheimer’s Association, American Mathematical Association, Hong Kong Research Grants Council, US-Israel Binational Science Foundation, Leukemia and Lymphoma Society, National Security Agency, Center for Translational and Basic Research (CTBR) at CUNY Hunter College, and Wellcome Trust.
· Ad hoc reviewer, NIH/NIGMS Human Genetic Cell Repository Program (2009).
· NIH Study section member, ZRG1 GGG-A RFA RM13-014: Defining A Comprehensive Reference Profile of Circulating Human Extracellular RNA (2014).
· NIH Study section member, ZRG1 BST-X 40 Biomedical Technology Research Center (2013, 2014).
· NIH Study section ad hoc member, Biodata Management and Analysis (BDMA) Study Section (February/June 2015, February 2016, February 2019).
· NIH ad hoc reviewer, Cancer Immunopathology and Immunotherapy (CII) Study Section (October 2015).
· NIH Study section member, ZRG1-BST-N50 Big Data to Knowledge (BD2K) Advancing Biomedical Science Using Crowdsourcing and Interactive Digital Media (October 2015).
· NIH Study section member, ZRG1 BST-U(50) Metabolomics Data Analysis (R03) (June 2016).
· NIH Study section member, ZRG1 BST-U(50) BD2K Mentored Career Development (K01/K22) (October 2016).
· NIH Study section member, ZRG1 BCMB-P(40) (P41) (November 2016).
· NIH Study section member, ZRG1 BST-H(50) (U01) CSR Special Emphasis Panel (February 2017).
· NIH Study section member, ZRG1 BCMB-P(02) Member Conflict: Biological Chemistry and Macromolecular Biophysics (March 2017).
· NIH Study section member, ZRG1 PSE-P(55) Epidemiology and Cohort Studies for Alzheimer’s Disease, Related Dementias, and Cognitive Resilience (June 2017).
· NIH Study section member, ZRG1 BCMB-P(50) Opioids and HIV at the Single Cell Level (March 2018).
· NIH Study section member, ZRG1 BST-X(50) Cutting Edge Informatics Tools for Illuminating the Druggable Genome (September 2018).
· NIH Study section member, ZRG1 F08-M(20) Fellowships: Genes, Genomes, and Genetics (November 2018).
· NIH Study section member, ZLM1 YW-R (01) NLM Special Emphasis Panel (May 2019, October 2019).
· NIH Study section member, ZDA1 HXO-H (12) Leveraging Big Data Science to Elucidate the Neural Mechanisms of Addiction and Substance Use Disorder (February 2020).
· NIH Study section member, ZLM1 ZRG1 BCMB-P (50/52) Opioids and HIV at the Single Cell Level (March 2020).
· NIH Study section member, ZLM1 ZRG1 PSE-C (02) Members Conflict Study Section (July 2020).
· NIH Study section member, ZRG1 F08-M (20) F08 Fellowship Section (June 2021).
· NIH Study section member, ZNS1 SRB-S (09) Leveraging Existing ADRD Data Resources R01 (February 2022).
· NIH Study section member, ZDA1 SXC-G (J1): Single Cell Opioid Responses in the Context of HIV (SCORCH) Program Expansion: CNS Data Generation for Chronic Opioid, Methamphetamine, Cocaine and/or Cannabinoid Exposures (November 2022).
· NIH Study section member, ZHD1 DSR-A 55 1: NICHD Resource Program Grants in Bioinformatics (March 2023).
· Reviewer for the National Academy of Medicine Catalyst Award — Healthy Longevity (April 2023, April 2024).
· NIH Study section member, ZRG1 F08-L (20): Fellowships: Genes, Genomes and Genetics (June 2023).
· NIH Study section member, ZRG1 BBBT-T (55): Data Repository and Knowledgebase Special Emphasis Panel (June 2024, February 2025).
· NIH Study section member, ZDA1 CEM-N (J2) R: SCORCH (Single Cell Opioid Responses in the Context of HIV) Program: Data Coordination, Analysis, and Scientific Outreach; Data Mining and Functional Validation (November 2024).
· Reviewer for the Association for Frontotemporal Degeneration Pilot Grant program (November 2017, March 2019).
· Reviewer for the American Heart Association Uncovering New Patterns Grant and Fellowship (March 2018).
· Reviewer for São Paulo Research Foundation, Brazil (July 2018).
· Reviewer for Italy Department for Higher Education and Research (January 2019).
· Reviewer for UK Medical Research Council (July 2018).
· NSF Panelist (2012–2013, 2015).
· Editorial Board for International Journal on Data Mining and Bioinformatics (IJDMB) (2009–2016); Editorial Board for Scientific Reports (2024–); Associate Editor for Journal of Alzheimer’s Disease (2013); Associate Editor for Alzheimer’s and Dementia: Translational Research and Clinical Interventions (2022–).
· Referee for journals including Aging Cell, Alzheimer Disease and Associated Disorders, Alzheimer’s and Dementia, Alzheimer’s Research and Therapy, American Journal of Human Genetics, Annals of Applied Statistics, Annals of Human Genetics, Asia Pacific Family Medicine, Briefings in Bioinformatics, Bioinformatics, BMC Bioinformatics/Evolutionary Biology/Genomics/Systems Biology, Computational Statistics and Data Analysis, Discrete Applied Mathematics, Gene, Genome Research, Human Genetics, Human Molecular Genetics, IEEE Transactions for Computational Biology and Bioinformatics, International Journal of Alzheimer’s Disease, International Journal of Computer Mathematics, In Silico Biology, Journal of Computational Biology, Journal for Computational Optimization, Mathematical Biology, Mechanism of Aging and Development, Methods, Molecular Phylogenetics and Evolution, Molecular Psychiatry, Nature Communications, Nature Review Neuroscience, Neuroimage, Nucleic Acids Research, Pattern Recognition, PLoS ONE, PLoS Computational Biology, PLoS Medicine, RNA, Scientific Reports, Systematic Biology.
RESEARCH INFRASTRUCTURE AND SOFTWARE
Open-access resources developed and operated by my group, serving the international research community.
· NIAGADS Data Sharing Service (DSS) — Cloud-native, FISMA Moderate–compliant repository for controlled-access Alzheimer’s disease and related dementia genomic data, aligned with the NIH Genomic Data Sharing policy. 147 datasets, 268,528 samples, 23 data types; over 10 PB managed, including a 2.2 PB sharable archive from 89 cohorts in 18 countries. dss.niagads.org
· NIAGADS Alzheimer’s GenomicsDB — Public knowledge base integrating GWAS summary statistics, genome browser views, and functional annotations for over 438 million variants identified by the ADSP. niagads.org/genomics
· FILER — Functional Genomics Repository: 79,249 human functional genomics annotation tracks across more than 20 public data sources, with harmonized machine-readable metadata.
· ADVP — Alzheimer’s Disease Variant Portal: curated, harmonized catalog of top genetic association findings from the literature, spanning more than 80 cohorts and 8 populations.
· VariXam — Variant-level quality browser for all ADSP whole-genome and whole-exome callsets. varixam.niagads.org
· VCPA — Variant Calling Pipeline and data management tool: cloud-optimized GATK-based pipeline used to uniformly process the entire ADSP genomic collection.
· Additional software — DASHR, INFERNO/SparkINFERNO, SPAR, HIPPIE/HIPPIE2, HAMR, CoRAL, SAVoR, BTS, GrafAnc, hipFG, DRAW+SneakPeek, Structure Surfer — open-source methods and databases for functional genomics and RNA biology.
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