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Nathan D. Grubaugh, PhD

CURRICULUM VITAE
Nathan D. Grubaugh, PhD

09/01/2025

Promotion to Professor of Epidemiology, with tenure, Department of Epidemiology of
Microbial Diseases, Traditional Track

With tenure beginning on 07/01/2026
Yale School of Public Health
BS, Biomedical Sciences, Western Michigan University, Kalamazoo, Ml

MS, Biotechnology, Johns Hopkins University, Baltimore, MD
PhD, Microbiology, Colorado State University, Fort Collins, CO

Career/Academic Appointments:

05/2005-07/2006
07/2006-10/2007
10/2007-05/2010
05/2010-08/2010
08/2010-08/2012

08/2012-06/2016

06/2016-07/2018
07/2018-06/2021

07/2021-present

07/2024-06/2025

Research Associate, MP| Research, Mattawan, Ml

Microbiology Technician, Cargill Kitchen Solutions, Lake Odessa, Ml

Assistant Scientist, Emergent BioSolutions Inc., Gaithersburg, MD

IRTA Fellowship in Systems Immunology, National Institutes of Health, Bethesda, MD
Fellowship in Arbovirology, US Army Medical Research Institute of Infectious Diseases,
Frederick, MD

Graduate Research Associate in Arbovirology, Colorado State University, Fort Collins,
CO

Postdoctoral Fellowship in Virus Genomics, Scripps Research Institute, San Diego, CA
Assistant Professor, Department of Epidemiology of Microbial Diseases, Yale School of
Public Health, New Haven, CT

Associate Professor, Department of Epidemiology of Microbial Diseases, Yale School of
Public Health, New Haven, CT

Visiting Professor, Laboratory of Clinical & Epidemiological Virology, Rega Institute,
Katholieke Universiteit (KU) Leuven, Leuven, Belgium

Professional Honors & Recognition:

External
2001
2010
2011
2014
2018

2022
2022

2023
2024

Stephen G Calvert Memorial Merit Scholarship, Keystone Foods

Intramural Research Training Award, National Institutes of Health (NIH)

Postgraduate Research Award, Oak Ridge Institute for Science and Education (ORISE)
Travel Award, American Society of Tropical Medicine and Hygiene (ASTMH)
Scherer/Hardy Award (early career award), ASTMH

Director’s New Innovator Award, NIH

Ayman EI-Mohandes Young Professional Public Health Innovation Award, American
Public Health Association (APHA)

On the Front Line Award, Association of Public Health Laboratories (APHL)

Early Career Applied and Biotechnological Research, American Society of Microbiology
(ASM)
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Student Career Experience Program Fellowship, Johns Hopkins University

Science Communication Fellowship, School of Global Environmental Sustainability,
Colorado State University

George Stringe Memorial Travel Award, Colorado State University

Early Career Investigator Award, Yale School of Public Health

Distinguished Student Mentor Award, Yale School of Public Health

COVID-19 Research Award, Yale School of Public Health

NIH/NIAID

DP2 Al176740-01

Enhancing dengue virus genomic surveillance to uncover circulating genetic diversity
Nathan Grubaugh

25%

$900,000 (of which $607,500 indirects)

09/21/2022-08/31/2025 (Phase |; Phase Il [09/01/2025-08/31/2027] is pending)

CDC (administered by Massachusetts Department of Health)
1 NU50CK000629-01-00

New England Pathogen Genomics Center of Excellence
Shirlee Wohl

Co-investigator; Yale subaward PI

15%

$772,515 (of which $521,488 indirects)
09/30/2022-09/29/26

NIH/NIAID

R0O1 Al179874-01

Real-World Effectiveness of Perinatal RSV Immunoprophylaxis
Carlos Oliveira

Co-investigator

5%

$2,477,700 (of which $1,588,693 indirects)
12/08/2023-10/31/2028

The Ambrose Monell Foundation (administered by YSPH)

Faculty seed grant

Impact of climate change on endemic arboviral diseases in Brazil
Nathan Grubaugh, Colin Carlson

5% (no salary support)

$89,383 (no indirects)

05/01/2025-04/30/26

Yale Planetary Solutions

Acceleration Grant

Climate-driven global expansion of dengue endemicity
Nathan Grubaugh

5% (no salary support)

$99,913 (no indirects)

05/01/2025-04/30/26
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Yale University

Hecht Global Health Faculty Network Award

Impact of Wolbachia on native Aedes aegypti mosquito populations.
Nathan Grubaugh

10% (no salary support)

$50,000 (no indirects)

12/1/2019-12/31/2020

NIH/NIAID (administered by Johns Hopkins University)

R21 Al151750-01

Integrating human mobility and pathogen genomics to understand dengue spatial dynamics
Lauren Gardner; Amy Wesolowski

Co-investigator; Subaward Pl

15%

$65,837 (includes indirects)

04/01/2020-03/31/2021

Huffman Family Donor Advised Fund
Direct lab donation

COVID-19 response

Nathan Grubaugh

10% (no salary support)

$20,000 (includes indirects)
06/01/2020-5/31/2021

Emergent Ventures at the Mercatus Center, George Mason University
Fast Grants

COVID-19 Surveillance strategies to support data-driven decision making
Nathan Grubaugh

10% (no salary support)

$800,000 (includes indirects)

6/1/2020-3/31/2022

National Basketball Association

Sponsored Research Agreement

Bringing SARS-CoV-2 saliva testing to the masses
Nathan Grubaugh

20%

$769,251(includes indirects)

6/15/2020-6/14/2021

Yale University

Yale COVID-19 Research Resource Fund

SARS-CoV-2 concentration and genomic diversity in wastewater as a leading indicator of
COVID-19 outbreak dynamics

Nathan Grubaugh; Jordan Peccia

10% (no salary support)

$50,000 (no indirects)

6/15/2020-6/14/2021

NIH/NIAID

U19 Al089992-0954

Systems Immune Profiling of Divergent Responses to Infection
David Hafler; Ruth Montgomery

Co-investigator
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5%
$1,542,322 (includes indirects)
08/10/2020-11/30/2021

NIH/NIAID (administered by Scripps Research Institute)

R56 Al149004-01A1

Spread and Evolution of West Nile virus in the United States
Kristian Andersen

Co-investigator; Yale subaward PI

5%

$268,000 (includes indirects)

09/02/2020-08/31/2022

CDC

BAA 75D301-20-R-68024, Contract # 75D30120C09570

Virus Genomics and Human Mobility Reveal the Patterns SARS-CoV-2 Spread
Nathan Grubaugh

15%

$847,345 (includes indirects)

09/02/2020-09/01/2022

National Football League

Sponsored Research Agreement

Genomic epidemiology of SARS-CoV-2 in the NFL
Nathan Grubaugh

15%

$447,042 (includes indirects)

11/1/2020-2/15/2021

Tempus Labs

Sponsored Research Agreement

Tempus - Yale School of Public Health research collaboration
Nathan Grubaugh; Anne Wyllie

10%

$500,000 (includes indirects)

11/3/2020-11/2/2022

National Basketball Association

Sponsored Research Agreement

Genomic epidemiology of SARS-CoV-2 in the NBA
Nathan Grubaugh

10%

$893,663 (includes indirects)

4/14/2021-6/30/2024

Connecticut Department of Public Health
Contract #21PSX0049

SARS-CoV-2 whole genome sequencing
Yale Center for Genome Analysis
Co-investigator

20% (no salary support)

$1,000,000 (includes indirects)
9/1/2021-6/30/2023

CDC
BAA 75D301-22-F-14697, Contract # 75D30122C14697



Nathan D. Grubaugh, PhD

Title: Transmissibility and immune escape of emerging SARS-CoV-2 variants
P.l.: Nathan Grubaugh

Percent effort: 20%

Total costs: $1,980,573 (includes indirects)

Project period: 09/19/2022-09/18/2024

Agency: The Ambrose Monell Foundation (administered by YSPH)

ID#: Faculty seed grant

Title: Wastewater testing to track vector-borne and zoonotic pathogens
P.L: Nathan Grubaugh

Percent effort: 5% (no salary support)

Total costs: $70,000 (no indirects)

Project period: 05/01/2023-12/31/24

Invited Speaking Engagements, Presentations & Workshops Not Affiliated With Yale:

1. “Dynamics of arbovirus evolution during transmission.” Fred Hutch Cancer Center, Center for Inference
and Dynamics of Infectious Diseases Seminar Series, Seattle, WA, 2017.

2. “Multiple introductions of Zika virus into the United States.” University of Texas Medical Branch
Departmental Seminar, Galveston, TX, 2017.

3. “AstroPath: Virus evolution and spread on the International Space Station.” NASA Technology
Collaboration Center Workshop, Houston, TX, 2017.

4. “Genomic epidemiology of Zika virus Florida and in the Americas.” Cell Emerging & Re-emerging
viruses conference Symposium, Arlington, VA, 2017.

5. “Genomic epidemiology of Zika virus in the Americas.” Michigan State University Departmental
Seminar, East Lansing, Ml, 2018.

6. “Arbovirus emergence and spread.” KU Leuven/Rega Institute Departmental Seminar, Leuven,
Belgium, 2019.

7. “Genomic epidemiology to map the global emergence and spread of Zika virus.” Fiocruz Molecular
Epidemiology Workshop Keynote, Salvador, Brazil, 2019.

8. “Genomic epidemiology to map the global emergence and spread of Zika virus.” University of Michigan
MAC-EPID Workshop Keynote, Ann Arbor, Ml, 2019.

9. “SalivaDirect.” US Department of Health and Human Services Workshop (online), 2020.

10. “Public health communication of SARS-CoV-2 genomic epidemiology.” International Virus Evolution
Seminar Series (online), 2020.

11. “West Nile 4K: Collaborative network to uncover virus emergence and spread.” 2020 ASM Conference

on Rapid Applied Microbial NGS Symposium Keynote (online), 2020.
12. “Genomic epidemiology of SARS-CoV-2.” Columbia University, Covid19 Virtual Symposium (online),

2020.

13. “Emergence of SARS-CoV-2 Variants: Surveillance and Public Health Actions.” American Society of
Arthropod-borne Viruses SARS-CoV-2 Variants of Concern Workshop (online), 2021.

14. “Prescreening with mutation-detection assays for variants of concern.” APHL 2021 Virtual Conference,
Monitoring for SARS-CoV-2 Variants Plenary session (online), 2021.

15. “Of Variants and Vaccines.” Howard Hughes Medical Institute, Science of COVID-19 Seminar Series
(online), 2021.

16. “Early introductions and transmission of SARS-CoV-2 variant B.1.1.7 in the United States.” Boston
University Precision Diagnostics Center 2021 Virtual Conference Plenary session (online), 2021.

17. “Of Variants and Vaccines,” University of North Carolina Departmental Seminar (online), 2021.

18. “Current SARS-CoV-2 Genomic Surveillance in Connecticut.” Connecticut State House CGA

Bioscience Caucus Legislative Briefing (online), 2021.
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“Routine SARS-CoV-2 sequencing to estimate variant transmissibility.” International Conference on
Emerging Infectious Diseases, COVID-19 Breakthrough Cases, Variants, and Genomics Symposium,
Atlanta, GA, 2022.

“Routine SARS-CoV-2 sequencing to estimate variant transmissibility.” Centro Internacional de
Entrenamiento e Investigaciones Medicas, Virus genomic epidemiology Workshop, Cali, Colombia,
2022.

“The need for dengue virus genomic surveillance.” Centro Internacional de Entrenamiento e
Investigaciones Medicas, Virus genomic epidemiology Workshop, Cali, Colombia, 2022.

“Genomic epidemiology of arboviruses in the United States.” Cornell University Departmental Seminar
(online), 2022.

“Of Variants and Vaccines.” Ginkgo Bioworks Seminar Series (online), 2022.

“Of Variants and Vaccines.” Moderna Institutional Seminar, Boston, MA, 2022.

“Genomic epidemiology of arboviruses in the Northeast US.” Connecticut Agricultural Experiment
Station Institutional Seminar, New Haven, CT, 2022.

“Genomics to map the emergence and spread of arboviruses.” Harvard School of Public Health
Departmental Seminar, Boston, MA, 2022.

“Genomic surveillance of neglected viruses reveals new insights into disease ecology.” Microbial
Population Biology Gordon Research Conference, Andover, NH, 2023.

“Genomic epidemiology and ecology of mosquito- and tick-borne viruses.” Eastern Pennsylvania
Branch of ASM Endowed Lecture, Philadelphia, PA, 2023.

“Genomic epidemiology and ecology of mosquito- and tick-borne viruses.” Wesleyan University
Departmental Seminar, Middletown, CT, 2023.

“Genomic epidemiology and ecology of mosquito- and tick-borne viruses.” University of Bruxelles
Seminar, Brussels, Belgium, 2024.

“Dengue in the age of genomics.” Rega Institute at KU Leuven Departmental Seminar, Leuven,
Belgium, 2024.

“Dengue in the age of genomics.” Pasteur Institute Departmental Seminar, Paris, France, 2024.
“Genomics to Uncover Hidden Aspects of Virus Ecology and Epidemiology.” ASM Microbe 2024
Symposium Keynote, Atlanta, GA, 2024.

“Towards a global virus genomic surveillance system.” International Virus Bioinformatics Meeting 2024
Symposium Keynote, Leuven, Belgium, 2024.

“Travel surveillance.” WHO/PAHO, Meeting of Experts Genomic Surveillance Strategy for Dengue, San
Juan, PR, 2024.

“Routine Arbovirus Sequencing for Integration into Public Health.” Association of Public Health
Laboratories Webinar Series (online), 2024.

“Genomic epidemiology and ecology of mosquito- and tick-borne viruses.” CREATE-NEO
Vector-Borne and Zoonotic Diseases Virtual Seminar Series, 2024.

“Dengue in the age of genomics.” University of Basel Biozentrum Seminar, Basel, Switzerland, 2024.
“Enhancing dengue virus genomic surveillance.” CSTE/CDC VBD Forecasting Subgroup Webinar
(online), 2024.

“Dengue in the age of genomics.” Colorado State University Departmental Seminar, Fort Collins, CO,
2024.

“Dengue lineage system to aid global surveillance.” Asia Dengue Summit Symposium, Manilla,
Philippines, 2025.

“Genomic ecology of mosquito- and tick-borne viruses.” University of Massachusetts Departmental
Seminar, Amherst, MA, 2025.

“Dengue in the age of genomics.” Boston University Departmental Seminar, Boston MA, 2025.
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Peer-Reviewed Presentations & Symposia Given at Meetings Not Affiliated with Yale:

1. Grubaugh ND, Andersen K. International travelers and virus genomes reveal ‘hidden’ Zika virus
transmission during the epidemic. American Society of Tropical Medicine and Hygiene. New Orleans,
LA, October 2018 (Oral presentation).

2. Grubaugh ND, Hill V, Cleemput S, Dumon W, Siqueira Pereira J, Lima ARJ, Gifford RJ, Oliveira T.
Dengue Lineages: A resource for lineage assignments and genomic surveillance. Pan-American

Dengue Network Meeting. Medellin, Colombia, April 2025 (Poster presentation).
* Did not list senior author abstracts of trainees in which Dr. Grubaugh did not present. There are >50 since 2018.

Professional Service:

Grant study section

2020 PAR-20-177/178, “Emergency Awards: Rapid Investigation of SARS-CoV-2 and
COVID-19”, NIH/NIAID

2020 PAR-20-063, “NIAID Resource-Related Research Projects”, NIH/NIAID

2022 ZRG1 IIDA-S (90) S “Topics in Virology”, NIH/NIAID

2023 ZRG1 VDT-Q 01 Q “Viral Dynamics and Transmission”, NIH/NIAID

Scientific Advisory Board
2018-23 Centre of Arbovirus Discovery, Diagnostics, Genomics and Epidemiology, MRC/FAPESP Brazil

External Consulting

2021-22 Infectious disease genomics consulting, Tempus Laboratories, Chicago, Illinois, USA
2021-23 Genomic epidemiology consulting, National Basketball Association, New York, NY, USA
2023-25 SARS-CoV-2 vaccine consulting, BioNTech, Germany

Expert Guidance
2020-24 Member of SARS-CoV-2 SPHERES, US Centers for Disease Control and Prevention
2020 Expert guidance for genetic sequencing of SARS-CoV-2, World Health Organization

Expert witness/Legal testimonies

2020 Expert Witness for COVID-19 testing, US District Court, Northern District of California, Zepeda
Rivas, et al. v. Jennings, et al., 3:20-cv-2731-VC
2021 Expert Witness for COVID-19 Variants and Evolving Research Needs, US House of

Representatives, Committee on Science, Space, and Technology, Subcommittee on
Investigations and Oversight

Journal service
Editor
2019-20 Guest Editor, PLOS Neglected Tropical Diseases

Reviewer (select

Cell; Nature; Science; New England Journal of Medicine; JAMA; The Lancet; Nature Medicine; Nature
Microbiology; Nature Communications; eLIFE; PLOS Neglected Tropical Diseases; PLOS Pathogens;
Emerging Infectious Diseases; Virus Evolution; AJTMH;

Professional societies

Memberships
2014-present The American Society of Tropical Medicine and Hygiene (ASTMH)
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2014—-present American Committee on Arthropod-Borne Viruses (ASTMH)
2021-present American Committee on Global Health (ASTMH)
2021-present American Public Health Association

Committee service

2014 Student Representative, American Committee on Arthropod-Borne Viruses
2018 Judge, Young Investigator Award, The American Society of Tropical Medicine and Hygiene
2019-23 Elected council member (4-year term), American Committee on Arthropod-Borne Viruses

2019-present Organizing Committee, Pan American Dengue Research Network Meeting

Yale University Service:
Departmental & School committees

2018-22 Chair, Yale EMD Science Communication Committee
2019-22 Member/Chair, Yale EMD Seminar Committee
2023 Member, Yale EMD Assistant Professor faculty search committee

2023-present Co-chair, Yale EMD Science Communications and Outreach Committee
2025-present Member, YSPH Committee on Academic and Professional Integrity

University Committees

2020-21 Board of Governors, Yale COVID-19 IMPACT Biorepository

2021-23 Member, Yale COVID-19 Public Health Task Force

2022-23 Member, Yale EEB/MSI open-rank faculty search committee

2023-24 Member, Yale Pediatrics Infectious Disease Section Chief search committee

Public Service:

2020-21 Partnership with the New Haven Health Department to provide SARS-CoV-2 testing for New
Haven Public Schools

2020-21 Member of the Connecticut Higher Ed Resilience Working Group on K-12

2021-23 Connecticut Department of Public Health SARS-CoV-2 Genomic Surveillance Team

FDA Authorizations:

2020 SalivaDirect™, Manufactured Test, Emergency Use Authorization, U.S. FDA

Bibliography:

*co-first or last author, °corresponding author, trainees underlined

Peer-Reviewed Original Research

1. Lee JS, Grubaugh ND, Kondig JP, Turell MJ, Kim HC, Klein TA, O’Guinn ML. /solation and genomic
characterization of Chaoyang virus strain ROK144 from Aedes vexans nipponii from the Republic of
Korea. Virology 495(2), 220-224 (2013)

2. Grubaugh ND, Petz LN, Melanson VR, McMenamy SS, Turell MJ, Long LS, Pisarcik SE, Kengluecha
A, Jaichapor B, O’Guinn ML, Lee JS. Evaluation of a field-portable DNA microarray platform and
nucleic acid amplification strategies for the detection of arboviruses, arthropods, and bloodmeals. The
American Journal of Tropical Medicine Hygiene 88(2), 245-253 (2013)

3. Grubaugh ND°, McMenamy SS, Turell MJ, Lee JS. Multi-gene detection and identification of
mosquito-borne RNA viruses using an oligonucleotide microarray. PLOS Neglected Tropical
Diseases 7(8), €2349 (2013)
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Alout H, Krajacich BJ, Meyers JI, Grubaugh ND, Brackney DE, Kobylinski KC, Diclaro Il JW, Bolay FK,
Fakoli Il LS, Diabate A, Dabire RK, Bougma RW, Foy BD. Evaluation of ivermectin mass drug
administration for malaria transmission control across different West African environments. Malaria
13(1), 417 (2014)

Krajacich BJ, Slade JR, Mulligan RF, LaBrecque B, Alout H, Grubaugh ND, Meyers JI, Fakoli Il LS,
Bolay FK, Brackney DE, Burton TA, Seaman JA, Diclaro Il JW, Dabire RK, Foy BD. Sampling
host-seeking anthropophilic mosquito vectors in West Africa: comparisons of an active human-baited
tent-trap against gold standard methods. The American Journal of Tropical Medicine Hygiene
92(2), 415-421 (2015)

Grubaugh ND, Sharma S, Krajacich BJ, Fakoli lll LS, Bolay FK, Diclaro Il JW, Johnson WE, Ebel GD,
Foy BD, Brackney DE. Xenosurveillance: a novel mosquito-based approach for examining the
human-pathogen landscape. PLOS Neglected Tropical Diseases 9(3), 0003628 (2015)

Grubaugh ND*, Smith DR*, Brackney DE, Bosco-Lauth, AM, Fauver JR, Campbell CL, Felix TA, Romo
H, Duggal NK, Dietrich EA, Eike T, Beane JE, Bowen RA, Black WC, Brault AC, Ebel GD. Experimental
evolution of an RNA virus in wild birds: evidence for host-dependent impacts on population structure
and competitive fitness. PLOS Pathogens 11(5), e100487 (2015)

Fauver JR, Pecher L, Schurich JA, Bolling BG, Calhoon M, Grubaugh ND, Burkhalter KL, Eisen L,
Andre BG, Nasci RS, LeBailly A, Ebel GD, Moore CG. Temporal and spatial variability of entomological
risk indices for West Nile virus infection in Northern Colorado: 2006-2013. Journal of Medical
Entomology tjv234 (2015)

Grubaugh ND, Massey A, Shives KD, Stenglein MD, Ebel GD, Beckham JD. West Nile virus population
structure, injury, and interferon-stimulated gene expression in the brain from a fatal case of
encephalitis. Open Forum Infectious Diseases 3(1), ofv182 (2016)

Misencik MJ, Grubaugh ND, Andreadis TG, Ebel GD, Armstrong PM. Isolation of a novel
insect-specific Flavivirus from Culiseta melanura in the Northeastern United States Vector-Borne and
Zoonotic Diseases 16(3), 181-190 (2016)

Grubaugh ND, Weger-Lucarelli J, Murrieta RA, Fauver JR, Garcia-Luna SM, Prasad AN, Black WC,
Ebel GD. Genetic drift during systemic arbovirus infection of mosquito vectors leads to decreased
relative fitness during host switching. Cell Host & Microbe 19(4), 481-492 (2016)

Diehl WE*, Lin AE*, Grubaugh ND*, Carvalho LM*, Kim K, Kyawe PP, McCauley SM, Donnard E,
Kucukural A, McDonel P, Schaffner SF, Garber M, Rambaut A, Andersen KG, Sabeti PC, Luban J.
Ebola virus glycoprotein with increased infectivity dominated the 2013-2016 epidemic. Cell 167(4),
1088-1098, e6 (2016)

Fauver JR, Grubaugh ND, Krajacich BJ, Weger-Lucarelli J, Lakin SM, Fakoli LS, Bolay FK, Diclaro JW,
Dabire KR, Foy BD, Brackney DE, Ebel GE, Stenglein MD. West African Anopheles gambiae
mosquitoes harbor a taxonomically diverse virome including new insect-specific flaviviruses,
mononegavirueses, and totiviruses. Virology 498, 288-299 (2016)

Grubaugh ND*, Riickert C*, Armstrong PM, Bransfield A, Anderson JF, Ebel GD, Brackney DE.
Transmission bottlenecks and RNAI collectively influence tick-borne flavivirus evolution. Virus
Evolution 2(2), vew033 (2016)

Grubaugh ND°, Fauver JR, Ruckert C, Weger-Lucarelli J, Garcia-Luna S, Murrieta RA, Gendernalik A,
Smith DR, Brackney DE, Ebel GD°. Mosquitoes transmit unique West Nile virus populations during
each feeding episode. Cell Reports 19(4), 709-718 (2017)

Quick J, Grubaugh ND, Pullan ST, Claro IM, Smith AD, Gangavarapu K, Oliveira G, Robles-Sikisaka R,
Rogers TF, Beutler NA, Burton DR, Lexis-Ximenez LL, Jesus JG, Giovanetti M, Hill S, Black A, Bedford
T, Carrol MW, Nunes M, Alcantara LC, Sabino EC, Baylis SA, Faria N, Loose M, Simpson JT, Pybus
OG, Andersen KG, Loman NJ. Multiplex PCR method for MinlON and Illlumina sequencing of Zika and
other virus genomes directly from clinical samples. Nature Protocols 12(6), 1261-1276 (2017)
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Grubaugh ND*, Ladner JT*, Kraemer MUG*, Dudas G*, Tan AL*, Gangavarapu K*, Wiley MR*, White
S*, Theze J, Magnani DM, Prieto K, Reyes D, Bingham A, Paul LM, Robles-Sikisaka R, Oliveira G,
Pronty D, Barcellona CM, Metsky HC, Baniecki ML, Barnes KG, Chak B, Freije CA, Gladden-Young A,
Gnirke A, Lou C, Maclnnis B, Matranga CB, Park DJ, Qu J, Schaffner SF, Tomkins-Tinch C, West KL,
Winnicki SM, Wohl S, Yozwiak NL, Quick J, Fauver JR, Khan K, Brent SE, Reiner RC, Lichtenberger
PN, Ricciardi M, Bailey VK, Watkins DI, Cone MR, Kopp EW, Hogan KN, Cannons AC, Jean R,
Monaghan AJ, Garry RF, Loman NJ, Faria NR, Porcelli MC, Vasquez C, Nagle ER, Cummings DAT,
Stanek D, Rambaut A, Sanchez-Lockhart M, Sabeti PC, Gillis LD, Michael SF, Bedford T, Pybus OG,
Isern S, Palacios G, Andersen KG. Genomic epidemiology reveals multiple introductions of Zika virus
into the United States. Nature 545(7656), 401-405 (2017)

Faria NR, Quick J, Morales |, Theze J, Jesus JG, Giovanetti M, Kraemer MUG, Hill SC, Black A, da
Costa AC, Franco LC, Silva SP, Wu CH, Ragwhani J, Cauchemez S, du Plessis L, Verotti MP, de
Oliveira WK, Carmo EH, Coelho GE, Santelli ACFS, Vinhal LC, Henriqgues CM, Simpson JT, Loose M,
Andersen KG, Grubaugh ND, Somasekar S, Chis CY, Lewis-Ximenez LL, Baylis SA, Chieppe AO,
Aguiar SF, Fernandes CA, Lemos PS, Nascimento BLS, Monteiro HAO, Siqueira IC, de Queiroz MG, de
Souza TR, Bezerra JF, Lemos MR, Pereira GF, Loudal D, Moura LC, Dhalia R, Franca RF, Magalhaes T,
Marques ET, Jaenish T, Wallau GL, de Lima MC, Nascimento V, de Cerqueira EM, de Lima MM,
Mascarenhas DL, Moura Neto JP, Levin AS, Tozetto-Mendoza TR, Fonseca SN, Mendes-Correa MC,
Milagres FP, Segurado A, Holmes EC, Rambaut A, Bedford T, Nunes MRT, Sabino EC, Alcantara LCJ,
Loman N, Pybus OG. Establishment and cryptic transmission of Zika virus in Brazil and the Americas.
Nature 545(7656), 406-410 (2017)

Metsky HC, Matranga CB, Wohl S, Schaffner SF, Freije CA, Winnicki SM, West K, Qu J, Baniecki ML,
Gladden-Young A, Lin AE, Tomkins-Tinch CH, Park DJ, Lou CY, Barnes KG, Chak B, Barbosa-Lima G,
Delatorre E, Vieira YR, Paul LM, Tan AL, Porcelli MC, Vasquez C, Cannons AC, Cone MR, Hogan KN,
Kopp EW, Anzinger JJ, Garcia KF, Parham LA, Gelvez Ramirez RM, Miranda Montoya, MC, Rojas DP,
Brown CM, Hennigan S, Sabina B, Scotland S, Gangavarapu K, Grubaugh ND, Oliveira G,
Robles-Sikisaka R, Rambaut A, Gehrke L, Smole S, Halloran ME, Villar Centeno LA, Mattar S,
Lorenzana |, Cerbino-Neto J, Degrave W, Bozza PT, Gnirke A, Andersen KG, Isern S, Michael S, Bozza
F, Souza TML, Bosch I, Yozwiak NL, Maclnnis BL, Sabeti PC. Zika virus evolution and spread in the
Americas. Nature 545(7656), 411-415 (2017)

Ricciardi MJ, Magnani DM, Grifoni A, Kwon Y-C, Gutman MJ, Grubaugh ND, Gangavarapu K, Sharkey
M, Silveira CGT, Bailey VK, Pedreno-Lopez N, Gonzalez-Nieto L, Maxwell HS, Domingues A, Martins
MA, Pham J, Weiskopf D, Altman J, Kallas EG, Andersen KG, Stevenson M, Lichtenberger P, Choe H,
Whitehead SS, Sette A, Watkins DI. Ontogeny of the B- and T-cell response in a primary Zika virus
infection of a dengue-naive individual during the 2016 outbreak in Miami, FL. PLOS Neglected
Tropical Diseases 11(12), e0006000 (2017)

Magnani DM, Rogers TF, Beutler N, Ricciardi MJ, Bailey VK, Gonzalez-Nieto L, Briney B, Sok D, Le K,
Strubel A, Gutman MJ, Pedreno-Lopez N, Grubaugh ND, Silveira CGT, Maxwell HS, Domingues A,
Martins MA, Lee DE, Okwuazi EE, Jean S, Strobert EA, Chahroudi A, Silvestri G, Vanderford TH, Kallas
EG, Desrosiers RC, Bonaldo MC, Whitehead SS, Burton DR, Watkins DI. Neutralizing human
monoclonal antibodies prevent Zika virus infection in macaques. Science Translational Medicine
9(410), eaan8184 (2017)

Fauver JR, Gendernalik A, Weger-Lucarelli, Grubaugh ND, Brackney DE, Foy BD, Ebel GD. The use of
xenosurveillance to detect human bacteria, parasites, and viruses in mosquito bloodmeals. The
American Journal of Tropical Medicine Hygiene 97(2), 324-329 (2017)

Gardner LM, Bota A, Gangavarapu K, Kraemer MUG, Grubaugh ND. /nferring the risk factors behind
the geographical spread and transmission of Zika in the Americas. PLOS Neglected Tropical
Diseases 12(1), e0006194 (2018)

10



24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Nathan D. Grubaugh, PhD

Ma S, Cahalan S, LaMonte G, Grubaugh ND, Zeng W, Murthy SE, Paytas E, Gamini R, Lukacs V,
Whitwam T, Loud M, Lohia R, Berry L, Khan SM, Janse CJ, Bandell M, Schmedt C, Wengelnik K, Su
Al, Honore E, Winzeler EA, Andersen KG, Patapoutian A. Common PIEZO1 allele in African populations
causes RBC dehydration and attenuates Plasmodium infection. Cell 173(2), 1-13 (2018)

Magnani DM, Roger TF, Maness NJ, Grubaugh ND, Beutler N, Bailey VK, Gonzalez-Nieto L, Gutman
ML, Pedreno-Lopez N, Kwal JM, Ricciardi MJ, Myers TA, Julander JG, Bohm RP, Gilbert MH, Schiro F,
Aye PP, Blair RV, Martins MA, Falkenstein KP, Kaur A, Curry CL, Kallas EG, Desrosiers RC,
Goldshmidt-Clermont PJ, Whitehead SS, Andersen KG, Bonaldo MC, Lackner AA, Panganiban AT,
Burton DR, Watkins DI. Fetal demise and failed antibody therapy during Zika virus infection of pregnant
macaques. Nature Communications 9(1624), (2018)

Weger-Lucarelli J, Rickert C, Grubaugh ND, Misencik MJ, Armstrong PM, Stenglein PM, Ebel GD,
Brackney DE. Adventitious viruses persistently infect three commonly used mosquito cell lines.
Virology 521, 175-180 (2018)

Grubaugh ND*°, Gangavarapu K*°, Quick J, Matteson NL, De Jesus JG, Main BJ, Tan AL, Paul LM,
Brackney DE, Grewal S, Gurfield N, Van Rompay KKA, Isern S, Michael SF, Coffey LL, Loman NJ,
Andersen KG. An amplicon-based sequencing framework for accurately measuring intrahost virus
diversity using PrimalSeq and iVar. Genome Biology 20:8 (2019)

Ruckert C, Prasad AN, Garcia-Luna SM, Robinson A, Grubaugh ND, Weger-Lucarelli J, Ebel GD.
Small RNA responses of Culex mosquitoes and cell lines during acute and persistent virus infection.
Insect Biochemistry and Molecular Biology 109, 13-23 (2019)

Scroggs SL, Grubaugh ND, Sena JA, Sundararajan A, Schilkey FD, Smith DR, Ebel GD, Hanley KA.
Endless Forms: Within-Host Variation in the Structure of the West Nile Virus RNA Genome during Serial
Passage in Bird Hosts. mSphere 4(3), €00291-19 (2019)

Grubaugh ND*°, Saraf S*, Gangavarapu K*, Watts A, Tan AL, Oidtman RJ, Ladner JT, Oliveira G,
Matteson NL, Kraemer MUG, Vogels CBF, Hentoff A, Bhatia D, Stanek D, Scott B, Landis V, Stryker |,
Cone MR, Kopp EW, Cannons AC, Heberlein-Larson L, White S, Gillis LD, Ricciardi MJ, Kwal J,
Lichtenberger PK, Magnani DM, Watkins DI, Palacios G, Hamer DH for the GeoSentinel Surveillance
Network, Gardner LM, Perkins AT, Baele G, Khan K, Morrison A, Isern S, Michael SM°, Andersen KG°.
Travel surveillance and genomics uncover a hidden Zika outbreak during the waning epidemic. Cell
5(178), 1057-1071 (2019)

Fauver JR*°, Petrone ME*, Hodcroft EB*, Shioda K, Ehrlich HY, Watts AG, Vogels CBF, Brito AF, Alpert
T, Muyombwe A, Razeq J, Downing R, Cheemarla NR, Wyllie AL, Kalinich CC, Ott IM, Quick J, Loman
NL, Neugebauer KM, Greninger AL, Jerome KR, Roychoundhury P, Xie H, Shrestha L, Huang M-L,
Pitzer VE, lwasaki A, Omer SB, Khan K, Bogoch Il, Martinello RA, Foxman EF, Landry ML, Neher RA,
Ko Al, Grubaugh ND°. Coast-to-coast spread of SARS-CoV-2 during the early epidemic in the United
States. Cell 5(181), 990-996 (2020)

Farhadian S, Glick LR, Vogels CBF, Thomas J, Chiarella J, Casanovas-Massana A, Zhou J, Odio C,
Vijayakumar P, Geng B, Fournier J, Bermejo S, Fauver JR, Alpert T, Wyllie AL, Turcotte C, Steinle M,
Paczkowski P, Dela Cruz C, Wilen C, Ko Al, MacKay S, Grubaugh ND, Spudich S, Aoun Barakat L.
Acute encephalopathy with elevated CSF inflammatory markers as the initial presentation of COVID-19.
BMC Neurology 248(20), (2020)

Hosier H*, Farhadian S*, Morotti R, Deshmukh U, Lu-Culligans A, Campbell K, Yasumoto Y, Vogels
CBEF, Casanovas-Massana A, Vijayakumar P, Geng B, Odio C, Fournier J, Brito AF, Fauver JR, Liu F,
Alpert T, Tal R, Szigeti-Buck K, Perincheri S, Larsen C, Gariepy A, Aguilar G, Fardelmann K, Harigopal
M, Taylor H, Pettker C, Wyllie AL, Dela Cruz C, Ring A, Grubaugh ND, Ko Al, Horvath T, lwasaki A,
Reddy U, Lipkind H. SARS-CoV-2 Infection of the Placenta. Journal of Clinical Investigation 9(130),
4947-4953 (2020)

11



34.

35.

36.

37.

38.

39.

40.

41,

42.

43.

Nathan D. Grubaugh, PhD

Vogels CBF°, Brito AF, Wyllie AL, Fauver JR, Ott IM, Kalinich CC, Petrone ME, Casanovas-Massana A,
Muenker AC, Moore AJ, Klein J, Lu P, Lu-Culligan A, Jiang X, Kim DJ, Kudo E, Mao T, Moriyama M, Oh
JE, Park A, Silva J, Song E, Takehashi T, Taura M, Tokuyama M, Venkataraman A, Weizman O, Wong P,
Yang Y, Cheemarla NR, White E, Lapidus S, Earnest R, Geng B, Vijayakumar P, Odio C, Fournier J,
Bermejo S, Farhadian S, Dela Cruz C, Iwasaki A, Ko Al, Landry ML, Foxman EF, Grubaugh ND°.
Analytical sensitivity and efficiency comparisons of SARS-COV-2 qRT-PCR primer-probe sets. Nature
Microbiology 5, 1299-1305 (2020)

Lucas C, Wong P, Klein J, Castro T, Silva J, Sundaram M, Ellingson M, Mao T, Oh J, Israelow B,
Tokuyama M, Lu P, Venkataraman A, Park A, Mohanty S, Wang H, Wyllie AL, Vogels CBF, Earnest R,
Lapidus S, Ott I, Moore M, Muenker C, Fournier J, Campbell M, Odio C, Casanovas-Massana A, Yale
IMPACT Research Team, Herbst R, Shaw A, Medzhitov R, Schulz WL, Grubaugh ND, Dela Cruz C,
Farhadian S, Ko Al, Omer S, Iwasaki A. Longitudinal immunological analyses reveal inflammatory
misfiring in severe COVID-19 patients. Nature 584, 463-469 (2020)

Takahashi T*, Ellingson M*, Wong P*, Israelow B, Lucas C, Klein J, Silva J, Mao T, Oh J, Tokuyama M,
Lu P, Venkataraman A, Park A, Liu F, Meir A, Sun J, Wang E, Casanovas A, Wyllie AL, Vogels CBF,
Earnest R, Lapidus S, Ott IM, Moore A, Yale IMPACT Research Team, Shaw A, Fournier J, Odio C,
Farhadian S, Dela Cruz C, Grubaugh ND, Schultz W, Ko Al, Ring A, Omer S, lwasaki A. Sex
differences in immune responses to SARS-CoV-2 that underlie disease outcomes. Nature 588,
315-320 (2020)

Wyllie AL, Fournier J, Casanovas-Massana A, Campbell M, Tokuyama M, Vijayakumar P, Geng B,
Muenker MC, Moore AJ, Vogels CBF, Petrone ME, Ott IM, Lu P, Lu-Culligan A, Klein J, Venkataraman
A, Earnest R, Simonov M, Datta R, Handoko R, Naushad N, Sewanan LR, Valdez J, White EB, Lapidus
S, Kalinich CC, Jiang X, Kim DJ, Kudo E, Linehan M, Mao T, Moriyama M, Oh JE, Park A, Silva J, Song
E, Takahashi T, Taura M, Weizman O-E, Wong P, Yang Y, Bermejo S, Odio C, Omer SB, Dela Cruz CS,
Farhadian S, Martinello RA, Iwasaki A, Grubaugh ND*°, Ko Al*°. Saliva or nasopharyngeal swab
specimens for detection of SARS-CoV-2. New England Journal of Medicine 383, 1283-1286 (2020)
Peccia J*, Zulli A*, Brackney DE*, Grubaugh ND, Kaplan EH, Casanovas-Massana A, Ko Al, Malik AA,
Wang D, Wang M, Weinberger DM, Arnold W, Omer SB. Measurement of SARS-CoV-2 RNA in
wastewater tracks community infection dynamics. Nature Biotechnology 38, 1164-1167 (2020)
Lemos D, Stuart JB, Louie W, Singapuri A, Ramirez AL, Watanabe J, Usachenko J, Keesler Rl,
Sanchez-San Martin C, Li T, Martyn C, Oliveira GM, Saraf S, Grubaugh ND, Andersen KG, Thissen J,
Allen J, Borucki M, Tsetsarkin KA, Pletnev AG, Chiu CY, Van Rompay KA, Coffey LL. Two sides of a
coin: a Zika virus mutation selected in pregnant rhesus macaques promotes fetal infection in mice but
at a cost of reduced fitness in nonpregnant macaques and diminished transmissibility by vectors.
Journal of Virology 94(24), e01605-20 (2020)

Kudo E, Israelow B, Vogels CBF, Lu P, Wyllie AL, Tokuyama M, Venkataraman A, Brackney DE, Ott |M,
Petrone ME, Earnest R, Lapidus S, Muenker MC, Moore AJ, Casanovas-Massana A, Yale IMPACT
Research Team, Omer SB, Dela Cruz CS, Farhadian SF, Ko Al, Grubaugh ND°, lwasaki A°. Detection
of SARS-CoV-2 RNA by multiplex RT-qPCR. PLOS Biology 18(10), e3000867 (2020)

Dellicour S, Lequime S, Vrancken B, Gill MS, Bastide P, Gangavarapu K, Matteson NL, Tan Y, du
Plessis L, Fisher AA, Nelson MI, Gilbert M, Suchard MA, Andersen KG, Grubaugh ND, Pybus OG,
Lemey P. Epidemiological hypothesis testing using a phylogeographic and phylodynamic framework.
Nature Communications 11:5620 (2020)

Petrone ME*°, Earnest R*, Lourenco J, Kraemer MUG, Paulino-Ramirez R, Grubaugh ND*, Tapia L*°.
Asynchronicity of endemic and emerging mosquito-borne disease outbreaks in the Dominican
Republic. Nature Communications 12:151, (2021)

Vogels CBF*°, Watkins AE*, Harden CA*, Brackney DE*, Shafer J, Wang J, Caraballo C, Kalinich CC,
Ott IM, Fauver JR, Kudo E, Lu P, Venkataraman A, Tokuyama M, Moore AJ, Muenker MC,

12



44,

45.

46.

47.

48.

49.

50.

51.

52.

Nathan D. Grubaugh, PhD

Casanovas-Massana A, Fournier J, Bermejo S, Campbell M, Datta R, Nelson A, Yale IMPACT Research
Team, Dela Cruz CS, Ko Al, lwasaki A, Krumholz HM, Matheus JD, Hui P, Liu C, Farhadian S, Sikka R,
Wyllie AL*°, Grubaugh ND*°. SalivaDirect: A simplified and flexible platform to enhance SARS-CoV-2
testing capacity. Med 2 (3), 263-280 (2021)

Weiss JJ, Attuquayefio TN, White EB, Li F, Herz RS, White TL, Campbell M, Geng B, Datta R, Wyllie
AL, Grubaugh ND, Casanovas-Massana A, Muenker MC, Handoko R, Iwasaki A, Yale IMPACT
Research Team, Martinello RA, Ko Al, Small DM, Farhadian SF. Tracking Smell Loss to Identify
Healthcare Workers with SARS-CoV-2 Infection. PLoS ONE €0248025 (2021)

Peters J, Alhasana S, Vogels CBF, Grubaugh ND, Farhadian S, Longbrakea EE. MOG-associated
encephalitis following SARS-COV-2 infection. Multiple Sclerosis and Related Disorders 50 (2021)
Ott IM*, Strine MS*, Watkins AE, Boot M, Kalinich CC, Harden CA, Vogels CBF, Casanovas-Massana
A, Moore AJ, Muenker MC, Nakahata M, Tokuyama M, Nelson A, Fournier J, Bermejo S, Campbell M,
Datta R, Yale IMPACT Research Team, Dela Cruz CS, Farhadian SF, Ko Al, lwasaki A, Grubaugh ND*°,
Wilen CB*, Wyllie AL*° . Stability of SARS-CoV-2 RNA in Nonsupplemented Saliva. Emerging
Infectious Diseases 27 (2021)

Watkins AE, Fenichel El, Weinberger DM, Vogels CBF, Brackney DE, Casanovas-Massana A, Campbell
M, Fournier J, Bermejo S, Datta R, Yale IMPACT Research Team, Dela Cruz CS, Farhadian SF, Iwasaki
A, Ko Al, Grubaugh ND*°, Wyllie AL*°. Increasing SARS-CoV-2 Testing Capacity with Pooled Saliva
Samples. Emerging Infectious Diseases 27 (2021)

Brito AF, Baele G, Nahata KD, Grubaugh ND, Pinney JW. Infrahost speciations and host switches
played an important role in the evolution of herpesviruses. Virus Evolution veab025 (2021)

Alpert T*, Brito AF*, Lasek-Nesselquist E*, Rothman J*, Valesano AL*, MacKay MJ*, Petrone ME,
Breban MI, Watkins AE, Vogels CBF, Kalinich CC, Dellicour S, Russell A, Kelly JP, Shudt M, Plitnick J,
Schneider E, Fitzsimmons WJ, Khullar G, Metti J, Dudley JT, Nash M, Beaubier N, Wang J, Liu C, Hui
P, Muyombwe A, Downing R, Razeq J, Bart SM, Grills A, Morrison SM, Murphy S, Neal C, Laszlo E,
Rennert H, Cushing M, Westblade L, Velu P, Craney A, Cong L, Peaper DR, Landry ML, Cook PW,
Fauver JR*, Mason CE*, Lauring AS*, St. George K*°, MacCannell DR*°, Grubaugh ND*°. Early
introductions and transmission of SARS-CoV-2 variant B.1.1.7 in the United States. Cell 184(10),
P2595-2604.E13 (2021)

JE, de Jesus JG, Claro IM, Ferreira GM, Crispim MAE, Brazil-UK CADDE Genomic Network, Singh L,
Tegally H, Anyaneji UJ, Network for Genomic Surveillance in South Africa, Hodcroft EB, Mason CE,
Khullar G, Metti J, Dudley JT, MacKay MJ, Nash M, Wang J, Liu C, Hui P, Murphy S, Neal C, Laszlo E,
Landry ML, Muyombwe A, Downing R, Razeq J, de Oliveira T, Faria NR, Sabino EC, Neher RA, Fauver
JE*, Grubaugh ND*°. Multiplex gPCR discriminates variants of concern to enhance global surveillance
of SARS-CoV-2. PLOS Biology 19(5): €3001236, (2021)

Brito AF*, Machado LC*, Oidtman RJ*, Siconelli MJL*, Tran QM, Fauver JR, Carvalho RDO, Dezordi FZ,
Pereira MR, Castro-Jorge LA, Minto ECM, Passos LMR, Kalinich CC, Petrone ME, Allen E, Espana GC,
Huang AT, Cummings DAT, Baele G, Franca RFO, Fonseca BAL*, Perkins TA*, Wallau GL*°, Grubaugh
ND*°. Lying in wait: the resurgence of dengue virus after the Zika epidemic in Brazil. Nature
Communications 12:2619, (2021)

Lu-Culligan A, Chavan AR, Vijayakumar P, Irshaid L, Courchaine EM, Milano CM, Tang Z, Pope SD,
Song E, Vogels CBF, Lu-Culligan WJ, Campbell KH, Casanovas-Massana A, Bermejo S, Toothaker
JM, Lee HJ, Liu F, Schulz W, Fournier J, Muenker MC, Moore AJ, Yale IMPACT Research Team,
Konnikova L, Neugebauer KM, Ring A, Grubaugh ND, Ko Al, Morotti R, Guller S, Kliman HJ, lwasaki
A, Farhadian SF. Maternal respiratory SARS-CoV-2 infection in pregnancy is associated with a robust
inflammatory response at the maternal-fetal interface. Med 2(5) P591-610.E10 (2021)

13



53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

Nathan D. Grubaugh, PhD

Lucas C*, Klein J*, Sundaram M, Liu F, Wong P, Silva J, Mao T, Oh JE, Mohanty S, Huang J, Tokuyama
M, Lu P, Venkataraman A, Park A, Israelow B, Vogels CBF, Muenker MC, Chang C-H,
Casanovas-Massana A, Moore AJ, Zell J, Fournier JB, Yale IMPACT Research Team, Wyllie AL,
Campbell M, Lee A, Chun HJ, Grubaugh ND, Schulz WL, Farhadian S, Dela Cruz C, Ring Al, Shaw A,
Wisnewski AV, Yildirim I, Ko Al, Omer S, lwasaki A . Delayed production of neutralizing antibodies
correlates with fatal COVID-19. Nature Medicine 27, 1178-1186 (2021)

Song E, Bartley CM, Chow RD, Ngo TT, Jiang R, Zamecnik CR, Dandekar R, Loudermilk RP, Dai Y, Liu
F, Hawes IA, Alvarenga BD, Huynh T, McAlpine L, Rahman N, Geng B, Chiarella J, Goldman-Israelow
B, Vogels CBF, Grubaugh ND, Casanovas-Massana A, Phinney BS, Salemi M, Alexander J, Gallego
JS, Lencz T, Walsh H, Lucas C, Klein J, Mao T, Oh J, Ring A, Spudich S, Ko Al, Kleinstein SH, DeRisi
JL, lwasaki A, Pleasure SJ, Wilson MR, Farhadian SF. Divergent and self-reactive immune responses in
the CNS of COVID-19 patients with neurological symptoms. Cell Reports Medicine 2(5) 100288
(2021)

Wang EY*, Mao T*, Klein J*, Dai Y*, Huck JD, Liu F, Zheng NS, Zhou T, Israelow B, Wong P, Lucas C,
Silva J, Eun Oh J, Song E, Perotti ES, Fischer S, Campbell M, Fournier JB, Wyllie AL, Vogels CBF, Ott
Grubaugh ND, Ko Al, Iwasaki A*°, Ring AM*°. Diverse Functional Autoantibodies in Patients with
COVID-19. Nature 595, 283-288 (2021)

Kissler SM*, Eauver JR*, Mack C*, Olesen SW, Tai C, Shiue KY, Kalinich CC, Jednak S, Ott IM, Vogels
CBE, Wohlgemuth J, Weisberger J, DiFiori J, Anderson DJ, Mancell J, Ho D, Grubaugh ND*°, Grad
YH*°. Viral dynamics of acute SARS-CoV-2 infection and applications to diagnostic and public health
strategies. PLOS Biology 19(7): €3001333 (2021)

Zeller M, Gangavarapu K, Anderson C, Smither AR, Vanchiere JA, Rose R, Snyder DJ, Dudas G, Watts
A, Matteson NL, Robles-Sikisaka R, Marshall M, Feehan AK, Sabino-Santos Jr G, Bell-Kareem AR,
Hughes LD, Alkuzweny M, Snarski P, Garcia-Diaz J, Scott RS, Melnik LI, Klitting R, McGraw M,
Belda-Ferre P, DeHoff P, Sathe S, Marotz C, Grubaugh ND, Nolan DJ, Drouin AC, Genemaras KJ,
Chao K, Topol S, Spencer E, Nicholson L, Aigner S, Yeo GW, Farnaes L, Hobbs CA, Laurent LC, Knight
R, Hodcroft EB, Khan K, Fusco DN, Cooper VS, Lemey P, Gardner L, Lamers SL, Kamil JP, Garry RF,
Suchard MA, Andersen KG. Emergence of an early SARS-CoV-2 epidemic in the United States. Cell
184(19) P4939-4952.E15 (2021)

Mytle N, Leyrer S, Inglefield JR, Harris AM, Hickey TE, Minang J, Lu H, Ma Z, Andersen H, Grubaugh
ND, Guina T, Skiadopoulos MH, Lacy MJ. Influenza Antigens NP and M2 Confer Cross Protection to
BALB/c Mice against Lethal Challenge with HIN1, Pandemic H1N1 or H5N1 Influenza A Viruses.
Viruses 13(9), 1708 (2021)

Beddingfield BJ, Hartnett JN, Wilson RB, Kulakosky PC, Andersen KG, Robles-Sikisaka R, Grubaugh
ND, Aybar A, Nunez M-Z, Fermin CD, Garry RF. Zika Virus Non-Structural Protein 1 Antigen-Capture
Immunoassay. Viruses 13(9), 1771 (2021)

Mack CD, Tai C, Sikka R, Grad YH, Maragakis LL, Grubaugh ND, Anderson DJ, Ho D, Merson M,
Samant RM, Fauver JR, Barrett J, Sims L, DiFiori J. SARS-CoV-2 Reinfection: A Case Series from a
12-Month Longitudinal Occupational Cohort. Clinical Infectious Diseases ciab738 (2021)

Bart SM, Flaherty E, Alpert T, Carlson S, Fasulo L, Earnest R, White EB, Dickens N, Brito AF,
Grubaugh ND, Hadler JL, Sosa LE. Multiple Transmission Chains within COVID-19 Cluster,
Connecticut, USA, 2020. Emerging Infectious Diseases 27(10) (2021)

Lucas C*, Vogels CBF*, Yildirim I*, Rothman J, Lu P, Monteiro V, Gelhausen JR, Campbell M, Silva J,
Tabachikova A, Munker MC, Breban MI, Fauver JR, Mohanty S, Huang J, Yale SARS-CoV-2 Genomi
Surveillance Initiative, Shaw AC, Ko Al, Omer SA*, Grubaugh ND*, Iwasaki A*. Impact of circulating
SARS-CoV-2 variants on mRNA vaccine-induced immunity. Nature 600, 523-529 (2021)

14



63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

Nathan D. Grubaugh, PhD

Santiago GA*, Kalinich CC*, Cruz-Lépez F, Gonzalez GL, Flores B, Hentoff A, Charriez KN, Fauver JR,
Adams LE, Sharp TM, Black A, Bedford T, Ellis E, Ellis B, Waterman SH, Paz-Bailey G, Grubaugh ND*,
Mufioz-Jordan JL*. Tracing the Origin, Spread, and Molecular Evolution of Zika Virus in Puerto Rico,
2016-2017. Emerging Infectious Diseases 27(11), (2021)

Mao T, Israelow B, Lucas C, Vogels CBF, Gomez-Calvo ML, Fedorova O, Breban MI, Menasche BL,
Dong H, Linehan M, Yale SARS-CoV-2 Genomic Surveillance Initiative, Wilen CB, Landry ML,
Grubaugh ND, Pyle AM, Iwasaki A. A stem-loop RNA RIG-I agonist protects against acute and chronic
SARS-CoV-2 infection in mice. Journal of Experimental Medicine 219(1):e20211818 (2021)

Kissler SM*, Eauver JR*, Mack C, Tai CG, Breban Ml, Watkins AE, Samant RM, Anderson DJ, Ho DD,
Metti J, Khullar G, Baits R, MacKay M, Salgado D, Baker T, Dudley JT, Mason CE, Grubaugh ND°*,
Grad YH®*. Viral dynamics of SARS-CoV-2 variants in vaccinated and unvaccinated persons. New
England Journal of Medicine 385, 2489-2491 (2021)

Roberts SC, Palacios CF, Grubaugh ND, Alpert T, Ott IM, Breban MI, Yale SARS-CoV-2 Genomi
Surveillance Initiative, Martinello RA, Smith C, Davis MW, Mcmanus D, Tirmizi S, Topal JE, Azar MA,
Malinis M. An outbreak of SARS-CoV-2 on a transplant unit in the early vaccination era. Transplant
Infectious Disease 24(2), e13782 (2021).

Lee M*, Sallah YH*, Petrone ME*, Ringer M, Cosentino D, Vogels CBF, Fauver JR, Alpert T, Grubaugh
ND, Gupta S. COVID-19 Outcomes and Genomic characterization of SARS-CoV-2 isolated from
Veterans in New England States. JMIRx Med 2(4), e31503 (2021)

Klein J*, Brito AF*, Trubin P*, Lu P*, Wong P, Alpert T, Pefia-Hernandez MA, Haynes W, Kamath K, Liu
F, Vogels CBF, Fauver JR, Lucas C, Oh J, Mao T, Silva J, Wyllie AL, Muenker MC,
Casanovas-Massana A, Moore AJ, Petrone ME, Kalinich CC, Yale IMPACT Research Team, Dela Cruz
C, Farhadian S, Ring A, Shon J, Ko Al, Grubaugh ND, Israelow B*, lwasaki A*, Azar MM*. Longitudinal
immune profiling of a SARS-CoV-2 reinfection in a solid organ transplant recipient. Journal of
Infectious Diseases 225(3), 374-384 (2022)

Unterman A, Sumida TS, Nouri N, Yan X, Zhao AY, Gasque V, Schupp JC, Asashima H, Liu Y, Cosme
C, Deng W, Chen M, Brickman Raredon MS, Hoehn K, Wang G, Wang Z, Deiuliis G, Ravindra NG, Li N,
Castaldi C, Wong P, Fournier J, Bermejo S, Sharma L, Casanovas-Massana A, Vogels CBF, Wyllie AL,
Grubaugh ND, Melillo A, Meng H, Minasyan M, The Yale IMPACT research team, Niklason LE, Ko Al,
Montgomery RR, Farhadian SF, lwasaki A, Shaw AC, van Dijk D, Zhao H, Kleinstein SH, Hafler DA,
Kaminski N, Dela Cruz CS. Single-Cell Omics Reveals Dyssynchrony of the Innate and Adaptive
Immune System in Progressive COVID-19. Nature Communications 13(440), (2022)

Radcliffe C, Azar MM, Cohen E, Tucker M, Grubaugh ND, Malinis M. Clinical effectiveness of
additional primary SARS-CoV-2 vaccine doses for solid organ transplant recipients. Clinical
Transplantation 36 (3), e14601 (2022)

Perez-Then E, Lucas C, Silva Monteiro V, Miric M, Brache V, Cochon L, Vogels CBF, De la Cruz E,
Jorge A, De los Santos M, Leon P, Breban M, Billig K, Yildirim |, Pearson C, Downing R, Gagnon E,
Muyombwe A, Razeq J, Campbell M, Ko Al, Omer SB, Grubaugh ND, Vermund SH, lwasaki A.
Neutralizing antibodies against the SARS-CoV-2 Delta and Omicron variants following heterologous
CoronaVac plus BNT162b2 booster vaccination. Nature Medicine 28 (3), 481-485 (2022)

Oliveira CR, Niccolai LM, Sheikha H, EImansy L, Kalinich CC, Grubaugh ND, Shapiro ED, Yale
SARS-CoV-2 Genomic Surveillance Initiative. Assessment of Clinical Effectiveness of BNT162b2
COVID-19 Vaccine in US Adolescents. JAMA Network Open 5(3):e220935 (2022)

Alpert T°, Vogels CBF, Breban MI, Petrone ME, Yale IMPACT Research Team, Wyllie AL, Grubaugh
ND, Fauver JR° Sequencing SARS-CoV-2 Genomes from Saliva. Virus Evolution veab098 (2022)
Allicock O*, Petrone ME*, Yolda-Carr D*, Breban MI, Walsh H, Watkins AE, Rothman JE, Farhadian SF,
Grubaugh ND, Wyllie AL. Evaluation of saliva self-collection devices for SARS-CoV-2 diagnostics.
BMC Infectious Diseases 22 (284) (2022)

15



75.

76.

77.

78.

79.

80.

81.

82.

83.

Nathan D. Grubaugh, PhD

George S, Chattopadhyay Pal A, Gagnon J, Timalsina S, Singh P, Vydyam P, Munshi M, Chiu JE,
Renard |, Harden CA, Ott IM, Watkins AE, Vogels CBF, Lu P, Tokuyama M, Venkataraman A,
Casanovas-Massana A, Wyllie AL, Rao C, Campbell M, Farhadian SF, Grubaugh ND, Dela Cruz CS,
Ko Al, Yale IMPACT Research Team, Berna Perez A, Akaho E, Moledina DG, Testani J, John AR,
Ledizet M, Ben Mamoun C. Evidence for SARS-CoV-2 Spike Protein in the Urine of COVID-19 patients.
Kidney360 2 (6) 924-936 (2022)

Earnest R°, Uddin R, Matluk N, Renzette N, Turbett SE, Siddle KJ, Loreth C, Adams G, Tomkins-Tinch
CH, Petrone ME, Rothman JE, Breban MI, Koch RT, Billig K, Fauver JR, Vogels CBF, Bilguvar K, De
Kumar B, Landry ML, Peaper DR, Kelly K, Omerza G, Grieser H, Meak S, Martha J, Dewey HH, Kales
S, Berenzy D, Carpenter-Azevedo K, King E, Huard RC, Smole SC, Brown CM, Fink T, Lang AS,
Gallagher GR, Sabeti PC, Gabriel S, Maclnnis BL, New England Variant Investigation Team, Tewhey R*,
Adams MD*, Park DJ*, Lemieux JE*, Grubaugh ND*°. Comparative transmissibility of SARS-CoV-2
variants Delta and Alpha in New England, USA. Cell Reports Medicine 3, 100583 (2022)

Chaguza C*, Coppi A*, Earnest R*, Ferguson D, Kerantzas N, Warner F, Young HP, Breban Ml, Billig K,
Koch RT, Pham K, Kalinich CC, Ott IM, Fauver JR, Hahn AM, Tikhonova IR, Castaldi C, De Kumar B,
Pettker CM, Warren JM, Weinberger DM, Landry ML, Peaper DR, Schulz W*, Vogels CBF*, Grubaugh
ND*. Rapid emergence of SARS-CoV-2 Omicron variant is associated with an infection advantage over
Delta in vaccinated persons. Med 3, 1-10 (2022)

Petrone ME*°, Rothman JE*, Breban MI, Ott IM, Russell A, Lasek-Nesselquist E, Kelly K, Omerza G,
Renzette N, Watkins AE, Kalinich CC, Alpert T, Brito AF, Earnest R, Tikhonova IR, Castaldi C, Kelly JP,
Shudt M, Plitnick J, Schneider E, Murphy S, Neal C, Laszlo E, Altajar A, Pearson C, Muyombwe A,
Downing R, Razeq J, Niccolai L, Wilson MS, Anderson ML, Wang J, Liu C, Hui P, Mane S, Taylor BP,
Hanage WP, Landry ML, Peaper DR, Bilguvar K, Eauver JR, Vogels CBFE, Gardner LM, Pitzer VE, St.
George K, Adams MD, Grubaugh ND°. Combining genomic and epidemiological data to compare the
transmissibility of SARS-CoV-2 variants Alpha and lota Communications Biology 5, 429 (2022)
Rodino KG, Peaper DR, Kelly BJ, Bushman F, Marques A, Adhikari H, Tu ZJ, Rolon RM, Westblade L,
Green DA, Berry GJ, Wu F, Annavajhala MK, Uhlemann A, Parikh BA, McMillen T, Jani K, Babady NE,
Hahn AM, Koch RT, Grubaugh ND, Yale SARS-CoV-2 Genomic Surveillance Initiative, Rhoads DD.
Partial ORF1ab Gene Target Failure with Omicron BA.2.12.1. Journal of Clinical Microbiology 60 (6),
e00600-22 (2022)

Bart SM, Curtiss CC, Earnest R, Lobe-Costonis R, Peterson H, McWilliams C, Billig K, Hadler JR,
Grubaugh ND, Arcelus VJ, Sosa LE. SARS-CoV-2 Outbreak at a College with High COVID-19
Vaccination Coverage— Connecticut, August-September 2021. Clinical Infectious Diseases, ciac422
(2022)

Fang Z, Peng L, Filler R, Suzuki K, McNamara A, Lin Q, Renauer PA, Yang L, Menasche B, Sanchez A,
Ren P, Xiong Q, Strine M, Clark P, Lin C, Ko Al, Grubaugh ND, Wilen CB, Chen S. Omicron-specific
mRNA vaccination alone and as a heterologous booster against SARS-CoV-2. Nature
Communications 13, 3250 (2022)

Baaijens JA*, Zulli A*, Ott IM*, Petrone ME, Alpert T, Fauver JR, Kalinich CC, Vogels CBF, Breban Ml,
Duvallet C, McElroy K, Ghaeli K, Imakaev M, Mckenzie-Bennett M, Robison K, Plocik A, Schilling R,
Pierson M, Littlefield R, Spencer M, Simen BB, Yale SARS-CoV-2 Genomi rveillance Initiative,
Hanage WP, Grubaugh ND*, Peccia J*, Baym M*. Lineage abundance estimation for SARS-CoV-2 in
wastewater using transcriptome quantification techniques. Genome Biology 23, 236 (2022)

Poterek ML, Vogels CBF, Grubaugh ND, Ebel GD, Perkins TA, Cavany SM. Interactions between
seasonal temperature variation and temporal synchrony drive increased arbovirus co-infection
incidence. Royal Society Open Science 9, 220829 (2022)

16



84.

85.

86.

87.

88.

89.

90.

o1.

92.

93.

94.

95.

Nathan D. Grubaugh, PhD

Fang, Z, Monteiro VS, Hahn AM, Grubaugh ND, Lucas C, Chen S. Bivalent mRNA vaccine booster
induces robust antibody immunity against Omicron lineages BA.2, BA.2.12.1, BA.2.75 and BA.5. Cell
Discovery 8, 108 (2022)

Fang Z, Peng L, Lucas C, Lin Q, Zhou L, Yang L, Feng Y, Ren P, Renauer PA, Monteiro VS, Hahn AM,
Park JJ, Zhou X, Yale SARS-CoV-2 Genomic Surveillance Initiative, Grubaugh ND, Wilen CB, Chen S.
Heterotypic vaccination responses against SARS-CoV-2 Omicron BA.2. Cell Discovery 8, 69 (2022)
Hay JA*, Kissler SM*, Fauver JR*, Mack C*, Tai CG, Samant RM, Connolly S, Anderson DJ, Khullar G,
MacKay M, Patel M, Kelly S, Manhertz A, Eiter |, Salgado D, Baker T, Howard B, Dudley JT, Mason CE,
Nair M, Huang Y, DiFiori J, Ho DD, Grubaugh ND*, Grad YH*. Quantifying the impact of immune
history and variant on SARS-CoV-2 viral kinetics and infection rebound: a retrospective cohort studly.
eLife 11, e81849 (2022)

Earnest R°, Chen C, Chaguza C, Grubaugh ND*, Wilson MS*, the Yale COVID-19 Resulting and
Isolation Team. Daily Rapid Antigen Testing in a University Setting to Inform COVID-19 Isolation
Duration Policy. Emerging Infectious Diseases 28, 12 (2022)

Brito AF°, Semenova E, Dudas G, Hassler GW, Kalinich CC, Kraemer MUG, Ho J, Tegally H, Githinji G,
Agoti CN, Matkin LE, View Whittaker C, Danish Covid-19 Genome Consortium, COVID-19 Impact
Project, Network for Genomic Surveillance in South Africa (NGS-SA), GISAID core curation team,
Howden BP, Sintchenko V, Zuckerman NS, Mor O, Blankenship HM, de Oliveira T, Lin RTP, Siqueira
MM, Resende C, Vasconcelos ATR, Spilki FR, Aguiar S, Alexiev |, lvanov IN, Philipova P, Carrington
CVF, Sahadeo NSD, Gurry C, Maurer-Stroh S, Naidoo D, von Eije KJ, Perkins MD, van Kerkhove M, Hill
SC, Sabino EC, Pybus OG, Dye C, Bhatt S, Flaxman S, Suchard MA, Suchard MA, Grubaugh ND*,
Baele G*, Faria NR*. Global disparities in SARS-CoV-2 genomic surveillance. Nature
Communications 13, 7003 (2022)

Garrigues JM, Hemarajata P, Lucero B, Alarcon J, Ransohoff H, Marutani AN, Kim M, Marlowe EM,
Realegeno SE, Kagan RM, Montero Cl, Chen NEG, Grubaugh ND, Vogels CBE, Green NM.
Identification of Human Monkeypox Virus Genome Deletions That Impact Diagnostic Assays. Journal
of Clinical Microbiology 60(12), e01655-22 (2022)

Lange RE, Dupuis Il AP, Prusinski AM, Maffei JG, Koetzner CA, Ngo K, Backenson B, Oliver J, Vogels
CBFE, Grubaugh ND, Kramer LD, Ciota AT. Identification and Characterization of Novel Lineage 1
Powassan Virus Strains in New York State. Emerging Microbes & Infections 12, e2155585 (2022)
Paulino-Ramirez R, Pham K, Breban MI, Peguero A, Jabier M, Sanchez N, Eustate |, Ruiz |, Grubaugh
ND, Hahn AM. Genome Sequence of a Recombinant SARS-CoV-2 Lineage XAM (BA.1.1/BA.2.9)
Strain from a Clinical Sample in Santo Domingo, Dominican Republic. Microbiology Resource
Announcements 12(1), e01113-22 (2023)

Cheemarla NR*, Hanron A*, Fauver JR*, Bishai J, Watkins TA, Brito AF, Zhao D, Alpert T, Vogels CBF,
Ko Al Schulz WL, Landry ML, Grubaugh ND, van Dijk D, Foxman EF. Nasal host response-based
screening for undiagnosed respiratory viruses: a pathogen surveillance and detection study The
Lancet Microbe 4(1), €38-e46 (2023)

Rayack EJ, Askari HM, Zirinsky E, Lapidus S, Sheikha H, Peno C, Kazemi Y, Yolda-Carr D, Liu C,
Grubaugh ND, Ko Al, Wyllie AL, Spatz ES, Oliveira CR, Bei AK. Routine saliva testing for SARS-CoV-2
in children: Methods for partnering with community childcare centers. Frontiers in Public Health 11
(2023)

Hart C, Hassett E, Vogels CBF, Shapley D, Grubaugh ND, Thangamani S. Powassan Virus Lineage | in
Field-Collected Dermacentor variabilis Ticks, New York, USA. Emerging Infectious Diseases 29(2),
415-417 (2023)

Chaguza C*, Hahn AM*, Petrone ME*, Zhou S, Ferguson D, Breban MI, Pham K, Peha-Hernandez MA,
Castaldi C, Hill V, Yale SARS-CoV-2 Genomic Surveillance Initiative, Schulz W, Swanstrom Rl, Roberts

17



96.

97.

98.

99.

100.

101.

102.

103.

104.

Nathan D. Grubaugh, PhD

SC, Grubaugh ND. Accelerated SARS-CoV-2 intrahost evolution leading to distinct genotypes during
chronic infection. Cell Reports Medicine 4, 100943 (2023)

Oliveira G*, Vogels CBF*, Zolfaghari A, Saraf S, Klitting R, Weger-Lucarelli J, Ontiveros CO, Agarwal R,
Leon KP, Tsetsarkin KS, Harris E, Ebel GD, Wohl S, Grubaugh ND*, Andersen KG*. Genomic and
phenotypic analyses suggest moderate fitness differences among Zika virus lineages. PLOS Neglected
Tropical Diseases 17(2), e0011055 (2023)

Filardi BA, Monteiro VS, Schwartzmann PV, Martins VP, Zucca ERO, Baiocchi GC, Hahn AM, Chen
NEG, Pham K, Pérez-Then E, Miric M, Brache V, Cochon L, Larocca RA, Yale SARS-CoV-2 Genomic
Surveillance Initiative, Mendez RDR, Silveira DB, Pinto AR, Croda J, Yildirim I, Omer SB, Ko Al,
Vermund SH, Grubaugh ND, lwasaki A, Lucas C. Age-dependent impairment in antibody responses
elicited by a homologous CoronaVac booster dose. Science Translational Medicine 15(683),
eade6023 (2023)

Du H, Dong E, Badr HS, Petrone ME, Grubaugh ND, Gardner LM. Incorporating variant frequencies
data into short-term forecasting for COVID-19 cases and deaths in the USA: a deep learning approach.
eBioMedicine 89, 104482 (2023)

Petrone ME*°, Lucas C*, Menasche B*, Breban M, Yildirim I, Campbell M, Omer SB, Holmes EC, Ko
Al, Grubaugh ND, lwasaki A*, Wilen CB*, Vogels CBF*, Fauver JR*°. Non-systematic reporting biases
of the SARS-CoV-2 variant Mu could impact our understanding of the epidemiological dynamics of
emerging variants. Genome Biology and Evolution evad052 (2023)

Vogels CBF, Brackney DE, Dupuis Il AP, Robich RM, Fauver JR, Brito AF, Williams SC, Anderson JF,
Lubelczyk CB, Lange RE, Prusinski MA, Kramer LD, Gangloff-Kaufmann GL, Goodman LB, Baele G,
Smith RP, Armstrong PM, Ciota AT, Dellicour S, Grubaugh ND. Phylogeographic reconstruction of the
emergence and spread of Powassan virus in the northeastern United States. PNAS 120(16),
2218012120 (2023)

Hill V*°, Koch RT*, Bialosuknia SM, Ngo KA, Zink SD, Koetzner CA, Maffei JG, Dupuis Il A, Backenson
PB, Oliver J, Bransfield AB, Misencik MJ, Petruff TA, Shepard JJ, Warren JL, Gill MS, Baele G, Vogels
CBFE, Gallagher GR, Burns P, Hentoff A, Smole S, Brown C, Osborne M, Kramer L, Armstrong PM*,
Ciota AT, Grubaugh ND*°. Dynamics of Eastern equine encephalitis virus during the 2019 outbreak in
the Northeast United States. Current Biology 33(12), 2515-2527 (2023)

Chen NFG, Chaguza C, Gagne L, Doucette M, Smole S, Buzby E, Hall J, Ash S, Harrington R, Cofsky
S, Clancy S, Kapsak CJ, Sevinsky J, Libuit K, Park DJ, Hemarajata P, Garrigues JM, Green NM,
Sierra-Patev S, Carpenter-Azevedo K, Huard RC, Pearson C, Incekara K, Nishimura C, Huang JP,
Gagnon E, Reever E, Razeq J, Muyombwe A, Borges V, Ferreira R, Sobral D, Duarte S, Santos D, Vieira
L, Gomes JP, Aquino C, Savino IM, Felton K, Bajwa M, Hayward N, Miller H, Naumann A, Allman R,
Greer N, Fall A, Mostafa HH, McHugh MP, Maloney DM, Dewar R, Kenicer J, Parker A, Mathers K, Wild
J, Cotton S, Templeton KE, Churchwell G, Lee PH, Pedrosa M, McGruder B, Schmedes S, Plumb MR,
Wang X, Barcellos RB, Godinho FMS, Salvato RS, Ceniseros A, Breban M|, Grubaugh ND, Gallagher
GR*, Vogels CBF*. Development of an amplicon-based sequencing approach in response to the global
emergence of mpox. PLOS Biology 21(6), e3002151 (2023)

Rich SN, Richards V, Mavian C, Magalis BR, Grubaugh ND, Rasmussen SA, Dellicour S, Vrancken B,
Carrington C, Fisk-Hoffman R, Danso-Odei D, Chacreton D, Shapiro J, Seraphin MN, Hepp C, Black A,
Dennis A, Trovao NS, Vandamme A, Rasmussen A, Lauzardo M, Dean N, Salemi M, Prosperi M.
Application of Phylodynamic Tools to Inform the Public Health Response to COVID-19: Qualitative
Analysis of Expert Opinions. JMIR Formative Research 7(1), e39409 (2023)

Diray-Arce J, Fourati S, Jayavelu ND, Patel R, Maguire C, Chang AC, Dandekar R, Qi J, Lee BH, van
Zalm P, Schroeder A, Chen E, Konstorum A, Brito A, Gygi JP, Kho A, Chen J, Pawar S,
Gonzalez-Reiche AS, Hoch A, Milliren CE, Overton JA, Westendorf K, IMPACC Network, Cairns CB,
Rouphael N, Bosinger SE, Kim-Schulze S, Krammer F, Rosen L, Grubaugh ND, van Bakel H, Wilson

18



105.

106.

107.

108.

109.

110.

111.

112.

113.

114.

Nathan D. Grubaugh, PhD

M, Rajan J, Steen H, Eckalbar W, Cotsapas C, Langelier CR, Levy O, Altman MC, Maecker H,
Montgomery RR, Haddad EK, Sekaly RP, Esserman D, Ozonoff A, Becker PM, Augustine AD, Guan L,
Peters B, Kleinstein SH. Multi-omic longitudinal study reveals immune correlates of clinical course
among hospitalized COVID-19 patients. Cell Reports Medicine 4(6), 101079 (2023)

Walker J, Chaguza C, Grubaugh ND, Carey M, Baker S, Khan K, Bogoch Il, Pitzer VE. Assessing the
global risk of typhoid outbreaks caused by extensively drug resistant Salmonella Typhi. Nature
Communications 14(1), 6502 (2023)

Kissler SM, Hay JA, Fauver JR, Mack C, Tai CG, Anderson DJ, Ho DD, Grubaugh ND, Grad Y. Viral
kinetics of sequential SARS-CoV-2 infections. Nature Communications 14 (1), 6206 (2023); medRxiv
23286775 (2023)

Earnest R*°, Hahn AM*, Eeriancek NM, Brandt M, Filler RB, Zhao Z, Breban MI, Vogels CBF, Chen
NEG, Koch RT, Porzucek AJ, Sodeinde A, Garbiel A, Keanna C, Litwak H, Stuber HR, Cantoni JL,
Pitzer VE, Olarte Castillo XA, Goodman LB, Wilen CB, Linske MA, Williams SC*, Grubaugh ND*°.
Survey of white-footed mice (Peromyscus leucopus) in Connecticut, USA reveals low SARS-CoV-2
seroprevalence and infection with divergent betacoronaviruses. npj Viruses 1(1), 20 (2023)

Jones FK*, Morrison AM*, Santiago GA, Rysava K, Zimler RA, Heberlein LA, Kopp E, Florida
Department of Health Bureau of Public Health Laboratory Team, Saunders KE, Baudin S, Rico E,
Mejia-Echeverri A, Taylor-Salmon E, Hill V, Breban MI, Vogels CBF, Grubaugh ND, Paul LM, Michael
SF, Johansson MA, Adams LE, Munoz-Jordan J, Paz-Bailey G, Stanek DR. Introduction and Spread of
Dengue Virus 3, Florida, USA, May 2022-April 2023. Emerging Infectious Diseases 30, 2 (2024)
Erazo D, Grant L, Ghisbain G, Marini G, Colén-Gonzalez FJ, Wint W, Rizzoli A, Van Bortel W, Vogels
CBE, Grubaugh ND, Mengel M, Frieler K, Thiery W, Dellicour S. Contribution of climate change to the
spatial expansion of West Nile virus in Europe. Nature Communications 15, 1196 (2024)

Tai CG, Haviland MJ, Kissler SM, Lucia RM, Merson M, Maragakis LL, Ho DD, Anderson DJ, DiFiori J,
Grubaugh ND, Grad YH, Mack CD. Low antibody levels associated with significantly increased rate of
SARS-CoV-2 infection in a highly vaccinated population from the US National Basketball Association.
Journal of Medical Virology 96(3), 29505 (2024)

Taylor-Salmon E*°, Hill V*, Paul LM*, Koch KT*, Breban MI, Chaguza C, Sodeinde A, Warren JL, Bunch
S, Cano N, Cone M, Eysoldt S, Garcia A, Gilles N, Hagy A, Heberlein L, Jaber R, Kassens E, Colarusso
P, Davis A, Baudin S, Rico E, Mejia-Echeverri A, Scott B, Stanek D, Zimler R, Mufioz-Jordan JL,
Santiago GA, Adams LE, Paz-Bailey G, Spillane M, Katebi V, Paulino-Ramirez R, Mueses S, Peguero A,
Sanchez N, Norman FF, Galan J-C, Huits R, Hamer DH, Vogels CBF*, Morrison A*, Michael SF*°,
Grubaugh ND*°. Travel surveillance uncovers dengue virus dynamics and introductions in the
Caribbean. Nature Communications 15, 3508 (2024)

Vogels CBE*°, Hill V*, Breban MI, Chaguza C, Paul LM, Sodeinde A, Taylor-Salmon E, Ott IM, Petrone
ME, Dijk D, Jonges M, Welkers MRA, Locksmith T, Dong Y, Tarigopula N, Tekin O, Schmedes S, Bunch
S, Cano N, Jaber R, Panzera C, Stryker |, Vergara J, Zimler R, Kopp E, Heberlein L, Herzog KS, Fauver
JF, Morrison AM, Michael SF, Grubaugh ND°. DengueSeq: A pan-serotype whole genome amplicon
sequencing protocol for dengue virus. BMC Genomics 25, 4333 (2024)

Lopes R, Pham K, Klaassen F, Chitwood MH, Hahn A, Redmond S, Swartwood NA, Salomon JA,
Menzies NA, Cohen T*°, Grubaugh ND*°. Combining genomic data and infection estimates to
characterize the complex dynamics of SARS-CoV-2 Omicron variants in the US. Cell Reports 43, 7
(2024)

Pena-Hernandez MA, Alfajaro MM, Filler RB, Moriyama M, Keeler EL, Ranglin ZE, Kong Y, Mao T,
Menasche BL, Mankowski MC, Zhao Z, Vogels CBF, Hahn AM, Kalinich CC, Zhang S, Huston N, Wan
H, Araujo-Tavares R, Lindenbach BD, Homer R, Pyle AM, Martinez DR, Grubaugh ND, Israelow B,
Iwasaki A, Wilen CB. SARS-CoV-2-related bat viruses evade human intrinsic immunity but lack efficient
transmission capacity. Nature Microbiology 9(8), 2038-2050 (2024)

19



115.

116.

117.

118.

119.

120.

121.

122.

123.

124.

Nathan D. Grubaugh, PhD

Klontz EH, Chowdhury N, Holbrook N, Solomon IH, Telford SR, Aliota MT, Vogels CBF, Grubaugh ND,
Helgager J, Hughes HR, Velez J, Piantadosi A, Chiu CY, Lemieux J, Branda J. Analysis of Powassan
Virus Genome Sequences from Human Cases Reveals Substantial Genetic Diversity with Implications
for Molecular Assay Development. Viruses 16(11), 1653 (2024)

Hill V°*, Cleemput S*, Pereira JS*, Gifford RJ*, Fonseca V, Tegally H, Brito AF, Ribeiro G, de Souza VC,
Brcko IC, Ribeiro IS, Tavares De Lima IT, Slavov SN, Sampaio SC, Elias MC, Tran VT, Hue Kien DT,
Huynh T, Yacoub S, Dieng |, Salvato R, Wallau GL, Gregianini TS, Godinho FMS, Vogels CBF, Breban
Ml, Leguia M, Jagtap S, Roy R, Hapuarachchi C, Mwanyika G, Giovanetti M, Alcantara LCJ, Faria NR,
Carrington CVF, Hanley KA, Holmes EC, Dumon W*, Jerénimo Lima AR*, de Oliveira T*, Grubaugh
ND*°. A new lineage nomenclature to aid genomic surveillance of dengue virus. PLoS Biology 22(9),
3002834 (2024)

Li K°, Chaguza C, Stamp J, Chew YT, Chen NFG, Ferguson D, Pandya S, Kerantzas N, Schulz W, Yale
SARS-CoV-2 Genomic Surveillance Initiative, Hahn AM, Ogbunugafor CB, Pitzer VE, Crawford L,
Weinberger DM, Grubaugh ND°. Genome-wide association study between SARS-CoV-2 single
nucleotide polymorphisms and virus copies during infections. PLoS Computational Biology 20(9),
1012469 (2024)

Miguel I, Feliz E, Agramonte R, Martinez PV, Vergara C, Imbert Y, de la cruz L, de Castro N, Cedano O,
De la Paz Y, Fonseca V, Santiago GA, Munoz-Jordan JL, Peguero A, Paulino-Ramirez R, Grubaugh
ND, Bispo de Filippis AM, Alcantara LCJ, Rico JM, Lourenco J, Franco L, Giovanetti M. North-south
pathways, emerging variants, and high climate suitability characterize the recent spread of dengue
virus serotypes 2 and 3 in the Dominican Republic. BMC Infectious Diseases 24, 751 (2024)
Grubaugh ND°, Torres-Hernandez D, Murillo-Ortiz MA, Davalos DM, Lopez P, Hurtado IC, Breban M,
Bourgikos E, Hill V, Lépez-Medina E. Dengue Outbreak Caused by Multiple Virus Serotypes and
Lineages, Colombia, 2023-2024. Emerging Infectious Diseases 30(11), 2391 (2024)

Pereira JS, Slavov SN, Brcko IC, Ribeiro G, de Souza VC, Ribeiro IS, De Lima ITT, Borges GAL,
Furtado KCL, Chagas SMS, da Costa PMSSB, Adelino T, lani FCM, Alcantara JCL, Hill V, Grubaugh
ND, Sampaio SC, Sabbaga MC, Giovanetti M, Lima ARJ. Unraveling dengue serotype 3 transmission
in Brazil: Evidence for multiple introductions of the 3Ill_B.3.2 lineage. Virus Evolution 11(1), veaf034
(2025)

Gbémez-Zambrano M, Torres-Hernandez D, Murillo-Ortiz MA, Hurtado IC, Davalos DM, Cantor E, Lépez
P, Grubaugh ND, Lépez-Medina E. Different clinical severity and outcomes in a cohort of patients with
dengue with warning signs in an endemic Latin American city. Open Forum Infectious Diseases
12(4), ofaf227 (2025)

Crandell J, Silva Monteiro V, Pischel L, Fang Z, Zhong Y, Lawres L, Conde L, Meira de Asis G, Maciel
G, Zaleski A, Lira GS, Higa LM, Breban MI, Vogels CBE, Grubaugh ND, Aoun-Barakat L, Grifoni A,
Sette A, Castineiras TM, Chen S, Yildirim |, Vale AM, Omer SB, Lucas C. The impact of orthopoxvirus
vaccination and Mpox infection on cross-protective immunity: a multicohort observational study. The
Lancet Microbe 6(7), 101098 (2025)

Pham K, Chaguza C, Lopes R, Cohen T, Taylor-Salmon E, Wilkinson M, Katebi V, Grubaugh ND, Hill V.
Large-Scale Genomic Analysis of SARS-CoV-2 Omicron BA. 5 Emergence, United States. Emerging
Infectious Diseases 31, S45 (2025)

Chen NFG, Pham K, Chaguza C, Lopes R, Klaassen F, Kalinich CC, Kerantzas N, Pandya S, Ferguson
D, Schulz W, Weinberger DM, Pitzer VE, Warren JL, Grubaugh ND*, Hahn AM*. Escalating
combinations of enhanced infectivity and immune escape define SARS-CoV-2 Omicron lineage
replacement. Viruses 17 (7), 1020 (2025)

Peer-Reviewed Reviews & Perspectives

20



10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

Nathan D. Grubaugh, PhD

Grubaugh ND°, Ebel GD°. Dynamics of West Nile virus evolution in mosquito vectors. Current
Opinion in Virology 21, 132-138 (2016)

Grubaugh ND, Faria NR, Andersen KG, Pybus OG. Genomic insights into Zika virus emergence and
spread. Cell 172(6), 1160-1162 (2018)

Grubaugh ND, Ladner JT, Lemey P, Pybus OG, Rambaut A, Holmes EC, Andersen KG. Tracking virus
outbreaks in the twenty-first century. Nature Microbiology 4, 10-19 (2019)

Vogels CBF*, Riickert C*, Cavany SM*, Perkins TA, Ebel GD, Grubaugh ND°. Arbovirus coinfection
and co-transmission: A neglected public health concern?. PLOS Biology 17(1), e3000130 (2019)
Ladner JT, Grubaugh ND, Pybus OG, Andersen KG. Precision epidemiology for infectious disease
control. Nature Medicine 25, 206-211 (2019)

Grubaugh ND°, Ishtiag F, Setoh YX, Ko Al. Misperceived Risks of Zika-related Microcephaly in India.
Trends in Microbiology (2019)

Hadfield J*, Brito AF*, Swetnam DM, Vogels CBF, Tokarz RE, Andersen KG, Smith RC, Bedford T,
Grubaugh ND°. Twenty years of West Nile virus spread and evolution in the Americas visualized by
Nextstrain. PLOS Pathogens 15(10): e1008042 (2019)

Pollett S, Fauver JR, Berry IM, Melendrez M, Morrison A, Gillis LD, Johansson MA, Jarman RG,
Grubaugh ND . Genomic epidemiology as a public health tool to combat mosquito-borne virus
outbreaks. Journal of Infectious Diseases Supp 3, S308-S318 (2020)

Grubaugh ND°, Petrone ME, Holmes EC°. We shouldn’t worry when a virus mutates during disease
outbreaks. Nature Microbiology 5, 529-530 (2020)

Mavian C, Pond SK, Marini S, Magalis BF, Vandamme A-F, Dellicour S, Scarpino SV, Houldcroft C,
Villabona-Arenas J, Paisie TK, Trovao NV, Boucher C, Zhang Y, Scheuermann RH, Gascuel O,
Tsan-Yuk Lam T, Suchard MA, Abecasis A, Wilkinson E, de Oliveira T, Bento Al, Schmidt HA, Martin D,
Hadfield J, Faria NR, Grubaugh ND, Neher RA, Baele G, Lemey P, Stadler T, Albert J, Crandall KA,
Leitner T, Stamatakis A, Prosperi M, Salemi M. Sampling bias and incorrect rooting make phylogenetic
network tracing of SARS-COV-2 infections unreliable. PNAS 117(23), 12522-12523 (2020)

Kalinich CC*°, Jensen CG*, Neugebauer P, Petrone ME, Pefia-Hernandez M, Ott IM, Wyllie AL, Alpert
T, Vogels CBF, Fauver JR, Grubaugh ND*°, Brito AF*°. Real-time public health communication of
local SARS-CoV-2 genomic epidemiology. PLOS Biology 3000869 (2020)

Grubaugh ND, Hodcroft EB, Fauver JR, Phelan AL, Cevik M. Public health actions to control new
SARS-CoV-2 variants. Cell 184(5), 1127-1132 (2021)

Novelli G, Biancolella M, Mehrian-Shai R, Colona VL, Brito AF, Grubaugh ND, Vasiliou V, Luzzatto L,
Reichardt JKV. COVID-19 one year into the pandemic: from genetics and genomics to therapy,
vaccination, and policy. Human Genomics 15, 27 (2021)

Cevik M, Grubaugh ND, Iwasaki A, Openshaw P. COVID-19 vaccines: Keeping pace with
SARS-CoV-2 variants. Cell 184(20), 5077-5081 (2021)

Hill V, Githinji G, Vogels CBFE, Bento Al, Chaguza C, Carrington CVF, Grubaugh ND°. Towards a global
virus genomic surveillance network. Cell Host & Microbe 31(6), 861-873 (2023)

Hollingsworth BD, Grubaugh ND, Lazzaro BP, Murdock CC. Leveraging insect-specific viruses to
elucidate mosquito population structure and dynamics. PLOS Pathogens 19 (8), e1011588 (2023)
Koch RT, Erazo D, Folly AJ, Johnson N, Dellicour S, Grubaugh ND, Vogels CBE. Genomic
epidemiology of West Nile virus in Europe. One Health 100664 (2022)

Machkovech HM, Hahn AM, Wang JG, Grubaugh ND, Halfmann PJ, Johnson MC, Lemieux JE,
O’Connor DH, Piantadosi A, Wei W, Friedrich TC. Persistent SARS-CoV-2 infection: significance and
implications. The Lancet Infectious Diseases 24 (7), e453-e462 (2024)

Hill V, Dellicour S, Giovanetti M, Grubaugh ND°. Phylogenetic insights into the transmission dynamics
of arthropod-borne viruses. Nature Reviews Genetics (2025)

21



Nathan D. Grubaugh, PhD

Commentaries and Letters

1.
2.

Grubaugh ND°, Andersen KG°. Navigating the Zika panic. F1000 Research 5 (2016)

Grubaugh ND°, Andersen KG°. Experimental evolution to study virus emergence. Cell 169(1), 1-3
(2017)

Iwasaki A, Grubaugh ND. Why does Japan have so few cases of COVID19? EMBO Molecular
Medicine e12481 (2020)

Grubaugh ND°, Hanage WP, Rasmussen AL. Making sense of mutation: what D614G means for the
COVID-19 pandemic remains unclear. Cell 4(182), 794-795 (2020)

Grubaugh ND°, Cobey S°. Of variants and vaccines. Cell 184(26), 6222-6223 (2021)

Grubaugh ND°. Translating virus evolution into epidemiology. Cell Host & Microbe 30(4), 444-448
(2022)

Huits R, Grubaugh ND, Libman M, Hamer DH. Resurgence of Dengue in the Era of Genomic
Surveillance and Vaccines. Annals of Internal Medicine 177 (5), 670-671 (2024)

22



