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Date January 1, 2023 
 
Contact Information 
 
Address:  Institute for Genome Sciences 

HSF III, Rm 3106 
670 West Baltimore Street 
Baltimore, MD 21201, USA  

Office phone: 410-706-0817 
Fax:   410-706-6756 
E-mail:   jcsilva@som.umaryland.edu  
Languages: Portuguese (native), English (fluent), French and Spanish (working knowledge) 
 
Education 
 
1992 B.Sc., Biology, Universidade Clássica de Lisboa, Faculdade de Ciências, Lisbon, 

Portugal. Thesis project: “The ichthyoplanktonic community of Long Island Sound, 
USA”. Collaborative project with the Milford Laboratory, Natl. Marine Fisheries 
Service, Natl. Oceanic and Atmospheric Administration (NOAA), CT, USA. 

2000 Ph.D., Genetics, Interdisciplinary Program in Genetics, The University of Arizona, 
Tucson, AZ, USA. Major Advisor: Margaret G. Kidwell. Thesis: “Population genetics 
of P transposable elements and their host species, with emphasis in Drosophila 
willistoni and D. sturtevanti”. 

 
Post-Graduate Education 
 
2000-2002 Fogarty International Post-doctoral Fellow, Computational Biology Branch, National 

Center for Biotechnology Information (NCBI), National Institutes of Health (NIH), 
Bethesda, MD, USA. Mentor: Alexey A. Kondrashov. Topic: Mammalian Evolutionary 
Genomics. 

 
Other Education 
 
1991  "Applied multivariate methods using popular statistical computing packages", June    
                          12-14, Institute for Professional Education, Washington, DC.  
1994 “Workshop on Molecular Evolution”, August 6-19, Marine Biological Lab, Woods   
                          Hole, MA. 
2003 “Perl Programming”. Feb. 3-7. Sun Microsystems, Rosslyn, VA. 
2020 Faculty Mentoring Workshops, including modules on “Effective Communication”, 

“Aligning Expectations and Assessing Understanding, “Addressing Equity and 
Inclusion” and “Supporting Independence and Promoting Professional Development”, 
by the SOM Career and Professional Development Office.  

2022 “Raising a Resilient Scientist” Series, Winter 2022, Office of Intramural Training & 
Education (OITE), National Institutes of Health, by Sharon L. Milgram, Director, NIH 
OITE 
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Employment 
 
2002-2004 Staff Scientist I, The Institute for Genomic Research, Rockville, MD. 
2005 Staff Scientist II, The Institute for Genomic Research, Rockville, MD. 
2006-2007 Assistant Investigator, The Institute for Genomic Research, Rockville, MD. 
2007-present  Researcher, Institute for Genome Sciences, University of Maryland School of 

Medicine 
2007-2015  Assistant Professor, Department of Microbiology and Immunology, University of 

Maryland School of Medicine 
2015-2020  Associate Professor, Department of Microbiology and Immunology, University of 

Maryland School of Medicine 
2020-present  Professor, Department of Microbiology and Immunology, University of Maryland 

School of Medicine 
 
  Program Affiliations 
2011-present Associate Member, Center for Vaccine Development and Global Health, University of 

Maryland School of Medicine 
2014-2017 Affiliate Faculty, School of Systems Biology, George Mason University 
2018-2019 Sabbatical Leave, Visiting Scholar, Global Health and Tropical Medicine, Instituto de 

Higiene e Medicina Tropical, Universidade NOVA de Lisboa, Lisbon, Portugal 
(GHTM / IHMT / NOVA) 

2023-present Honorary Member, Vector-Borne Diseases Group, GHTM / IHMT / NOVA, Lisbon, 
Portugal  

 
 
Professional Society Memberships 
 
1988-1994 Portuguese Biologists' Association (APB) 
1993-1998 Society for the Study of Evolution 
1995-2000 The Genetics Society of America  
1996-present Society for Molecular Biology and Evolution  
2005-2012 American Association for the Advancement of Science 
2013-present American Society of Tropical Medicine and Hygiene 
 
 
Honors and Awards 
 
1992-1996 Doctoral Research Fellowship, Junta Nacional de Investigação Científica e 

Tecnológica (JNICT), Portugal 
1997-1999 Doctoral Dissertation Improvement Award, National Science Foundation 
1997-1998 NSF Research Training Group in the Analysis of Biological Diversification Research 

Fellowship, The University of Arizona 
1998-1999 Robert S. Flinn Foundation Research Fellowship, The University of Arizona 
2000-2002 Fogarty International Post-doctoral Fellowship, National Institutes of Health  
2013 2013 Maryland’s Top 100 Women Award, The Daily Record. Maryland’s Top 100 

Women recognizes high-achieving Maryland women who are making an impact 
through their leadership, community service and mentoring. 

2016 Baltimore City Community College (BCCC), Partnership Award. This award is 
granted to BCCC community partners who contribute to the success of BCCC 
programs and the academic development of its students. 

2016 Dr. Patricia Sokolove Outstanding Mentor Award. The award was established by the 
UMB Graduate Student Association (GSA) to honor those who put forth great effort 
in aiding and mentoring graduate students. The GSA presents the award at the 
Graduate School’s Doctoral Hooding Ceremony in May. 

 



Carneiro da Silva  

3 

 
Administrative Service 
 

Institutional Service 
2003-2005 Coordinator, EvoGeno Discussion Group, The Institute for Genomic Research 

(TIGR) 
2005-2007 Staff Scientist Review Committee, TIGR 
2006 Faculty Search Committee, TIGR 
2007-2010 Co-organizer, “Molecular Evolution and Phylogenetics” discussion group  

Institute for Genome Sciences (IGS), University of Maryland School of Medicone 
(UMSOM) 

2008  Faculty Search Committee, IGS 
2009-2010 Genomics Resource Center Advisory Committee, IGS 
2009-2012  Appointments, Promotion and Tenure (APT) Committee, IGS 
2009-present Outreach Committee, IGS 
2010 Presenter, IGS-UMBC Collaboration Meeting, UMBC Campus  
2010 Organizer, IGS-UMBC Collaboration Meeting, IGS  
2012-present Member, Qualifying Exam Committee, Molecular Medicine, Genomics track, UMB 

One or two exams per year. 
2012-2013  UMB President’s Outreach Council, Science Olympiad Work Group 
2013-2014 UMB President’s Outreach Council, Science Work Group 
2013-present  Organizer, “Methods in Evolutionary Genetics (MEG)” journal club, IGS, UMSOM 
 ** Meets every other week and is regularly attended by >12 faculty, postdocs and 

graduate students 
2014 Member, Junior Faculty Site Visit Team, NIH Medical Scientist Training Program 

(MSTP), University of Maryland School of Medicine, October 27, 2014 
 ** MSTP was renewed and expanded (from four to eight slots) 
2015-2016 Search Committee member, Faculty search, IGS, UMB.  

**This faculty search resulted in two new faculty hires 
2017-2022 Member, Advisory and Admissions Committee, Medical Scientist Training Program 

(MSTP), UMSOM, UMB  
2020- Member, IGS Operations Committee 
2021 Search Committee, IGS Human Resources Manager, IGS, UMB 
2021, 22, 23 Member, Qualifying Exam Committee, Molecular Microbiology and Immunology, 

UMB 
2021, 22 Admissions Committee, Molecular Microbiology and Immunology Doctoral Program. 
 
National/International Service 
1996 Organizing Committee, 4th Annual International Meeting of the Society for Molecular 

Biology and Evolution 
2005 Ad hoc proposal reviewer, NSF Division of Molecular and Cellular Biosciences – 

Genes and Genome Systems Cluster 
2006 Program Committee, 9th Annual Conference on Computational Genomics 
2007 Judge, Student Poster Contest, 15th Annual International Meeting of the Society for 

Molecular Biology and Evolution 
2009 Reviewer, Cottrell College Science Awards, Single Investigator Awards 
2010 Panelist, “NIH Career Symposium”, Office of Intramural Training and Education, NIH 
2010 NSF Review Panel, Evolutionary Processes Cluster of the Division of Environmental 

Biology, Evolutionary Genetics Panel 
2011 NSF Review Panel, Evolutionary Processes Cluster of the Division of Environmental 

Biology, Evolutionary Genetics Panel 
2011-2012  IGS Representative, NIAID-GSCID Eukaryotic Working Group 
2012 NIEHS, NIH / NSF Study Section, joint National Institute of Environmental Health 

Science, NIH, and NSF Study Section. 



Carneiro da Silva  

4 

2015 NSF Review Panel, Evolutionary Processes Cluster of the Division of Environmental 
Biology, Evolutionary Genetics Panel 

2015 NIGMS, NIH, Special Emphasis Panel/Scientific Review Group ZGM1 RCB-0 (SC) 
2017 NIAID, NIH, Special Emphasis Panel/Scientific Review Group ZAI1 EC-M (S2)1, 

System Biology: The Next Generation for Infectious Diseases (U19) 
2018 NIH, Genetic Variation and Evolution (GVE) Study Section 
2019 NIH, Understanding Vaccine Elicited Protective Immunity to Malaria in Endemic 

Regions. Special workshop organized by NIAID. 
2019 NIH, Special Emphasis Panel/Scientific Review Panel 2020/01 ZRG1 F18-Z (20) L 
2020 NIH, Special Emphasis Panel/Scientific Review Panel 2020/05 ZRG1 F18-Z (20) L 
2021 NIH, Clinical Research and Field Studies (CRFS) of Infectious Diseases Study 

Section 
2021 Ad hoc proposal reviewer, German Research Foundation (Deutsche 

Forschungsgemeinschaft, DFG) 
2021-present Member, ASTMH International Membership Committee 
2021 NIH, Infectious Diseases and Immunology B, Special Emphasis Review Panel 

2022/01 ZRG1 F07B-U (20) L 
2022  NIH, Population-based Research in Infectious Diseases (PRID) Study Section 
 
Journal review 
2003-present Ad hoc manuscript reviewer (~6 reviews/year). Have reviewed for the following 

journals:  
ACS Infectious Diseases 
Anais da Academia Brasileira de Ciências 
BMC Evolutionary Biology, BMC Genomics, BMC Veterinary Research 
Comparative and Functional Genomics 
Database 
Evolution 
Frontiers In Immunology 
Gene 
Genetica 
Genetics 
Genome Research 
Genomics 
Journal of Biological Chemistry 
Malaria Journal 
Microbial Genomics 
Mini Reviews in Medicinal Chemistry 
Molecular Biology and Evolution 
Molecular Ecology 
Molecular Genetics and Genomics 
Molecular Phylogenetics and Evolution 
Nature 
Nucleic Acids Research 
PLoS Computational Biology, PLoS Neglected Tropical Diseases, PLoS One 
Scientific Reports 
Vaccine 

2009-2016  Member, Editorial Board, Database, The journal of biological databases and curation 
2016-present  Associate Editor, Journal of Molecular Evolution 
2017-present Academic Editor, PeerJ 
2019, 2020 Selection Committee, Journal of Molecular Evolution’s annual Zuckerkandl Prize, 

Dec 2019, Dec 2020 
2022-present Associate Editor, Frontiers in Immunology, Vaccines and Molecular Therapeutics 
2022-present Review Editor, Frontiers in Parasitology, Parasite -Omics 
2022-present Review Editor, Frontiers in Parasitology, Molecular and Cellular Parasitology 
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Local Service 
1997 Co-organizer, “Biodiversity Day” at Naylor Middle School, Tucson, AZ. 
1997, 1998 Presenter, “Biodiversity Day” at Naylor Middle School, Tucson, AZ. “Drosophila 

diversity” and “Species identification”. 
2011 Co-organizer, visit to IGS for students from the Institute of Notre Dame (IND), a 

female-only high school in East Baltimore. These students, juniors and seniors, 
attend the IND’s Biomedical Sciences Program, with a novel curriculum “Lead the 
Way Biomedical Sciences”. 

2012, 2013 Presenter, science lectures and hands-on activities, Evergreen Montessori School 
2012 Co-organizer, IGS participation in BioPark’s “BioBlast”. 
2012 Co-organizer, “Young Women in Bio” event at IGS. 
2012-2013  Member, UM BioPark K-12 Education Task Force 
2013 Co-organizer and Presenter, IGS participation in the BioPark’s “BioBlast”. 
2013 Co-organizer and Presenter, IGS visit by middle school students from the UMB K-12 

partner institutions participating in the Science Olympiad. 
2013 Faculty Interviewer, Mock interview training session for Baltimore City Community 

College’s Life Sciences Institute (BCCC-LSI) students. 
2013 Presenter, Baltimore City Community College’s Life Sciences Institute (BCCC-LSI) 

round table “Getting to Know U”. 
2013 Panelist, Lunch for Hungry Minds. Topic: “BCCC’s Biotechnology Program” 
2013 Presenter, Center for Talented Youth’s Science and Technology Series, a Johns 

Hopkins University program. Topic: “Genetic Variation and Personalized Genomics”. 
2015 Presenter, “Cells and their organelles”, Introductory lecture and hands-on activity, 

UMSOM MiniMed School Summer Camp session, 40 West Baltimore children ages 
6-12.  

2015 Presenter, Center for Talented Youth’s Science and Technology Series, a Johns 
Hopkins University program. Topic: “Genetic Variation and Personalized Genomics”. 

2017 Presenter, Career Day, Pine Crest Elementary School 
2017 Faculty participant, Breakfast and Luncheon Mentoring Roundtables, PROMISE 

Summer Success Institute, a Maryland Pipeline Professional Development 
Conference to serve graduate students from underserved groups attending any of 15 
member institutions of higher education in the State of Maryland. 

2017 Presenter, Center for Talented Youth’s Science and Technology Series, a Johns 
Hopkins University program. Topic: “Genetic Variation and Personalized Genomics”. 

 
Teaching Service 
 
Undergraduate Student Teaching/Mentoring 
1996 Teaching Assistant, Genetics 320, University of Arizona 

30 3rd yr undergraduate students 
6 direct contact hrs/week, for 4 months. 

1997  Teaching Assistant, Introductory Biology 181, University of Arizona 
60 1st yr undergraduate students 
6 direct contact hrs/week, for 4 months. 

1998 Research mentor, Molecular Biology, University of Arizona 
 2 UofA undergraduate students, LaVonne Honyouti and DeeDee. 
 10hrs/week, 12 months. 
2012-2013 Research Mentor, Ingenuity Research Program, Bioinformatics 

Raphael Kargon, Baltimore Polytechnic Institute  
High school junior and senior years, 15 months Internship.  
Was accepted to Brown University. 

2012 Research Mentor, Individual Research Project,  
Hanzel Timmy Gotia, Baltimore City Community College. 



Carneiro da Silva  

6 

Entered US Army; currently with US Army Medical Department Regiment.  
2013 Research Mentor, Summer Internship, Bioinformatics 

Shaikh Bilal Iqbal, Senior, University of Maryland Baltimore County  
Graduated. Was hired as Research Assistant. 

2015 Research Mentor, Individual Research Project,  
Jamal El Badaoui, Baltimore City Community College 
Transitioned to 4-yr program at University of Maryland. 

2016-2017 Research Mentor, Semester Internship, Bioinformatics 
Saqlain Amin, Senior, University of Maryland Baltimore County  
Graduated. Was hired by Digi-Infotek. 
 

Post-Graduate Student Teaching 
2004 Lecturer, Workshop, “A brief introduction to phylogenetics and tree reconstruction 

methods” 
  20-30 staff members, The Institute for Genomic Research (TIGR) 
  2 contact hours 

2009-present Lecturer, GPLS716 Genomics and Bioinformatics, UMSOM 
Topic: Eukaryotic Comparative Genomics  

12-14 students/yr 
 3 contact hours/yr 

2009 Section Leader, GPLS601 Mechanisms in Biomedical Sciences (Core Course), 
Genetics Section, UMSOM 

~60 students/yr 
 40 contact hours 

2009-2010 Lecturer, PREV780 Molecular Epidemiology, UMSOM 
Topic: Phylogenetics and Molecular Evolution of Infectious Diseases 

8-10 students/yr 
 3 contact hours/yr 

2010-present Lecturer, GPLS710 Principles of Microbial Pathogenesis, UMSOM 
Topic: Bioinformatics Approaches to Parasitology 

12-14 students/yr 
 1.5 contact hours/yr 

2012-present Co-Course Director, GPLS716 Genomics and Bioinformatics, UMSOM 
 12-14 students/yr 
 40 contact hours/yr 

 *Interrupted during academic year of 2018-2019, while I was away on sabbatical 
2012 Lecturer, PREV780 Molecular Epidemiology, UMSOM 

Topic: Phylogenetics and Molecular Evolution of Infectious Diseases 
~8 students 

 1.5 contact hours 
2013-2015, Lecturer, GPLS692 Current Topics in Genome Biology, UMSOM 
 2019-present Topic: Parasite genomics, drug and vaccine resistance 

 12-14 students/yr 
 1.5 contact hours/yr 

2013-present Discussion Leader, small group session, CIPP907 Responsible Conduct of 
Research, UMSOM 

 2013 topic: Scientific Misconduct 
  2014 topic: Publications, grants, and the peer review system 
 2015-2018 topic: Mentor/Mentee responsibilities, duties, and relationships 
  2022 topic: Authorship, quotation, paraphrasing, citation and plagiarism 

 ~8 students 
 1.5 contact hours/yr 

2014-2016 Lecturer, GPLS716 Genomics and Bioinformatics, UMSOM 
Topic: Transcriptomics  

12-14 students/yr 
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 3 contact hours/yr 
2019 Lecturer, Masters in Biomedical Sciences, Instituto de Higiene e Medicina 

Tropical, Universidade NOVA de Lisboa, Lisbon, Portugal 
Topic: Vaccine Resistance: the case of Malaria 

  15-20 student  
  1.5 contact hours 
2022 Lecturer, GPLS717 Genomic Applications, UMSOM 

Topics: 3 lectures; Short read sequencing, Sequence enrichment, Non-Model 
Organism genome assembly/Long read sequencing 

  8 students 
  4.5 contact hours/yr 
 
Post-graduate Mentoring activities 
 
Internships 
2003-2005 Shelby Bidwell, Research Assistant  
 Research Mentor, The Institute for Genomic Research (TIGR), 2 contact hrs/week 
 Current position: Bioinformatics Staff, NCBI, NIH, Bethesda, MD 
2007 Karthik Kota, Master’s student in Bioinformatics, University of Georgia.  
 Research Mentor, Summer Internship, TIGR 
 Next position: Developer in Technology Pipeline Solutions, Monsanto.  
2012 Sonal (Patel) Henson, International Livestock Research Institute (ILRI), Nairobi, 

Kenya 
 Research Mentor, 1 month, Institute for Genome Sciences, UMSOM 
 Next position: Bioinformatics Engineer, ILRI, Nairobi, Kenya 
2013 Martin Norling, PhD candidate in Bioinformatics, Swedish University of Agricultural 

Sciences (SLU), Uppsala, Sweden 
 Research Mentor, 3 months, Institute for Genome Sciences, UMSOM 
 Next position: Postdoctoral fellow, Sweden. 
2021 Thomas Stabler, PhD student, Swiss Tropical and Public Health Institute (Swiss 

TPH), Basel, Switzerland 
 Research Mentor, 6 months, Institute for Genome Sciences, UMSOM 
 
Lab Rotation Research Mentor 
2010 Christopher Jacob, PhD student, Molecular Medicine, UMSOM 
2012 Kelly Robinson, PhD student, Molecular Medicine, UMSOM 
2012 Eugene Gardner, PhD student, Molecular Medicine, UMSOM 
2013 Kyle Tretina, PhD student, Molecular Microbiology and Immunology, UMSOM 
2013 Olukemi (Abolude) Ifeonu, PhD student, Bioinformatics and Computational Biology, 

George Mason University 
2013 Kara Moser, PhD student, Epidemiology and Human Genetics, UMSOM 
2014 Timothy Hosteley, PhD student, Molecular Medicine, UMSOM 
2014 Sonia Agrawal, PhD student, Epidemiology and Human Genetics, UMSOM 
2015 Daniel Harris, PhD student, Molecular Medicine, UMSOM 
2015 Alexa Machikas, PhD student, Molecular Medicine, UMSOM 
2015 Miriam Ismail, PhD student, Epidemiology and Human Genetics, UMSOM 
2016 Nicholas Palmateer, PhD student, Molecular Medicine, UMSOM 
2016 Emily Stucke, PhD student, Epidemiology and Human Genetics, UMSOM 
2017 Gurmannat Kalra, PhD student, Molecular Medicine, UMSOM 
2017 Gillian Mbambo, PhD student, Molecular Microbiology and Immunology, UMSOM 
2021 Diego Veliz-Otani, PhD student, Epidemiology and Human Genetics, UMSOM 
2021 Kaylee Watson, PhD student, Molecular Medicine, UMSOM  
2021 Ryan Scalsky, MD-PhD student, Epidemiology and Human Genetics, UMSOM 
2021 Emily Amanian, PhD student, Molecular Microbiology and Immunology, UMSOM 
2022 Yiwey Wang, PhD student, Molecular Medicine, UMSOM  
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Thesis Committee Member 
2008-2010 Jennifer Rathe, MD/PhD student, Medical Scientist Training Program (MSTP), and 

Program in Molecular Medicine, UMSOM. 
 Thesis Reader  
 Current position: Pediatric Medical Resident, Columbia Presbyterian / CHONY 
2011-2015 Christopher Jacob, PhD student, Program in Molecular Medicine, UMSOM 
 Thesis Reader 
 Current position: Research Fellow, Sanger Institute, UK. 
2012-2014 Elena Artimovich, Program in Epidemiology and Human Genetics, UMSOM  
 Current position: Post-doctoral fellow, UMB. 
2014-2019 Sonia Agrawal, Program in Epidemiology and Human Genetics, UMSOM 
 Current position: Staff Scientist. 
2015-2019 Daniel Harris, PhD student, Program in Molecular Medicine, UMSOM 
 Current position: Postdoctoral Fellow. 
2017-2020 Zalak Shah, PhD student, Program in Molecular Medicine, UMSOM 
 Current position: PhD candidate, UMSOM. 
2017-2019 Michael Kessler, PhD student, Program in Molecular Medicine, UMSOM 
 Current position: Post-doctoral fellow, Johns Hopkins University. 
2018-2022 Emily Stucke, Program in Epidemiology and Human Genetics, UMSOM 
 Current position: PhD candidate, UMSOM. 
2018-2019 Matthew Chung, PhD student, Program in Molecular Medicine, UMSOM 
 Current position: Postdoctoral Fellow. 
2018-2020 Albert Zhou, MD/PhD student, Program in Epidemiology and Human Genetics, and 

Medical Scientist Training Program (MSTP), UMSOM 
 Thesis Reader 
2019-2022 John Mattick, PhD student, Program in Molecular Medicine, UMSOM 
2020-present Matthew Adams, PhD student, Program in Epidemiology and Human Genetics, 

UMSOM 
2021-present  Alexandra Vlk, MD/PhD student, Program in Molecular Medicine, and Medical 

Scientist Training Program (MSTP), UMSOM 
 
Doctoral Thesis Mentor or Co-Mentor 
2012-2016 Kyle Tretina, Program in Molecular Microbiology and Immunology, UMSOM.  
 Thesis: Theileria parva genomics, transcriptomics, and host-pathogen interactions.  
  Current position: Alliance Manager, AI Platforms, Insilico Medicine. 
2012-2017 Antoine Dara, Program in Molecular Microbiology and Immunology, UMSOM 
 Co-Mentor and Thesis Reader 
 Current position: Assistant Professor, University of Bamako, Mali. 
2013-2017 Olukemi (Abolude) Ifeonu, Bioinformatics and Computational Biology Program, 

George Mason University (GMU).  
 Thesis: Genomic Resources for Cryptosporidium Species, human pathogens of 

public health significance in developing countries 
 Current position: Bioinformatics Analyst III, IGS. 
2013-2018 Kara Moser, Program in Epidemiology and Human Genetics, UMSOM.  
 Thesis: Genomic epidemiology of the malaria parasite Plasmodium falciparum:           

Implications for whole-organism malaria vaccine development 
 Current position: Research Scientist, Centers for Disease Control and Prevention. 
2016-2021 Nicholas Palmateer, PhD student, Program in Molecular Medicine, UMSOM.  
 Thesis: Theileria infections in African cattle and buffalo: understanding genetic 

variation and speciation 
 Current position: Postdoctoral fellow at the New Jersey Public Health and 

Environmental Laboratory. 
2017-present Gillian Mbambo, Program in Molecular Microbiology and Immunology, UMSOM 
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 Current position: PhD candidate, UMSOM. 
2019-present Wilson Tavares, Program in Biomedical Sciences, Institute for Hygiene and Tropical 

Medicine, NOVA University, Lisbon, Portugal 
 Current position: PhD candidate. 
2021-present Thomas Stabler, PhD student, Swiss Tropical and Public Health Institute (Swiss 

TPH), Basel, Switzerland 
 Co-mentor 
2021-present  Ryan Scalsky, MD/PhD student, Program in Epidemiology and Human Genetics, and 

Medical Scientist Training Program (MSTP), UMSOM 
2022-present Yiwei Yang, PhD student, Program in Molecular Medicine, UMSOM. 
 
Post-Doctoral or Junior Faculty Mentor 
2006-2007 Xiang Guo, Postdoctoral Fellow/Bioinformatics Engineer 
 The Institute for Genome Sciences 
 Current position: Senior Scientist, MedImmune 
2009-2012 Shannon Takala-Harrison, PhD, K12 Scholar 
 K12 Multidisciplinary Clinical Research Career Development Program, UMSOM 
 Current position: Associate Professor, Center for Vaccine Development, UMSOM  
2009 Joyce Sakamoto, Institute for Genome Sciences, UMSOM 
 Current position: Research Associate, Pennsylvania State University 
2010 - 2013 James Munro, Institute for Genome Sciences, UMSOM 
 Current position: Insect Identifier, USDA APHIS, Miami Office. 
2017-2022 Ankit Dwivedi, Institute for Genome Sciences, UMSOM 
2017-2018 Antoine Dara, Institute for Genome Sciences and Institute for Global Health, UMSOM  
 Current position: Assistant Professor, University of Bamako, Mali. 
2019-present Amed Ouattara, PhD, K01 Scholar 
 Mentored Research Scientist Development Award (K01) 
 
Awards to Mentees Under my Mentorship 
 
2015 Ph.D. Scholar Award Nominee, Program in Molecular Microbiology and Immunology. 

GPILS 2016 Awards, UMB (Kyle Tretina) 
2015 Poster Session Winner: Graduate Student Research Conference, UMB (Kara Moser) 
2015-2016 Fellowship, Immunity and Infection T32 Training Grant, UMB (Kyle Tretina) 
2016 UMB Global Learning Opportunity (GLO) Travel Award. UMB (Kara Moser) 
2016 Otani Memorial Award Nominee, Program in Molecular Microbiology and 

Immunology, GPILS 2016 Awards, UMB (Kyle Tretina) 
2016 STEM Chateaubriand Fellowship Awardee, offered by the Embassy of France in the 

United States. Declined in order to pursue other research opportunities (Kyle Tretina) 
2016 Ph.D. Scholar Award Nominee, Program in Epidemiology and Human Genetics. 

GPILS 2016 Awards. UMB (Kara Moser) 
2016 1st Place Young Investigator Award: The 65th American Society for Tropical Medicine 

and Hygiene Meeting (ASTMH). Atlanta, Georgia (Kara Moser) 
2017 Otani Award Nominee for the Graduate Program in Epidemiology and Human 

Genetics. GPILS, 2017 Awards, UMB (Kara Moser) 
2018 Poster Session Winner: Graduate Student Research Conference, UMB (Nicholas 

Palmateer) 
2018 Ph.D. Thesis Award Nominee for the Graduate Program in Epidemiology and Human 

Genetics. GPILS 2018 Awards, UMB (Kara Moser) 
2020 Travel Award, Species Delimitation Workshop, U Michigan Ann Arbor, (Nicholas 

Palmateer) 
  
Grant Support 
Active Grants 



Carneiro da Silva  

10 

07/01/17 – 06/30/24 Co-Investigator (5%; Yrs 3-5) PI: Taylor, U Michigan 
The Intransigence of Malaria in Malawi: Understanding Hidden Reservoirs, 
Successful Vectors and Prevention Failures. 

 NIH 2 U19 AI089683-08  
 Annual Direct Costs (Carneiro da Silva):   $52,776 
 
01/01/19 – 12/31/23  PI: Carneiro da Silva (30%) 

Genome-wide sieve analysis and immunological validation to identify targets 
of protective efficacy in field trials of a whole-organism malaria vaccine 
NIH 1 R01AI141900 

 Annual Direct Costs:  $499,390  
 
04/01/19 – 03/31/24 Project Leader, Project 4 (20%)     PIs: Rasko, Fraser, White, UMSOM 

NIH 2U19 AI110820-06 Genomic Centers for Infectious Diseases (GCID): A 
Genomics Based Investigation of the Determinants of Polymicrobial 
Infectious Disease Outcomes – Project 4: Genomic studies of the impact of 
external factors on parasite development and disease outcome  

   Annual Direct Costs (Project 4):   $656,081 
 Total Direct Costs (Project 4):      $3,348,876 
 
07/01/19 – 06/06/24 Co-Investigator (5%)            PI: Travassos, UMSOM 

Malaria variant surface antigen expression and vulnerability to disease in 
Malian children with Hemoglobin C trait. 

 R01HL146377 
 
12/01/19 – 11/30/24 Co-Mentor (No effort supported)   PI: Ouattara, UMSOM 

Rational design of a multi-antigen multi-variant malaria vaccine 
NIH, K01  
 

04/01/20 – 03/31/25 Collaborator (5%)      PI: Takala-Harrison/O’Connor, SOM 
 Genomic and geospatial analyses of malaria parasite migration to inform 

elimination 
 NIH, R01A|145852 
 $764,847 
 
7/1/20 – 6/30/2021 PI: Carneiro da Silva (No Effort) 

Consortium for Malaria Research in Angola (C-MalAng) 
President’s Global Impact Fund (Intramural) 
Annual Direct Costs (Carneiro da Silva): $50,000 
 

7/1/21 – 6/30/2024 Subcontract PI:Carneiro da Silva (3%) PI: Sim, Sanaria Inc. 
Expanding the breadth, magnitude, and durability of PfSPZ vaccines by 
creating multi-strain, designer hybrid and genetically altered parasites and 
use of a unique adjuvant 
NIH, U01 A|155356 
Annual Direct Costs (Carneiro da Silva): $21,000 
 

 
Completed Grants 
1993-1994  Principal Investigator (0%) 

Intramural Small Grants Program, University of Arizona 
NSF Research Training Group in the Analysis of Biological Diversification 

 Total Direct Costs:  $990 
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1994-1995  Principal Investigator (0%) 
Intramural Small Grants Program, University of Arizona 
NSF Research Training Group in the Analysis of Biological Diversification 

 Total Direct Costs:  $960 
 
1997-1998  Principal Investigator (0%) 

Intramural Small Grants Program, University of Arizona 
NSF Research Training Group in the Analysis of Biological Diversification 

 Total Direct Costs:  $960 
 
03/01/97-02/28/99 Principal Investigator (0%)   
 “Population genetics of P transposable elements and their host species, with 

emphasis in Drosophila willistoni and D. sturtevanti.” 
   NSF, Doctoral Dissertation Improvement Grant 
 Total Direct Costs:  $9,980 
 
06/01/06 - 11/30/07 Project Leader (20%)     PI: C.M. Fraser 
   “Cryptosporidium muris Genome Sequencing Project” 
   NIH, Network for Large-scale Sequencing of Microbial Genomes 
 Total Direct Costs:  $463,255 
 
06/01/06 – 05/31/09 Site-PI (10%) PI: J.M. Carlton, NYU    
   “Comparative evolutionary genomics and infectious disease” 
   NIH/NIGMS R01 GM070793-01A2 
   Total Direct Costs: $577,563 
 
01/01/09 – 12/31/12 Collaborator (5%) PI: C.V. Plowe 
   “Worldwide Antimalarial Resistance Network (WWARN)” 
   University of Oxford/Bill and Melinda Gates Foundation 
   Total Direct Costs: $767,929 
Role: Provides bioinformatics supervision and support. 
 
04/01/12 – 09/30/13 Project Leader (15%)     PI: C.M. Fraser 

“Genetic variability in Babesia microti, the causative agent of human 
babesiosis, an emerging infectious disease in the United States” 

   NIH, NIAID Genome Sequencing Centers for Infectious Diseases Contract 
 Total Direct Costs:  $429,250 
 
08/20/12 – 02/19/14 Project Leader (20%)     PI: C.M. Fraser 

"Comparative Genomics of Cryptosporidium Species" 
   NIH, NIAID Genome Sequencing Centers for Infectious Diseases Contract 
 Total Direct Costs:  $436,323 
 
09/15/12 – 03/14/14 Project Leader (20%)     PI: C.M. Fraser 

“Analysis of the role of variant antigen switching in the development of 
symptomatic malaria using Illumina sequencing” 

   NIH, NIAID Genome Sequencing Centers for Infectious Diseases Contract 
 Total Direct Costs:  $431,320 
 
08/01/15-03/31/16 Co-Investigator (5%) 

NIH 1U19 AI 110820-02  Genomic Centers for Infectious Diseases – 
Admin. Supplement 
Host, Pathogen and the Microbiome:  Determinants of Infectious Disease 
Outcome 

 Annual Direct Costs:  $260,581 



Carneiro da Silva  

12 

 
09/19/14-09/18/16 Co-Investigator (5%)  PI: C.V. Plowe, C.M. Fraser, UMSOM 
 “A genomic vaccinology approach to malaria vaccine development” 
 Dean’s Challenge Award (Intramural) 
 Annual Direct Costs:  $50,000 
 Total Direct Costs: $100,000 
Role: Leads genomics team to characterize the genomic epidemiology of vaccine efficacy. 
 
03/01/16 – 02/28/17  Co-Investigator, Project 5 (1.5%)  PI: M. Levine, UMSOM 
 NIH 1U19 AI 109776-02  Centers of Excellence in Translational Research - 

Admin. Supplement  
 “Sequencing of anthroponotic Cryptosporidium parvum” 
  Annual Direct Costs:  $35,832  
Role: Oversee generation of genome sequence of anthroponotic C. parvum and comparison with 
genome of bovine-infecting C. parvum strains. 
 
11/01/10 - 09/30/17 (2 NCEs) Principal Investigator (20%)  

“DIMENSIONS: Collaborative Research – Uncovering the novel diversity of 
the copepod microbiome and its effect on habitat invasions by the copepod 
host”  
NSF, Dimensions of Biodiversity, OCE-1046371 

 Total Direct Costs:  $1,093,571 
 
07/15/14 – 06/30/18 Site-PI (10%) PI: V. Nene, International Livestock Research Institute, Kenya 
 “Application of Evolutionary and Comparative Pathogen Genomics to ECF 

Vaccinology” 
 Bill and Melinda Gates Foundation      
   Annual Direct Costs (Carneiro da Silva): $88,613 
 Total Direct Costs (Carneiro da Silva):  $499,645  
 
03/01/14 – 02/28/19 Co-Investigator, Project 5 (5%)  PI: M. Levine, UMSOM 
 “Project 5. Development of strategies to achieve immunoprotection against 

C. hominis and C. parvum” (Project Leader: S. Tzipori, Tufts University) 
 NIH 1U19 AI 109776-02  Centers of Excellence in Translational Research 

“Immunoprophylactic Strategy to Control Emerging Enteric Infections” 
   Annual Direct Costs (Carneiro da Silva): $6,487 
   Annual Direct Costs: $3,680,802 
 Total Direct Costs:  $18,741,747 
Role: Leads bioinformatics team in identification of candidate antigens in Cryptosporidium species. 
 
04/01/14 – 03/31/19 Project Leader, Project 4 (25%) Overall PI: C.M. Fraser 
 “Project 4. Integrated genomics research in parasitic tropical diseases” 
 NIH 1 U19 AI110820  Genomic Centers for Infectious Diseases  
 “Host, Pathogen and the Microbiome determinants of Infectious Disease 

Outcome”  
   Annual Direct Costs (Project 4):   $631,613 
 Total Direct Costs (Project 4):      $2,658,010 
   Annual Direct Costs: $2,111,367 
 Total Direct Costs:  $10,390,837 
 
02/03/17 – 01/31/22 Co-Investigator (5%; Yr 2)    PI: Takala, UMSOM 

Identification and validation of molecular markers of piperaquine resistance 
NIH R01AI125579  
 Annual Direct: $291,707 
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04/01/17 – 03/31/24 Co-Investigator (5%)  PI: Plowe and Nyunt (PIs) 

Myanmar Regional Center of Excellence for Malaria Research. 
 NIH U19 AI129386 
 Total Direct Costs (Carneiro da Silva):   $280,000 
Role: Core Leader: Leads Molecular and Genomics Core. Grant moved to a different institution 
after year 1. 
 
09/30/15-09/29/19 Co-investigator (5%)   PIs: C.V. Plowe and S.A. Fisher 

“Variant surface antigens in cerebral malaria pathogenesis” 
NIH R01 RFA-HL-15-023 Vascular Dysfunction in the Pathogenesis of 
Severe Malaria  
Total direct costs:  $1,278,325 

Role: Oversee genome sequencing and annotation of Plasmodium falciparum infections, and 
algorithm development for reconstruction of antigen sequences. 
 
07/26/17 – 12/31/19  Co-Investigator (5%)     PI: Laurens, UMSOM 

Supplement: Safety and Efficacy of PfSPZ Malaria Vaccine in Malaria-
Exposed Adults 

   NIH/NIAID 5U01 AI112367  
   Total Direct: $671,417 
   Total Direct (Carneiro da Silva): $104,654 
 
9/16/16 – 11/30/19 (NCE to 06-30-2020) Co-Investigator (10%)  PI: K. Kotloff, UMSOM 

Safety, Tolerability, Immunogenicity and Protective Efficacy against 
Naturally-Transmitted Malaria of Infectious, Cryopreserved Plasmodium 
falciparum Sporozoites (PfSPZ Challenge) administered by Direct Venous 
Inoculation under Chloroquine Chemoprophylaxis (PfSPZ-CVac), in Malian 
Adults: A Randomized, Double Blind, Placebo-Controlled Trial, DMID 15-
0052; Task Areas B-D, Protocol Implementation and Laboratory Assays. 
NIH RTOP, VTEU, HHSN272201300022I contract  

 Total direct costs:  $2,655,951 
 Total Direct Costs (Carneiro da Silva): $268,605  
Role: Lead Options 6 (genomics of parasite vaccine evasion) and 7 (human transcriptomics) 
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30. Genomic studies of vaccine design and efficacy. Keynote presentation at the Vaccine 
Development Center of San Antonio Conference. November 11, 2021. Virtual. 
 
 

International 
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39. Generation of population genomics data for a parasite of nucleated host cells. Infectious Disease 
Genomics and Global Health conference. Oct 16-18, 2013. Wellcome Trust Conference Centre, 
Hinxton, Cambridge, UK. 
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13. Silva, J.C. Recent Expansion of transposable elements leads to dramatic increase in genome 
size. "Genomes and Evolution 2004" conference, Meetings of the Society for Molecular Biology 
and Evolution, The Pennsylvania State University, State College, PA, June 17-20, 2004. 

14. Silva, J.C. Tandem repeats and transposable elements in Tetrahymena thermophyla. Two-day 
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