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ACADEMIC INTERESTS

Research Interest. My research integrates virus genomics, bioinformatics, evolutionary
phylodynamics and genomic epidemiology to track virus emergence, transmission and
evolution, as well as supporting outbreak preparedness and responses. An overarching
theme of my research is developing and refining sensitive molecular sequencing
approaches combined with the computational tools needed to detect important and
informative patterns in viral sequence data.

Teaching philosophy. | believe that effective teaching requires continuous reflection,
evaluation, and adaptation. | treat my course design and teaching as an evolving project
informed by pedagogical research, learning analytics, and direct student feedback. | am
passionate about teaching topics in genomics, virology, computational biology, and
molecular diagnostics with a strong focus on hands-on practice and real-world data
analyses.

Quick navigation links to: Grants & Fellowships, Publications, Invited & presentations,
Teaching & Mentoring, and Service.

EDUCATION

2010-2013 Doctor of Philosophy Kellogg College, Nuffield Department of Clinical
in Medical Sciences Medicine, The University of Oxford, United
(Clinical Medicine)  Kingdom.
Thesis title: “Diarrhoeal disease in children under
the age of five in Ho Chi Minh City, Vietham”.

2004-2006 Bachelor of Medical Flinders University of South Australia, Adelaide,
Science, majorin  Australia.
Biochemistry and
Molecular Biology

PROFESSIONAL POSITIONS

2024-present  Assistant Professor  Biomedical Informatics program, College of
Health Solutions, Arizona State University,
Arizona, USA.
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mailto:My.VT.Phan@asu.edu
https://phanlab.weebly.com/
https://scholar.google.com/citations?user=0NotATcAAAAJ&hl=en
https://orcid.org/0000-0002-6905-8513

2021-2023 Assistant Professor

2019-2021 Assistant Professor

2019-2021 Marie Sklodowska-
Curie Individual Fellow

2016-2018 Postdoctoral
Research Fellow
2014-2016 Postdoctoral

Research Fellow

2014-2016 Postdoctoral
Research Scientist

o Affiliated with Center for Evolution and
Medicine, ASU, Tempe.

London School of Hygiene and Tropical
Medicine, MRC Uganda Research Unit,
Entebbe, Uganda.

Department of Viroscience, Erasmus Medical
Center, Rotterdam, The Netherlands.

Department of Viroscience, Erasmus Medical
Center, Rotterdam, The Netherlands.

Department of Viroscience, Erasmus Medical
Center, Rotterdam, The Netherlands.

Virus Genomics group, Wellcome Trust
Sanger Institute, Hinxton, United Kingdom.

e Aug-Sep 2015: Local Sequencing Facility
for real-time sequencing of Ebola virus in
Makeni, Sierra Leone: supporting Ebola
outbreak in West Africa.

Oxford University Clinical Research Unit, Ho
Chi Minh City, Vietnam.

GRANTS AND FELLOWSHIPS

Summary. Since joining ASU, | have submitted a total of 9 external applications:
e Number of external Tier-3 ($20M-$49M) applications submitted: 2

Since joining ASU:

Number of NIH application submitted as co-I: 1

Number of NSF applications submitted as a sole Pl: 3

Number of applications submitted to external foundation: 2

Number of applications submitted to the Center for Disease Control (CDC): 1
Total external funding award: $52,725 as a sole Pl from NSF.

9 2026 - pending Funder: National Science Foundation (NSF) BIO Directorate.
Title: “CAREER: Characterizing Spatiotemporal Evolutionary
Dynamics in Mosquito Viromes”.
Role: sole Principal Investigator.
Requested: $1,299,360 USD.

8 2026 - pending Funder: Department of State (DoS) Advancing Global Health —
Rapid Outbreak Response, Round 1, Statement of Interest.
Title: “PAIGE Africa: Pathogen Al and Genomic Epidemiology
for Early Detection and Response Network”.
Role: Co-Investigator.
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7 2026 - unfunded

6 2025 - awarded

5 2025 - unfunded

4 2025 - unfunded

3 2024 - CDC
funder cancelled
the funding call
after collecting
submissions
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Lead PIs: Scotch M. (ASU) and Agoti C.N. (KEMRI, Kenya —my
strategic collaborator). Other co-Is from: Emory University (US),
George Mason University (US), University of New South Wales
(Australia), INRB institutes in DRC, Central Public Health
Laboratory in Burundi.

Requested: $29,000,000 USD.

Funder: Burrough Wellcome Fund, Climate Change and Human
Health Seed grants.

Title: “Climate-Driven Viral Dust Dynamics”.

Role: sole Principal Investigator. Collaborator: John Voccio
(WIT, Boston).

Requested: $50,000 USD.

Funder: National Science Foundation (NSF) PIPP-II
Environmental Surveillance Center for Assessing Pathogen
Emergence (ESCAPE).

Title: “Improving Strategies for Dust Pathogen Genomic
Surveillance”.

Date: 09/2025-08/2026

Role: sole Principal Investigator.

Requested: $52,725 USD.

Funder: National Science Foundation (NSF) BIO Directorate.
Title: “CAREER: Characterizing Spatiotemporal Evolutionary
Dynamics in Mosquito Viromes”.

Role: sole Principal Investigator.

Requested: $1,251,792 USD.

Funder: Burrough Wellcome Fund, Climate Change and Human
Health Seed grants.

Title: “Mobile phones as dust/pathogen accumulators: impact of
climate change and proposed mitigation plans”.

Role: sole Principal Investigator. Collaborator: Voccio J. (WIT,
Boston).

Requested: $50,000 USD.

Funder: Center for Disease Control (CDC) - Broad Agency
Announcement call 75D301-24-R-72894, Topic 7.

Title: “Improved agnostic (arbo)virus surveillance
(IMAGNOVIR)”.

Role: Co-Investigator.

Lead PI: Cotten M. (ASU).

Requested: $1,500,000 USD.



2 2024 - unfunded Funder: US Agency for International Development (USAID) —

Ethiopia Health Security Activity, Strategic Funding call.

Title: “Ethiopia Health Security Activity”.

Role: Co-Investigator.

Lead PI: Wilcox K. (ASU KE). Other co-Is from multiple schools
and colleges at ASU and strategic partners in Ethiopia including
Wollo University, Mekelle University and Samara University.
Requested: $26,999,990 USD.

1 2024 - unfunded Funder: National Institutes of Health (NIH) RO1.

Title: “Development of a risk assessment tool for human
transmissible avian influenza wusing phylodynamic and
geospatial modeling in Vietnam”.

Role: Co-Investigator.

Lead Pls: Scotch M. (ASU, USA), Macintyre R. (UNSW,
Australia) and Pham Q.D. (Pasteur Institute, Vietnam).
Requested: $3,070,844.00 USD.

Grants awarded and completed before joining ASU, totaling £4 million and £8,000
Sterling pounds, €416,000 Euros, and $11,000 USD, excluding the consortia fund.

9 2021 -2023

8 2021 -2023

7 2019 - 2021

6 2019 - 2021

My VT Phan

Funder: Wellcome Trust, UK.

Title: “African COVID-19 Preparedness” (AFRICO19).

Role: Project Leader for Uganda (and East Africa) site.

Lead PI: Cotten M. (LSHTM/MRC, UK), Robertson D. and Yuan K.
(University of Glasgow, UK).

Awarded: £2.5 million Sterling pounds.

Funder: Medical Research Council/UK Research and Innovation,
UK.

Title: “Enhancing the Unit Support of Uganda's Efforts to Contain
COVID-19” (DIASEQCO).

Role: Project Leader for Uganda (and East Africa) site.

Lead PI: Cotten M. (LSHTM/MRC, UK).

Awarded: £1.5 million Sterling pounds.

Funder: Netherlands Centre of One Health, the Netherlands.

Title: “Bacteriophage research on immune response, clinical use and
knowledge of virome changes (BRICK)”.

Role: Co-Principal Investigator with van Wamel W. (Erasmus
Medical Centre, the Netherlands).

Awarded: €250,000 Euros.

Funder: European Union’s Horizon 2020 research and innovation
under scheme Marie Sklodowska-Curie Individual Fellowship
(MSCA-IF-EF-ST).

Title: “Novel PHAge Methods for improved virus inactivation
(NoPHAME)”.



Role: sole Principal Investigator.
Awarded: €165,598.80 Euros.

5 2016-2018 My research was supported by two large EU-Horizon 2020 consortia:

4 2014
3 2012
2 2012
1 2011
10 2016

9 2015
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e “Virus discovery and epidemic tracing from high throughput
metagenomic sequencing” (VIROGENESIS). Lead Pl: Van
Damme A. (KU Leuven, Belgium). Total awarded: €2,995
968.74 Euros.

e “COllaborative Management Platform for detection and
Analyses of (Re-)emerging and foodborne outbreaks in Europe”
(COMPARE). Lead Pls: Aarestrup F. (DTU, Denmark) and
Koopmans M. (Erasmus Medical Centre, the Netherlands). Total
awarded: €20,847,771 Euros.

Funder: British Council (UK/VN), British Council Researchers Link.
Project: Rotavirus genomics at Wellcome Trust Sanger Institute
Role: sole Principal Investigator.

Awarded: £7,190 Sterling pounds.

Funder: Australian Agency for International Development (AusAlID,
Australia).

Title: “Investigation of rotavirus infections in children living in Ho Chi
Minh City, Vietham”.

Role: sole Principal Investigator.

Awarded: $5,000 USD.

Funder: The University of Oxford Vice Chancellors’ Fund (Oxford,
UK).

Project: “Rotavirus infections in children living in Ho Chi Minh City,
Vietnam”

Role: sole Principal Investigator.
Awarded: £1,000 Sterling pounds.

Funder: The International Society for Infectious Diseases (USA).
Title: “The prevalence and phylodynamics of norovirus, an agent of
diarrhea in symptomatic and asymptomatic in children in Ho Chi Minh
City, Vietnam”.

Role: sole Principal Investigator.

Awarded: $6,000 USD.

SCHOLARSHIPS AND TRAVEL AWARDS

Travel award to present at the 6™ International Calicivirus Conference,
Savannah, GA, USA.

Travel fellowship to present at the 12t International Double-Stranded
RNA virus symposium, Goa, India.



8 2013 Travel fellowship from the Wellcome Trust to present at the Oxford
Tropical Network Meeting, Kilifi, Kenya.

7 2013 Travel fellowship from European Society of Virology to present at the 5t
European Congress of Virology, Lyon, France.

6 2012 Travel fellowship for young investigators awarded by Wellcome Trust to
present at the 15" International Congress on Infectious Diseases,
Bangkok, Thailand.

5 2011 Travel fellowship to present and,
Best abstract award at the 7t Annual Meeting of the World Society for
Pediatric Infectious Diseases, Melbourne, Australia.

4 2010 Travelfellowship supported by Bill & Melinda Gates Foundation to present
at the 59" Annual Meeting of the American Society for Tropical Medicine
and Hygiene, Atlanta, Georgia, USA.

3 2010 Student fellowship awarded by HKU-Pasteur Institute to attend the 7t
HKU-Pasteur Virology Course, Hong Kong.

2 2009- PhD Fellowship from the Wellcome Trust Major Overseas Programme
2013 (OUCRU-VN), supported by the Wellcome Trust (United Kingdom).

1 2004- Full scholarship from Australian Development Scholarship programme
2006 (ADS) for undergraduate degree training in Australia.

SCHOLARLY ACTIVITIES

Summary:
By September 2026, total number of peer-reviewed publications: 71; H-index: 33; i-10
index: 56; number of citations: 3,904.

e Total number of publications as lead author (first or last author): 27

e Total number of publications co-authored with students: 8

e Total number of presentations (invited talks, oral and poster): 19

Authorship order

In my field (virus genomics, virus evolution, molecular epidemiology, genomic
surveillance, global health, outbreak responses), the first and last authors are
considered the primary or lead authors. The first author is responsible for conducting
the study and usually prepares the first draft of the manuscript. The last author is often
the lead PI, responsible for supervising the conduct of the study, data analyses, securing
funding and manuscript correspondence.

For work on global outbreak responses and genomic surveillance, due to the highly
collaborative nature of the work, many publications are multi-author collaborations,
sometimes over 100 authors. It is a common practice to have multiple first authors and
multiple senior authors to share credit while co-authors in the middle will be listed in
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alphabetical order. Examples are publications #53 (Nature Microbiology, co-first
authored), #25 (Nature, middle-authored) and #20 (Virus Evolution, co-first authored).
Given the high rate of changes (evolution) of viruses and to support efforts in public
health and outbreak responses, in my field we usually publish new genomes of viruses
via a short announcement at peer-reviewed Microbiology Resource Announcements
(MRA, formerly Genome Announcements). While this journal’s impact factor is lower
than top-tier journals in the field, it communicates critical novel genomes and datasets
to the field. Publications in MRA journal rapidly informs the design of viral diagnostics
and screening across various sample types and regions, contributing significantly to
global public health and disease surveillance.

Annotation Key

* indicates shared first authorship.

+ indicates student under my mentorship with the student’s name in red and italic.
My VT Phan: bold and underline indicates lead authorship (first or last author).
IF: indicates latest impact factor of the journal (September 2026).

Q1: indicates the journal in the Quartile 1, i.e. the top 25% of journals in the field.

Peer-Reviewed Journal Publications

71 Arnold W Lambisia, Joyce U Nyiro, George Githinji, Esther N Katama, Edidah
Moraa, John M Mwita, Martin Mutunga, Grace Maina, Phillip Bejon, My VT
Phan, Matthew Cotten, Simon Dellicour, L Isabella Ochola-Oyier, Charles J
Sande, Edward C Holmes, James Nyagwange, Charles N Agoti. Longitudinal
Epidemiology and Variant Dynamics of SARS-CoV-2 in Coastal Kenya (2020—
2025): Clinical Features and Wave Patterns. Open Forum Infectious Diseases.
2026; 13(3): ofag084. doi: 10.1093/ofid/ofag084. IF 3.8; Q1.

70 + Charles Agoti, Regina Njeru, Mike Mwanga, Martin Mutunga, Sanyam Shah,

+ Ting-Yu Chu, D. James Nokes, Matthew Cotten, My VT Phan.
Cryptosporidium parvum virus 1 genome sequences from pediatric diarrhea
cases in coastal Kenya. Microbiology Resource Announcements. 2025; 14(10):
e00349-25. doi: 10.1128/mra.00349-25. IF 0.6; Q3.

69 Arnold W Lambisia, Esther N Katama, Edidah Moraa, John M Mwita, Katherine
Gallagher, Martin Mutunga, Emily Nyale, Joan Omungala, Mike Mwanga,
Nickson Murunga, Joyce Nyiro, James Nyagwange, Charles Sande, Philip
Bejon, George Githinji, Simon Dellicour, My VT Phan, Matthew Cotten, L
Isabella Ochola-Oyier, Edward C Holmes, Charles N Agoti. Genomic and
clinical epidemiology of SARS-CoV-2 in coastal Kenya: insights into variant
circulation, reinfection, and multiple lineage importations during a post-
pandemic wave. BMC Global and Public Health. 2025 9;3(1):80. doi:
10.1186/s44263-025-00201-6. IF 5.1; Q1.

68 Kieran D Lamb, Martha M Luka, Megan Saathoff, Richard Orton, My Phan,
Matthew Cotten, Ke Yuan, David L Robertson. Mutational signature dynamics
indicate SARS-CoV-2’s evolutionary capacity is driven by host antiviral

My VT Phan



67

66

65

64

63

62

61

60

molecules. PLoS Comput Biol. 2024;20(1):e1011795. doi:
10.1371/journal.pcbi.1011795. IF 3.7; Q1.

Miguel Julian Martinez, Matthew Cotten, My VT Phan, Karsten Becker, Mateu
Espasa, Truls M Leegard, Gorm Lisby, Uffe Vest Schneider, Climent Casals-
Pascual. Viral epidemic preparedness: a perspective from five clinical
microbiology laboratories in Europe. Clinical Microbiology and Infection. 2024;
30(5): 582-585. doi: 10.1016/j.cmi.2023.04.024. IF 8.7; Q1.

Matthew Cotten, My V.T. Phan. Evolution to increased positive charge on the
viral spike protein may be part of the adaptation of SARS-CoV-2 to human
transmission. iScience. 2023; 26(3): 106230. doi: 10.1016/j.isci.2023.106230.
IF 4.5; Q1.

Timothy Makori, Joel Bargul, Arnold Lambisia, Mike Mwanga, Nickson
Murunga, Zaydah de Laurent, Clement Lewa, Martin Mutunga, Paul Kellam,
Matthew Cotten, D. James Nokes, My VT Phan, Charles Agoti, Genomic
epidemiology of the rotavirus G2P[4] strains in coastal Kenya pre- and post-
rotavirus vaccine introduction, 2012 — 2018. Virus Evolution. 2023; 9(1):
vead025. doi: 10.1093/ve/vead025. IF 3.8; Q1.

Joseph Mugisha, Bernard Mpairwe, Robert Newton, Matthew Cotten and My
V.T. Phan. SARS-CoV-2 Omicron (BA.5) infections in vaccinated individuals in
rural Uganda. Emerging Infectious Diseases. 2022 Dec 18; 29(1):224-226.

doi: 10.3201/eid2901.220981. IF 7.9; Q1.

+ Michéele M. Molendijk, My V.T. Phan, Lonneke G. M. Bode, Nikolas Strepis,
Divyae K. Prasad, Nathalie Worp, David Nieuwenhuijse, Claudia M.E.
Schapendonk, Bouke Boekema, Annelies Verbon, Marion P.G. Koopmans,
Willem J. B. Van Wamel, Miranda de Graaf. Bacteriophage susceptibility of
clinical Staphylococcus aureus isolates in human serum. Viruses. 2022; 15(1):
14. doi: 10.3390/v15010014. IF 3.5; Q2.

+ Kirsty T.T. Kwok, Myrna M. T. de Rooij, Aniek B. Messink, Inge

M. Wouters, Lidwien A. M. Smit, Matthew Cotten, Dick J.J. Heederik, Marion
P.G. Koopmans, My V.T. Phan. Establishing farm dust as a useful viral
metagenomic surveillance matrix. Sci Rep. 2022 Sep 29;12(1):16308. doi:
10.1038/541598-022-20701-x. IF 4.9; Q1.

Houriiyah Tegally on behalf of the consortium (over 100 co-authors including
My V.T. Phan). The evolving SARS-CoV-2 epidemic in Africa: Insights from
rapidly expanding genomic surveillance. Science. 2022 Oct
7;378(6615):eabg5358. doi: 10.1126/science.abg5358. IF 47.3; Q1.

Bailey Lubinski, Laura E. Frazier, My V.T. Phan, Daniel L. Bugembe, Jessie L
Cunningham, Tiffany Tang, Susan Daniel, Matthew Cotten, Javier A. Jaimes,
Gary R. Whittaker. Spike Protein Cleavage-Activation in the Context of the
SARS-CoV-2 P681R Mutation: an Analysis from Its First Appearance in
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59

58

57

56

54

Lineage A.23.1 Identified in Uganda. Microbiol Spectr. 2022 Aug
31;10(4):e0151422. doi: 10.1128/spectrum.01514-22. IF 4.1; Q1.

+ Prossy Namuwulya, Henry Bukenya, Phionah Tushabe, Robert
Tweyongyere, Josephine Bwogi, Matthew Cotten, My V.T. Phan. Near-
Complete Genome Sequences of Measles Virus Strains from 10 Years of
Uganda Country-wide Surveillance. Microbiol Resour Announc. 2022 Aug
18;11(8):e0060622. doi: 10.1128/mra.00606-22. IF 0.6; Q3.

Charles N Agoti, Lynette Isabella Ochola-Oyier, Khadija Said Mohammed,
Arnold W Lambisia, Zaydah R de Laurent, John M Morobe, Maureen W Mburu,
Donwilliams O Omuoyo, Edidah M Ongera, Leoard Ndwiga, Eric Maitha,
Benson Kitole, Thani Suleiman, Mohamed Mwakinangu, John Nyambu, John
Otieno, Barke Salim, Jennifer Musyoki, Nickson Murunga, Edward Otieno,
John Kiiru, Kadondi Kasera, Patrick Amoth, Mercy Mwangangi, Rashid Aman,
Samson Kinyanjui, George Warimwe, My Phan, Ambrose Agweyu, Matthew
Cotten, Edwine Barasa, Benjamin Tsofa, D James Nokes, Philip Bejon,
George Githinji. Transmission networks of SARS-CoV-2 in Coastal Kenya
during the first two waves: A retrospective genomic study. Elife. 2022 Jun
14;11:e71703. doi: 10.7554/eLife.71703. IF 6.4 in 2023, no index since 2024;
Q1.

My VT Phan, Charles Agoti, Patrick Munywoki, Grieven Otieno, Mwanajuma

Ngama, Paul Kellam, Matthew Cotten and D. James Nokes. Identification of

missed respiratory viruses by metagenomic sequencing of clinical respiratory
samples from Kenya 2021. Sci Rep. 2022, 12:202-213. IF 4.9; Q1.

Eduan Wilkinson on behalf of the consortium (over 100 co-authors including
My V.T. Phan). A year of genomic surveillance reveals how the SARS-CoV-2
pandemic unfolded in Africa. Science. 2021, 374(6566): 423-431. doi:
10.1126/science.abj4336. IF 47.3; Q1.

Daniel Lule Bugembe*, My V.T. Phan*, Abe G Abias, James Ayei, Lul Lojok
Deng, Richard Lino Loro Lako, John Rumunu, Pontiano Kaleebu, Joseph
Francis Wamala, Juma John HM, Dennis Kenyi Lodiongo, Sudhir Bunga,
Matthew Cotten. Recent SARS-CoV-2 variants in South Sudan, Jan-Mar 2021.
Emerging Infectious Diseases. 2021, 27(12): 3133-3136. IF 7.9; Q1.

Matthew Cotten, David L. Robertson, My V.T. Phan. Unique protein features of
SARS-CoV-2 relative to other Sarbecoviruses. Virus Evolution. 2021, 7(2),
veab06. IF 3.8; Q1.

Daniel Lule Bugembe*, My V.T. Phan*, Isaac Ssewanyana, Patrick Semanda,
Hellen Nansumba, Beatrice Dhaala, Susan Nabadda, Aine Niamh O'Toole,
Andrew Rambaut, Pontiano Kaleebu, Matthew Cotten. Emergence and spread
of a SARS-CoV-2 lineage A variant (A.23.1) with altered spike protein in
Uganda. Nature Microbiology. 2021, 6: 1094-1101. IF 18.7; Q1.
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52

51

50

49

48

47

46

Michael Roach, Adrian Cantu, Melissa Krizia Vieri, Matthew Cotten, Paul
Kellam, My Phan, Lia van der Hoek, Michel Mandro, Floribert Tepage,
Germain Mambandu, Gisele Musinya, Anne Laudisoit, Robert Colebunders,
Robert Edwards, John L Mokili. No Evidence Known Viruses Play a Role in the
Pathogenesis of Onchocerciasis-Associated Epilepsy. An Explorative
Metagenomic Case-Control Study. Pathogens. 2021, 10(7):787. IF 3.8; Q1.

+ Kirsty TT Kwok, Myrna MT de Rooij, Felisita F Sinartio, Lidwien AM Smit,
Marion PG Koopmans, My V.T. Phan. Genome Sequence of

a Minacovirus Strain from a Farmed Mink in The Netherlands. Microbial
Resource Announcements. 2021, 10(8): e01451-20. IF 0.6; Q3.

Matthew Cotten, Daniel Lule Bugembe, Pontiano Kaleebu, My VT Phan.
Alternate primers for whole-genome SARS-CoV-2 sequencing. Virus Evolution.
2021, 7(1): veab006. IF 3.8; Q1.

Arnold W. Lambisia, My V.T. Phan, Zaydah R. de Laurent, Matthew Cotten, D.
James Nokes, Charles N. Agoti. Near-complete Genome Sequences of Eight

Human Astroviruses Recovered from Diarrheal Stool Samples of Hospitalized
Children in Coastal Kenya in 2019. Microbial Resource Announcements. 2021,
10(15): e00162-21. IF 0.6; Q3.

+ Kirsty Kwok, Myrna de Rooij, Aniek Messink, Inge Wouters, Marion
Koopmans, My VT Phan. Genome Sequences of Seven Megrivirus Strains
from Chickens in the Netherlands. Microbial Resource Announcements. 2020,
9(47). IF 0.6; Q3.

Rosa L. Allesge and Camilla K. Lemvigh, My V.T. Phan, Philip T. L. C.
Clausen, Alfred Ferrer Florensa, Marion P.G. Koopmans, Ole Lund, Matthew
Cotten. Automated download and clean-up of family specific databases for
kmer-based virus identification. Bioinformatics. 2021, 37(5): 705-710. IF 5.5;
Q1.

Daniel Lule Bugembe*, John Kayiwa*, My V.T. Phan*, Phionah Tushabe,
Stephen Balinandi, Beatrice Dhaala, Jonas Lexow, Henry Mwebesa, Jane
Aceng, Henry Kyobe, Deogratius Ssemwanga, Julius Lutwama, Pontiano
Kaleebu, Matthew Cotten. Main Routes of Entry and Genomic Diversity of
SARS-CoV-2, Uganda. Emerging Infectious Diseases. 2020, 26(10): 2411. IF
7.9; Q1.

David Nieuwenhuijse*, My VT Phan*, Bas Oude Munnink*, Patrick Munk,
Shweta Venkatakrishnan, Frank Aarestrup, Matthew Cotten, Marion
Koopmans. Setting a baseline for global urban virome surveillance in sewage.
Sci Rep. 2020, 10(1): 1-13. IF 4.9; Q1.

Mazin Barry*, My VT Phan*, Layan Akkielah*, Fahad Al-Majed*, Abdulkarim
Alhetheel*, Ali Somily*, Sarah Suliman Alsubaie*, Scott JN McNabb*, Matthew
Cotten*, Alimuddin Zumla*, Ziad A Memish*. Nosocomial outbreak of the
Middle East Respiratory Syndrome coronavirus: A phylogenetic,
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43

42

41

40

39

38

37

36

epidemiological, clinical and infection control analysis. Travel Med Infect Dis.
2020, 37: 101807. IF 5.6; Q1.

Gregorius J Sips, Mariélle JG Dirven, Joke T Donkervoort, Francien M van
Kolfschoten, Claudia ME Schapendonk, My VT Phan, Annemieke Bloem,
Anna F van Leeuwen, Mariechristine E Trompenaars, Marion PG Koopmans,
Annemiek A van der Eijk, Miranda de Graaf, Ewout B Fanoy. Norovirus
outbreak in a natural playground: A One Health approach. Zoonoses and
Public Health. 2020, 67(4):453-459. PMID: 32037743. IF 2.6; Q1.

Charles Masembe, My VT Phan, David L Robertson, Matthew Cotten.
Increased resolution of African Swine Fever Virus genome patterns based on
profile HMMSs of protein domains. Virus Evolution. 2020, Jun 19: veaa044. doi:
10.1093/ve/veaal44. IF 3.8; Q1.

My VT Phan, Mariana Mendonca Melo, Els van Nood, Georgina Aron, Jolanda
JC Kreeft-Voermans, Marion PG Koopmans, Chantal Reusken, Corine H
GeurtsvanKessel, Matthew Cotten. Shedding of Yellow Fever Virus From an
Imported Case in the Netherlands After Travel to Brazil. Open Forum
Infectious Diseases. 2020, 7(2): ofaa020. PMID: 32055637. IF 3.8; Q1.

Everlyn Kamau, John W Oketch, Zaydah R de Laurent, My VT Phan, Charles
N Agoti, D James Nokes, Matthew Cotten. Whole genome sequencing and
phylogenetic analysis of human metapneumovirus strains from Kenya and
Zambia. BMC Genomics. 2020, 21(1):1-10. PMID: 31898474. IF 3.9; Q1.

+ Kirsty TT Kwok, David F Nieuwenhuijse, My VT Phan, Marion PG
Koopmans. Virus Metagenomics in Farm Animals: A Systematic Review.
Viruses. 2020, 12(1):107. PMID: 31963174. IF 3.5; Q2.

Sofia Strubbia, Julien Schaeffer, Oude Munnink, B Bass, Alban Besnard, My
VT Phan, David Nieuwenhuijse, Miranda de Graaf, Claudia Schapendon,
Candice Wacrenier, Matthew Cotten, Marion PG Koopmans, Francoise S Le
Guyader. Metavirome sequencing to evaluate norovirus diversity in sewage
and related bioaccumulated oysters. Frontiers in Microbiology. 2019, 10: 2394.
IF 5.8; Q1.

Sofia Strubbia, My VT Phan, Julien Schaeffer, Marion Koopmans, Matthew
Cotten, Francoise S Le Guyader. Characterization of Norovirus and Other
Human Enteric Viruses in Sewage and Stool Samples Through Next-
Generation Sequencing. Food and Environmental Virology. 2019, 11(4):400-
409. PMID: 31446609. IF 2.4; Q2.

My VT Phan, Sarwa Darwish Murad, Annemiek A van der Eijk, Herold J
Metselaar, Hermien Hartog, Femme Harinck, Corine H GeurtsvanKessel,
Richard Molenkamp, Matthew Cotten, Marion PG Koopmans. Genomic
sequence of yellow fever virus from a Dutch traveller returning from the

My VT Phan
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35

34

33

32

31

30

29

28

27

Gambia-Senegal region, the Netherlands, November 2018. Eurosurveillance.
2019, 24(4). PMID: 30696531. IF 8.3; Q1.

My VT Phan, Georgina Arron, Corine H GeurtsvanKessel, Robin C Huisman,
Richard Molenkamp, Marion PG Koopmans, Matthew Cotten. Complete
Genome Characterization of Eight Human Parainfluenza Viruses from the
Netherlands. Microbiol Resour Announc. 2019, 8(15):e00125-19. PMID:
30975805. IF 0.6; Q3.

Charles N Agoti, My VT Phan, Patrick K Munywoki, George Githinji, Graham F
Medley, Patricia A Cane, Paul Kellam, Matthew Cotten, D James Nokes.
Genomic analysis of respiratory syncytial virus infections in households and
utility in inferring who infects the infant. Sci Rep. 2019, 9(1):10076. PMID:
31296922. IF 4.9; Q1.

Avraam Tapinos, Bede Constantinides, My VT Phan, Samaneh Kouchaki,
Matthew Cotten, David L Robertson. The Utility of Data Transformation for
Alignment, De Novo Assembly and Classification of Short Read Virus
Sequences. Viruses. 2019, 11(5):394. PMID: 31035503. IF 3.5; Q2.

Everlyn Kamau, Charles N Agoti, Joyce M Ngoi, Zaydah R de Laurent, John
Gitonga, Matthew Cotten, My VT Phan, D James Nokes, Eric Delwart, Eduard
Sanders, George M Warimwe. Complete Genome Sequences of Dengue Virus
Type 2 Strains from Kilifi, Kenya. Microbiol Resour Announc. 2019,
8(4):e01566-18. PMID: 30701251. IF 0.6; Q3.

My VT Phan, Tue Ngo Tri, Pham Hong Anh, Stephen Baker, Paul Kellam,
Matthew Cotten. Identification and characterization of Coronaviridae genomes
from Vietnamese bats and rats based on conserved protein domains. Virus
Evolution. 2018, 4(2):vey035. PMID: 30568804. IF 3.8; Q1.

My VT Phan, Claudia ME Schapendonk, Bas B Oude Munnink, Marion PG
Koopmans, Rik L de Swart, Matthew Cotten. Complete genome of six measles
virus strains. Genome Announc. 2018, 6(13):e00184-18. PMID: 29599155. IF
0.6; Q3.

A Berto on behalf of the VIZIONS Consortium (over 100 co-authors including
My V.T. Phan). Hepatitis E in southern Vietnam: Seroepidemiology in humans
and molecular epidemiology in pigs. Zoonoses and public health. 2018,
65(1):43-50. PMID: 28598034. IF 2.6; Q1.

A Berto on behalf of the VIZIONS Consortium (over 100 co-authors including
My V.T. Phan). Detection of potentially novel paramyxovirus and coronavirus
viral RNA in bats and rats in the Mekong Delta region of southern Viet Nam.

Zoonoses and public health. 2018, 65(1):30-42. PMID: 28418192. IF 3.8; Q1.

Janko van Beek, Miranda de Graaf, Saskia L. Smits, Claudia M.E.
Schapendonk, George M. Verjans, Harry Vennema, Annemiek A. van der Eijk,
My V.T. Phan, Matthew L. Cotten, Marion P.G. Koopmans. Whole genome
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26

25

24

23

next generation sequencing to study within-host evolution of chronic norovirus
infection among immunocompromised patients. J Infect Dis. 2017,
216(12):1513-1524. PMID: 29029115. IF 4.1; Q1.

Bas Oude Munnink, My V.T Phan, The VIZIONS Consortium, Peter
Simmonds, Marion P.G. Koopmans, Paul Kellam, Lia van der Hoek, Matthew
Cotten. Characterization of Posa and Posa-like virus genomes in fecal
samples from humans, pigs, rats, and bats collected from a single location in
Vietnam. Virus Evol. 2017, 3(2):vex022. PMID: 28948041. IF 3.8; Q1.

Gytis Dudas, Luiz Max Carvalho, Trevor Bedford, Andrew J. Tatem, Guy
Baele, Nuno R. Faria, Daniel J. Park, Jason T. Ladner, Armando Arias, Danny
Asogun, Filip Bielejec, Sarah L. Caddy, Matthew Cotten, Jonathan
D’Ambrozio, Simon Dellicour, Antonino Di Caro, Joseph W. Diclaro Il, Sophie
Duraffour, Michael J. Elmore, Lawrence S. Fakoli Ill, Ousmane Faye, Merle L.
Gilbert, Sahr M. Gevao, Stephen Gire, Adrianne Gladden-Young, Andreas
Gnirke, Augustine Goba, Donald S. Grant, Bart L. Haagmans, Julian A. Hiscox,
Umaru Jah, Brima Kargbo, Jeffrey R. Kugelman, Di Liu, Jia Lu, Christine M.
Malboeuf, Suzanne Mate, David A. Matthews, Christian B. Matranga, Luke W.
Meredith, James Qu, Joshua Quick, Suzan D. Pas, My VT Phan, Georgios
Pollakis, Chantal B. Reusken, Mariano Sanchez-Lockhart, Stephen F.
Schaffner, John S. Schieffelin, Rachel S. Sealfon, Etienne Simon-Loriere,
Saskia L. Smits, Kilian Stoecker, Lucy Thorne, Ekaete Alice Tobin, Mohamed
A. Vandi, Simon J. Watson, Kendra West, Shannon Whitmer, Michael R.
Wiley, Sarah M. Winnicki, Shirlee Wohl, Roman Wélfel, Nathan L. Yozwiak,
Kristian G. Andersen, Sylvia O. Blyden, Fatorma Bolay, Miles W. Carroll,
Bernice Dahn, Boubacar Diallo, Pierre Formenty, Christophe Fraser, George
F. Gao, Robert F. Garry, lan Goodfellow, Stephan Guinther, Christian T. Happi,
Edward C. Holmes, Brima Kargbo, Sakoba Keita, Paul Kellam, Marion P.G.
Koopmans, Jens H. Kuhn, Nicholas J. Loman, N’Faly Magassouba, Dhamari
Naidoo, Stuart T. Nichol, Tolbert Nyenswah, Gustavo Palacios, Oliver G.
Pybus, Pardis C. Sabeti, Amadou Sall, Ute Stréher, Isatta Wurie, Marc A.
Suchard, Philippe Lemey & Andrew Rambaut. Virus genomes reveal the
factors that spread and sustained the West African Ebola epidemic. Nature.
2017, 544(7650):309-315. PMID: 28405027. IF 56.1; Q1.

Charles N. Agoti, Patrick K. Munywoki, My VT Phan, James R. Otieno, Everlyn
Kamau, Anne Bett, lvy Kombe, George Githinji, Graham F. Medley, Patricia A.
Cane, Paul Kellam, Matthew Cotten and D. James Nokes. Transmission
patterns and evolution of respiratory syncytial virus in a community outbreak
identified by genomic analysis. Virus Evol. 2017, 3(1):1-12. PMID: 28458916.
IF 3.8; Q1.

Bas Oude Munnink, My VT Phan, Lia van der Hoek, Paul Kellam, Matthew
Cotten. Genome sequences of a novel Vietnamese bat bunyavirus. Genome
Announc. 2016, 4(6): e01366-16. PMID: 28007850. IF 0.6; Q3.
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22

21

19

18

17

PL Fraaij, ED Wildschut, RJ Houmes, CM Swaan, CJ Hoebe, HC de Jonge, P
Tolsma, | de Kleer, SD Pas, Munnink BB Oude, MV Phan, TM Bestebroer, RS
Roosenhoff, JJ van Kampen, M Cotten, N Beerens, RA Fouchier, JH van den
Kerkhof, A Timen, MP Koopmans. Severe acute respiratory infection caused
by swine influenza virus in a child necessitating extracorporeal membrane
oxygenation (ECMO), the Netherlands, October 2016. Eurosurveillance. 2016,
21(48): 30416. PMID: 27934581. IF 8.3; Q1.

My VT Phan, Pham Hong Anh, Nguyen Van Cuong, Bas B. Oude Munnink,
Lia van der Hoek, Phuc Tran My, Tue Ngo Tri, Juliet E. Bryant, Stephen Baker,
Guy Thwaites, Mark Woolhouse, Paul Kellam, Maia A. Rabaa, and Matthew
Cotten. Unbiased whole-genome deep sequencing of human and porcine stool
samples reveals circulation of multiple rotavirus genogroups and putative
zoonotic infection. Virus Evol. 2016, 2(2):1-15. PMID: 28748110. IF 3.8; Q1.

Armando Arias*, Simon J. Watson*, Danny Asogun*, Ekaete Alice Tobin*, Jia
Lu*, My VT Phan*, Umaru Jah, Raoul Emeric Guetiya Wadoum, Luke
Meredith, Lucy Thorne, Sarah Caddy, Alimamy Tarawalie, Pinky Langat, Gytis
Dudas, Nuno R. Faria, Simon Dellicour, Abdul Kamara, Brima Kargbo, Brima
Osaio Kamara, Sahr Gevao, Daniel Cooper, Matthew Newport, Peter Horby,
Jake Dunning, Foday Sahr, Tim Brooks, Andrew J.H. Simpson, Elisabetta
Groppelli, Guoying Liu, Nisha Mulakken, Kate Rhodes, James Akpablie,
Zabulon Yoti, Margaret Lamunu, Esther Vitto, Patrick Otim, Collins Owilli, Isaac
Boateng, Lawrence Okororo, Emmanuel Omomoh, Jennifer Oyakhilome,
Racheal Omiunu, Ighodalo Yemisis, Adomeh Donatus, Solomon
Ehikhiametalor, Patience Akhilomen, Chris Aire, Andreas Kurth, Nicola Cook,
Jan Baumann, Martin Gabriel, Roman Woélfel, Antonino Di Caro, Miles W.
Carroll, Stephan Gunther, John Redd, Dhamari Naidoo, Oliver G. Pybus,
Andrew Rambaut, Paul Kellam, lan Goodfellow, Matthew Cotten. Rapid
outbreak sequencing of Ebola virus in Sierra Leone identifies transmission
chains linked to sporadic cases. Virus Evol. 2016, 2(1):1-20. PMID: 28694998.
IF 3.8; Q1.

Martin et al. Notes From The Field — Ebola virus Disease Cluster in Northern
Sierra Leone, January 2016. MMWR Morb Mortal Wkly Rep. 2016, 6 (26): 681-
682. PMID: 27388584.

Bas Oude Munnink, My VT Phan, Paul Kellam and Matthew Cotten. Complete
Genome Characterization of Two Wild-Type Measles Viruses from Vietnamese
Infants during the 2014 Outbreak. Genome Announc. 2016, 4(2): e00250-16.
PMID: 27081130. IF 0.6; Q3.

Bas Oude Munnink, Matthew Cotten, Marta Canuti, Martin Deijs, Maarten F.
Jebbink, Formijn J. van Hemert, My VT Phan, Margreet Bakker, Seyed
Mohammad Jazaeri Farsani, Paul Kellam and Lia van der Hoek. A novel
astrovirus-like RNA virus detected in human stools. Virus Evol. 2016, 2(1):1-9.
PMID: 27774298. IF 3.8; Q1.
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16

15

13

12

11

10

Corinne N Thompson, Jonathan L Zelner, Tran Do Hoang Nhu, My VT Phan,
Phuc Hoang Le, Hung Nguyen Thanh, Duong Vu Thuy, Ngoc Minh Nguyen,
Tuan Ha Manh, Tu Van Hoang Minh, Vi Lu Lan, Chau Nguyen Van Vinh, Hien
Tran Tinh, Emmiliese von Clemm, Harry Storch, Guy Thwaites, Bryan T
Grenfell, Stephen Baker. The impact of environmental and climatic variation on
the spatiotemporal trends of hospitalized pediatric diarrhea in Ho Chi Minh
City, Vietnam. Health & Place. 2015, 35:147-154. PMID: 26402922. IF 4.2; Q1.

Maia A Rabaa, Ngo Tri Tue, Tran My Phuc, Juan Carrique-Mas, Karen
Saylors, Matthew Cotten, Juliet E Bryant, Ho Dang Trung Nghia, Nguyen Van
Cuong, Hong Anh Pham, Alessandra Berto, Voong Vinh Phat, Tran Thi Ngoc
Dung, Long Hoang Bao, Ngo Thi Hoa, Heiman Wertheim, Behzad Nadjm,
Corina Monagin, H Rogier van Doorn, Motiur Rahman, My VT Phan, James |
Campbell, Maciej F Boni, Pham Thi Thanh Tam, Lia van der Hoek, Peter
Simmonds, Andrew Rambaut, Tran Khanh Toan, Nguyen Van Vinh Chau, Tran
Tinh Hien, Nathan Wolfe, Jeremy J Farrar, Guy Thwaites, Paul Kellam, Mark E
J Woolhouse, Stephen Baker. The Vietnam Initiative on Zoonotic Infections
(VIZIONS): A Strategic Approach to Studying Emerging Zoonotic Infectious
Diseases. EcoHealth. 2015, 12(4):726-35. PMID: 26403795. IF 2.3; Q2.

Thompson C*, My VT Phan*, Nguyen VMH, Pham VM, Nguyen TV, Cao TT,
Tran TTN, Rabaa M, Pham TD, Tran TND, Voong VP, Tran VTN, Ha TT,
Yoshihara K, Jenkins C, Vu TD, Hoang LP, Pham TNT, Nguyen MN, Ha V,
Nguyen TC, Tang CT, Ha MT, Tran TG, Campbell C, Nguyen VVC, Thwaites
G, Baker S. A Prospective Multi-Center Observational Study of Children
Hospitalized with Diarrhea in Ho Chi Minh City, Vietnam. Am J Trop Med Hyg.
2015, 92(5):1045-1052. PMID: 25802437. IF 1.9; Q2.

My VT Phan, Donato C, Rabaa MA, Cowley D, Phat VV, Dung TTN, Anh PH,
Vinh H, Bryant J, Woolhouse M, Kirkwood CD, and Baker S. Novel porcine-
related G26P[19] rotavirus in pediatric diarrheal patients in Vietnam. J Gen
Virology. 2014, 95(Pt12): 2727-33. PMID: 25121549. IF 3.8; Q1.

Cotten M, Petrova V, My VT Phan, Rabaa MA, Watson S, Ong SH, Kellam P,
Baker S. Deep sequencing of norovirus genomes defines evolutionary
patterns in an urban tropical setting. Journal of virology. 2014, 88(19):11056-
69. PMID: 25056894. IF 4.1; Q1.

Hong Anh P, Carrique-Mas JJ, Van Cuong N, Hoa NT, Lam Anh N, Duy DT,
Hien VB, My VT Phan, Rabaa M, Farrar J, Baker S and Bryant JE. The
prevalence and genetic diversity of group A rotaviruses on pig farms in the
Mekong Delta region of Vietnam. Vet Microbiol. 2014, 170(3): 258-265. PMID:
24679960. IF 2.8; Q1.

Harrison JW, Dung TTN, Siddiqui F, Korbrisate S, Bokhuri H, My VT Phan,
Hoang NVM, Carrique-Mas J, Bryant J, Campbell JI, Studholme DJ, Wren BW,
Baker S, Titball RW, and Champion OL. Identification of possible virulence
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marker from Campylobacter jejuni isolates. Emerg Infect Dis. 2014, 20(6):
1026-9. PMID: 24856088. IF 7.9; Q1.

Shieh M, Thompson C, My VT Phan, Linh VTT, Tediosi F, Merson L, Farrar
JJ, Tuan HM, Viet HL, Tuyet PTN, Baker S. The policy of free healthcare for
children under the age of six years in Vietnam: An assessment of the uptake
for children hospitalized with acute diarrhea in Ho Chi Minh City. Trop Med &
Int Health. 2013, 18(12):1444-51. PMID: 24134427. IF 2.6; Q1.

Holt KE, Nga TVT, Duy PT, Vinh H, Kim DW, My VT Phan, Campbell JI,
Hoang NVM, Vinh NT, Minh PV, Thuy CT, Nga TTT, Thompson C, Dung TTN,
Nhu NTK, Phat VV, Tuyet PTN, Phuc HL, Lien NTN, Duc PB, Tien NM,
Christopher PM, Hien TT, Farrar JJ, Julian P, Gordon D, Nicholas T, and
Baker S. Tracking the establishment of local endemic populations of an
emergent enteric pathogen. Proceedings of the National Academy of Science.
2013, 110(43): 17522-7. PMID: 24082120. IF 9.5; Q1.

My VT Phan, Lam HM, Thompson C, Phuc HL, Tuyet PTN, Vinh H, Hoang
NVM, Minh PV, Vinh NT, Thuy CT, Nga TTT, Hau NTT, Chinh NT, Thuong CT,
Tuan HM, Campbell JI, Clements CA, Farrar J, Boni MF and Baker S. The
dynamics of Gll.4 norovirus in Ho Chi Minh City, Vietnam. Infect Genet Evol.
2013, 18: 335-343. PMID: 23612321. IF 2.8; Q1.

My VT Phan, Thompson C, Phuc HL, Tuyet PTN, Vinh H, Hoang NVM, Minh
PV, Vinh NT, Thuy CT, Nga TTT, Hau NTT, Campbell J, Chinh NT, Thuong
CT, Tuan HM, Farrar J, and Baker S. Endemic Norovirus Infections in
Children, Ho Chi Minh City, Vietnam, 2009-2010. Emerg Infect Dis. 2013,
19(6): 977-980. PMID: 23735160. IF 7.9; Q1.

Dung TT, Phat VV, Nga TV, My VT Phan, Duy PT, Campbell JI, Thuy CT,
Hoang NV, Van Minh P, Le Phuc H, Tuyet PT, Vinh H, Kien DT, Huy HL, Vinh
NT, Nga TT, Hau NT, Chinh NT, Thuong TC, Tuan HM, Simmons C, Farrar,
JJ, Baker S. The validation and utility of a quantitative one-step multiplex RT
real-time PCR targeting Rotavirus A and Norovirus. J Virol Methods. 2013,
87(1): 138-143. PMID: 23046990. IF 1.7; Q3.

Thompson CN, My VT Phan, Le TP, Pham TN, Hoang LP, Ha V, Nguyen VM,
Pham VM, Nguyen TV, Cao TT, Tran TT, Nguyen TT, Dao MT, Campbell JI,
Nguyen TC, Tang CT, Ha MT, Farrar J, and Baker S. Epidemiological features
and risk factors of Salmonella gastroenteritis in children resident in Ho Chi
Minh City, Vietnam. Epidemiol Infect. 2012, 141(8): 1604-1613. PMID:
23010148. IF 2.5; Q2.

My VT Phan, Rabaa MA, Ha V, Holmes EC, Nguyen VMH, Nguyen TV, Le TP,
Nguyen TT, Phan VBB, Campbell JI, Farrar J, Baker S. The emergence of
rotavirus G12 and the distribution of enteric viruses in paediatric diarrhoea
patients in southern Vietnam. Am J Trop Med Hyg. 2011, 85(4): 768-75. PMID:
21976585. IF 1.9; Q2.
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Vinh H, Nhu NT, Nga TV, Duy PT, Campbell JI, Hoang NV, Boni MF, My VT
Phan, Parry C, Nga TT, Van Minh P, Thuy CT, Diep TS, Phuong le T, Chinh
MT, Loan HT, Tham NT, Lanh MN, Mong BL, Anh VT, Bay PV, Chau NV,
Farrar J, Baker S. A changing picture of Shigellosis in southern Vietnam:
shifting species dominance, antimicrobial susceptibility and clinical
presentation. BMC Infect Dis. 2009, 9: 204. PMID: 20003464. IF 3.2; Q1.

Karkey A, Arjyal A, Anders KL, Boni MF, Dongol S, Koirala S, My VT Phan,
Nga TV, Clements AC, Holt KE, Duy PT, Day JN, Campbell JI, Dougan G,
Dolecek C, Farrar J, Basnyat B, Baker S. The burden and characteristics of
patients with enteric fever presenting to a healthcare facility in a densely
populated area of Kathmandu. PLoS One. 2010, 5(11): e13988. PubMed
PMID: 21085575. IF 2.8; Q1.

SCIENCE BOOK CHAPTER:
My V.T Phan, Matthew Cotten, and Marion Koopmans, in chapter: “Ebola” in the

Popular science book on Microbes: “Might Microbes — The amazing world of
microorganisms”, edited by Joop van Doorn, Joen Luirink, John van der Oost, Bauke
Oudega, Lesley Robertson, Henk Smit, Peter Willemsen, Claud Biemans. Available
online at http://www.microcanon.nl/

Manuscripts Under Review:

3

Charles Ssuuna, Aggrey Anok, Victor Ssempijja, Godfrey Kigozi, Fred
Nalugoda, Maria Wawer, Ronald Gray, Larry Chang, Thomas Quinn, Joseph
Kagaayi, David Serwadda, Mathew Cotten, My VT Phan, Gertrude Nakigozi,
Morgan Otita, Mohammed Lamorde, Stephen Okoboi, Lisa Nelson, Julie
Harris,Lisa Mills, Ronald Galiwango, Steven Reynolds. Severe Acute
Respiratory Syndrome Coronavirus-2 antigen and Immunoglobulin G positivity
among residents of South-Central Uganda: September 2021 — August 2022.
Under review at BMC Infectious Diseases.

Joseph Mugisha, lvan Kasamba, Bernard Mpairwe, Beatrice Kimono, Katherine
Sabourin, Matthew Cotten, My VT Phan, Julie Fox, Janet Seeley, Pontiano
Kaleebu, Robert Newton. Changes in adult life expectancy in a rural Ugandan
population during the COVID pandemic. Under review at International Journal
of Epidemiology.

Charles N Agoti, Katherine Gallagher, Joyce U Nyiro, Arnold W Lambisia,
Nickson Murunga, Khadija Said Mohammed, Maureen W Mburu, Edidah Moraa,
Timothy Makori, My VT Phan, Matthew Cotten, Lynette Isabella Ochola

Oyier, Simon Dellicour, Philip Bejon, George Githinji, D James Nokes. Genomic
epidemiology of SARS-CoV-2 within households in coastal Kenya: a case
ascertained cohort study. Under review at Nature Communications.
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9 2026,
March

8 2025,
November

7 2025,
September

6 2025, June

5 2018

4 2017

3 2017

2 2017

1 2015

INVITED TALKS & SESSION CHAIRING

Invited speaker.

Cummings Global Centre for Pandemic Therapeutics, University of
Melbourne, Melbourne, Australia.

Title: “Harnessing the power of genomics to track virus
transmission and evolution”.

Invited speaker.

Biodesign Center for Health through Microbiome, Arizona State
University, Tempe, Arizona, USA.

Title: “Harnessing the power of virus metagenomics”.

Invited speaker.

Center for Evolution and Medicine, Arizona State University,
Tempe, Arizona, USA.

Title: “Harnessing the power of genomics to track virus
transmission and evolution”.

Invited speaker.

2025 American Society for Microbiology (ASM) Microbe
conference, Los Angeles, CA, USA.

Session: One Health and Genomic Epidemiology: Innovations in
Pathogen Surveillance

Title: “Improved strategies for environmental viral genomic
surveillance”

Invited speaker at the 11" Global Microbial Identifier (GMI)
program, Geneva, Switzerland.

Invited speaker at the Annual Molecular Diagnostics of Infectious
Diseases meeting, Utrecht, The Netherlands.

Invited speaker at the 3" annual Molecular Diagnostics Europe,
Lisbon, Portugal. Module: Advanced Diagnostics for Infectious
Disease

Co-chair for the session: Applying new technologies to clinical
care: What is needed to make them useful tools for the virologist
The 3t annual Molecular Diagnostics Europe, Lisbon, Portugal
Co-chair for the session: Novel technologies: from molecular to
modelling. The 3" International One Health Congress, Amsterdam,
the Netherlands.

Oral and Poster Presentations

9, 2026, Flash Talk and Poster presenter.

10 July 2026 American Society for Virology (ASV) 45th Annual Meeting,
Minneapolis, MN, USA.
Title: “Using genomics to uncover undiagnosed or unexpected viruses
in diarrhoeal cases”
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Poster session: New and Emerging Viruses Il
Flash talk session: New and Emerging Viruses Il: Discovery
Approaches.

8 2026, Oral presenter.
April 2026 American Society for Microbiology (ASM) 65th Annual ASM’s
Arizona/Southern Nevada Branch Meeting, Tuba City, AZ, USA.
Title: “Identification of undiagnosed or unexpected viruses in diarrheal
cases using metagenomic sequencing”.

7 2015  Oral presenter. The 12t International Double-Stranded RNA virus

symposium, Goa, India.

6 2015 Oral presenter. The 3 International One Health Congress,
Amsterdam, the Netherlands. Theme: Emerging diseases in a
changing world: pathogens and interface.

2013  Oral presenter. The 5" European Congress of Virology, Lyon, France.

2012 Oral presenter. The 15" International Congress on Infectious
Diseases, Bangkok, Thailand.

2,3 2011 Oral and poster presenter. The 7" Annual Meeting of the World

Society for Pediatric Infectious Diseases, Melbourne, Australia.
1 2010  Oral presenter. The 59" Annual Meeting of the American Society for
Tropical Medicine and Hygiene, Atlanta, Georgia, USA.

A~ O

TEACHING AND MENTORING

Summary
Total number of courses taught at ASU: 5
e Number of new courses developed at ASU: 1
e Number of unique courses taught at ASU: 1
Total number of students mentored/advised at ASU: 11
e Number of undergraduate students: 5
e Number of graduate students: 6

Teaching

BMI 465 Comparative Genomics (in-person, 3 credits):
Features:
e New course design and teach.
Unique course at ASU, first comparative genomics course.
Required undergraduate course for Biomedical Informatics
Elective undergraduate course for SOLS, Biomedical Sciences
Number of times taught: 3 (Fall C 2024, 2025, 2026 - currently running)
e Average enrolment: 9
This course provides students with an overview of comparative genomics with a focus
on pathogen genomics and developing practical skillsets. | introduce multiple tools and
the methods used for genetic sequence data analysis, and during the in-class practical
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sessions, students apply these computational tools to compare and explore genomes,
using real-world genomic datasets. | include journal club presentation assessment to
mentor students in critical thinking and evaluation of scientific data.

BMD 514 Molecular Diagnostics (online, 3 credits)
Features:

¢ Required graduate course for Biomedical Diagnostics.

e Elective graduate course for CHS Cytology program and SOLS MSc Molecular

Biology program.

e Number of times taught: 2 (Spring A 2025, 2026).

e Average enrolment: 55
This course provides a broad description of molecular diagnostics, covering topics of
genomics, proteomics, diagnostic platforms and applications, and the underlying key
technologies used in molecular diagnostics. | also provide insights on the key challenges
in the field of molecular diagnostics.

Two-day workshop in Genomics at Diné College, Tuba City, Arizona
Features:
e Diné College (Arizona) is the first tribal college in the USA.
¢ Number of times taught: 1 in Summer 2026. Currently planning for Summer 2027.
e Number of students: 24, including 7 middle school students, 12 high school
students and 5 undergraduate students at Diné College.
e Location: in-person at Diné College, Tuba City, Arizona.
This 2-day summer workshop introduces basic concepts in genetics, genomics and
evolution for students in this underserved community. In addition to providing a solid
background in molecular biology, | introduce students to real-world infectious disease
and surveillance examples, in-class learning games and scenario practice.

Course taught prior to joining ASU:
Master of Infection and Immunity, Erasmus University/Erasmus MC.
Biomedical Research in Practice (BRiP), Erasmus University/Erasmus MC.

Student mentoring at ASU

Note: The BMI program requires undergraduate students to complete a capstone
project and graduate students to complete an applied project to graduate. A thesis is
not required for BMI students for graduation.
11 2026- Undergraduate student: Andrew Gordon, Biomedical Informatics
present  and Data Science program, College of Health Solutions.
Primary Faculty Mentor
Capstone project title: TBD

10 2026- Graduate student: Isha Uttam, Biomedical Informatics and Data
present  Science program, College of Health Solutions.
Primary Faculty Mentor
Applied Project title: TBD
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9 2026-

present
8 2026
7 2025-
present
6 2025
5 2024-2026
4 2024-2025
My VT Phan

Graduate student: Mrudula Srinivas, Biomedical Informatics and
Data Science program, College of Health Solutions.

Primary Faculty Mentor

Applied Project title: TBD

Undergraduate student: Jevon Tabar, Biomedical Informatics and
Data Science program, College of Health Solutions.

Primary Faculty Mentor

Capstone project title: “Development of a High-Quality Sequence
Database”.

Publication: Drafting the cleaning sequence pipeline to share via
protocols.io

Graduate student: Santhoshkumar Rajeshkannan, Biomedical
Informatics and Data Science program, College of Health Solutions.
BIDS Faculty Mentor and,

CHS Faculty supervisor for BMI 583 Internship.

Undergraduate student: Sinchana Keshav, Barrett Honors
College.

Primary Faculty Mentor

Barrett College Fellows Program, Faculty Research Internships, Fall
2025.

Undergraduate student: Sanyam Shah, Biomedical Informatics
and Data Science program, College of Health Solutions.
Faculty Mentor for:

e Barrett Honors College Contract in Fall 2024

e Volunteered Undergraduate Teaching Assistant for BMI 465
in Fall 2025

e Volunteered in my lab

Student success:

e Offered and accepted a PhD position offer in Bioinformatics &
Genomics (BG) Intercollege Graduate Program with a
University Graduate Fellowship for 5 years and a Huck
Institutes Fellowship at Penn State University, PA, USA.

e Graduated from ASU with a Moeur award.

e Publication: co-published with me in paper #70 above, and
currently drafting the “Pathogen Report Finder” tool to share
via protocols.io.

Graduate student: Unnati Agarwal, Biomedical Informatics and
Data Science program, College of Health Solutions.

Faculty Mentor and Advisor.

Student success: Unnati Agarwal accepted a position as Data
Analyst at Children’s Hospital Philadelphia, PA.
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3 2024-2025
2 2024-2025
1 2024-2025

Undergraduate student: Jingyeong Dana Lee, Barrett Honors
College.

Primary Faculty Mentor

Barrett College Fellows Program, Faculty Research Internships, Fall
2024 and stayed in my group as student volunteer until 2025.
Student success: Dana Lee admitted to Dental School, Midwestern
University (Arizona).

Graduate student: Ainsley Atherton, Biomedical Informatics and
Data Science PhD program, College of Health Solutions.

Faculty Mentor.

Current: PhD candidate in Professor Matthew Scotch’s research
group.

Graduate student: Chirag Khandelwal, MSc Biological Data
Science, ASU, West campus

Informal Faculty Advisor.

Committee Member - BIDS PhD Oral Comprehensive Exam Committee:

5 2026 Naif A. Ganadily, Biomedical Informatics PhD program, College of Health
Solutions, ASU.

4 2026 Tanuj Singh Shekhawat, Biomedical Informatics PhD program, College
of Health Solutions, ASU.

3 2025 Shovito Barua Soumma, Biomedical Informatics PhD program, College
of Health Solutions, ASU.

2 2025 Yasmine Baca, Biomedical Informatics PhD program, College of Health
Solutions, ASU.

1 2024 Tatiana Patton, Biomedical Informatics PhD program, College of Health
Solutions, ASU.

Prior to joining ASU:

12 2021-2022

11 2021-2022

10 2022

My VT Phan

Advisor for GeMVi fellow student Phionah Tushabe, EPI-Uganda
Virus Research Institute, Uganda.

Project title: “Whole genome sequencing of enteroviruses from
Acute Flaccid Paralysis patients in Uganda”.

Advisor for GeMVi fellow, PhD student Prossy Namuwulya, EPI-
Uganda Virus Research Institute, Uganda.

Project title: “Genetic characterization of the measles viral genomes
obtained from vaccinated individuals in Uganda”.

Advisor for Master student Lucile Prevost Sansac De Traversay,
London school of hygiene and tropical medicine, UK.
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9 2019-2021
8 2018-2021
7 2019-2020
6 2016-2019
5 2017
4 2016-2017
3 2015
2 2012
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Project title: “Evaluation of SARS-CoV-2 sentinel surveillance
system in Abidjan, Céte d’lvoire”.

Advisor for PhD student Michele Molendijk, the Erasmus MC,
Erasmus University, the Netherlands.

Project title: “Bacteriophage research on immune response, clinical
use and knowledge on virome changes”.

Advisor for PhD student Kirsty Kwok, the Erasmus MC, Erasmus
University, the Netherlands.

Project title: “Metagenomic analysis of animal, environmental and
human microbiomes in the context of excess pneumonia risk around
livestock production farms in the Netherlands: flow of
microorganisms”.

Advisor for Master student Felisita Fideline Sinartio, the Erasmus
MC, Erasmus University, the Netherlands.

Project title: “Bacteriophages as surrogates for human viruses in
water quality assessment”.

Mentored Mike Mwanga, Bioinformatician, Epidemiology and
Demography Department, Kenya Medical Research Institute
(KEMRI), Wellcome Trust Research Collaborative Programme, Kilifi,
Kenya. Project: Rotavirus whole genome sequencing and
phylogenetic analyses to understand dynamics and evolution at the
genome scale.

Provided training on deep sequencing and bioinformatics analyses
for norovirus next-generation sequencing for Dr Janet Mans, Senior
Lecturer, Department of Medical Virology, University of Pretoria,
Pretoria, South Africa, at Erasmus MC

Provided training and mentoring on deep sequencing and
bioinformatics analyses for virome sequencing of sewage and
oysters for Julien Schaeffer and other lab members, through
strategic collaboration with IFREMER, Laboratoire de Microbiologie-
LNR, Departement RBE, Nantes, France.

Mentored technician Umaru Jah, University of Makeni, Makeni,
Sierra Leone. Skills trained: Ebola virus whole genome sequencing
using lon Torrent platform

Advisor for Master student Yoshihara Keisuke, London School
Hygiene and Tropical Medicine, UK.

Project title: “Pathogenic E.coli infections in diarrhoeal children in
Ho Chi Minh City, Vietham”, at Oxford University Clinical Research
Unit, Ho Chi Minh City, Vietnam.
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1  2012-2013 Mentored a pilot study, as part of PhD work, of PhD student
Jacqueline Leung, PhD student at the Princeton University, New
Jersey, USA, at Oxford University Clinical Research Unit, Ho Chi
Minh City, Vietnam.

SERVICE

Summary
Total number of ASU committees: 15

e Number of unit-level committees: 6

e Number of college-level committees: 7

e Number of university-level committees: 3

e Number of committees with leadership responsibilities: 2
Total number of professional committees: 5

e Number of grant review activities: 3

e Number of editorial activities: Editorial board of 2 journals

Service to BMI program, College and University
Unit-level service:

6 2025-present BMI/BMD Academic Program Committee (APC)
Role: Member

5 2025-present MSc BIDS Faculty Mentor.
Role: Academic Advisor

4 2024-present BMI PhD Oral Comprehensive Exam Committee.
Role: Member

3 2024-present MSc BIDS elective course assessor and BMI PhD student credit
transfer assessor.
Role: Assessor to advise to the PhD and MSc Program Directors.

2 2024 BMI PhD Candidate Interview Committee.
Role: Member

2024-2025 BMI Graduate Admission Committee.
Role: Member

—

College-level service:
7 2026 2026 Spring C-THRU event organizing committee.
Role: Advisor and faculty mentor.

6 2025- CHS Lab Safety Committee.
present Role: Member.

5 2025 2025 Fall Symposium “Newborn NGS testing”.
Role: Member.
4 2025 2025 Spring C-THRU event organizing committee.

Role: Lead organizer.

My VT Phan



3 2024 Personnel (Ad Hoc Annual Review: Tenure/Tenure Track).
Role: Ad-hoc reviewer.

2 2024 2024 Spring Symposium “Climate Change and Infectious Disease”.
Role: Lead organizer.

1 Jan 2024- CHS BMI/BMD Affinity Network.
May 2025 Role: Co-Chair.

University-level service:

2 2024-2025 School of Life Sciences, Microbiology program PhD Admission
Committee.
Role: Invited Member.

1 2024-2025 School of Life Sciences, Environmental Life Sciences program PhD
Admission Committee.
Role: Invited Member.
Service to profession
Grant Review Activities:

2026 National Science Foundation (NSF) BIO Directorate, Division of
Environmental Biology.
Role: Ad-hoc reviewer.

2024, 2025 Belgium KU Leuven Research Council. Senior Research Grant C2.
Role: Ad-hoc reviewer.

Journal Editor:

2 2025-present Microbiology Spectrum (American Society for Microbiology).
Role: Editorial Board.

1 2024-present Infection, Genetics and Evolution (Elsevier).
Role: Editorial Board.

Ad-hoc journal reviewer:

Note: This is a selected list of journals that | regularly review their manuscripts.
Nature Communications (IF 18.1; Q1)  Nature Microbiology (IF 18.7; Q1)

Scientific Reports (IF 4.9; Q1) Molecular Biology and Evolution (IF 6.4; Q1)
Journal of General Virology (IF 3.8; Q1) BMC Infectious Diseases (IF 3.2; Q1)
Professional membership:

American Society for Microbiology (ASM) American Society for Virology (ASV)
Society for Molecular Biology and Evolution (SMBE)
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