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Biological Threat Reduction Program (BTRP) Mission 

The Defense Threat Reduction Agency's (DTRA) Biological Threat Reduction Program (BTRP) is 

the Department of Defense’s (DoD) premier biological nonproliferation division protecting the 

United States and its allies from especially dangerous pathogens by collaborating with partner 

countries and the international community to minimize the threat of deliberate, accidental, and 

natural infectious disease outbreaks through enhanced biosafety, biosecurity, and biosurveillance 

measures. 

BTRP achieves its mission through the integration of three key programmatic pillars: biological 

safety and security; biosurveillance; and cooperative biological research. These three pillars are 

described in further detail below. 

Biosurveillance (BSV): Strengthen capacity for public health and veterinary health systems to 

detect, diagnose, and report infectious disease outbreaks.  

Biosecurity and Biosafety (BS&S): Strengthen biosafety and biosecurity practices and operations 

by securing collections of especially dangerous pathogens into safe and secure facilities. Provide 

technical consultations, risk assessments, and trainings to build capacity and internal expertise 

to create a sustainable culture of laboratory biorisk management. 

Cooperative Biological Research (CBR): BTRP uses projects to assist the BSV and BS&S focus 

areas by encouraging transparency in all functional areas of human and veterinary networks and 

integration of partner country scientists and institutes into the international scientific community. 

The foundation of supporting research is further focused on informing operational biosurveillance 

through the active engagement of the partner country scientific community to promote the ethical 

application of biotechnology.
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Event Steering Committee 

The following individuals were instrumental in the development and implementation of this event: 

• Dr. Jarrad M. Marles 

• Ms. Nicki Alemán 

• Dr. Kelsey Gano-Cohen 

• Dr. Angelica “Angie” P. Lopez 

• Ms. Caitlin Devaney 

• Ms. Jasmine Gadelmola 

• Ms. Megan Hudson 

• Ms. Guzal Masharipova 

 

BTRP would like to acknowledge the following individuals for their efforts:  

• Dr. Carl Newman 

• Dr. R. Emerson Tuttle 

• Dr. Gavin Braunstein 

• Dr. Martha “Marty” Stokes 

• Dr. Mary Lancaster 

• Dr. Bradford Brooks 

• Mr. John Patterson 

• Ms. Carron Leslie 

• Dr. Ryan Blower 

• Dr. Sallie Crenshaw 

• MAJ Marcin Krupa 

• Dr. Jennifer Karvar 
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Science Program Review Panel  

BTRP would like to acknowledge the following individuals for serving on the Review Panel for the 

2019 BTRP SPR. The Review Panel is comprised of experts with varied backgrounds in a broad 

range of scientific disciplines and expertise in public health security and program implementation. 

The Review Panel will provide BTRP with an external technical and programmatic evaluation of 

the BTRP-sponsored research portfolios to identify strengths and weaknesses in BTRP research 

engagements, along with recommendations for improving how the portfolios are designed and 

implemented. BTRP would like to welcome the following members of the Review Panel 

(alphabetical):  

 

Kimberly Dodd, Ph.D., D.V.M. 

Dr. Dodd is the Director of the USDA APHIS Foreign 

Animal Disease Diagnostic Laboratory (FADDL) on Plum 

Island. FADDL is a national and international reference 

laboratory for foreign animal diseases including foot-and-

mouth disease, African swine fever and classical swine 

fever. Over the course of the next few years, will transition 

from the Plum Island Animal Disease Center (PIADC) in 

New York to the new National Bio- and Agro Defense 

Facility (NBAF) in Manhattan, KS; at NBAF, the FADDL 

mission will expand to include high-consequence 

emerging animal and zoonotic diseases.  

Dr. Dodd is a veterinarian and virologist; she received her 

D.V.M. and Ph.D. from the University of California-Davis. Before joining FADDL, she was the 

Senior Scientist at Metabiota, a company focused on strengthening laboratory and surveillance 

capacity globally, where she served as Program Director for the CDC Global Health Security 

Agenda. Prior to that, she was a scientist in the Viral Special Pathogens Branch at CDC, where 

she developed a novel vaccine for Rift Valley fever virus and characterized animal models for 

hemorrhagic fever viruses (including Ebola, Lassa, Crimean-Congo hemorrhagic fever and Rift 

Valley fever viruses).  During and after her time at CDC, she played an active role in CDC field 

laboratory response to filoviruses outbreaks, most recently for the West Africa Ebola outbreak in 

2014.  
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Cristine Campos Lawson, Ph.D. 

Dr. Lawson earned her Bachelor of Science in Cellular and 

Molecular Biology from California State University Channel 

Island, and her Ph.D. in Microbiology and Immunology from 

the University of North Carolina at Chapel Hill. As a graduate 

student, she received funding from the Pacific Southwest 

Regional Centers of Excellence (RCE) for Biodefense and 

Emerging Infectious Diseases to focus her research on the 

role of autotransporter proteins in Burkholderia 

pseudomallei pathogenesis. Her past accomplishments 

include completing a postdoctoral fellowship with the 

National Biosafety and Biocontainment Training Program 

(NBBTP) and holding an appointment as the Associate 

Biological Safety Officer for the National Institutes of Health 

(NIH). She is currently the Deputy Director for Biosecurity for 

the Department of Defense (DoD) Biological Select Agents 

and Toxins (BSAT) Biorisk Program Office (BBPO). Dr. Lawson is responsible for oversight of all 

DoD BSAT Biorisk Program activities, biosecurity functions and overlap areas of concern with 

biosafety. In addition to her research in biosafety level (BSL) -3/4, and work on many institutional-

level committees, she currently addresses issues such as Dual Use Research of Concern 

(DURC), select agents and toxins regulation, and biodefense as a voting member of several 

national and international level committees. 

 

Fabian Leendertz, D.V.M. 

Dr. Leendertz is a recognized world authority on anthrax and 

zoonotic diseases. He is Head of the special unit “Epidemiology of 

Highly Pathogenic Microorganisms” at the Robert Koch-Institute 

and Associated Professor of Microbiology of the Free University of 

Berlin (Freie Universität Berlin) in Germany. Dr. Leendertz is a 

veterinarian by training and has specialized on zoonotic diseases. 

His main research focus is on zoonotic pathogens transmitted 

between wildlife (especially non-human primates) and humans, 

and the role of rodents and bats as reservoirs for hemorrhagic 

fever viruses in Central and West Africa. His approach is 

multidisciplinary with close collaborations with ecologists, 

primatologists and medical doctors. Most of his research projects 

are structured to incorporate a One Health approach that embraces human and animal health as 

well as environmental factors. 

 

 



 

Science Program Review 2019  Review Panel 7 

Nicola Lewis, Ph.D. 

Dr. Lewis, a veterinary surgeon, has recently been 

appointed as Associate Professor in Infectious Diseases 

at the Royal Veterinary College (RVC). Her research 

focuses on investigating the ecology and evolution of 

influenza A viruses in multiple animal hosts and the risks 

that these viruses might pose to the human population, 

with a global context. This internationally-collaborative 

high-impact research spans huge diversity from 

implementing surveillance in wild birds in the Republic of 

Georgia, analyzing emerging highly pathogenic avian 

influenza viruses, to using state-of-the-art computational 

techniques to analyse influenza virus antigenic and 

genetic evolution, to assess pandemic risk, and to inform 

international stakeholder on vaccine strains. Her recent research publications encompass avian, 

swine and human influenza viruses as well as Newcastle Disease. She is also Research 

coordinator for the Livestock Production and Health Management group at the RVC. Alongside 

her role at the RVC, Nicola is the Deputy Director of the OIE/FAO/EU International Reference 

Laboratory for avian influenza, swine influenza and Newcastle Disease at APHA-Weybridge. She 

co-ordinates a specialist team to add value and support wider programmes of work where 

strategically required including to the National Reference Laboratory, and research and specialist 

analytical support to National Animal Disease outbreak responses.  

In her roles, she also provides consultancy to a range of stakeholders but specifically including 

the European Commission, OIE, FAO, EFSA, ECDC, WHO and PHE. She serves on the OIE 

expert group for the Control of Equine Influenza who meet annually to decide on global equine 

influenza vaccine strain selection. She is also an OFFLU (OIE/FAO) Executive committee 

member 2016-2019, a member of the OFFLU swine influenza virus group who globally co-

ordinate swine influenza virus surveillance and who aim to strengthen and coordinate influenza 

surveillance in pigs worldwide, providing up-to-date expert scientific advice to OIE, FAO and 

WHO. Additionally, she is a member of the OFFLU avian influenza network consisting of avian 

influenza experts who address priority influenza-related issues, the OFFLU wildlife group who 

assess emerging infectious disease in wild animals and she contributes data and analyses 

biennially to the OFFLU WHO Vaccine Composition Meeting submission for the human seasonal 

influenza vaccine. 
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Pia MacDonald, Ph.D., M.P.H. 

Dr. MacDonald, currently a senior director and senior 

epidemiologist at RTI International, has over 20 years of 

experience in epidemiologic research and public health, both 

nationally and internationally. Her work has focused broadly on 

infectious disease epidemiology and surveillance, public health 

preparedness systems, global health security, and public health 

workforce epidemiologic capacity development. Specific example 

areas include infectious disease outbreak investigation, evaluation 

of communicable and syndromic disease surveillance systems, 

epidemiology of Zika, malaria, foodborne diseases and HIV, public 

health preparedness infrastructure, and Integrated Disease 

Surveillance and Response (IDSR).  

Recent and current work includes leading RTI’s US Centers for 

Disease Control and Prevention (CDC)-funded technical support to the Guinean Ministry of Health 

in the West Africa Ebola response and post-epidemic reconstruction around surveillance system 

strengthening as well as support to the Democratic Republic of the Congo’s Ministry of Health for 

the 2017 Ebola outbreak response in Likati. Additionally, she provides epidemiological and 

infectious diseases expertise to inform global health security policy, outbreak costing tools, and 

econometric analyses for CDC’s Division of Global Health Protection. She has state- and federal-

level public health experience that started with her service as a CDC Epidemic Intelligence 

Service officer. Her international work began as a Peace Corps volunteer in Thailand. She has 

written more than 65 peer-reviewed publications and a book titled Methods in Field Epidemiology. 

Dr. MacDonald is an Adjunct Associate Professor in the Department of Epidemiology at the 

University of North Carolina at Chapel Hill. 

 

Gerry Parker, Ph.D. 

Dr. Parker is currently the Associate Dean for Global One Health 

at the College of Veterinary Medicine & Biomedical Sciences, and 

in this role, he also serves as Campus Director for Global One 

Health at Texas A&M University and Director for the Pandemic & 

Biosecurity Policy Program at the Bush School of Government & 

Public Service. Prior to joining Texas A&M University in 2013, Dr. 

Parker held technical to executive leadership positions throughout 

36 years of public service at the federal level as a leader in 

biodefense, high consequence emerging infectious diseases, 

global health security, and all-hazards public health/medical 

preparedness. This included coordinating federal medical/public 

health responses to Hurricanes Katrina thru Alex, to the 2009 

H1N1 Influenza Pandemic and Haiti earthquake. His service includes more than 26 years on 

active duty in the United States Army leading medical research and development programs and 

organizations, including command of the U.S. Army Medical Research Institute of Infectious 
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Diseases. Dr. Parker held senior executive level positions at the Department of Homeland 

Security, the Department of Health and Human Services (HHS), and the Department of Defense 

(DOD); including serving as the Principal Deputy Assistant Secretary for Preparedness and 

Response at HHS, and Deputy Assistant Secretary of Defense for Chemical and Biological 

Defense at DOD.  

 

CAPT Guillermo “Billy” Pimentel, Ph.D., M.Sc., USN 

CAPT Pimentel received a Bachelor of Science in Industrial 

Microbiology and a Master of Science in Biology from the 

University of Puerto Rico, Mayaguez Campus. He completed 

his Ph.D. in Plant Pathology from Washington State University 

in 1999. In July 1999, he obtained his commission as a 

Lieutenant. His first duty station was as Department Head of 

the Microbiology Department at the Naval Medical Center in 

Portsmouth, VA. From 2003-2010, he served in multiple 

leadership positions within the Disease Surveillance Program, 

International Emerging Infections Programs, Global Disease 

Detection and Response Program and the Virology & Zoonotic 

Diseases Research Program at the Naval Medical Research 

Unit #3 (NAMRU-3) in Cairo, Egypt. In collaboration with the 

Armed Forces Health Surveillance Center, World Health 

Organization and Centers for Disease Control and Prevention, he led multiple research and 

surveillance studies aimed to understand the epidemiology of bacterial meningitis, acute febrile 

illness of unknown origins, severe respiratory infections and influenza (e.g., avian influenza H5N1 

and pandemic H1N1) surveillance. He provided laboratory support during several highly 

pathogenic H5N1 flu outbreaks in West Africa and Central Asia and during the 2009 H1N1 

pandemic. 

In 2010, he reported to the Biological Defense Research Directorate (BDRD) at the Naval Medical 

Research Center. As Program Manager for the International Field Microbiology group, he worked 

in Pakistan providing laboratory support to the Defense Threat Reduction Agency. In 2011, he 

was selected as the Deputy Director of BDRD overseeing multiple biodefense research projects 

and the production of critical detection assays widely used by the Department of Defense and 

other US Federal Government agencies. In support of Operation United Assistance, he led the 

deployment of two Navy Medicine mobile labs for detection of the Ebola Virus during the epidemic 

in Liberia. In August 2015, CAPT Pimentel reported to the Naval Medical Research Unit-6 

(NAMRU-6) in Lima, Peru as Executive Officer. In March 2017, he took command of NAMRU-6 

as the 5th Commanding Officer. Currently, he served as the Chief of the Global Emerging 

Infections Surveillance Program at the Armed Forces Health Surveillance Branch, Defense Health 

Agency. His personal awards include the Legion of Merit, Meritorious Service Medal (3), Navy 

and Marine Commendation Medal (3), Navy and Marine Achievement Medal. 
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Elizabeth “Libbie” Prescott, Ph.D. 

Dr. Prescott works at the intersection of science, technology, 

and policy as a Professor of the Practice and Director of 

Curriculum for the Science, Technology and International 

Affairs program at Georgetown University’s School of Foreign 

Service. Dr. Prescott has served in government at the 

Department of State, Department of Defense, and the 

intelligence community as well as the Senate Committee on 

Health, Education, Labor and Pensions as an AAAS Science 

& Technology (S&T) Policy Congressional Fellow. Outside of 

government, she has worked with organizations in S&T policy 

such as the National Academy of Sciences, Eurasia Group, 

and the strategy division of the National Health Service in the 

United Kingdom. Dr. Prescott earned a doctorate in molecular biology from the University of 

Oxford, Balliol College and dual degrees with high honors in Economics and Molecular & Cell 

Biology from the University of California, Berkeley. 
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Event Overview 

Background 

The Defense Threat Reduction Agency (DTRA) Biological Threat Reduction Program (BTRP) is 

hosting a Science Program Review (SPR) on September 17-20, 2019, in Warsaw, Poland. The 

event will focus on BTRP-funded science and research activities conducted in partner countries.  

This event will provide an external technical and programmatic review of the BTRP science 

portfolios. The event is designed to identify strengths and weaknesses in current BTRP 

engagements and assess possible improvements to development and implementation of future 

activities in alignment with the BTRP mission. Principal focus will be on BTRP-funded science 

and research activities that support biosecurity, biosafety, and biosurveillance objectives in BTRP-

partner countries.  

The SPR will convene scientists from partner nations, as well as Department of Defense and 

other U.S. Government stakeholders along with international and U.S. program partners. This 

forum will provide an opportunity for scientists and stakeholders to foster partnerships and 

collaborative networks within the international scientific community.  

Objectives 

The 2019 SPR seeks to meet the following objectives: 

• Identify BTRP programmatic strengths and weaknesses to improve the quality of future 

BTRP-funded projects and activities 

• Ensure that current BTRP-funded science efforts meet priority capacity building and 

sustainment objectives 

• Validate that BTRP-funded research engagements align with the BTRP mission 

• Strengthen alignment between research projects and BTRP country-level or regional-level 

strategic programmatic objectives 

Format 

The four-day event will include project briefings by partner-country scientists and collaborators 

from all regions and countries conducting BTRP-funded science activities. Sessions will include 

the following topics: Arthropods and Arboviruses, Advanced Molecular Diagnostics & 

Bioinformatics, Epidemiology and Biosurveillance, Emerging Infectious Diseases, Transboundary 

Animal Diseases, Bat Borne Diseases, Bacterial Pathogens of Security Concern, and Viral 

Pathogens of Security Concern. Sessions will also feature presentations, breakout group 

activities, and panel discussions on Threat Reduction Networks, the Emerging Threat Landscape 

and Community Awareness Campaigns to Reduce the Threat of Infectious Diseases.  

A panel of external experts will provide an independent scientific peer-review to BTRP leadership 

identifying portfolio gaps and recommendations for programmatic improvements. The event will 

also feature program briefings by BTRP Regional Science Managers to highlight featured 

activities and provide insight on regional strategies to partners and collaborators. Additionally, the 
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event will feature a scientific project poster session to allow partners to highlight additional 

research efforts.  

All sessions and activities throughout the SPR will be open to all attendees. The full program SPR 

agenda and scheme of maneuver is provided in ANNEX A: Agenda.  

EventMobi Application 

The Science Program Review 2019 organizing team will be using EventMobi, a comprehensive 

event management application to communicate and coordinate with participants on-site during 

the event. Please download the application “EventMobi” from the Apple or Android Application 

Store on your mobile device, and sign-in into the SPR application by entering the code: spr2019 

and clicking the Launch App button. Once you have created a password, please re-insert the 

code: spr2019. 

Once you have successfully logged in to the mobile application, you can update your profile, 

network with fellow attendees, track the agenda, submit questions for project presenters and 

panellists, download event documents, and much more. For help utilizing the SPR 2019 

EventMobi Application, please review the information below.  

Download and Sign-in 

3 – Open the app 

4 – Enter the event code 

“spr2019” 

5 – Select “Launch App” 

1 – Navigate on your 

phone to the App Store 

2 – Search: “EventMobi” 

6 – Select “Log-In” 

7 – Enter your E-mail / 

Password 
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Edit Your Profile 

Once you have signed-in on the application, you can edit your profile and enter a short biography 

to share with fellow attendees. In addition, you will have the option to upload a professional photo 

of yourself for your profile.  

  

3 – Type up a short bio to 

share with fellow 

attendees 

4 – If you would like, add a 

photo! 

2 – Select “Edit Profile” 1 – Select the icon in the 

top right corner 
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Access Event Details and Announcements 

Once in the application, you can navigate to the “Event Menu” where you have the options to view 

the agenda, learn about the event speakers, view event documents, track event announcements 

from the organizing team, initiate  group discussions, and view the most up-to-date event 

information. 

 

Announcements via Computer 

The EventMobi application is accessible through computer internet browsers; however, unlike on 

the phone application, participants will not receive push notifications when event planners and 

organizers send announcements. If you need to access the application via computer internet 

browser, please periodically check the announcements tab under the Event Menu to receive 

updates to the event. 

 

  

2 – Select “Edit Profile” 

5 – From the Event “Menu” 

banner, select “Refresh 

App” 

3 – Review Announcements 

4 – You may be instructed to 

refresh the app in order to 

update event materials 

1 – Select “Menu” from the 

home page 

2 – Navigate to 

Announcements 
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Participant Communication  

Presenter and participant contact information will not be shared by event organizers. However, 

all participants have the ability to “contact” each other by sending direct messages through the 

EventMobi application. Only registered users with full first and last names will be able to send 

messages to participants. If you wish to share your contact information outside of EventMobi, it 

will be at your own discretion. For step by step instructions regarding in-app communicating 

among event participants, please review the following demonstration. 

 

 

  

5 – Select “Send Them A 
message”

3 – In the search bar, type the 
name of the participant you 
wish to communicate with

4 – Select their Profile

1 – Select “Menu” from the 
home page

2 – Navigate to “Attendees”
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Question and Answer Sessions 

During  the panel discussions and the question and answer portion of the project briefing sessions, 

moderators will relay audience questions to project presenters. Audience questions can be 

submitted by accessing the Agenda tab under the Event Menu. Within the agenda, select the 

session in which you are in attendance. Within the session page, under session feedback, select 

Question and Answer option for the project to which your question is addressed. Upon 

submission, your question will be sent to the event organizers who will compile all submitted 

questions and provide them to the session moderator for facilitation. 

 

 

 

  

5 – Type and Submit your 
Question

3 – Find the Session you wish 
to ask a question about and 
select it

4 – Select the option under 

“Session Feedback”

1 – Select “Menu” from the 
home page

2 – Navigate to “Agenda”
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Event Participant Feedback 

Science Program Review participants will have the opportunity to provide event planners and 

organizers feedback on the overall event. To provide feedback, navigate to the Event Menu and 

select “Polls and Surveys”. Select the Participant Feedback Survey to provide your feedback on 

the event and let the organizers know what we are doing right and what we need to improve in 

the future. 

 

Further Guidance  

Please follow this link should you have any further questions about operating within the EventMobi 

Application: https://help.eventmobi.com/hc/en-us/sections/115003178888-Using-the-App.  

https://help.eventmobi.com/hc/en-us/sections/115003178888-Using-the-App
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BTRP Science Program Briefings 

• Science Program Strategy, Dr. Carl Newman, DTRA BTRP 

 

• Former Soviet Union, Middle East, and Pakistan Overview, Dr. Gavin Braunstein, 

DTRA BTRP 

 

• Africa Overview, Dr. Jarrad Marles, DTRA BTRP 

 

• Mainland Southeast Asia Overview, Dr. Martha Stokes, DTRA BTRP 

 

• Maritime Southeast Asia, India, and Republic of Korea Overview, Dr. R. Emerson 

Tuttle, DTRA BTRP 

Panel Discussions 

BTRP will hold three panel discussions during its Science Program Review (SPR). These panel 

discussions will be an opportunity to highlight best practices and common challenges across the 

BTRP research portfolio. The discussion topics will center on the importance of scientific 

communication with other experts, stakeholders and policymakers, and the general public. A brief 

overview of each panel discussion topic is provided below along with session participants and 

moderators. Panel questions will be collected from the audience using the EventMobi application.  

See agenda – ANNEX A: Agenda 

It Takes a Network - Threat Reduction and Sustainability  

Moderators: Dr. Carl Newman and Dr. Jeanne Fair 

BTRP manages a portfolio of nations, international organizations, and non-governmental partners 

to facilitate elimination, safety, and security of especially dangerous pathogens (EDPs) as well as 

rapid detection and reporting of diseases caused by EDP threats. In 2014, BTRP adapted a 

National Science Foundation Research Coordination Network model to bridge individual and 

institutional partners working on thematically similar projects to establish Threat Reduction 

Networks (TRNs) that advance the BTRP mission and provide a framework for sustaining threat 

reduction capabilities. BTRP sponsors an increasing number of TRNs across its mission areas to 

improve cross-border surveillance and reporting, increase transparency, strengthen scientific and 

technical collaborations, and promote cultures of safe and secure practice. During this session, 

discussions will focus on how BTRP investments for biosurveillance and research-based TRNs 

can advance biological threat reduction and sustain capacity building engagements. 
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Panelists: 

• Dr. Nisreen Alhmoud, Jordan, Royal 
Jordan Royal Scientific Society –  
Bat One Health Research Unit 
(BOHRN) 
 

• Dr. Direk Limmathurotsakul, 
Thailand, Mahidol Oxford Research 
Unit – Melioidosis Threat Reduction 
Network 

• Dr. Stuart Blacksell, Australia, 
Mahidol Oxford Research Unit – 
Rickettsial Pathogens Network and 
Biosafety and Biosecurity Threat 
Reduction Network 
 

• Dr. Andrea McCollum, USA, U.S. 
Centers for Disease Control and 
Prevention – Monkeypox Threat 
Reduction Network 

• Dr. Rebekah Kading, USA, Colorado 
State University – Bat One Health 
Research Network (BOHRN) 
 
 

 

Translating Science to Impact 

Panel Moderators: Dr. Gavin Braunstein and Dr. Martha Stokes 

Scientists may be called upon to provide risk assessments and advise decision-making to 

individuals who may not have a science background, advising them on policies and strategies for 

biosecurity, biosafety, and disease surveillance practices and interventions. This requires 

translating complex and nuanced findings into clear, actionable recommendations and a credible 

communication strategy to foster trust and affect influence of recommendations. During this 

session, discussions will focus on examples of best practices and challenges associated with 

developing and implementing research projects that advance adoption and sustainment of threat 

reduction best practices through advocacy and education of senior leaders and decision makers 

that advance the translational impact of research. 

Panelists: 

• Dr. Angela Arenas, USA, Texas A&M 
University  
 

• Dr. Rudovick Kazwala, Tanzania, 
Sokoine University of Agriculture   

• Dr. Raul Destura, Philippines, 
Philippines Genome Center 
 
 

• Dr. Thi Thu Ha Hoang, Vietnam, 
National Institute of Hygiene and 
Epidemiology  

• Dr. Ian Mendenhall, USA, Duke / 
National University Singapore (Duke-
NUS) Medical School   
 

• Dr. Janusz Paweska, South Africa, 
National Institute of Communicable 
Diseases  
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Community Awareness Campaigns to Reduce the Threat of Infectious Diseases 

Panel Moderators: Dr. R. Emerson Tuttle and Dr. Jonna Mazet 

Community engagement is integral to sustainable biosecurity and biosafety best practices that 

reduce the threat of infectious disease threats. This requires translating complex and nuanced 

findings into recommendations that are relatable to local communities and sufficiently address 

individual incentives to affect meaningful behavioral change. During this session, discussions will 

focus on challenges and successes with building trust and support for infectious disease field 

research in local settings, including the best practices to design, conduct, and evaluate awareness 

building activities with local, at-risk host communities and stakeholders.  

Panelists: 

• Dr. Trung Nguyen, Vietnam, Hanoi 
Medical University, National Hospital 
for Tropical Diseases  

• Dr. Supaporn Wacharapluesadee, 
Thailand, King Chulalongkorn 
Memorial Hospital  

• Dr. Ana Gulbani, Georgia, Laboratory 
Ministry of Agriculture  

• Dr. James Rudge, U.K., London 
School of Hygiene and Tropical 
Medicine   

• Dr. Kevin Olival, USA, Ecohealth 
Alliance   

• Dr. Joram Buza, Tanzania, Nelson 
Mandela African Institute of Science 
and Technology 
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Presentations 

Threat Reduction (Research) Networks: Fostering Sustainable Collaborations for 

Biosurveillance into the Future 

Dr. Jeanne Fair 

Abstract: 

The Defense Threat Reduction Agency’s Biological Threat Reduction Program (BTRP) with the 

primary mission to reduce the threat of infectious diseases globally, works collaboratively with 

researchers globally to strengthen cutting-edge biosurveillance research and understanding of 

pathogens of security concern. Research remains critical for preventing outbreaks, epidemics and 

potential pandemics as well as to combat the nefarious use of biological agents. Within this 

context, BTRP created Threat Reduction Networks (TRNs), that can be defined communities 

made up of interactions and relationships between individuals, groups, and/or organizations for 

biological threat reduction goals tied to BTRP mission areas for biological security and safety, 

biological surveillance, and cooperative biological research. By strengthening the connection 

within science social TRNs it is creating connectional intelligence among researchers around the 

world. Connectional intelligence is the capability to consistently deliver breakthrough innovation 

and results by harnessing the value of relationships and networks. For example, co-authorship 

networks link individuals if they appear together as authors on a publication. These networks are 

a standard way of describing the structure of research communities. Here, we present an 

overview of the connectional research networks of the BTRP science communities and the 

development the Sci-Net ontology for social network analysis for science.  

Team: Jeanne Fair, Andrew Bartlow, John Ambrosiano, Benjamin Sims, Los Alamos National 

Laboratory 

DTRA's BTRP Ukraine Science Writing and Mentorship Program 

Dr. David Mustra 

Abstract: 

The overall focus of the SWM Program is to advance One Health initiatives and disease risk 

mitigation in Ukraine through effective dissemination of scientific findings at BTRP-supported 

laboratories, and central aspects of this program include:  

• Providing mentorship on science writing and grantsmanship;

• Facilitating collaborations for scientific writing and future research endeavors with

internationally recognized Subject Matter Experts that serve as dedicated mentors to

selected regional scientists;

• One-on-one guidance for the identification of suitable international conferences for

presenting research;

• Assistance with the identification of suitable peer-reviewed journals, and in planning and

developing research presentations and scientific publications;



 

Science Program Review 2019  Presentations 22 

• Increasing the ability of regional scientists to publish research in reputable English-

language, and internationally recognized, peer-reviewed journals  

• Organizing an annual BTRP Ukraine Research Forum and Peer Review Session.  

The BTRP-Ukraine Regional One Health Research Symposium is a keystone SWM Program 

event that contributes to driving scientific discourse among the Ukrainian research and medical 

communities. Each annual symposium serves to provide a venue for the dissemination of 

scientific findings previously collected from BTRP-funded activities or produced at BTRP-

supported and renovated facilities, and other research conducted within Ukraine, in order to 

advance biosafety and biosecurity, contribute to Ukraine’s One Health and biosurveillance 

knowledgebase, and improve understanding of disease risk. Now in its fourth year and with 

projected attendances of over 550 participants, the ever-expanding range of influence and 

participation of the Annual BTRP-Ukraine Regional One Health Research Symposia represents 

a unique opportunity to contribute to threat reduction within the region, especially when 

considering risks posed by transboundary disease and regional biosecurity.  

 



 

Science Program Review 2019  Research Project Briefings: Session 1 23 

Research Project Briefings  

Research project briefings are listed below in the order of the event agenda. Project titles are 

followed by the project implementation country and the name of the presenter. A brief question 

and answer period will follow each project briefing session. Questions will be collected through 

the EventMobi application.   

Duration of presentations will be set by project status. New project and preparedness work will be 

given seven minutes to present. Closed and active projects will be given fifteen minutes to 

present.  

A full index of projects presented during the SPR can be found in ANNEX B: Research Project 

Index 

 

Project Briefings Session One: Arthropods and Arboviruses  

Epidemiology of Tick-Borne Encephalitis in Northern Kazakhstan: Akmola, Kostanay, and 

North Kazakhstan Oblasts (Kazakhstan) 

Dr. Zhanna Shapiyeva 

Project Abstract: 

Tick-borne infections are widely present in Kazakhstan. Tick-borne encephalitis (TBE) whose 

main vector is Ixodes persulcatus is currently one of the highest-concern infections. Traditionally, 

TBE has circulated in the country’s south-eastern part. In recent years, TBE epidemiology has 

been shifting dramatically with more and more TBE cases reported in Kazakhstan’s northern part. 

Akmola oblast reported 27 cases from 2010 to 2018. North Kazakhstan oblast reported its first 

TBE cases in 2018 and in total had 3 cases in 2018 and 2 cases in the first six months of 2019. 

The goal of our research was to determine which ixodid tick species are present in northern 

Kazakhstan and use ELISA and PCR methods to test ticks for TBE.  

Team Biography: 

Dr. Zhanna Shapiyeva: Head of the Department for Prevention of Parasitic Diseases at the 

Scientific-Practical Center for Sanitary and Epidemiolocal Expertise and Monitoring in Kazakhstan.  
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Effect of Rickettsia spp. upon Fitness of Yersinia pestis in Fleas that Vector Plague in the 

Republic of Kazakhstan (Kazakhstan) 

Dr. Toktassyn Yerubayev 

Project Abstract: 

Kazakhstan is home to some of the world’s most active natural plague foci which occupy almost 

the whole of its southern and eastern territories. The foci were characterized in much detail in 

mid-20th century and are still being studied today. Recent data suggests that some of the once 

most active foci are going through a decrease in their epizootic activity. Unlike plague foci, 

Rickettsia foci in Kazakhstan are less thoroughly characterized; there is a lack of data on the 

primary and secondary vectors and very scarce information on Rickettsia species circulating in 

the environment. The goal of this research was to detect plague and rickettsiosis causative agents 

in vector insects, study the agents’ interactions, and determine the diversity of flea species in their 

natural environment, specifically in rodent holes and on rodents.  

Team Biography: 

Dr. Toktassyn Yerubayev: Director of M. Aikimbayev Kazakh Scientific Center for Quarantine 

and Zoonotic Diseases in Kazakhstan. He also serves as a reserve Captain with the military 

medical service and has responded to a number of infectious disease outbreaks.  

Dr. Yerlan Sansyzbayev: Deputy Director for Science and Head of the Central Reference 

Laboratory of the M. Aikimbayev Kazakh Scientific Center for Quarantine and Zoonotic Diseases 

in Kazakhstan.  

Dr. Talgat Nurmakhanov: Head of the Laboratory of Natural Foci Viral Infections of the M. 

Aikimbayev Kazakh Scientific Center for Quarantine and Zoonotic Diseases in Kazakhstan.  

Dr. Christina M. Farris: Microbiologist in the Viral and Rickettsial Diseases Department at the 

Naval Medical Research Center. Dr. Farris has experience with intracellular bacterial pathogens 

including experience with rickettsial and rickettsial-like pathogens. 
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The Role of Arboviruses as a Cause of Undifferentiated Febrile Illness in Sind, Pakistan 

(2014-18) (Pakistan) 

Dr. Maureen Long 

Project Abstract: 

Arboviral diseases are expanding worldwide, yet global surveillance is often limited due to 

diplomatic and cultural barriers between nations. Many of these pathogens are classified as 

extremely dangerous pathogens; either considered select agents, confounders for select agents 

due their clinical similarity or have epidemic potential. Prior to this work, the actual prevalence of 

expanding arboviruses was unknown in Pakistan due to inappropriate diagnosis and poor testing 

for arboviral diseases. The primary objective of this study was to document evidence of flavivirus 

infections as the cause of undifferentiated fever in Pakistan. Through a cooperative effort between 

the USA and Pakistan, patient exposure to arboviruses was examined in Sindh Province for the 

first time in decades. For the first time, West Nile virus was identified as a cause for encephalitis. 

Chikungunya was identified as a cause of a large epidemic of viral febrile arthralgia. In addition, 

a large number of neurological manifestations of infection were identified. Initial mosquito 

collections identified a predominance of Culex sp. in urban centers. Furthermore, this work 

produced a group of highly trained local scientists and medical professionals which disseminated 

modern scientific methods and more accurate diagnostic procedures to the community. 

Team Biography: 

Dr. Erum Khan: Professor in Microbiology, Department of Pathology and Laboratory Medicine at 

the Aga Khan University. She also has served has the Section Head of Microbiology and is a 

consultant clinical microbiologist to the hospital service.  

Dr. Joveria Farooqi: Assistant Professor in Microbiology, Department of Pathology and 

Laboratory Medicine at the Aga Khan University. Dr. Farooqi’s research focuses on arbovirus 

epidemiology, with an emphasis on hemorrhagic fevers in Pakistan.  

Dr. Kelli L. Barr: Assistant Professor in the Department of Biology at Baylor University. Dr. Barr’s 

research focuses on defining the epidemiology of arboviruses in Southern Pakistan. She is also 

deeply interested in viral pathogenesis.  

Dr. Maureen T. Long: Professor in the Department of Comparative Diagnostic and Population 

Medicine at the University of Florida (UF). Dr. Long is a board-certified large animal internist. She 

has consulted at the UF hospitals and the State of Florida arbovirus response plan. 
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Molecular Virology Studies in Georgia (Georgia) 

Dr. Giorgi Chakhunashvili  

Project Abstract: 

This collaborative research project aims to assess seroprevalence and genetic diversity of highly 

pathogenic bunyaviruses circulating in Georgia to include Crimean-Congo hemorrhagic fever 

virus (CCHFV) and hantaviruses causing hemorrhagic fever with renal syndrome (HFRS), such 

as Puumala (PUUV), Dobrava (DOBV), or Seoul (SEOV) viruses. Clinical samples acquired from 

febrile patients will be used to confirm initial diagnosis put by ELISA method as having antibodies 

against CCHFV or hantaviruses, by using more specific assays to include virus neutralization and 

multiplexed antigen/antibody binding assays. Samples obtained from previously funded projects 

will be studied as well and screened for hantaviruses and CCHFV. In addition, we will initiate a 

biosurveillance study in rodents and ticks in parts of Georgia where CCHFV cases occurred since 

2009. These studies will provide a baseline assessment of the potential for future outbreaks of 

CCHF and HFRS in this region. Rodent and tick samples will be tested by ELISA and RT-PCR 

for evidence of CCHFV or hantavirus infections. Selected samples will be sent to the United States 

Army Medical Research Institute of Infectious Diseases (USAMRIID) for virus-specific 

neutralization tests in BSL3 or BSL4 containment laboratories. To provide longer term capability 

to Georgian researchers for specific tests not requiring containment, we will implement 

multiplexed molecular diagnostic assays. Georgian personnel will be trained to perform these 

assays and to produce necessary reagents for their continued use. To identify the genetic 

diversity of CCHFV or hantaviruses in rodents or ticks, we will determine the viral gene sequences 

in PCR-positive samples. The proposed study will fill knowledge gaps concerning the disease 

potential of a group of highly pathogenic bunyaviruses causing hemorrhagic fevers in Georgia 

and will strengthen laboratory capacity of the National Center for Disease Control and Public 

Health (NCDC) / Richard Lugar Center for Public Health Research.  

Team Biography: 

Dr. Connie Schmaljohn: Senior Scientist for Medical Defense Against Infectious Disease 

Threats at USAMRIID. She has directed several efforts to develop and test DNA vaccines for 

highly pathogenic viruses of military or biodefense importance. 

Dr. Giorgi Chakhunashvili: Head of the One Health Division at National Center for Disease 

Control and Public Health of Georgia.  

Dr. Yvonne-Marie Linton: Research Entomologist at the Walter Reed Biosystematics Unit, 

where she heads the Molecular Taxonomy Team. She has experience barcoding many different 

insect taxa, having established the global Mosquito Barcoding Initiative. 
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Project Briefings Session Two: Advanced Molecular Diagnostics & 

Bioinformatics  

Research Preparedness and Next Generation Sequencing Training for the Armauer 

Hansen Research Institute (AHRI) (Ethiopia) 

Dr. Markos Abebe 

Project Abstract 

AHRI is a biomedical research facility established in 1970 with a focus to study the immunology 

of Leprosy. Since then the institute has been expanding its disease portfolio to include 

tuberculosis, leishmaniasis, malaria, HIV, hepatitis, HPV, bacterial and viral meningitis, and other 

infectious and non-communicable diseases using microbiology, immunology and molecular 

biology as tools. In 2019, AHRI received the remaining equipment such as bioanlyzer, realtime 

PCR, Covaris and high performance computational computer and server from DTRA; installation 

and initial training is pending for end of October 2019. Apart from equipment support, DTRA 

sponsored a total of 6 staff members from AHRI between 2017 and 2019 to participate in the SFS 

seminars and hands-on wet lab and bioinformatics trainings in LANL.  

Parallel to the DNA sequencing capacity, AHRI works to strengthen computational capacity in 

Ethiopia. A consortium project grant to study the co-evolution of human and Mycobacterium 

tuberculosis (TBGEN) through sequencing of exoms and whole genome of humans and 

mycobacteria respectively will serve as platform for building and testing the capacity of both the 

sequencing and analytical capabilities our team. TBGEN will run for the next 3 years and one of 

the outcomes of the project is to make AHRI a training center for genomics and bioinformatics 

and serve the nation and nearby countries. It is foreseen that the capacity built at AHRI will serve 

other institutes in the country.  

Dr. Markos Abebe, PhD: Director; Biotechnology and Bioinformatics and Lead Scientist at the 

Armauer Hansen Research Institute (AHRI) and Adjunct Associate Professor of Immunology at 

Addis Ababa University, Institute of Biotechnology. He received his PhD from the University of 

Copenhagen, Denmark in 2008 in TB immunology.  

Yonas Kassahun, PhD: Team leader and Project manager. Received his PhD from the 

University of Dublin, Ireland in 2011 in Molecular genetics/genomics.  

Tewodros Tariku, MSc: Bioinformatician and Ph.D. candidate at Addis Ababa University, 
Ethiopia, conducting his dissertation study on the genetic basis of podoconiosis.  

Dawit Hailu, MSc: Research Technician 

Rosa Tsegaye, PhD: Project data manager at AHRI.  

Amannuel Zewd: Computer Engineer with BSC in Electrical and computer Engineering from 
Institute of technology, University of Gondar in 2017.  
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Research Preparedness and Next Generation Sequencing training for the National 

Animal Health Diagnostic and Investigation Center (NAHDIC) (Ethiopia) 

Dr. Solomon Gebre 

Project Abstract: 

The National Animal Health Diagnostic & Investigation Center (NAHDIC) of the Ministry of 

Agriculture of Ethiopia (MOA) is a federal government institution dedicated to the prevention and 

control livestock and zoonotic diseases in the country in collaboration with national and 

international partners. Animal diseases are of considerable importance to human welfare both as 

a cause of illness in man and as a factor in reducing the food potential of the world. A 

memorandum of understanding (MoU) between DTRA- BTRP and NAHDIC was signed in 

January 2017 with objective to: a) perform biosafety and biosecurity renovations, b) enhance the 

diagnostic capacity of NAHDIC by providing sequencing machine and bioinformatics trainings, 

and c) support NAHDIC staff participation at mutually agreed international conferences on 

relevant topics such as biosafety and biosecurity. This presentation highlights the 

accomplishments under this MOU, with particular emphasis on biosafety and biosecurity, 

laboratory capacity building, and next generation sequencing.  

Team Biography: 

Dr. Solomon Gebre: Deputy Director and senior veterinary researcher at NAHDIC. He has 

worked as provincial and regional veterinary officer and coordinated many national and 

international livestock disease projects in Ethiopia. He is the World Organisation for Animal Health 

(OIE) representative for veterinary laboratories in Ethiopia.  
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Pathogen Discovery and Characterization in Cases of Febrile Illness in Guinea (Guinea)  

Dr. Abdoul Beavogui 

Project Abstract: 

Acute febrile illness is a major cause of hospital visits worldwide, especially in certain areas of 

Asia and Africa. Mortality rates in these cases are often high, as much as 24%. Occurrences of 

acute febrile illness in Sub-Saharan Africa (SSA) are often misdiagnosed as malaria. A number 

of factors contribute to this trend: resource-poor settings, improper or no clinical training and lack 

of rapid diagnostics. In particular, there has been insufficient emphasis on the research and 

development of diagnostics for non-malarial infections. This has led to a self-perpetuating cycle 

of malarial misdiagnoses, transmission of the often viral pathogen, and localized outbreaks. In 

fact, a number of viral pathogens are known to circulate in urban areas of SSA. Guinea, along 

with Mali and Nigeria are countries known to harbor dengue (DENV), chikungunya (CHIK) and 

Lassa. Strikingly, 60% of a study cohort in Republic of Guinea had evidence of arboviral syndrome 

with serological evidence of five arboviruses: chikungunya virus, dengue virus, West Nile virus, 

yellow fever virus, and Tahyna virus. Further complicating the issue, standard diagnoses may 

miss a viral infection, yield false positives or are unable to differentiate due to cross-reactivity. For 

instance, serological and diagnostic methods for detection of YFV are often error-prone. High-

throughput sequencing (HTS) has become a solution to many of these problems. HTS is relatively 

unbiased, not dependent on sequence information, and requires no a priori knowledge about a 

pathogen.  

Taken in the context of the One Health paradigm, it is clear that HTS capacity and expertise is a 

critical need for both pathogen surveillance as well as novel microbe discovery. It is also clear 

that Africa, and SSA in particular, is a crucial nexus of emerging and re-emerging threats. Guinea-

Conakry is located in an area of principal concern for epidemics and zoonoses. Therefore, we 

have engaged in a collaborative effort to establish and sustain a HTS capability in Guinea-

Conakry. Following a brief capability build, we will initiate a research program to investigate the 

origins of undifferentiated febrile illnesses in Guinea.  

Team Biography: 

Dr. Kenneth G Frey: Project co-principal investigator with ten years of experience in high-

throughput sequencing and bioinformatics. Naval Medical Research Center 

Dr. Abdoul Beavogui: Project co-principal investigator and researcher at the Maferinyah 

National Center for Training and Research in Rural Health.  

Prof. Alexandre Delamou: Deputy Director of PREGUI, Maferinyah National Center for Training 

and Research in Rural Health. He also holds a dual appointment at Gamal University of Conakry 

as Associate Professor of Public Health and Head of the Public Health Department. 
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Dr. Cherif Mahamoud Sama: Research Manager at the Maferinyah Research Center. He holds 

an M.D. from Gamal University with a specialization in pediatrics. He received his Ph.D. degree 

from the Nagasaki University. Dr. Cherif worked as an assistant professor at the Institute of 

Tropical Medicine, Nagasaki University. 

Mr. Daouda Camara: Head of Laboratory at the Maferinyah National Center for Training and 

Research in Rural Health. He is skilled in malaria diagnostics using microscopy and rapid tests 

and has participated in several clinical trials on malaria and Ebola.   

Mr. Michel Koropogui: Head of the Molecular Biology Unit at the Maferinyah National Center for 

Training and Research in Rural Health. He worked as Biologist for the European Mobile 

Laboratory of Bernard Nocht Institute for the diagnosis of the Ebola virus as a part of the response 

to the epidemic as well as Head of the Molecular Biology Unit at the Hemorrhagic Fever 

Laboratory for the USAID/PREDICT project.  
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African Swine Fever Whole Genome Sequencing to Underpin Control (Kenya) 

Dr. Edward Okoth 

Project Abstract:  

The urgent requirement for additional African swine fever virus (ASFV) genome sequences was 

identified as an important research gap by participants at the inception meeting of the Global 

African swine fever Research Alliance (GARA) held at the Plum Island Disease Centre, U.S.A., 

in April 2013. A strategy document for the control of ASF in Africa jointly developed by African 

Union’s Inter African Bureau for Animal Resources (AU-IBAR), the Food and Agriculture 

Organization of the United Nations (FAO) and the Biosciences East and Central Africa-

International Livestock Research Institute (BecA-ILRI) Hub and that was validated and adopted 

in a consultation workshop held between 10-12 November 2015 in Ouagadougou, Burkina Faso 

also explicitly states the need for ASFV genome sequences. Complete genome sequence 

determination has the following objectives: (A) Enable tracing the origin and spread of new African 

Swine Fever (ASF) outbreaks both within the African continent and globally: (B) to underpin future 

vaccine development implemented in other projects through enabling identification of all 

conserved genes within the ASFV pan-genome that represent candidate antigens; (C) Allow 

prediction of the effectiveness of rationally attenuated viruses for regional disease control using 

live vaccines in specific areas of Africa; (D) Provide data relevant to understanding the molecular 

basis of host and vector (pig and tick)-virus interaction; (E) Facilitate identification of viral virulence 

factors through linkage to available clinical data; (F) Improve understanding of virus evolution and 

diversity and how this is related to ASFV geographical distribution and dynamics; (G) Refine 

molecular diagnostic and epidemiological tools used to detect the virus and trace outbreaks. The 

project working is working in a consortium that includes Research InstituteBecA-ILRI, Kenya 

(Primary); University of Pretoria, South Africa; Agriculture Research Council-Onderstepoort 

Veterinary Research, South Africa and University of Victoria, Canada. The approach used to 

implement the project includes ASF virus isolation for DNA amplification, next generation 

sequencing and viral genome annotation to determine and analyse the sequences of novel ASFV 

genomes, including representatives of all major genotypes that currently lack a genome 

sequence. The data and results generated will be made available through an open data source 

for the scientific community and policy makers. 

Team Biography 

Dr. Edward Okoth Abworo: Senior Scientist at the International Livestock Research Institute 

(ILRI) and his focus is on the epidemiology of trans-boundary animal diseases as a pre-requisite 

for their control. His current research is on epidemiology and control of African swine fever in 

Africa.  

Dr. Chris Upton: Professor at the University of Victoria in Canada. His group is developing 

specialized software to help automate the process of genomic analysis and predicting gene 

function in large virus genomes (poxviruses, herpesviruses, baculoviruses).  



 

Science Program Review 2019  Research Project Briefings: Session 2 32 

Dr. Armanda Bastos: Professor at the University of Pretoria, South Africa. Her research focuses 

on wildlife infectious disease epidemiology and incorporates molecular diagnostic and 

phylogenetic approaches to determine origin, persistence and spread of viral, vector-borne and 

zoonotic diseases.  

Dr. Livio Heath: Program manager at  the Agricultural Research Council–Onderstepoort 

Veterinary Research, South Africa. His research interests include viral genome amplification and 

sequencing. 

Dr. Richard Bishop: Consultant and professor at Washington State University, U.S. His major 

research interests are molecular epidemiology and vaccine development.  

Dr. Jean-Baka Entfellner: Bioinformatics scientist at the BecA-ILRI Hub. He was a senior lecturer 

in Computer Science at the University of the Western Cape, South Africa and a postdoctoral fellow 

with the South African National Bioinformatics Institute (SANBI).  
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Next Generation Sequencing Capacity Building in Liberia Focused on Viral Hemorrhagic 

Fever Biopreparedness (Liberia) 

CDR Andrew Letizia 

Project Abstract: 

The 2014-16 Ebola virus disease (EVD) outbreak in West Africa exposed the weaknesses within 

Liberia’s public health network with ripple effects throughout the world including the United States. 

Significant investments were made by U.S. government organizations and the global community 

to provide diagnostic capabilities including genomic capacity within the National Public Health 

Institute of Liberia (NPHIL). Following the EVD outbreak, there is continued demand for an in-

country genomics capacity that will allow improvement in diagnostic assays, more robust 

epidemiologic case investigation of outbreaks, and identification of unknown pathogens in the 

region. However, the genomics equipment in Liberia is aging, specialized staff is lacking and the 

training provided during the outbreak response was insufficient for the local scientists to operate 

independently potentially making the program non-sustainable.  

We propose a consortium of both U.S.-based teams and regional partners to help revitalize the 

genomics capabilities in Liberia by providing updated equipment and safety training to include 

proper instruction on handling and processing high-risk pathogens. In concert with the NPHIL, we 

will identify and train the next generation of Liberian scientists using rodent and human samples 

looking for Lassa and other viral hemorrhagic fevers, provide real-time data to the Liberian 

Ministry of Health, and test public health interventions to curb bio-threats. These skills will be used 

to help characterize and improve surveillance of Lassa virus and other high-threat pathogens 

endemic to the region. The overall goal is to improve biopreparedness in Liberia through better 

detection, improved outbreak response, and refined public health policy. 

Team Biography: 

Dr. Mosoka Fallah:  Deputy Director General for Technical Services at the National Public Health 

Institute of Liberia (NPHIL).   

Dr. Michael Wiley: University of Nebraska Medical Center genomics expert leading sequencing 

efforts for Ebola, Lassa, and dengue viruses in West Africa for the last five years.  

CDR Andrew Letizia: U.S. Navy Infectious Disease Physician from the Naval Medical Research 

Center and has led over 18 projects in seven West African countries performing clinical research 

in a variety of tropical medicine topics.  

  



 

Science Program Review 2019  Research Project Briefings: Session 2 34 

Characterization of NCDC Strain Repository by Next Generation Sequencing (Georgia) 

Dr. Gvantsa Chanturia 

Project Abstract: 

The National Center for Disease Control and Public Health of Georgia (NCDC) is responsible for 

the regular surveillance of all especially dangerous pathogens throughout the country and 

maintains significant collection of the bacterial strains. Up to one thousand strains of Y. pestis, B. 

anthracis, Brucella spp. and F. tularensis currently exist at the repository of NCDC/Lugar Center 

for Public Health Research. DTRA funded this project for characterization of NCDC strain 

Repository by Next Generation Sequencing (NGS) in collaboration with Los Alamos National 

Laboratory (LANL) was launched in 2015. The main objective of this project was to examine 

selected strains from the Georgian NCDC pathogen strain archive using the most sophisticated 

genomic approaches to provide a greater understanding of their genetic variability and functional 

capabilities. It was proposed to sequence, assemble, annotate, and characterize up to 100 new 

genomes of four selected bacterial pathogens and infer previously unknown relationships.  

Team Biography: 

Dr. Gvantsa Chanturia: Head of the Department for Virology, Molecular Biology and Genome 

Research at NCDC. Her expertise is molecular biology and Sanger and next gen sequencing.  

Dr. Ekaterine Khmaladze: Molecular biologist at NCDC. Her research is focused on molecular 

epidemiology and enhancing laboratory capacity for identification and genotyping of anthrax and 

poxviruses. 

Dr. Ketevan Sidamonidze: Senior specialist at the Department of Virology, Molecular Biology 

and Genome Research at NCDC.  

Dr. Ekaterine Zhghenti: Researcher at NCDC. 

Dr. Adam Kotorashvili: Head of the Genome Center at NCDC.  

Dr. Ana Kasradze: Head of the Emergency Response Division at NCDC.  

Dr. David Zorikov: Head of the Information Technology Division at NCDC.  

Dr. Paata Imnadze: Science Director at NCDC. 
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An Integrated Strategy Combining Consensus Polymerase Chain Reaction (PCR) and Next 

Generation Sequencing (NGS) for Whole Genome Sequencing of Virus from Biological 

Specimens (Thailand) 

Dr. Supaporn Wacharapluesadee 

Project Abstract: 

Consensus polymerase chain reaction (cPCR) uses specific or degenerate primer sets designed 

to amplify sequences from a group of genetically related targets. Development of cPCR to detect 

viral families (or family-wide PCR assays) has greatly facilitated the detection of known, previously 

unknown and emerging viruses in the same assay. Next Generation Sequencing (NGS) is a useful 

tool in determining the whole genome sequence (WGS). Although the cost of NGS processing is 

high in comparison to direct sequencing method, NGS is more advantageous and cost effective 

in sequencing whole genome of a novel pathogen. In our study, PREDICT cPCR was used to 

detect virus from biological specimen. The positive PCR sample was confirmed and characterized 

for viral species by direct sequencing of short PCR fragments (400-1,000 bp). The viral positive 

sample was further characterized for WGS by NGS. The sequence analysis tool without reference 

from NCBI (non-reference genome analysis) using EDGE tool was used to characterize the WGS 

of a new alphaCoV in our study. Combining cPCR and NGS allows WGS characterization directly 

from biological a specimen without the need for virus isolation. Using this molecular method is 

highly beneficial as a BSL4 agent such as Nipah virus can be safely characterized at a BSL2 

laboratory. Thus, cPCR in conjunction with NGS can be used to obtain WGS from the good quality 

(high viral load, low host DNA contamination) specimen, facilitating rapid identification of novel or 

high-threat emerging viruses. 

Team Biography: 

Dr. Supaporn Wacharapluesadee: Deputy Director at the Thai Red Cross Emerging Infectious 

Diseases Health Science Centre (TRC-EID), King Chulalongkorn Memorial Hospital, Faculty of 

Medicine, Chulalongkorn University, a WHO Collaborating Centre for Research and Training on 

Viral Zoonoses.  

Dr. Yutthana Joyjinda: Medical scientist at the TRC-EID.  

Miss Apaporn Rodpan: Bioinformatician at the TRC-EID.  

Dr. Prateep Duengkae: Department of Forest Biology, Faculty of Forestry, at Kasetsart 

University.  

Dr. Sangchai Yingsakmongkon: Veterinarian and lecturer at Department of Microbiology and 

Immunology, Faculty of Veterinary Medicine, Kasetsart University.  
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Project Briefings Session Three: Epidemiology and Biosurveillance 

Sero-prevalence of Q Fever and Molecular Characterization of Circulating Pathogens in 

Domestic Ruminants in Selected Pastoral Areas in Ethiopia (Ethiopia) 

Dr. Redeat Belaineh 

Project Abstract: 

Coxiella burnetii is a Category B select agent that causes infection in both humans (Q fever) and 

animals (coxiellosis). This zoonotic pathogen has almost worldwide distribution and is of great 

public health and economic importance due to its low infectious dose and the devastating impact 

it can have on livestock. This study aims to gather baseline data on disease prevalence and 

associated risk factors in selected pastoral and urban areas of Ethiopia. A cross-sectional study 

will be conducted from August 2019 to August 2020 in selected pastoral areas of Oromia, Afar, 

and Somali, as well as abattoirs in Addis Ababa. Cattle, sheep, goat and camel are the target 

animals for this study.  

A two-stage cluster sampling design will be applied to sample 7940 ruminants to include 2600 

cattle, 540 camels, and 4800 sheep and goats from the three regional states. Over 24 consecutive 

weeks, 384 sera and whole blood samples will be collected from each species at Addis Ababa 

municipality abattoir. Animals under 6 months of age will be excluded from this study. Only female 

cattle, sheep, and goats will be included in this study but both sexes will be included for camels. 

Blood sera will be collected from cattle, small ruminants and camel. Milk and udder swabs from 

cows, vaginal swabs and milk from goats and sheep, and urine samples from camels will also be 

collected, based on the most common routes of shedding of C. burnetii. Samples will be collected 

in wet and dry season. In addition, ticks will be also collected from infested study animals.  

Sera samples will be tested for antibodies against C. burnetii by commercial ELISA kits (IDEXX). 

Buffy coats, swabs, urine, and milk will be tested by qPCR assays targeting the insertion 

sequence IS1111 and com1. Positive samples will be characterized by multi-spacer sequence 

typing (MST). Pool of ticks will be tested using the qPCR for genotyping. GPS coordinates 

recorded during sample collection will be used to produce distribution maps using the ArcGIS 

program. Epidemiological data and laboratory results will be entered into Excel and data will be 

analyzed using STATA Version 12. Finally, the outcome of the study will be shared with the 

Ethiopian Ministry of Agriculture, the Ministry of Health, and DTRA to enhance disease 

surveillance and develop prevention and control strategies in both human and animals. 

Team Biography: 

Dr. Redeat Belaineh: Head of the Molecular Biology Laboratory  and a researcher in veterinary 

microbiology at the National Animal Health Diagnosis and Investigation Center (NAHDIC)  

Dr. Solomon Gebre: Deputy Director and a Senior Veterinary Researcher at NAHDIC. He has 

worked as provincial and regional veterinary officer and research officer in veterinary laboratories 

and is the World Organization for Animal Health (OIE) representative for veterinary laboratories 

in Ethiopia. 
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Dr. Fasil Aklilu: Head of the Viral Serology Laboratory and an associate researcher in Veterinary 

Microbiology at NAHDIC.  

Dr. Matios Lakew: Head of the General Bacteriology Laboratory, Biorisk Management 

Coordinator, and an associate researcher in Veterinary Microbiology at NAHDIC.  

Dr. Asaminew Tesfaye: Researcher of Veterinary Microbiology at NAHDIC, and the Head of 

Viral Serology Laboratory at NAHDIC.  

Dr. Hagos Asgedom: Head of Sample Reception and an associate researcher and 

epidemiologist at NAHDIC, and the Sample Reception Head at NAHDIC and Epidemiologist 

Dr. Getachew Tuli: Head of Bacterial Serology and a researcher at NAHDIC. 

Dr. Christina M. Farris: Microbiologist in the Viral and Rickettsial Diseases Department at the 

Naval Medical Research Center and an adjunct assistant professor in the Department of 

Preventive Medicine and Biostatistics at the Uniformed Services University of the Health Sciences.  

Dr. Samson Leta: Assistant professor of biostatistics and spatial vet epidemiology at Addis 

Ababa University.  
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Incorporating Geographic Information Systems (GIS), Remote Sensing, and Laboratory 

Diagnostics into Human and Veterinary Disease Surveillance for Tularemia and Anthrax in 

Ukraine (Ukraine) 

Prof. Serhiy Nychyk 

Project Abstract: 

Anthrax is a severe, under-‐reported zoonosis, caused by the bacterium Bacillus anthracis, that 

affects livestock, wildlife, and humans nearly worldwide. Humans most often contract anthrax 

from  animal  products,  including  meat,  bones,  and  hide.  In  the  early  20th  century,  a large 

number of livestock anthrax outbreaks in the Russian Empire were in Ukrainian territories. During 

the past century, as a part of the Soviet Union and as an independent nation, Ukraine 

has  continually  experienced  livestock  and  human  anthrax  outbreaks.  Here,  we  used geo-

referenced livestock outbreak data from 1913 to 2012 to report spatiotemporal patterns and use 

spatial analysis to define hotspots of livestock anthrax from historical to contemporary times in 

Ukraine. We were most interested in comparing changes in anthrax reporting over the past 

century, and to identify areas where anthrax persists in modern times. Historically (1913-‐1978), 

anthrax reporting sites were widely distributed across the country with relatively large 

hotspots. Weighted hotspot analysis identified multiple anthrax foci, though these were smaller 

than historical hotspots. Space time analysis of moving polygons (STAMP) showed that 

expanding and stable anthrax foci overlapped historical reporting areas, and newly generated 

foci  that  were  located  near  recently  reported  wildlife  outbreaks.  These  findings  may  help  

better  direct  future  control  and  mitigation  efforts,  and  indicate  that  alternative  detection 

methods (e.g. wildlife surveillance and predictive ecological models) may be helpful.  

Team Biography: 

Dr. Aleksandr Tarasov: Head of the Anthrax Laboratory at the Institute of Veterinary Medicine 

(IVM) of the National Academy of Agrarian Sciences (NAAS) of Ukraine.  

Ms. Nataliia Vydaiko: Head of the Laboratory of Especially Dangerous Infections (EDI) at the 

State Institution Ukrainian Center of Diseases Control and Monitoring (UCDCM) of the Ministry of 

Health (MoH) of Ukraine. Natliia served as a principal investigator for this project. 

Ms. Oksana Bilonyk: Bacteriologist from the UCDCM of the Ministry of Health (MoH) of Ukraine. 

Her focus is on testing PCR of the collected samples, as well as working with the GIS group on 

database development.  

Dr. Jason K. Blackburn: Director of the Spatial Epidemiology and Ecology Research Laboratory 

(SEER Lab) at the University of Florida in the United States.  

Dr. Gregory E Glass: Professor in the Emerging Pathogens Institute at  the University of Florida 

in the United States. His research focuses on mathematical modeling of disease outbreaks.  
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Surveillance and Molecular Epidemiology of Especially Dangerous Respiratory Viruses in 

Commercial and Backyard Poultry and Migratory Waterfowl in India (India) 

Dr. Sagar Goyal 

Project Abstract: 

Emerging and re-emerging respiratory diseases in poultry, especially velogenic viscerotropic 

Newcastle disease virus (vvNDV) and highly pathogenic avian influenza (HPAI), present a major 

threat to animal and public health worldwide, especially in rapidly developing nations such as 

India. The core viral pathogens of human and animal concern involved in respiratory disease 

complex of poultry have not been studied. To fill this knowledge gap, we are testing three 

hypotheses: 1) the respiratory tract viromes from commercial and backyard flocks and waterfowl 

in the states of Haryana, Odisha, and Kerala are a potential source of especially dangerous 

pathogens (EDPs); 2) molecular genotyping approaches will identify host- and region-specific 

fingerprint profiles of EDPs including vvNDV and HPAI; 3) next generation sequencing will help 

identify nucleic acid signatures of EDPs in domestic poultry and waterfowl. The overall goal of 

this project is to develop the genomics based strain-typing capability of EDP and emerging viral 

pathogens from avian sources in academic research settings in India. Molecular epidemiologic 

analysis and comparative metagenomics investigation of respiratory viromes of domestic poultry 

and migratory birds, using a comprehensive and statistically robust stratified random sampling 

approach, will provide a strong foundation for the development of evidence-based approaches for 

implementing sustainable measures to control EDP, help generate data and tools,  build 

sustainable capabilities, and enhance domestic and international academic partnerships critical 

to characterizing the zoonotic pathogens associated with domestic poultry and waterfowl in India. 

Team Biography: 

Dr. Sagar M. Goyal: Professor in the Department of Veterinary Population Medicine at the 

University of Minnesota, St. Paul, Minnesota and is faculty advisor for Diagnostic Virology and 

Serology laboratories.  

Dr. Vivek Kapur:  Huck Distinguished Chair in Global Health and Professor of Microbiology and 

Infectious Diseases at Pennsylvania State University. He is also a Professor of Infectious 

Diseases and Global Health at the Nelson Mandela African Institute of Science and Technology 

in Tanzania.  

Dr. Niranjana Sahoo: Professor and Head, Department of Epidemiology and Preventive 

Medicine, Odissa University of Agriculture and Technology, Bhubaneswar, Odisha, India. He is 

also the coordinator of the Centre of Wildlife Health.  

Dr. Nand K. Mahajan: Retired Dean-cum-Principal Scientist from the Lala Lajpat Rai University 

of Veterinary and Animal Sciences, Hisar, Haryana, India.  

Dr. Chintu Ravishankar: Assistant Professor in the Department of Veterinary Microbiology, 

College of Veterinary and Animal Sciences, Pookode, Kerala.  
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Etiology of Severe Acute Respiratory Infections (SARI) in Kuala Lumpur, Malaysia 

(Malaysia) 

Dr. Jamal I-Ching Sam 

Project Abstract: 

The epidemiology of severe acute respiratory infections (SARI) in adults in Asia is relatively 

understudied, but is important in a region that is a hotspot for emergence of potential biological 

threats. Currently, these may remain largely undiagnosed due to lack of awareness and laboratory 

diagnostic capacity. We are examining the etiology of SARI in Kuala Lumpur and are enhancing 

national capacity in biosafety awareness and molecular diagnostics for respiratory agents. To 

these ends, we have established a comprehensive panel of real-time polymerase chain reaction 

(PCR) to detect respiratory viral and bacterial agents, including Burkholderia pseudomallei, 

Coxiella burnetii, Francisella tularensis, Yersinia pestis, Bacillus anthracis, SARS-CoV, MERS-

CoV, and influenza A (H5 and H7). We have utilized this panel in concert with the Luminex xTag 

Respiratory Virus Panel assay and next-generation sequencing to better identify etiologic agents 

for SARI. To-date, we have tested a total of 253 cases, with one positive case of B. pseudomallei, 

and rhinovirus/enterovirus (57%) and influenza virus (8%) among the most common viruses 

detected. In a separate but related study, the B. pseudomallei PCR was shown to increase 

sensitivity of detection to 100% in 8 cases of pulmonary melioidosis, compared to 50% using 

conventional culture media. To build national capacity in these fields, we hosted a biosafety 

workshop that brought together 20 clinical microbiologists from 16 institutions throughout 

Malaysia. A follow-on workshop later this year will focus on molecular diagnostics and 

dissemination of panel protocols. Connections established through this research and these 

workshops will foster future collaborations in biosurveillance research. 

Team Biography: 

Dr. Jamal I-Ching Sam: Head of the Diagnostic Virology and Molecular Units at the University of 

Malaya Medical Center (UMMC) in Kuala Lumpur, Malaysia.  

Dr. Yoke Fun Chan: Department of Medical Microbiology at UMMC.  Her research focuses on 

respiratory infections and developing diagnostics. 

Dr. Mohd Shanaz bin Hassan and Dr. Fadhil Hadi Jamaluddin: Clinical co-investigators who 

recruit cases from the UMMC Intensive Care Unit.   

Dr. Yong Kek Pang: Clinical co-investigator who recruits cases from the UMMC Respiratory 

Medicine Unit.   

Dr. Sasheela Ponnampalavanar and Dr. Sharifah Faridah Syed Omar: Clinical co-

investigators who recruit cases from the UMMC Infectious Diseases Unit.  
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Multi-Year Prospective Cohort Study to Evaluate the Risk Potential of MERS-CoV 

(Malaysia) 

Dr. Sazaly Abu Bakar 

Project Abstract: 

Since its first appearance in 2012, the Middle East respiratory syndrome Coronavirus (MERS-

CoV) infection has emerged as among the more serious public health concerns. As of June 2019, 

the World Health Organization has been notified of 2,449 laboratory-confirmed cases with a case 

fatality rate estimated at 35%. Beyond its high fatality rate, a significant concern lies in the 

potential for MERS-CoV infection to spread beyond the Middle East, as was witnessed in South 

Korea in 2015. The present study aims to assess the risk that MERS-CoV infection poses 

to travellers to the Middle East. It was undertaken in collaboration with the Ministry of Health 

Malaysia (MOHM) and the Malaysia Hajj Pilgrims Fund Board (MHPFB). For the study, a multi-

year cohort of pilgrims departing for Hajj from Malaysia was established. Pre- and post-pilgrimage 

blood specimens were obtained from volunteers for serologic analysis. Questionnaires were also 

given to obtain data to stratify the risk of exposure by factors such as age, gender, co-morbidities, 

healthcare visits, and exposure to camelids or untreated camel products during the 

pilgrimage. For 2016-2018 Hajj cohorts, a total of 2,864 volunteers were enrolled. Among 

these, 2,139 (74.7%) continued their participation and gave consent for post-pilgrimage blood 

draws and data collection upon their return. To date, paired blood samples (pre- and post- 

pilgrimage) from 1,223 participants from 2016 and 2017 Hajj cohorts have been analyzed by 

ELISA for the presence of IgG antibodies to MERS-CoV. Preliminary findings suggested ~1% of 

the pilgrims had increased levels of MERS-CoV specific IgG titers post-Hajj. ELISA assays for the 

remaining paired blood samples and confirmatory micro-neutralization assays are ongoing. Our 

preliminary findings from the study suggest that a more extensive study is warranted to determine 

the full risk of exposure to MERS-CoV during a long stay in the Middle East such 

as that during Hajj.  

Team Biography: 

Dr. Sazaly Abu Bakar: Founding director of the Tropical Infectious Diseases Research and 

Education Center (TIDREC) and WHO Collaborating Center for Arbovirus Reference and 

Research at the University of Malaya. 

Dr. Adzzie-Shazleen Azman: Tropical Infectious Diseases Research and Education Center 

(TIDREC), University of Malaya. 

Mr. Jefree Johari: Tropical Infectious Diseases Research and Education Center (TIDREC), 

University of Malaya. 

Mr. Chee-Sieng Khor: Tropical Infectious Diseases Research and Education Center (TIDREC), 

University of Malaya.   

Mdm Siti-Sarah Nor’e: Tropical Infectious Diseases Research and Education Center (TIDREC), 

University of Malaya.  
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Dr. Chee-Kheong Chong: Ministry of Health Malaysia. 

Dr. Norhayati Rusli: Ministry of Health Malaysia  

Dr. Lokman-Hakim Sulaiman: Ministry of Health Malaysia.  

Dr. Tupur Husain: U.S. Naval Medical Research Center-Asia, Singapore. 

Dr. Brian L. Pike: U.S. Naval Medical Research Center–Asia, Singapore.  

Dr. Jose A. Garcia-Rivera: U.S. Naval Medical Research Center, Silver Spring, Maryland, U.S.A.  
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A Collaborative Interdisciplinary Approach to an Endemic Zoonotic Disease in Cameroon: 

Enhancing Capabilities to Prevent, Detect, and Respond to Brucellosis (Cameroon) 

Dr. Abel Wade 

Project Abstract: 

Texas A&M University will work with the Laboratoire National Vétérinaire du Cameroun 

(LANAVET) in Yaoundé, Cameroon to conduct brucellosis research and cultivate the 

Cameroonian Government’s capacity to better prevent, detect, and respond to brucellosis using 

a collaborative interdisciplinary approach. The project team will work in 3 regions of the country 

(Far-North, North, and West) to: 1) Evaluate brucellosis prevalence in major livestock including 

cattle, pigs, and small ruminants (sheep and goats) in the country using molecular and serological 

based approaches with the ultimate goal of reducing biothreat, 2) Improve livestock diagnostic 

capacity in the country using molecular and serological based approaches, 3) Develop and 

provide appropriate education, extension, and training capacity in the prevention, detection, and 

response to brucellosis for veterinary health, research, and public health personnel, and 4) 

Publish and disseminate research findings to better inform future policymakers and veterinary 

and public health professionals. Few epidemiological studies have attempted to establish 

prevalence of brucellosis in Cameroon, and such studies were based mainly on serological 

methods to screen for the disease without providing a definite answer of disease prevalence. For 

the first time in this country, a comprehensive study will be done with appropriate sample sizes 

and diagnostic methods to determine the prevalence of specific strains of Brucella which will 

further the country’s vision of establishing a vaccination campaign to manage disease spread. 

Most importantly, building local awareness and diagnostic capacity will increase the ability for 

Cameroon to accurately and promptly diagnose the disease with the intention of implementing 

rapid countermeasures which will stop disease spread, ultimately decreasing the pathogen 

prevalence and the risk of bacterial acquisition for nefarious acts which is aligned with the mission 

of the Biological Threat Reduction Program (BTRP) of reducing biological threats. 

Team Biography: 

Dr. Abel Wade, DVM, MSc, PhD: Director of Laboratoire National Vétérinaire (LANAVET) Annex 

in Yaoundé, Cameroon. Over 15 years experience in animal disease surveillance including field 

sample collection, molecular microbiology, vaccine production, and development and application 

of nuclear related techniques in pathogen detection.  

Angela M. Arenas-Gamboa, DVM, Ph.D., Dip ACVP: Assistant Professor in the Department of 

Veterinary Pathobiology at the Texas A&M University College of Veterinary Medicine & 

Biomedical Sciences. Over 15 years of experience with infectious diseases with a strong 

emphasis on the development of vaccines for human and animal use against brucellosis. Current 

efforts involve the development of improved Diagnostic Tools for infectious disease agents that 

could be used under resource limited settings. 

Rosina C. Krecek, FRSSAf, Ph.D., MBA: Research Professor of Global One Health at Texas 

A&M University. Dr. Krecek is an international specialist in zoonotic parasitic and infectious 
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diseases, with an emphasis on one health approaches and innovative and sustainable 

interventions of prevention and control. More than 30 years of experience establishing and 

building novel educational and research programs in veterinary education and international One 

Health. 

Jeffrey Foster, Ph.D. (PI): Associate Professor of Biological Sciences and Associate Director of 

the Pathogen and Microbiome Institute (PMI), at Northern Arizona University (NAU). He has 

extensive experience in pathogen genomics, with a particular focus on the genomics of Brucella.  
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Serological Biosurveillance for Spillover of Henipaviruses and Filoviruses at Agricultural 

and Hunting Human-Animal Interfaces in Peninsular Malaysia (Malaysia) 

Dr. Jonathan Epstein 

Project Abstract: 

The henipaviruses and filoviruses include Hendra virus (HeV) and Nipah virus (NiV), and several 

species of Ebola (EBOV) and Marburg virus (MARV), respectively, each of which are highly 

pathogenic viral select agents capable of causing public health emergencies of international 

concern. Bats are recognized as reservoirs for both henipa- and filoviruses, and zoonotic 

transmission of these viruses from bats to humans via domestic animals has occurred in 

Southeast Asia. The full diversity of henipa- and filoviruses in bats and their potential to infect 

livestock and people is unknown. This project has enhanced detection, surveillance and research 

capacity in Malaysia by: 1) transferring Luminex-based technology with validated reagents to 

detect IgG antibodies against henipa- and filoviruses to Government of Malaysia and university 

partner labs in wildlife, livestock, and human health sectors; 2) training laboratory personnel to 

develop and utilize Luminex-based assays to identify exposure to henipa- and filoviruses; 3) 

conduct biological surveillance in wildlife (especially bats), livestock, and people in and near 

indigenous communities and animal facilities in and near forested areas in Peninsular Malaysia, 

where there are high levels of contact among people and animals. This project will help 

characterize the distribution and spillover potential of henipa- and filoviruses from bats in 

Peninsular Malaysia and test the hypothesis that spillover of these viruses has already occurred 

in people and livestock in these communities. Activities have been coordinated with and are 

complimentary to the USAID Emerging Pandemic Threats: PREDICT program. Surveillance data 

will be shared with Government of Malaysia partners within the Ministry of Health, Department of 

Wildlife and National Parks, and the Department of Veterinary Services. The project is closely 

aligned with the aims of the Biological Threat Reduction Program in that it supports 

biosurveillance and capability building, engages partner-country scientists, and promotes a One-

Health approach to threat reduction.  

Team Biography: 

Dr. Jonathan Epstein: Dr. Epstein is the project principal investigator and is the Vice President 

for Science and Outreach at EcoHealth Alliance (EHA).  

Ms. Emily Hagan: Ms. Hagan is the program coordinator from EHA. 

Dr. Christopher Broder: Dr. Broder is the project co-principal investigator from Department of 

Microbiology and Immunology at the Uniformed Services University for the Health Sciences 

(USUHS) in Bethesda, Maryland.  

Dr. Eric Laing: Dr. Laing is a research professor from the Department of Microbiology and 

Immunology at USUHS in Bethesda, Maryland.  

Mr. Tom Hughes: Mr. Hughes is the project co-principal investigator and project coordinator. 
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Ms. Mei Ho Lee: Laboratory Lead.  

Mr. Jimmy Lee: Field Team Lead. 

Dr. Zahidah Izzati Zeid: Conservation Medicine Ltd., Malaysia and Field Veterinarian. 

Dr. Latiffah Hassan: Faculty of Veterinary Medicine at the University Putra Malaysia. 

Ms. Suit-B Yong: Faculty of Veterinary Medicine at the University Putra Malaysia.  

Dr. Sazaly Abu Bakar: University of Malaya.  

Dr. Khoo Jing Jing: University of Malaya.  

 

  



 

Science Program Review 2019  Research Project Briefings: Session 3 47 

A Hospital- and Community-Based Investigation of Rickettsial Diseases, Scrub Typhus, 

and Q Fever in Vietnam (HACIRD) (Vietnam) 

Dr. Hoi Le 

Project Abstract: 

Little is known about the prevalence, incidence, and distribution of rickettsial diseases, scrub 

typhus, and Q fever in Vietnam. Rickettsia prowazekii (epidemic typhus) and Coxiella burnetii (Q 

fever) are agents that have been weaponized and could be utilized as biological weapons. Other 

Rickettsia species and Orientia tsutsugamushi (scrub typhus) are important emerging vector-

borne infections that are often clinically indistinguishable from the infections caused by R. 

prowazekii and C. burnetii. Therefore, we are assessing the prevalence and distribution of the 

aforementioned diseases at 27 hospitals in 26 provinces throughout Vietnam over 2 years. In the 

first year of the study 1167 febrile patients were enrolled in the study and 28%, 3%, 0.36%, and 

0.8% were found to be infected with scrub typhus, murine typhus, spotted fever, and Q fever, 

respectively. Importantly these results confirm for the first time that Q fever is present in Vietnam. 

A 2-year community-based study will follow that will utilize stratified random sampling in urban 

and rural areas in 8 ecological regions as well as demographic data collected from patients 

enrolled in the hospitals to determine the presence, identity, prevalence, and distribution of 

rickettsial diseases, scrub typhus, and Q fever and their etiological agents among people, small 

vertebrate pests, livestock, and arthropods. Risk maps utilizing global positioning systems and 

geographic information systems (GPS/GIS) and ecological niche models will be developed to 

predict other potential endemic areas in Vietnam. The results from this study have already made 

a considerable impact on the understanding and diagnosis of rickettsial diseases in the hospitals 

included in the study and the subsequent years of this study will lead to a greater understanding 

of the prevalence and distribution of these pathogens in different regions of Vietnam, as well as 

identify the ecologic factors associated with their occurrence, and contribute to the development 

of prevention and anti-epidemic control measures in the public health system. 

Team Biography: 

Dr. Le Thi Hoi: Microbiologist with NHTD.  

Dr. Nguyen Vu Trung: Vice Director of the NHTD and Head of Clinical laboratories of the NHTD 

as well as the Head of Department of Microbiology at Hanoi Medical University.  

Dr. Christina M. Farris: Microbiologist in the Viral and Rickettsial Diseases Department at the 

Naval Medical Research Center and an adjunct assistant professor in the Department of 

Preventive Medicine and Biostatistics at the Uniformed Services University of the Health Sciences. 

Dr. Farris has research experience in intracellular bacterial pathogens including experience with 

rickettsial and rickettsial-like pathogens. 
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One Health Surveillance for Brucellosis in Armenia (Armenia)  

Dr. Liana Torosyan 

Project Abstract: 

This joint research project between the Ministry of Health (MoH) and Ministry of Economy (MoE) 

is aimed at strengthening coordination between the human and animal sectors during 

epidemiological and outbreak investigations of brucellosis and improving the understanding of the 

disease burden in Armenia. Project core objective were to develop a One Health Surveillance 

model for integration and synchronization of surveillance activities at human and animal health 

sides. Additional objectives included a retrospective study of human and animal cases, the 

knowledge, attitude and practice (KAP) surveys for veterinary and public health workers involved 

in epidemiological investigations to identify gaps and educate them, and the second KAP study 

in at-risk population groups: farmers, food produces and slaughterhouse workers, accompanied 

with public outreach campaign. Based on study outcomes, a comprehensive training plan for 

veterinarians focused on safe collection and handling of animals and animal products and sanitary 

farming practices to enhance biosafety practices was developed. In addition, training for MoE and 

MoH staff on the proper use of Rose Bengal and complement fixation tests and Wright- Huddelson 

tests was conducted and associated standard operating procedures (SOPs) were 

developed/implemented at the central MoH and MoE laboratories to enhance diagnostic 

capabilities. It is anticipated that the data obtained from the KAP and retrospective studies will be 

used to determine the framework of the Phase II active biosurveillance study of brucellosis in 

animals and people. 

Team Biography: 

Dr. Mher Davidyants: Sub-manager of the One Health Surveillance for Brucellosis in Armenia 

Project at Nork Infectious Clinical Hospital (NICH), Ministry of Health of Armenia. Director of NICH 

and assistant professor at the Yerevan State Medical University.  

Dr. Liana Torosyan: Head of Epidemiology and Infectious Diseases at NCDCP. World Health 

Organization (WHO) influenza consultant and WHO HQ influenza advisory group member. 

Dr. Pertch Tumanyan: Director of the Especially Dangerous Pathogen Reference Laboratory of 

the Food Safety Inspectorate under Government of Armenia.   
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Estimating and Modeling Anthrax Risk and Brucellosis Prevalence in Vietnam (Vietnam) 

Dr. Thi Thu Ha Hoang 

Project Abstract: 

Vietnam has defined anthrax as one of five priority zoonotic diseases requiring better surveillance 

and control. Vietnam also has a substantial, but poorly understood brucellosis risk.  Because 

anthrax surveillance is biased towards human cases, livestock reporting is limited.  Thus, the true 

burden of anthrax in Vietnam is unknown and likely underestimated. Brucellosis rates are 

unknown currently, but human and livestock brucellosis is known in-country. This project will 

develop a spatial risk model of anthrax using human and livestock data and to use molecular 

genotyping to determine the most likely sources of Bacillus anthracis strains along the border 

regions. We propose to map local brucellosis prevalence in livestock and introduce the 

fluorescence polarization assay (FPA) used in other BTRP projects to improve disease detection. 

We propose three Specific Aims: 1) to develop a database of community or farm-level human and 

livestock anthrax outbreaks using epidemiological traceback surveys for ecological niche 

modeling the spatial distribution of anthrax in Vietnam; 2) to integrate molecular diagnostics and 

genotyping into Vietnamese institutions to improve reporting and determine the lineages of B. 

anthracis circulating in-country and their relationship to Chinese and West African strains; 3) 

conduct serological surveys of livestock within and around ongoing anthrax foci to measure 

anthrax exposure to ground truth models from Aim 1 and define priorities areas for 

epidemiological or veterinary surveys of brucellosis. Serological surveys for anthrax will be 

coupled with FPA testing to detect brucellosis. Ultimately, this project will provide a first spatially 

explicit estimate of anthrax risk and determine local prevalence of livestock brucellosis. These 

latter results may be expanded to Laos to understand regional disease distributions. 

Team Biography: 

Dr. Jason K Blackburn: Director of the Spatial Epidemiology and Ecology Research Laboratory 

(SEER Lab) at the University of Florida in the United States.  

Prof. Dang Duc Anh: Director of National Institute of Hygiene and Epidemiology in Vietnam.  

Assoc. Prof. Thi Thu Ha Hoang: Researcher in the Bacteriology Department at NIHE. His 

research focuses on neglected bacterial pathogens.  

Dr. Pham Quang Thai: Vice Head of the Infectious Diseases Control Department at NIHE. His 

research focuses on infectious disease surveillance and modeling.  

Mrs. Tran Thi Mai Hung: Project coordinator with extensive experience in coordinating large-

scale research projects on infectious diseases.  

Dr. Nguyen Thu Thuy: Deputy Director General of the Department of Animal Health, Ministry of 

Agriculture and Rural Development.  



 

Science Program Review 2019  Research Project Briefings: Session 4 50 

Project Briefings Session Four: Emerging Infectious Diseases 

Global Health, Emerging Infectious Diseases, and Food Safety Implications of Bushmeat 

Consumption in Tanzania (Tanzania) 

Prof. Joram Buza 

Project Abstract: 

Bushmeat, the meat and organs derived from wildlife species, is a common source of animal 

protein consumed throughout the humid tropics of the Americas, Asia, and Africa, and many 

people depend on bushmeat as a major source of protein in their diets. Given the potential health 

risks associated with the handling and consumption of bushmeat and the documented evidence 

of the presence of dangerous zoonotic pathogens amongst wildlife, our study was designed to 

assess the biological risk and potential impact of bushmeat consumption on human health. In 

Tanzania, comprehensive stratified random sampling was performed to map the prevalence and 

the distribution of Bacillus anthracis, Brucella spp., and Coxiella burnetti during both rainy and dry 

seasons in villages surrounding the three targeted ecosystems (Serengeti, Ruaha, and Selous). 

Results of real-time polymerase chain reaction (PCR) analysis of 3784 samples collected from 

villages across the three ecosystems identified DNA signatures of B. anthracis (0.48%), Brucella 

spp. (0.9%), and Coxiella burnetti (0.66%) in bushmeat collected from these regions. Given 

bushmeat is consumed up to five times a week in households in Tanzania, these data suggest a 

potential risk of being exposed to these dangerous pathogens. A total of 77 samples that were 

positive for the 3 pathogens were speciated by PCR amplification of cytochrome B gene and 

sequencing. The top 5 reported species included wildebeest, buffalo, impala, zebra and giraffe. 

Microbiome sequencing of the V3V4 region of the 16S rRNA gene was performed on the 77 

positively identified samples. Preliminary results revealed that all B. anthracis-, Brucella-, and 

Coxiella- positive samples have a high abundance of Firmicutes followed by Proteobacteria phyla, 

all of which are known to contain pathogenic species. Taken together, the results of our 

investigations provide evidence of the presence of DNA signatures of especially dangerous 

zoonotic pathogens in bushmeat sold or prepared for consumption in Tanzania and also highlights 

wild animal species illegally killed for bushmeat consumption in Tanzania. In the long-term, our 

research will provide a rational basis for a One Health approach in defining and mitigating the 

public health risks associated with the harvesting, trade, and consumption of bushmeat, as a 

vehicle for zoonotic disease transmission. These results emphasize the need for enhanced 

control methods to mitigate the risks associated with bushmeat consumption and handling, not 

only in Tanzania, but other parts of the world where bushmeat handling and consumption is 

practiced. 

Team Biography: 

Dr. Vivek Kapur: Huck Distinguished Chair in Global Health and Professor of Microbiology and 

Infectious Diseases at Pennsylvania State University (PSU). Professor of Infectious Diseases and 

Global Health at the NM-AIST in Tanzania. 

Dr. Joram Buza: Professor at NM-AIST.  
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Dr. Appolinaire Djikeng: Researcher at the Biosciences Eastern and Central Africa-International 

Livestock Research Institute (BecA-ILRI) Hub.   

Dr. Carolyn Riwa: Scientist at the National Health Laboratory-Quality Assurance Training Center 

in the Ministry of Health and Social Welfare.  

Dr. Paul Gwakisa: Professor of immunology and animal biotechnology at Sokoine University of 

Agriculture.  

Dr. Ernest Mjingo: Principal Researcher at the Tanzania Wildlife Research Institute from TAWIRI 

Dr. Fortunata Msoffe: Researcher at the Tanzania National Park Authority.  
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Building Laboratory Diagnostic Capacity for Zoonotic Disease Risk Mitigation in 

Underserved Arid and Semi-Arid Areas of Kenya (Kenya) 

Dr. Pauline Gitonga 

Project Abstract: 

Emerging and re-emerging infectious diseases are caused by pathogens that are either newly 

recognized in nature or have been known but have appeared across new landscapes or in new 

populations. Two recent examples of emerging diseases include Middle East Respiratory 

syndrome and Ebola. It is clear that a large majority of such infectious diseases are zoonotic in 

that the pathogen exists in wild or domestic animal reservoirs and spill over into human 

populations. Moreover, there are demonstrable “hotspots” for emergence that include large 

regions of Africa, Asia, and South America. Emerging pathogens are of major concern to public 

and veterinary health because of their potential to affect large populations of humans or animals, 

and in some cases have potential to cause a global pandemic. Analysis of past emergence events 

makes it clear that there is inevitably a lag period, sometimes several months long, between the 

first few cases of the disease and a recognizable outbreak, which makes surveillance and early 

recognition of emergence of great importance. The geographic focus of this project is East Africa, 

one of the predicted hotspots for emergence. The arid and semi-arid lands (ASALs) of Kenya 

have received scant attention with regard to developing the infrastructure and work force 

necessary for human and animal disease surveillance and diagnosis. In recent years, great 

progress has been made there in providing primary health centers for most remote ASAL 

locations, but the challenge of disease surveillance and diagnosis persists. We propose a 

comprehensive one health-based program that will focus on three major objectives: 

1. Develop disease-reporting systems based on mobile computing in two counties. Reporting 

will focus on rural outpatient clinics where emergence is most likely to occur. Automated 

detection of incipient outbreaks and potential biothreat events will trigger alerts to medical 

authorities and a telemedicine approach will be evaluated to enhance disease control. 

2. Provide broad-spectrum capacity building to institutions and individuals in Kenya to 

enhance diagnostic expertise, reduce time to diagnosis, and establish acceptable 

biosafety and biosecurity practices. 

3. Perform targeted surveillance for major zoonotic threats, including pathogen discovery. 

Project personnel will consist of scientists from Colorado State University, the University of 

Nairobi, and county health and veterinary sector staff. This project is designed to provide not only 

a sustainable and expandable biosurveillance system, but to deliver substantive scientific 

advances for detection and mitigation of emerging infectious diseases. 

Team Biography: 

Dr. Richard Bowen: Professor in the Department of Biomedical Sciences at Colorado State 

University (CSU) in the United States. 

Dr. Pauline Gitonga: Colorado State University researcher with expertise in zoonotic disease 

and Kenyan field studies.  
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Dr. Angela Bosco-Lauth: Colorado State University researcher with focus on zoonotic diseases. 

Dr. Izabela Ragan: Colorado State University researcher with focus on zoonotic diseases. 

Dr. Robert Ellis: Colorado State University Biosafety Officer with extensive expertise in Biosafety 

and Biosecurity.  

Dr. Michael Kirby: Colorado State University researcher focused on mathematics and machine 

learning.   

Dr. Dufton Mwaengo: Director of the University of Nairobi Institute of Tropical and Infectious 

Diseases (UNITID).  

Dr. Julius Oyugi: Deputy Director of UNITID and a professor in the Department of Medical 

Microbiology. 

Dr. Marybeth Cherono Maritim: Researcher at UNITID with expertise in clinical infectious 

diseases. 

Dr. Joshua Onono: Researcher at the University of Nairobi School of Veterinary Medicine and 

has expertise in veterinary epidemiology. 

Dr. George Gitao: Associate professor of veterinary virology at  the University of Nairobi School 

of Veterinary Medicine. 
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Co-infection with Rift Valley Fever Virus, Brucella spp. and Coxiella burnetii in Humans 

and Animals in Kenya: Disease Burden and Ecological Factors (Kenya) 

Dr. Bernard Bett 

Project Abstract: 

Co-infection can enhance the virulence of pathogens by stressing host immune response, 

reducing treatment efficacy, and enhancing pathogen transmission. This can result in more 

severe impacts and might promote the emergence of new pathogenic strains. Whereas certain 

ecologies in sub-Saharan Africa appear to support endemicity of extremely dangerous pathogens 

(EDPs), including Rift Valley fever virus (RVFV), Brucella spp., and Coxiella burnetii, the burden 

of co-infections and factors associated with their co-occurrence are not known. This study will 

determine the burden and determinants of co-infections with these EDPs in pastoral areas of 

Kenya where peoples’ livelihood practices enhance the risk of exposure through frequent 

interactions with livestock and wildlife. This proposal is based on a recent study conducted in the 

northeastern Kenya that found a co-occurrence of RVFV and B. abortus antibodies in 11.2% of 

apparently healthy people while antibodies for B. abortus and C. burnetii were found in 9.2% of 

the same subjects. These seroprevalences were lower in livestock than humans and further 

research is needed to understand these differences. We propose a three-year study to conduct a 

retrospective analysis of archived human and animal samples and data from various sources, 

followed by active surveillance for both humans and animals (livestock and wildlife) and 

metagenomic analyses to characterize circulating EDPs. Geostatistical models will be used to 

determine ecological factors that determine joint occurrence of these pathogens. This project will 

define the burden and ecological factors associated with cohabitation of EDPs in remote areas of 

Africa, which should ultimately result in better control strategies. 

Team Biography: 

Dr. Bernard Bett: Senior Scientist at International Livestock Research Institute.  Leads the 

Improving Human Health Flagship under the Agriculture for Nutrition and Health CGIAR program. 

Dr. Athman Mwatondo: Medical epidemiologist with the Ministry of Health, Kenya a co-Director 

of the Zoonosis Disease Unit (ZDU). 

Prof. Kariuki Njenga: Professor at Washington State University and Chief Research Officer at 

the Kenya Medical Research Institute (KEMRI).  

Dr. Mathew Muturi: Veterinary epidemiologist from the Director of Veterinary Services and the 

Zoonotic Disease Unit. .  

Dr. Francis Gakuya: Head of Veterinary Services at the Kenya Wildlife Service. 

Dr. Lubano Kizito: Acting Assistant Director, Scientific Programmes, Partnerships and 

Collaborations at KEMRI.  
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Dr. Jeanne Fair: Deputy Group Leader for Biosecurity and Public Health at Los Alamos National 

Laboratory (LANL) with extensive knowledge and expertise on metagenomics and phylogenetic 

analyses.  

Dr. Tracy Erkkila: Technical Project Manager in the Applied Genomics Team in the Bioscience 

Division at LANL with extensive knowledge and expertise on metagenomics and phylogenetic 

analyses. .  
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A One Health Approach to Rift Valley Fever and Brucellosis Surveillance (Tanzania) 

Dr. Rudovick Kazwala

Project Abstract: 

Rift Valley fever virus (RVFV) and Brucella bacteria are high-consequence pathogens that can 

cause outbreaks of severe human and animal disease throughout much of Africa. They also pose 

significant health threats to North America, and thus integrated One Health approaches are key 

to understanding risks and intervention points for these pathogens in human and animal 

populations. During this multi-year project, extensive field-sampling, laboratory testing, and 

human capacity development among the in-country teams resulted in over 4,750 people, 4,320 

livestock, and 3,470 mosquito pools sampled across multiple sites in two distinct climatic zones 

of central Tanzania. This research produced one of the most comprehensive longitudinal data 

sets ever to examine RVF and brucellosis disease ecology in Africa. Key findings included 1) 

detection of ongoing RVFV transmission in livestock herds despite the lack of detectable RVFV-

positive mosquitos; 2) increased risk of Brucella infection in humans exposed to livestock; and 3) 

locally-restricted spatial foci of transmission for these pathogens within a given ecological zone. 

The findings will guide focused intervention efforts through enhanced disease surveillance, 

vaccination, and health communications. They also serve to establish a stronger foundation for 

understanding how these pathogens are maintained at low levels during endemic and inter-

epidemic time periods.  

Team Biography: 

Dr. Honorati Masanja: Chief Executive Director of the Ifakara Health Institute (IHI) in Tanzania. 

He is a statistician and epidemiologist, with an extensive experience in data management; clinical 

trials; design, and evaluation of large maternal and child health programs. 

Dr. Jonna Mazet: Professor of Epidemiology and Disease Ecology and Director of the One Health 

Institute in the University of California (UC) Davis School of Veterinary Medicine. Global Director 

of PREDICT, part of Emerging Pandemic Threats Program of USAID.   

Dr. Brian Bird: Virologist at the One Health Institute at UC Davis. His research focuses on 

discovering the animal reservoirs of viral pathogens and characterizing spillover risks to humans. 

Dr. Woutrina Smith: Associate Director of the One Health Institute and Co-Director of the UC 

Global Health Institute Planetary Health Center of Expertise.  
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Acute Febrile Illness Studies in Uganda (Uganda) 

Dr. Denis Byarugaba 

Project Abstract: 

Emerging and re-emerging infectious diseases are a major threat to global health security. 

Uganda has had many outbreaks of high consequence pathogens, including this year’s Ebola 

outbreak originating from DRC and yet there are limited capabilities for routine biosurveillance for 

such high consequence pathogens in the region. We examined the occurrence of select agents 

with potential for causing pandemic threats between 2017-2019 with a goal to contribute to global 

biological threat reduction through early detection and rapid response to minimize the impacts of 

such infectious diseases. A total of 2,162 whole blood and 2,015 serum samples were collected 

and analyzed by PCR and ELISA for several select agents. Brucella (0.3%) and monkeypox 

(0.4%) pathogens were detected in human blood samples and antibodies to Ebola (3.1%), 

Marburg (2.3%), Chikungunya (7.3%), monkeypox (0.6%), Coxiella burnetii (7.4%), Brucella 

(4.6%), West Nile virus (1.8%) and Francisella tularensis (7.8%) were detected. A total of 2,637 

vector pool samples (625 mosquito pools, 1,217 tick pools, 714 flea pools and 81 mites and 

others) were collected and assayed for several pathogens and found positive for Coxiella burnetii 

(4.4% in ticks), Rickettsia (7.9% in ticks and 4.6% in fleas, No R.prowazeki and R. rickettsi 

detected), and Rift Valley fever virus (1.8% in mosquitoes). Overall, the prevalence of the select 

agents was low in human samples and higher in vectors. The detection of monkeypox in Uganda 

was a significant finding, having been detected mainly in the central and western Africa regions 

and not in Uganda before. The serological evidence of exposure of about 7% on average for most 

of the select agents tested suggests that individuals are constantly being exposed to these 

pathogens. The exposure of individuals to vectors and animals is a likely risk that was not 

investigated in this study. Additionally, Uganda through MUWRP and support from USAMRIID 

and other partners has improved its capabilities for rapid select agent pathogen detection for 

timely response.   

Team Biography: 

Dr. Denis K. Byarugaba: Professor of Microbiology at Makerere University (MU), and Principal 

Investigator for the Emerging Infectious Disease Program at MU Walter Reed Project (MUWRP).  

Dr. Fred Wabwire-Mangen: Associate Professor of Epidemiology and Public Health at the MU 

School of Public Health and senior research scientist and Executive chair at the MUWRP.  

Dr. Jeffrey Koehler: Research Microbiologist at the US Army Medical Research Institute of 

Infectious Diseases (USAMRIID).  

Dr. Hannah Kibuuka: Physician, research scientist and administrator.  

Mr. Derrick Emmanuel Mimbe: Scientist with experience in infectious disease surveillance.  

Ms. Monica Millard, M.P.H.: Public health practitioner with over 20 years of experience in 

conducting clinical research and international research project management.  
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Reducing the Threat from High-Risk Pathogens Causing Febrile Illness in Liberia (Liberia) 

Dr. Ellen Carlin  

Project Abstract: 

To test the hypothesis that a proportion of acute febrile illness in Liberia is misdiagnosed and 

potentially the result of emergent zoonotic pathogens of public health and proliferation risks, we 

will build local capacity using One Health approach to assess circulating pathogens and improve 

clinical and biosurveillance protocols for biological threat reduction. With the National Public 

Health Institute of Liberia (NPHIL), we will enroll patients presenting with acute fever at major 

hospitals in Monrovia and Bong County. Patient samples will be screened at the point of care per 

normal clinical protocols and tested at NPHIL for high-consequence viral, bacterial, and protozoal 

causes of fever via multiplexed specific real-time polymerase chain reaction (PCR), next 

generation sequencing, and convalescent serology. Laboratory results will be compared to the 

presumptive clinical diagnoses and both datasets will be compared to county surveillance records. 

We will interview patients to characterize their animal exposure and, with a local non-

governmental organization and the Ministry of Agriculture, will sample domestic and peridomestic 

animals (rodents, bats, livestock, dogs) in the homes and communities of pathogen-positive 

patients to identify evidence of those pathogens in animals. Results will allow us to develop 

improved clinical diagnostic protocols, estimate the frequency of human exposure to high 

consequence pathogens, characterize exposure to potential animal reservoirs and carriers, and 

implement risk reduction strategies. This project will support the goals of Liberia’s One Health 

Coordination Platform and provide a basis for future detection, surveillance, and threat reduction 

activities. 

Team Biography: 

Dr. William Karesh: Executive Vice President for Health and Policy at EcoHealth Alliance (EHA).  

Dr. Ellen P. Carlin: Senior health and policy analyst at EHA. 

Dr. Jonathan Epstein: Vice President for Science and Outreach at EHA. 

Dr. Mosoka Fallah: Deputy Director General for Technical Services at the National Public Health 

Institute of Liberia (NPHIL).  

Dr. Fatorma Bolay: Head of the Liberia Institute for Biomedical Research, Division in NPHIL. 

Mr. John Dogba: Director of the National Public Health Reference Laboratory at NPHIL.  

Mr. Bode Shobayo: Deputy Director for Research at NPHIL.  

Dr. James Desmond: Field veterinarian at the Liberia Chimpanzee Rescue and Protection. 

Dr. Michael Garbo: Environmental scientist at Society for the Conservation of Nature of Liberia. 

Dr. Michael Wiley: Dr. Wiley is a molecular biologist at the University of Nebraska Medical Center. 
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Dr. Claire Standley: Assistant research professor at the Center for Global Health Science and 

Security at Georgetown University. 

Dr. Erin Sorrell: Co-Director of the Program for Biohazardous Threat Agents and Emerging 

Infectious Diseases and an assistant professor at Georgetown University. 
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Differential Diagnostics Performed by Eliminating Especially Dangerous Pathogens and 

Simulation (EDP-DREAM) in Cases of Saiga Antelope Mortality (Kazakhstan) 

Dr. Mukhit Orynbayev 

Project Abstract: 

This project is one of the first research projects to study saiga diseases. The project included the 

study of the prevalence of dangerous pathogens in the saiga population in Kazakhstan, as well 

as the training of Research Institute for Biological Safety Problems (RIBSP) specialists in the skills 

necessary for working in BSL-3. The project team conducted three field trips to the saiga habitat 

and collected 531 biological samples from saiga and soil. Five satellite collars are installed on the 

saigas of the Volga-Ural population. As part of the project, laboratory collaborators from the 

University of Florida conducted training for RIBSP specialists in preparing samples, isolating 

nucleic acids, and performing polymerase chain reaction (PCR). Two members of the RIBSP 

team underwent training at the University of Florida on GIS technology development and analysis. 

All samples were examined under BSL-3 laboratory conditions for the presence of malignant 

catarrhal fever (MCF), anthrax and foot-and-mouth disease. To exclude the circulation of the MCF 

virus in the saiga population, a PCR study of 243 biological samples collected under this project, 

as well as samples taken from saigas during mass extinctions in 2011-2017, was carried out. The 

genome of the MCF virus was not detected. 25 biological samples from fallen saigas were 

examined by PCR for the presence of anthrax. The anthrax genome was not found in biological 

samples. To determine the prevalence of foot-and-mouth disease among saigas, the project team 

analyzed 59 biological samples taken from saigas for the presence of foot-and-mouth disease. 

The results of PCR analyses showed that the genome of the foot-and-mouth disease virus was 

not found in any of the biological samples taken from saigas. This study showed that saigas were 

free from foot-and-mouth disease, anthrax, and MCF. The findings confirm the hypothesis that 

the saiga antelope does not play a significant role in the epidemiology of these diseases.  

Team Biography: 

Dr. Mukhit Orynbayev: Head of the Laboratory for Monitoring Infectious Diseases at the 

Research Institute for Biological Safety Problems (RIBSP) in the Ministry of Education and 

Science.  

Dr. Abylay Sansyzbai: Director of the Institute of Animalogy at Kazakh National Agrarian 

University.  

Dr. Aslan Kerimbayev: Senior researcher in the Laboratory of Especially Dangerous Infectious 

Disease, RIBSP.  

Dr. Rashida Rystayeva: Senior researcher in the Laboratory for Monitoring Bacterial and Viral 

Infections, RIBSP.  
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Spatial patterns of confirmed Burkholderia pseudomallei cases in North Central Vietnam, 

2015-2017: expanding surveillance and GIS capacity (Vietnam) 

Dr. Trung Thanh Trinh 

Project Abstract: 

Melioidosis is becoming increasingly recognized as a public health concern in Vietnam and there 

is a clear need to better understand the spatial and temporal distribution of cases to prioritize 

surveillance. The Institute for Microbiology and Biotechnology (IMBT) has developed a network 

of hospitals and clinics in North Central Vietnam, that will expand in future years. As part of this 

effort, we have initiated a pilot study to map and examine the concentration of confirmed human 

cases in North Central Vietnam. During 2018-2019, IMBT and University of Florida initiated a GIS 

training program for local researchers. For this analysis, we mapped home addresses of 207 

confirmed cases reported between June 2015 and December 2017. Addresses were mapped as 

geographic coordinates in Q-GIS v3 and kernel density estimation was used to evaluate case 

concentrations. Kernel density estimation was performed using a 10 km grid cell size and a fixed 

bandwidth calculated using Fotheringham’s optimal h, which was derived using the case sample 

size and the standard distance of cases. Case concentration hotspots were calculated as the 

upper 5 and 10% of the kernel density distribution. Hotspots were visualized using a combination 

of grayscale and red color ramps and equal interval bins. Kernel density estimation identified case 

hotspots were closely associated with proximity to hospitals with staff trained to identify clinical 

signs and diagnostic capacity. The spatial bias in case distribution is useful in identifying priority 

areas for expanding diagnostic and surveillance capacity in local and regional health facilities 

outside of those hospitals already equipped to confirm disease. While results must be interpreted 

with caution due to this reporting bias, these preliminary analyses suggest melioidosis cases in 

this region of Vietnam are spatially clustered and may represent ecological conditions that 

promote pathogen persistence and human infection. The results of this study identify the need to 

expand the melioidosis network to reach a greater number of districts and health facilities. Future 

studies will characterize those environmental conditions and expand surveillance capacity to 

address the spatial bias in case reporting. Data from those analyses will allow for ecological 

modeling and risk mapping to further improve surveillance and reporting of this important disease 

in Vietnam. 

Team Biography: 

Dr. Trung Trinh: Director of the Institute of Microbiology and Biotechnology, Vietnam National 

University, and the leader of the Laboratory for Microbial Pathogens.  

Dr. Jason K. Blackburn: Director of the Spatial Epidemiology and Ecology Research Laboratory 

(SEER Lab) at the University of Florida in the United States.  
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Crimean Congo Hemorrhagic Fever: Reducing an Emerging Health Threat in Tanzania 

(Tanzania)  

Dr. Melinda Rostal 

Project Abstract: 

In line with Thrust Area 6 - Cooperative Counter Weapons of Mass Destruction Research with 

Global Partners FRCWMD we propose to reduce the threat of Crimean-Congo hemorrhagic fever 

(CCHF) by conducting the first collaborative One Health investigation of the ecology and 

epidemiology of CCHF virus (CCHFV) in Tanzania. Through hypothesis driven research we will 

evaluate: 1) the current seroprevalence of CCHFV in people, cattle and wildlife; 2) ecological 

factors (e.g. environmental disturbance) associated with CCHFV vector abundance and 

seroprevalence in the three groups; and 3) risk factors associated with CCHFV incidence in 

human populations. Understanding CCHFV ecology in Tanzania is critical to improving 

Tanzania’s capacity to evaluate and manage the risk of CCHF and reduce the threat to people, 

including Americans working or traveling in the country. 

Team Biography: 

Dr. Melinda Rostal: Senior research scientist at EcoHealth Alliance (EHA).  

Dr. William Karesh: Executive Vice President for Health and Policy at EHA.   

Dr. Blandina Mmbaga: Director of the Kilimanjaro Clinical Research Institute, Tanzania.  

Dr. Furaha Mramba: Chief Executive and an entomologist at the Tanzanian Veterinary 

Laboratory Agency. 

Dr. Sarah Cleaveland: Professor of Comparative Epidemiology at the University of Glasgow. 

Dr. Felix Lankester: Clinical assistant professor at Washington State University. 

. 
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Project Briefings Session Five: Transboundary Animal Diseases 

Surveillance and Molecular Epidemiology of Newcastle Disease Virus (NDV) in Kenya 

(Kenya) 

Dr. Claudio Afonso 

Project Abstract: 

Newcastle disease (ND) is one of the most important diseases of poultry worldwide. It is caused 

by avian orthoavulavirus 1 (AOaV-1; formerly Newcastle disease virus, or avian paramyxovirus 

type 1), a negative-sense single-stranded RNA virus of the family Paramyxoviridae. The virus is 

a select agent that affects a wide range of wild and domestic bird species and displays large 

genetic variability. Periodic, large-scale ND outbreaks cause extensive morbidity and mortality in 

poultry and in wild birds in Kenya, and it is a real concern for authorities. A collaborative research 

program between United States Department of Agriculture/Agricultural Research Service-

Southeast Poultry Research Laboratory (USDA/ARS-SEPRL), the Kenya Agricultural and 

Livestock Research Organization (KALRO; formerly KARI), the Directorate of Veterinary Services 

(DVS), the Kenyan Wildlife Services (KWS), and the International Livestock Research Institute 

(ILRI), was developed to study the epidemiology of ND in Kenya. The project supports BTRP 

objectives by creating tools and information necessary for the identification and the reporting of 

new strains of virulent AOaV-1 circulating in Kenya. Wild birds, backyard poultry, live bird markets, 

and commercial production systems are sampled in order to identify potential reservoirs and to 

characterize the circulating strains of AOaV-1. The field-collected samples are first screened for 

virus infection by real-time polymerase chain reaction (rRT-PCR), followed by genomic 

characterization by sequencing. In addition, a selection of the field-collected samples is subjected 

to random next generation sequencing to identify new agents and case of mixed infections or 

AOaV-1 variants. A training program for 4 graduate students and one scientist supports the 

program. The project specific objectives are: 1) to improve avian disease surveillance by 

enhancing partner capability to detect, diagnose, and report select agents, potential pandemics, 

and emerging/re-emerging pathogens of security interest employing state-of-the-art analytical 

methods; 2) to facilitate the partner country research capability through robust research 

collaborations among three Kenyan agencies and one U.S. laboratory; 3) to enhance the host 

country capabilities to conduct OIE reporting requirements for reporting the present of AOaV-1; 

and 4) to evaluate epidemiological relationship with presence of virulent AOaV-1. New African 

strains of virulent AOaV-1 were identified correlating to geographic and climatic conditions. 

Kenyan scientists were trained on standard operating procedures for molecular epidemiological 

surveillance, sample collection in the field, sample handling, biosecurity procedures, preparation 

of genetic (RNA) materials, next generation sequencing, and bioinformatics. New, more 

affordable approaches to diagnostics based on portable MinION long read sequences were also 

developed. 

Team Biography: 

Dr. Claudio Afonso: Molecular biologist at the Southeast Poultry Research Laboratory (SEPRL) 

in Athens Georgia. His research interests include the development and evaluation of experimental 
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vaccines against Newcastle disease, the analysis of the role of vaccination on virus evolution, 

analysis of NDV pathogenesis and studies on the host innate immune response to viral infection. 

Dr. Yatinder Binepal: Animal Biotechnology Coordinator at the Kenya Agricultural and Livestock 

Research Organization (KALRO).  

Dr. Henry M. Kariithi: Senior research scientist at KALRO and a biotechnology consultant to the 

International Atomic Energy Agency (IAEA).  

Dr. Thomas D. Dulu: World Organization for Animal Health (OIE) program officer for eastern 

Africa. He is also Deputy Director of Veterinary Services at DVS. 

Dr. Vincent Obanda: Veterinary pathologist and a research scientist at the Kenya Wildlife 

Services (KWS).  

Dr. Stephen Kemp: Program leader for Livestock Genetics at ILRI and a professor in tropical 

genetics at the University of Edinburgh.  

Dr. Sonia Hernandez: Associate professor of wildlife diseases in the Odum School of Ecology at 

the University of Georgia. 
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An Evaluation of African Swine Fever Characteristics and Distribution in Uganda (Uganda) 

Dr. Edward Wampande 

Project Abstract: 

Uganda has a growing swine industry, but it is constrained by the African swine fever 
virus (ASFV). The virus is hard to prevent, difficult to control, and devastating for 
swineherds. This project will target swine in the formal market chain of slaughterhouses 
near Entebbe and Kampala. The team will: 1) sequence to characterize circulating 
viruses; 2) conduct clinical, pathological, serological, and molecular diagnostic scoring to 
characterize disease presentation and detection patterns; and 3) complete trace-backs 
to hotspots to identify the spatial distribution patterns and the current biosecurity situation 
in villages of origin. The Ugandan government needs this information to develop 
appropriate surveillance approaches given the disease presentation and commensurate 
diagnostic detection ability. This project will build upon a recently completed Quality 
Laboratory Management training for Ugandan veterinary laboratories by adhering to 
quality standards and using internationally recognized assays. This will provide the 
Ugandan government results that allow for disease reporting to the World Organization 
for Animal Health (OIE). Finally, this program will provide training to Ugandan scientists 
on how to safely inactivate and sequence a highly contagious virus for characterization 
by using equipment already available in Uganda. The result will be a comprehensive 
understanding of the circulating virus, the surveillance needed to detect it in domestic 
swine, the biosecurity methods that are most likely to succeed for producers, and training 
and expertise that will allow Ugandan scientists to continue the work independently 
needed to control this virus. 
 

Team Biography: 

Dr. Karyn Havas: Lecturer and senior research associate in the Department of Population 

Medicine and Diagnostic Sciences in the College of Veterinary Medicine at Cornell University.  

Dr. Edward Wampande: Lecturer in the Department of Microbiology at Makerere University and 

the Director of the Central Diagnostic Laboratory at Makerere University.  
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Research and Development of Countermeasures to Support the Surveillance, and Control 

of Foot-and-Mouth Disease Virus (FMDV) in Uganda: Development of Improved 

Diagnostics Tools for a Comprehensive Surveillance Program (2014-2018) (Uganda) 

Dr. Julius Lutwama 

Project Abstract: 

Livestock are an important economic resource for approximately 80% of Ugandans. However, 

livestock production is adversely affected by Foot-and-Mouth Disease (FMD) which is endemic in 

Uganda. The damaging effects of FMD on livestock production make the impact of this disease 

economically important and debilitating. The inability to control the disease has meant that 

Uganda is not able to meet its animal protein requirement and increase incomes by gaining 

access to foreign markets for sale of livestock products. There is need to set up strategies for 

increased vaccination of animals against FMDv but this requires improved surveillance, detection 

and characterization of FMD viral strains circulating in Uganda.  

Project II initiated a longitudinal surveillance study in four districts of Uganda to monitor viral 

transmission dynamics and determine how the disease is maintained/transmitted. 100 animals 

were selected at various farms practicing different animal husbandry systems in each district. 

These animals were examined for clinical FMD at each of the sites every 3 months. The animals 

all study animals were bled, and probang samples taken each time. Swabs of tissue from wounds 

in the mouth and on feet were collected at each sampling from any sick animals. Same animals 

were followed for 3 years (12 collections). Samples were analyzed by running Real-Time RT-PCR 

and NS-ELISA for FMD. 4421 samples were tested by ELISA. 868 of which were positive, with 

an overall positivity of approximately 20%. 3864 samples were tested by RT-PCR. 149 of which 

were positive, with an overall positivity of approximately 4.3%. The prevalence of FMD on the 

farm in the districts was Mbale 29%, Isingiro 26%, Nakaseke (20%) and Gomba 5%. Data on 

individual animals showed how the virus circulates over time: Some farms had positive cases 

over several seasons for different animals but also for individual animals; there were cases of 

different animals having different serotypes on an individual farm and individual animals being 

infected several times with the same or different serotypes over the period of study; there were 

cases of animals being positive for seasons without showing symptoms of disease. Overall, all 

the 4 major milestones of the project were achieved with considerable success. 

Team Biography: 

Dr. Julius Lutwama: Deputy Director of the Uganda Virus Research Institute (UVRI) and the 

Head of the Department of Arbovirology, Emerging, and Re-emerging Infections. Heads the WHO 

Collaborating National Influenza Center and the Highly Infectious Diseases Diagnostic 

Laboratory, and the WHO Eastern African Yellow Fever Reference Laboratory at UVRI.  
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Prevalence of Brucella spp. and Bluetongue Serotypes Among Domestic Ruminants in 

South Kazakhstan (Kazakhstan) 

Dr. Bolat Yespembetov 

Project Abstract:  

Brucellosis and bluetongue are diseases of major consequences affecting livestock. With a large 

population of cattle, sheep, and goats, South Kazakhstan has a significant although undetermined 

high prevalence of Brucella spp. and bluetongue virus (BTV) of different serotypes. South 

Kazakhstan is considered at a high-risk region for bluetongue (BT) and brucellosis. The main goal 

of this project was to identify BTV prevalence and BTV serotypes as well as brucellosis prevalence 

and Brucella species circulating in South Kazakhstan domestic ruminant herds. The project used 

serology (card tests, FPA, ELISA), molecular testing (PCR, RT-qPCR and sequencing) and 

morphologic identification of insects (vectors for BTV) to fulfill the goals of the project. Scientists 

working in all aspects of this research received mentoring for sample processing, sample testing 

and data analysis. In addition, support was provided for developing new research proposals that 

may be of interest to funding organizations. The research data produced in this project is of 

significant importance to public and animal health authorities. The results are also important for 

other government agencies in Kazakhstan and USA. This project has improved the capabilities 

of Kazakhstan to detect, identify, and report disease outbreaks. The pathogens studied under this 

project are of concern to Kazakhstan due to their potential impact on livestock, related economic 

consequences, and risks posed to human health in the case of Brucella spp. 

Team Biography: 

Dr. Nurlan Sandybayev: Research scientist at the Research Institute for Biological Safety 

Problems (RIBSP) in Kazakhstan.  

Dr. Yerbol Bulatov: Head of the Laboratory for Microbial Cultivation at RIBSP.  

Dr. Bolat Yespembetov: Researcher scientist in the Department of Microbiology at RIBSP. 

Ms. Sue Hagius: Researcher associate at the Louisiana State University (LSU) Agriculture 

Center (AgCenter).  

Dr. Philip Elzer: Assistant Vice Chancellor at the LSU AgCenter and holds a joint appointment in 

the School of Veterinary Medicine.  

Dr. Guillermo R. Risatti: Associate professor of Pathobiology and Veterinary Sciences at the 

University of Connecticut and Head of the Diagnostic Testing Service Section at the Connecticut 

Veterinary Medical Diagnostic Laboratory.  
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Differentiation of Foot-and-Mouth Disease Virus Serotypes in Animals in High-Risk Zones 

of Georgia (Georgia) 

Dr. Natela Toklikishvili 

Project Abstract: 

Foot-and-Mouth Disease (FMD) is the most important economic threat to the livestock industry. 

Due to its high contagiousness, FMD outbreaks easily spread across national borders, infecting 

whole regions. Several factors create risks for FMD spread in Georgia: free migration of animals 

in seasonal pastures, annual outbreaks at the border and in nearby countries, diversity of animal 

maintenance across countries. FMD is caused by a virus, more precisely an ssRNA picornavirus 

from the Aphthovirus genus, and has seven immunologically distinct serotypes: A, O, C, SAT1, 

SAT2, SAT3 and Asia 1. Vaccination for FMD must be able to cover multiple serotypes in order 

to be effective. The last outbreak in Georgia occurred in 2002 but active surveillance of virus sero-

monitoring countrywide still shows a high sero-prevalence of disease, which indicates that the 

virus is still in circulation. Moreover, the national vaccination program has been vaccinating 

animals twice a year since 2012 across Georgia. The Laboratory of the Ministry of Agriculture of 

Georgia (LMA) has conducted sero-surveys to detect antibodies against foot-and-mouth disease 

virus (FMDV) virus non-structural-proteins (NSP). Since FMDV serotypes circulating in Georgia 

have not been surveyed over the last few years, and the vaccine used in Georgia covers just 

three serotypes out of the seven distinct serotypes of the virus, it is possible that the vaccine 

currently in use in Georgia is not effective against the most prevalent FMDV serotypes circulating 

in Georgia, or, the vaccination program carried out is not effective. To address this gap, we 

propose to test NSP antibody positive animal serum samples on the all seven serotypes of the 

virus to detect the serotypes of the virus causing infection.  

Team Biography: 

Dr. Natela Toklikishvili: Chief Specialist in the Laboratory of Virology and Molecular Biology, 

Animal Disease Diagnostic Department, at the Laboratory of the Ministry of Agriculture of Georgia 

(LMA).   

Dr. Ketevan Goginashvili: Head of the Virology and Molecular Biology Laboratory at LMA.  

Dr. Tamar Tigilauri: Chief Specialist in the Laboratory of Virology and Molecular Biology at LMA.  

Dr. Marina Turmanidze: Chief Specialist at LMA.   

Dr. Nino Vepkhvadze: Chief Specialist at LMA.  
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Comprehensive Research for Detecting Origin and Distribution of Peste des Petits 

Ruminants (PPR) in Georgia and Armenia (Georgia) 

Dr. Nino Vepkhvade 

Project Abstract: 

Peste des petits ruminants (PPR) is a highly contagious and often fatal disease of small ruminants 

with significant economic, food security, and livelihood impacts. The disease is caused by a 

morbillivirus (PPRV) closely related to rinderpest virus. Clinically, PPR resembles pneumonic 

pasteurellosis, contagious caprine pleuropneumonia, sheep and goat pox, contagious ecthyma, 

bluetongue, and foot-and-mouth disease. In January 2016, PPR was detected in Georgia. The 

origin of virus, the age relationship of affected ruminants, and the distribution of PPRV in Georgia 

and Armenia remains unclear. Due to the nature of PPR and breeding practices in the country, 

reemergence of the disease in Georgia is highly likely. Thus, we propose to establish a PPRV 

survey in Georgia and Armenia by collecting samples from small ruminants in different regions of 

the country that will enable the identification of areas at high risk of the disease. Detected PPRV 

will be fully sequenced and sequences will be compared with those obtained from previously 

detected viruses with vaccine viruses and with viruses detected elsewhere in the region. Overall, 

the work will ensure effective surveillance of PPR and accurate distinction from look-alike 

diseases. The proposed research will create science-based knowledge necessary to reduce the 

number and severity of PPR outbreaks in Georgia. Knowledge and lessons learned about PPR 

in Georgia will also likely have a high degree of transferability to neighboring countries such as 

Georgia and Armenia, setting the stage for regional cooperation, a necessity by definition for 

trans-boundary animal diseases such as PPR. 

Team Biography: 

Dr. Nino Vepkhvadze: Chief Specialist at the Laboratory of the Ministry of Agriculture of Georgia 

(LMA). 

Ms. Tea Enukidze: Quality Officer at LMA.   

Dr. Tengiz Chaligava: Deputy Head of Animal Especially Dangerous Pathogens Surveillance 

Division in the Veterinary Department of the National Food Agency (NFA) of Georgia.  

Dr. Tigran Markosyan: Director of the Scientific Centre for Risk Assessment and Analysis in 

Food Safety Area (RAC), SNCO, SFSS, at the Ministry of Agriculture in the Republic of Armenia.  

Dr. Guillermo R. Risatti: Associate Professor of Pathobiology and Veterinary Science at the 

University of Connecticut, USA and Head of the Diagnostic Testing Service Section at the 

Connecticut Veterinary Medical Diagnostic Laboratory.  

Dr. Karl Ståhl: Deputy state epizootiologist at the Department of Disease Control and 

Epidemiology at the National Veterinary Institute (SVA), Uppsala, Sweden.  
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Research on African Swine Fever Threat Reduction Through Surveillance in Ukraine: 

Surveillance of Potential Arthropod Vectors (Ukraine) 

Prof. Anton Gerilovych 

Project Abstract: 

Eastern European countries, including Ukraine, are considered to be endemic with ASF outbreaks 

occurring in pigs and wild boar. There are over 320 diseases foci within the country. However, 

the factors underlying ASF westward expansion and reoccurrence on the affected territories 

remain to be fully understood. Because certain soft tick species of the genus Ornithodoros can 

serve as biological vectors and reservoirs of ASFV, our research group focused on the 

development and implementation of vector surveillance in selected regions of Ukraine to establish 

methods that could be scaled up to the national level. The surveys conducted updated known soft 

tick distribution patterns. Field samples were identified morphologically as Ornithodoros 

verrucosus, and live specimens used to establish a laboratory colony of this suspected ASFV 

vector at the National Scientific Center Institute of Experimental and Clinical Veterinary Medicine 

(NSC IECVM). The O. verrucosus colony is a valuable resource to assess the risk of soft tick 

involvement in the epidemiology of ASF in Eastern Europe. Ukrainian scientists developed 

research capacity in soft tick biology, collection methods, rearing and colonization techniques, 

and vector-host-pathogen interactions at United States Department of Agriculture Agricultural 

Research Service (USDA-ARS) locations, and collaborating universities in Texas. Results of the 

project were presented at five scientific national and international conferences, summarized in a 

book published in Ukrainian and English, and two research papers published in international peer-

reviewed journals. 

Team Biography: 

Dr. Anton Gerilovych: Deputy Director of the National Scientific Center Institute of Experimental 

and Clinical Veterinary Medicine (NSC IECVM).  

Dr. Serhii Filatov: Veterinary entomologist at NSC IECVM with expertise in soft tick collection, 

identification, and colonization.  

Dr. Borys Stegniy: Director of the National Scientific Center Institute of Experimental and 

Clinical Veterinary Medicine (NSC IECVM). 

Dr. Adalberto A. Pérez de León: Laboratory Director, and Supervisory Research Entomologist 

of the USDA-ARS Knipling-Bushland U.S. Livestock Insects Research Laboratory.   

Dr. D. Scott McVey: Research Leader and Supervisory Veterinary Officer for the Arthropod-

Borne Animal Diseases Unit at the Biosecurity Research Institute at Kansas State University.  

Dr. Daniel Strickman: National Program Leader for Veterinary, Medical, and Urban Entomology 

and Acting Director for Overseas Biological Control Laboratories at USDA-ARS.  
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Genomic, Epidemiological, and Biological Characterization of Newcastle Disease Virus 

Isolates (Ukraine) 

Dr. Denys Muzyka  

Project Abstract: 

Under this project the genetic diversity of Newcastle Disease virus (NDV) in Ukraine was studied 

for the first time. Newcastle disease (ND) is caused by the virulent forms of this virus that affects 

a wide range of wild and domestic bird species worldwide. At least 15 genotypes cause periodic 

large-scale outbreaks with extensive morbidity and mortality in avian species worldwide. We 

conducted passive and active surveillance in poultry and active surveillance in wild birds in the 

Southern-Eastern territories of Ukraine and bordering regions with Russia. These studies 

characterized viral distribution and identification of predominant circulating strains from 1967 to 

2016, including the characterization of repository viruses. Genotype identification and pathotype 

of NDV were determined by direct sequencing of the complete F-gene and full genome using 

next-generation sequencing. Based on the sequence of the fusion protein cleavage site a more 

precise pathotyping in eggs and chickens was conducted using isolates that represent the most 

typical isolates of each of the geno-groups. Totally, 36 isolates of NDV from different regions of 

Ukraine (1967-2015) and 5 complete genomes of NDV were studied. The phylogenetic study 

allowed to determine the relationship of Ukrainian isolates with other viruses from Eastern Europe, 

Asia and Africa and a better understanding the transcontinental movement of NDV. The novel 

AAvV - 13 (former APMV-13) subtype was isolated from a white-fronted goose in Ukraine. The 

genome sequence showed 97% nucleotide identity to virus from Kazakhstan. The fusion protein 

gene of the Ukrainian isolate had 98% nucleotide identity to APMV/goose/Shimane/67/2000, 

isolated in Japan from goose fecal samples and also reported previously as APMV-13.  

Team Biography: 

Dr. Denys Muzyka: Head of the Department of Avian Diseases at NSC IECVM. 

Dr. Borys Stegniy: Director of the National Scientific Center Institute of Experimental and Clinical 

Veterinary Medicine (NSC IECVM). 

Dr. Anton Gerilovych: Deputy Director of NSC IECVM. 

Dr. Oleksandr Rula: Sector head at NSC IECVM. 

Dr. Oleksii Solodiankin: Head of Laboratory at NSC IECVM. 

Dr. Claudio Afonso: Molecular biologist at the Southeast Poultry Research Laboratory (SEPRL) 

in Athens, Georgia. His research interests include the analysis of the role of vaccination on virus 

evolution as well as analysis of NDV pathogenesis. 
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The Spread of African Swine Fever Virus (ASFV) in Domestic Pigs and Wild Boar in 

Ukraine—Building Capacity for Insight into the Transmission of ASFV Through 

Characterization of Virus Isolates by Genome Sequencing and Phylogenetic Analysis 

(Ukraine) 

Dr. Anna Kovalenko 

Project Abstract: 

A virulent strain of African swine fever virus (ASFV) that emerged in Georgia in 2007, and spread 

to Ukraine, Eastern Europe and Asian countries, highlights the need to identify and characterize 

circulating ASFV genotypes. In Ukraine, the epidemiology and evolution of ASFV, including the 

origin of viruses reported in individual outbreaks, the rate of spread within the country, and the 

rate of evolutionary change, are poorly understood. This project has advanced critical scientific 

capacity for genomics-based biosurveillance of emerging ASFV strains in Ukraine and the region 

and will contribute significantly to preparedness and multinational efforts to stem the spread of 

ASF. The overall goal of the project is focused on the investigation of the genetic diversity and 

spread of ASFV in Eastern Europe, with focus on Ukraine. Project analyses have informed 

transboundary strategies to forecast and reduce the risk of ASF outbreaks and to advance 

scientific capacity and international collaboration through workshops, communication among 

institutes in Ukraine. 

Team Biography: 

Dr. Andrii Mezhenskyi: Deputy Director for Research, International Relations and Information, 

and Scientific Support from the State Scientific Research Institute of Laboratory Diagnostics and 

Veterinary and Sanitary Expertise (SSRILDVSE).  

Dr. Anton Gerilovych: Deputy Director of NSC IECVM.  

Dr. Oleksandr Tarasov: Head of the Laboratory of Anthrax from the Institute of Veterinary 

Medicine (IVM).   

Dr. Inna Dubchak: Senior scientist, Genomics Division & DOE Joint Genome Institute, Lawrence 

Berkeley National Laboratory in the U.S.  

Dr. Eric Bortz: Assistant professor at the University of Alaska Anchorage in the U.S.  

Dr. Devin Drown: Assistant professor at the University of Alaska Fairbanks in the U.S.  
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Regional Field-to-Table Risk Assessment of the Spread of African Swine Fever Virus 

(ASFV) Across Ukraine in Wild Fauna and via Consumer Trade Routes—Insight into the 

Development of Effective ASFV Quarantine Strategies and Public Policy (Ukraine) 

Dr. Andrii Mezhenskyi 

Project Abstract: 

This project seeks to expand upon research and biosurveillance efforts currently underway within 

Ukraine in order to inform effective biosecurity strategies and the development of public policy for 

controlling the spread of ASFV within Ukraine. Through connecting biosurveillance findings and 

policy development, the overall outcome of this program will be recommendations for the 

development of policy and public outreach designed to limit the potential for ASFV transmission 

via consumer trade routes and/or across regional borders through human activities. Furthermore, 

due to the imperative to quickly resolve the growing ASF crisis in Ukraine, this project will link 

Ukrainian officials with regional researchers and ASFV control programs in order to build upon 

best practices and lessons learned for blocking the spread of ASF further into European Union 

countries. Implementing the findings of this project will contribute to the economic sustainability 

and stability of agricultural markets within Ukraine and contribute to Ukraine’s further integration 

and alignment with EU trade and policy. As such, the project consists of three focus “Project Pillar” 

areas that will be undertaken in parallel: A) defining geographical and zoonotic factors; B) tracking 

anthropogenic and socio-economic factors; and C) public policy and communications. 

Team Biography: 

Mr. Mykola Sonko: Chief of the Animal Health Department at the State Service of Ukraine for 

Food Safety and Consumer Protection (FSCP).  

Dr. Andrii Mezhenskyi: Deputy Director for Research, International Relations and Information, 

and Scientific Support from the State Scientific Research Institute of Laboratory Diagnostics and 

Veterinary and Sanitary Expertise (SSRILDVSE). 

Dr. Anton Gerilovych: Deputy Director of the National Scientific Center Institute of Experimental 

and Clinical Veterinary Medicine (NSC IECVM). 

Dr. Serhii Nychyk: Director of the Institute of Veterinary Medicine (IVM). 

Dr. Zinaida Klestova: Deputy Director of the State Scientific Control Institute of Biotechnology 

and Strains of Microorganisms (SSCIBSM). 

Dr. Volodymyr Polishchuk: Assistant Professor from the State Forest Resources Agency of 

Ukraine. 

Mr. Andrii Shelepylo: Chief Specialist of the Unit of Monitoring and Defense from the National 

University of Life and Environmental Sciences. 
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Foot-and-Mouth Disease Virus Surveillance in Vietnam (Vietnam) 

Dr. Jonathan Arzt 

Project Abstract: 

This project will improve understanding of the epidemiology of foot-and-mouth disease virus 

(FMDV) in the Vietnam using state of the art tools for genetic characterization of the virus in this 

endemic context mitigating the impact of this disease on local agriculture and improve 

preparedness for potential disease incursions in the U.S. homeland with awareness of emerging 

virus strains. Foot-and-mouth disease (FMD) is a contagious viral disease of domestic and wild 

cloven-hoofed animals, most notably cattle, pigs, sheep, buffalo and goats. Despite recent 

successes toward eradication in large parts of South America, FMD remains one of the most 

important infectious diseases of livestock due to the potential impact of an outbreak on trade in 

animals and animal products. The World Organization for Animal Health (OIE) and the Food and 

Agriculture Organization (FAO) of the United Nations have called for the global control and 

eradication of trans-boundary diseases, with FMD identified as one of the priority infectious 

diseases of livestock. This highly productive collaborative endeavor has already resulted in eight 

published, peer-reviewed scientific papers with three more papers in preparation for submission. 

Specific accomplishments achieved within the project include 1) genetic characterization of over 

519 novel strains of FMDV including 199 full-length genomes, 2) enhanced understanding of risk 

factors for FMDV infection, 3) unique analyses of movement of FMDV strains across regions of 

Vietnam, 4) improved understanding of the role of asymptomatic carriers in FMD epidemiology in 

Vietnam, 5) first discovery of Senecavirus A in Vietnam, and 6) capacity building of DAH staff in 

Sanger sequencing with installation of appropriate equipment.  

Team Biography: 

Dr. Jonathan Arzt: Veterinary pathologist and epidemiologist at the United States Department of 

Agriculture-Agricultural Research Service. 

Dr. Do Huu Dung: Veterinary epidemiologist with the Department of Animal Health, Ministry of 

Agriculture and Rural Development in Vietnam. His research interest is in molecular epidemiology 

of animal diseases of national importance. His research work has been focused in the study of 

porcine reproductive and respiratory syndrome (PRRS), avian influenza (AI), foot-and-mouth 

disease (FMD), and African swine fever (ASF).   
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Risk Assessment of Selected Especially Dangerous Pathogens Potentially Carried by 

Migratory Birds Over Ukraine (Ukraine) 

Dr. Denys Muzyka  

Project Abstract: 

Especially dangerous pathogens (EDPs) that cause highly pathogenic avian influenza (HPAI) and 
Newcastle disease (ND) continue to threaten wild birds and poultry in Ukraine and other countries 
in Eurasia. There is continued risk of the emergence of HPAIV and NDV, and zoonotic spillover 
from infected wild birds into the commercial and backyard poultry populations of Ukraine. Avian 
EDP emergence is driven by the viruses’ intrinsic genetic and antigenic variability, which can lead 
to infection of new host species (host jumping). In addition, local and regional environmental 
impacts of agricultural activity may increase the potential for viral transmission in avian reservoir 
species, and into non-reservoir hosts, including domestic poultry. The continual threat of the 
emergence of novel strains of EDPs has highlighted the acute need for analytical biosurveillance 
of avian species, and genotypic characterization of pathogens, by coordinated research and 
building of scientific resources in Ukraine and countries in the region. 
 
Team Biography: 

 
Dr. Borys Stegniy: Director of the National Scientific Center Institute of Experimental and Clinical 

Veterinary Medicine (NSC IECVM). 

Dr. Denys Muzyka: Head of the Department of Avian Diseases at NSC IECVM. 

Dr. Maryna Sapachova: Head of the Research Department of Molecular Genetic Investigation 

from the State Scientific Research Institute of Laboratory Diagnostics and Veterinary and Sanitary 

Expertise (SSRILDVSE).  

Dr. Serhii Nychyk: Director of the Institute of Veterinary Medicine (IVM). 

 Dr. Eric Bortz: Assistant professor at the University of Alaska Anchorage in the U.S.  
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Project Briefings Session Six: Bat-borne Disease 

Evaluating Zoonotic Viral Sharing Among Bats, Primates, and People in a High-Risk 

Transmission Interface in Southern Tanzania (Tanzania) 

Dr. Rudovick Kazwala 

Project Abstract: 

Using a One Health surveillance approach, the project team investigated the presence of and risk 

factors for viral sharing among geographically overlapping bat, non-human primates (NHP), and 

human populations. Febrile patients were sampled at village-based health clinics, and behavioral 

surveys were conducted to assess forest and wildlife contact. Bats were captured and sampled 

in neighboring towns and forests, and fecal samples were collected non-invasively from NHP. 

Using data on bat movement, high-risk environmental sites were identified, and fruits discarded 

by foraging bats were assessed regarding scavenging animal species. Family-level polymerase 

chain reaction (PCR) screening and confirmatory sequencing identified six coronaviruses and one 

paramyxovirus from 135 bats across five species. Six previously-known coronaviruses and a 

paramyxovirus were detected, expanding their geographic and host ranges beyond what had 

been documented, and one new coronavirus was discovered. Viruses were interpreted and 

ranked according to zoonotic spillover risk, and models were generated to simulate spatio-

temporal spread through the human population and to assess behavioral risk factors predicting 

fever and meningitis syndromes. The high-burden of non-malarial fevers and forest use and 

wildlife contact risk factors associated with febrile patient syndromes reinforce the need for 

strengthening viral surveillance of wildlife and human populations. This project trained, equipped, 

and deployed a professional One Health workforce capable of strengthening viral hemorrhagic 

fever outbreak response, zoonotic disease awareness, and health security around vulnerable 

hotspots for disease emergence in Tanzania. 

Team Biography: 

Prof. Rudovick Kazwala: Professor of Ecosystems and Public Health, College of Veterinary 

Medicine and Biomedical Sciences, Sokoine University of Agriculture (SUA), Morogoro, 

Tanzania. Co-lead of the HALI Project (2006-to date), supporting the development of a wildlife 

disease surveillance and early warning system for high-risk viral pathogens in Tanzania. 

Dr. Honorati Masanja: Chief Executive Director of the Ifakara Health Institute (IHI) in Tanzania. 

Statistician and epidemiologist, with an extensive experience in data management; clinical trials; 

design, and evaluation of large maternal and child health programs. 

Dr. Jonna Mazet: Professor of Epidemiology and Disease Ecology and Director of the One Health 

Institute in the University of California (UC) Davis School of Veterinary Medicine. Dr. Mazet is 

active in international One Health research programs, especially disease transmission among 

wildlife, domestic animals, and people and the ecological drivers for disease emergence. 

Currently, she is the Global Director of PREDICT, part of Emerging Pandemic Threats Program 

of USAID.  
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Dr. Brian Bird: Virologist at the One Health Institute at UC Davis. His research focuses on 

discovering the animal reservoirs of viral pathogens and characterizing spillover risks to humans. 

Dr. Woutrina Smith: Associate Director of the One Health Institute and Co-Director of the UC 

Global Health Institute Planetary Health Center of Expertise. Dr. Smith has One Health research 

projects in Africa and Asia, as well as in California, where multidisciplinary teams work together 

to solve complex population and planetary health problems in innovative ways.  
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Ecology, Biosurveillance and Risk Mapping of Marburg Virus and Other Bat-Borne 

Emerging High-Consequence Pathogens in Uganda (Uganda) 

Dr. Jonathan Towner 

Project Abstract: 

This project builds upon established global partnerships between the Centers for Disease Control 

(CDC), Uganda Virus Research Institute (UVRI), Uganda Wildlife Authority (UWA), and Colorado 

State University (CSU) to develop field and laboratory capacity for surveillance and risk mapping 

of Marburg virus (MARV) and Sosuga virus (SOSV) in Ugandan bat populations. MARV, the close 

cousin of Ebola virus, has known WMD potential, while SOSV, an emergent paramyxovirus similar 

to Nipah and Hendra viruses, also causes severe disease in humans. The goals are threefold, 1) 

identify potential human-bat interactions at the ecotones of Ugandan agricultural and sylvan 

biomes using micro-GPS technology to monitor nightly movements and long-term dispersal of 

Egyptian rousette bats (Rousettus aegyptiacus), the only known MARV and SOSV natural 

reservoir, 2) establish routine bio-surveillance testing of bats for these and other bat-borne 

pathogens at UVRI and UWA laboratories, 3) conduct controlled virus transmission and 

persistence studies using captive-borne Egyptian rousette bats to evaluate natural stressors (co-

infection, diet) on virus shedding and spillover. Fieldwork will focus on sites of previous MARV 

and SOSV spillovers followed by expansion to other locations throughout Uganda. Ultimately, 

these data will generate dynamic public health risk maps for use by the Ugandan government to 

develop evidence-based risk reduction policies. This work will rely on personnel from UWA and 

UVRI and will be conducted collaboratively with a linked proposal from CSU to enable 

complementary sample sharing, diagnostic testing and risk mapping. This integrated approach 

will reduce the threat to the U.S., Uganda and the international community. 

Team Biography: 

Dr. Jonathan Towner: Scientist in the Viral Special Pathogens Branch at the U.S. Centers for 

Disease Control and Prevention (CDC) and international projects lead on surveillance, 

ecology, and transmission of hemorrhagic fever viruses in Africa for almost 20 years. 

Dr. Brian Amman: Ecologist at CDC has been leading international projects on surveillance, 

ecology, and transmission of hemorrhagic fever viruses in Africa for almost 20 years. 

Dr. Patrick Atimnedi: Veterinary Coordinator at the Uganda Wildlife Authority. 

Dr. Julius Lutwama: Deputy Director of the Uganda Virus Research Institute (UVRI) and the 

Head of the Department of Arbovirology, Emerging, and Re-emerging Infections. He heads the 

WHO Collaborating National Influenza Center and the Highly Infectious Diseases Diagnostic 

Laboratory, and the WHO Eastern African Yellow Fever Reference Laboratory at UVRI. 

Dr. Rebekah Kading: Assistant professor in the Department of Microbiology, Immunology, and 

Pathology at Colorado State University and has been leading domestic and international projects 

on the surveillance, ecology, and transmission of arthropod-borne viruses for 15 years. 
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Ecology, Epidemiology, and Biosurveillance for Emerging Viral Pathogens of Bats in 

Uganda (Uganda) 

Dr. Rebekah Kading 

Project Abstract: 

We have developed global partnerships between U.S. and Ugandan academic institutions and 

government agencies to strengthen the field- and laboratory capacity for ecology research and 

pathogen biosurveillance of bats in Uganda. Building upon this foundation to develop a 

sustainable collaborative program with synergistic roles for partner institutions will be critical to 

achieving rapid response and interagency cooperation during future outbreak events. The 

overarching goals of this proposal are to understand public health risks at the human/bat interface, 

and further develop multi-institutional biosurveillance and response capabilities for bat-borne viral 

pathogens in Uganda. We will strengthen active research on bat ecology and biosurveillance 

methods, improve the ability to detect bat-borne pathogens in country through the use of next 

generation sequencing, and develop a sustainable pipeline for surveillance, identification, and 

response to bat-borne pathogens. Further, this project will generate novel data on bat species 

distributions using acoustic monitoring technologies, exposure of people to specific bat-borne 

pathogens, human risk for contracting pathogens in high-traffic caves, the potential role of citizen 

science in bat biosurveillance, and the influence of bat dispersal patterns on local virus distribution. 

Partner institutions include Colorado State University, Uganda Virus Research Institute, Makerere 

University, and the Uganda Wildlife Authority. This work will be in direct collaboration with a linked 

proposal being prepared by the CDC Viral Special Pathogens Branch. This integrated approach 

will strengthen partnerships and biosurveillance capabilities within Uganda and reduce the threat 

to U.S. and global health security from viruses of bats. 

Team Biography: 

Dr. Rebekah Kading: Assistant professor in the Department of Microbiology, Immunology, and 

Pathology at Colorado State University and has been leading domestic and international projects 

on the surveillance, ecology, and transmission of arthropod-borne viruses for 15 years. 

Dr. Julius Lutwama: Deputy Director of the Uganda Virus Research Institute (UVRI) and the 

Head of the Department of Arbovirology, Emerging, and Re-emerging Infections. He heads the 

WHO Collaborating National Influenza Center and the Highly Infectious Diseases Diagnostic 

Laboratory, and the WHO Eastern African Yellow Fever Reference Laboratory at UVRI. 

Dr. Patrick Atimnedi: Veterinary Coordinator at the Uganda Wildlife Authority. 

Dr. Robert Kityo: Professor in the Department of Biological Sciences at Makerere University in 

Uganda and author of The Eastern Bat Atlas.  
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Understanding the Risk of Bat-Borne Zoonotic Disease Emergence in Western Asia 

(Georgia and Jordan) 

Dr. Kevin Olival, Dr. Nisreen Al-Hmoud, and Dr. Ketevan Sidamonidze  

Project Abstract: 

We are conducting a multi-disciplinary research project to identify key factors correlated with the 

risk of bat viral zoonoses from sites across Western Asia. Bats are natural reservoir hosts to 

several emerging viruses with pandemic potential, including Ebola, Marburg, Nipah, and SARS- 

and MERS-coronaviruses, but current research on the distribution of bats, diversity of their viruses, 

and potential for zoonotic disease emergence in Western Asia is severely limited. To fill this gap 

and contribute to biological threat reduction, we have established a hypothesis-driven One Health 

research project focused on characterizing bat coronavirus diversity and the risk of bat-borne 

zoonotic disease emergence. This project includes extensive nonlethal field sampling of bats, 

screening and characterization of viruses from bat specimens with select partner laboratories 

currently operating within the region, and modeling emerging disease risk by combining viral data 

with host, geographic, and ecological data. Data for risk modeling is being collated across a larger 

region than our field sampling allows through the creation of a collaborative Western Asia Bat 

Research Network (WAB-Net) – including key researchers and public health representatives from 

>12 countries. Research activities are being strengthened via laboratory exchanges and annual 

data sharing and capacity building workshops. This integrated approach presents a coordinated 

strategy to advance scientific knowledge around transboundary zoonotic disease emergence risk 

in Western Asia to inform early detection, diagnosis, response and threat reduction to support 

DTRA BTRP’s goals. 

Team Biography: 

Dr. Kevin Olival: Vice President for Research at EcoHealth Alliance (EHA).  

Dr. William Karesh: Co-principal investigator and Executive Vice President for Health and Policy 

at EHA.  

Dr. Ketevan Sidamonidze: Senior specialist at the Department of Virology, Molecular Biology 

and Genome Research, R.G. Lugar Center for Public Health Research at the National Center for 

Disease Control and Public Health (NCDC) of Georgia.  

Dr. Lela Urushadze: Senior specialists at the Department of Virology, Molecular Biology and 

Genome Research, NCDC. 

Dr. Nisreen Al-Hmoud: Director of the Biosafety and Biosecurity Centre at the Royal Scientific 

Society of Jordan.  

Dr. Raşit Bilgin: Professor at the Institute of Environmental Sciences, Boğaziçi University of 

Turkey. 

Dr. Shahzad Ali: Assistant professor at University of Veterinary and Animal Sciences of Pakistan.   
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Bat Harvesting in India: Detection, Characterization, and Mitigation of Emerging Infectious 

Disease Risk (India) 

Dr. Uma Ramakrishnan 

Project Abstract: 

Emerging infectious diseases pose a continual risk for humans, imparting major health and 

economic challenges. It is estimated that greater than 70% of these diseases originate in wildlife, 

which demonstrates the importance of understanding the diversity of parasites that circulate in 

animals. Bats are reservoirs of several medically important viruses that have high case fatality 

rates, including rabies/lyssaviruses, henipaviruses, SARS-like coronaviruses, Ebola virus and 

related filoviruses. India is one of the most biologically diverse countries in the world, yet there 

are few studies on bat borne viruses. Zoonotic outbreaks will often originate from point source 

origins, as phylogenetic data from the recent Ebola outbreak in West Africa indicates. Therefore, 

studying specific interfaces where humans are more frequently exposed due to their proximity 

and heightened interactions with wildlife can provide critical information on the risk of zoonotic 

infection. Bat harvesting is a common practice across India, as concentrated efforts can yield high 

numbers of bats. This contact and processing of bushmeat is an opportune place for cross- 

species transmission to occur. By sampling the bat populations where harvesting occurs before, 

during and after the trapping, we can determine if bat harvests increase the shedding of viruses 

and what medically important viruses are circulating in these bat populations. We will also screen 

human and bat sera with a Luminex assay targeting specific pathogenic viruses. 

Team Biography: 

Dr. Uma Ramakrishnan: Co-principal investigator from the National Center for Biological Studies 

(NCBS) in Bangalore, India. Expert on mammal ecology and population/conservation genetics in 

India.  

Dr. Ian Mendenhall: Principal Research Scientist at the Laboratory of Virus Evolution in the 

Programme of Emerging Infectious Diseases at Duke-NUS Medical School in Singapore. 

Research interests include the ecology, evolution, and epidemiology of infectious diseases, 

specifically zoonotic pathogens and arthropod-borne parasites. 

Dr. Gavin Smith: Professor in the Laboratory of Virus Evolution in the Programme of Emerging 

Infectious Diseases at Duke-NUS Medical School in Singapore. Research seeks to understand 

the underlying processes of disease emergence and integrates evolutionary genetics, virology, 

ecology, and infectious disease epidemiology. 

Dr. Yvonne Su: Assistant for phylogenetic analysis of virus genetic data.  
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Investigating the Risk of Human Disease from Parasites of Small Mammals and Bats 

(Cambodia) 

Dr. Ian Mendenhall 

Project Abstract: 

Emerging and re-emerging infectious diseases pose a significant public health challenge globally, 

with severe economic, social, and health consequences. It is estimated that the SARS outbreak 

alone cost over $50 billion dollars in lost global economic activity. The frequency of epidemics 

caused by newly emerging and re-emerging pathogens and the likelihood of rapid global spread 

have increased dramatically in recent decades, with Southeast Asia considered a hot spot for 

future emergence events. Small mammals and bats play an important role in the maintenance 

and transmission of parasites that infect humans such as arenaviruses, coronaviruses, 

henipaviruses, rickettsial diseases, and tick-borne flaviviruses. The global distribution of several 

species of small mammals and bats, in addition to the ever-increasing interface between humans 

and wildlife, ensures that cross-species transmission events will continue to occur, often with 

devastating effects. By proactively sampling animal populations to discern circulating parasitic 

genotypes and screening human sera for evidence of exposure, we can determine which 

parasites have human pathogenic potential. A standardized trapping regimen will allow us to 

understand which ecological and environmental variables are associated with host and parasite 

presence-absence, facilitating the creation of ecological niche maps and models to determine risk 

and inform future surveillance efforts in Cambodia and other countries in the region. 

Team Biography: 

Dr. Gavin Smith: Laboratory of Virus Evolution in the Programme of Emerging Infectious 

Diseases at Duke-NUS Medical School. 

Dr. Ian Mendenhall: Laboratory of Virus Evolution in the Programme of Emerging Infectious 

Diseases at Duke-NUS Medical School.  

Ms. Sophie Borthwick: Supervising field surveillance with partners in Cambodia, to include: 

Department of Wildlife and Biodiversity, Forestry Administration of Cambodia and the National 

Animal Health and Production Research Institute (NAHPRI).  

Mr. Chheang Dany: The Forestry Administration, responsible for coordinating and conducting 

fieldwork and assisting with geographic information system (GIS) analysis.  

Dr. Sorn San: NAHPRI, responsible for conducting diagnostics and sequencing. Both agencies 

will assist in disseminating results to government.  

Dr. Neil Furey: Researcher focused on the ecology of the small mammals and bats in Cambodia.  

Dr Alan Hitch: UC Davis expert in ecological modelling, biostatistics and museum curation.  

Ms. Awatsaya Pimsai: Prince Songkla University, assisting with field work, small mammal 

taxonomy and museum curation. 
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Investigating the Risk of Human Disease from Parasites of Small Mammals and Bats’ 

project- Application of Predictive Disease Models in Lao (Laos) 

Dr. Watthana Theppangna 

Project Abstract: 

Bats and small mammals are rich reservoirs of zoonotic viruses and bacteria. Studying these 

host-microbe relationships can better our understanding of disease emergence. Species-habitat 

relationship models can be used to identify areas where there is a high probability of detecting a 

disease reservoir (small mammal and bat). However, these models are rarely tested using an 

independent data set and not one that is country-wide. Laos has similar habitat types, and shares 

many of the same bat and small mammal species with Cambodia. An ongoing host and pathogen 

distribution project across Cambodia is building predictive maps that will indicate areas of 

relatively higher probabilities of occupancy by vertebrate reservoirs, ectoparasites and parasites. 

By implementing this strategy, we will be able to assess the effectiveness and generalizability of 

the species-habitat models that we have developed in Cambodia. This will enable effective 

transboundary surveillance efforts and provide informed surveillance efforts. 

Team Biography: 

Dr. Gavin Smith: Laboratory of Virus Evolution in the Programme of Emerging Infectious 

Diseases at Duke-NUS Medical School and is designing and coordinating the project. 

Dr. Ian Mendenhall: Laboratory of Virus Evolution in the Programme of Emerging Infectious 

Diseases at Duke-NUS Medical School and is designing and coordinating the project. 

Dr. Watthana Theppangna: Lao National Animal and Health Laboratory will be a main partner 

in this project.  

Mr. Keophouvong Chanthapanya: Lao Department of Forestry will be a main partner in this 

project. 

Mr. Chheang Dany: The Forestry Administration, responsible for coordinating and conducting 

fieldwork and in the trapping and collection of samples in the field.  

Dr Alan Hitch: University of California – Davis, designing the field survey and will build the 

ecological occupancy models, in addition to conducting field sampling, museum curation and 

acoustic data analysis. 

Dr. Kyle Armstrong: University of Adelaide expert on bat acoustic analysis.  

Dr. Bounsavane Douangboubpha: Faculty of Environmental Sciences at the National University 

of Laos providing expertise on the collection and identification of bats and small mammals in Laos, 

in addition to conducting training.  

Ms. Awatsaya Pimsai: Prince Songkla University, providing expertise in the small mammal and 

bat identification and taxonomy. 



 

Science Program Review 2019  Research Project Briefings: Session 7 84 

Project Briefings Session Seven: Bacterial Pathogens of Security Concern 

Identifying Anthrax Hotspots and the Associated Ecological Factors in Kenya (Kenya)  

Dr. Kariuki Njenga 

Project Abstract: 

In Kenya and sub-Saharan Africa, anthrax causes massive outbreaks in certain ecological regions, 

primarily triggered by weather extremes, and resulting in significant morbidity and mortality in 

humans, livestock, and wildlife. The overall goal of this project is to identify anthrax hotspots and 

associated ecological factors predicting infection and exposure risk in Kenya, in order to protect 

human and animal lives. First, we conducted a retrospective review of livestock and wildlife 

records over 60 years and demonstrated sustained anthrax outbreaks throughout the country, 

occurring predominantly during seasons among wildlife, and in the agriculturally productive 

regions among livestock with a >10-fold higher burden in cattle when compared to sheep, goats, 

and camels. Data from the highly burdened counties of the country demonstrated clear spatial 

clustering associated with agro-ecological zones, with 11% of the county areas responsible for 

>30% of the outbreaks, whereas 36% of the areas did not report anthrax for 60 years. Currently, 

we conducting active surveillance in randomly selected agro-ecological zones of the country, and 

niche modeling in order to identify the ecologically factors important for B. anthracis persistence 

and disease. This project contributes to countering weapons of mass destruction by defining risk 

factors for persistence of B. anthracis spores, an extremely dangerous pathogen, and by 

developing a risk map that should result in early detection and response, as well as targeted 

prevention and control measures.  

Team Biography: 

Prof. Kariuki Njenga: Professor at Washington State University (WSU) and Chief Research 

Officer at Kenya Medical Research Institute (KEMRI).  

Dr. Eric Osoro: Medical epidemiologist and Deputy Country Director of the Global Health 

Program–Kenya at Washington State University and founding member of the Kenya Zoonotic 

Disease Unit, which serves as the One Health Coordinating Unit for Kenya.  

Dr. Bernard Bett: Senior scientist at the International Livestock Research Institute. Leads the 

Improving Human Health Flagship under the Agriculture for Nutrition and Health CGIAR program. 

Dr. John Gachohi: Post-doctoral fellow at WSU and holds a faculty position at Jomo Kenyatta 

University of Agriculture and Technology.  

Mr. Leonard Nderitu: Doctoral student at WSU under Dr. Kariuki Njenga. Mr. Nderitu is quality 

assurance/quality control manager with the U.S. Centers for Disease Control and Prevention–

Kenya. 

Mr. Fredrick Otieno: Doctoral student under Dr. Bernard Bett. Research applies ecological niche 

modeling to identify ecological factors important for B. anthracis persistence.  
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Evaluating the Impact of Enhanced Laboratory-Based Surveillance of Animal and Human 

Brucellosis in Three Areas of Jordan (Jordan) 

Dr. Tarek Al-Sanouri 

Project Abstract: 

Brucellosis is considered a disease of high consequence causing significant animal and human 

morbidity, qualifying Brucella spp. as a potential bio-threat. Brucellosis is the most commonly 

reported zoonotic disease worldwide and is highly prevalent in the Middle East, including Jordan. 

Recent cross-sectional studies in animals and humans in Jordan suggest the brucellosis burden 

is much higher than reported. This under-reporting is likely attributed to sub-optimal surveillance 

and diagnostic tools. To better judge the threat of brucellosis in Jordan, the Kingdom first needs 

to establish the true incidence and prevalence, and the nature and distribution of the disease. 

This study aims to establish active surveillance and confirmatory testing in the human and animal 

sectors of Jordan in accordance with the World Health Organization (WHO) and the World 

Organization for Animal Health (OIE) standards and assess the impact these enhancements have 

on the understanding of brucellosis in Jordan. This study has been implemented in three 

governorates where brucellosis is endemic: East Amman, Karak and Al-Mafraq. The general 

objectives of this study are to determine the true burden and major risk factors of brucellosis in 

humans and animals in the selected governorates and to describe the geographic distribution of 

the circulating Brucella sub-types that can be derived from animal and human clinical samples 

using non-culture based methods. We hypothesize that the true disease burden in animals and 

humans in Jordan is significant substantiating the genuine risk that Brucella spp. can be readily 

obtained in the environment and is a true biological threat in Jordan and the region. 

Team Biography: 

Dr. Mohannad Al-Nsour: Executive Director of Eastern Mediterranean Public Health Network 

(EMPHNET). Expertise in field epidemiology, research and public health systems.  

Dr. Tarek Al-Sanouri: Disease Control team leader at EMPHNET. Oversee all Brucella DTRA 

project activities and ensure implementation of all field activities.  

Dr. María E. Negrón: Veterinary Medical Officer in the Bacterial Special Pathogens Branch and 

subject matter expert on brucellosis. Works at a domestic and international level on the prevention 

and control of brucellosis using a One Health approach.  

LCDR Rebekah V. Tiller: Microbiologist in the Bacterial Special Pathogens Branch (BSPB) at 

the U.S. Centers for Disease Control and Prevention (CDC).  

Ms. Melissa Kadzik: Public Health Analyst in the BSPB at the CDC. Manages BSPB’s 

international portfolio including the brucellosis burden study in Ethiopia.  
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Analyzing the Spread of Anthrax in Farms in Pakistan and Jordan (Jordan) 

Dr. Amin Aqel and Prof. Dr. Tahir Yaqub 

Project Abstract: 

At present we have a very poor understanding of how Bacillus anthracis cells, produced during 

an anthrax infection, disseminate from a carcass into the surrounding environment. Although a 

very few studies provide some very useful information, they do not resolve two key questions: 1) 

do B. anthracis cells from farm animals that died of anthrax spread beyond the carcasses and 2) 

can farm animals have asymptomatic anthrax infections? Here, we address these fundamental 

research questions in farm animals in three agricultural sites in Pakistan and in two sites in Jordan, 

where anthrax is endemic, poorly controlled, and the spread of the disease is especially poorly 

understood. As a result, we will work in otherwise difficult-to-access outbreak sites and develop 

partnerships with scientists who might otherwise lack opportunities to develop positive, productive 

relationships with U.S. scientists. Analysis of five sites will provide a robust data set that samples 

relevant variations in the spread of B. anthracis in agricultural settings. This study is relevant to 

improved biothreat surveillance and containment--key goals for C-WMD science and Thrust Area 

6 specifically--as we will help to reduce a major global biological threat by collaboration with 

partners in Jordan and Pakistan.  

Team Biography: 

Prof. Adam Driks: Original principal investigator (PI) of the project who passed away earlier this 

year. Professor Alan Wolfe has assumed responsibilities as the PI. 

Prof. Alan Wolfe: Professor at Loyola University - Chicago. Research focus on bacterial genetics 

and physiology, microbiome science, and comparative genomics. 

Dr. Daniel Schabacker: Group leader of the Biological Detection and Forensics Group at 

Argonne National Laboratory. Serves as the Site-Wide Biosafety Officer and Chair of the 

Institutional Biosafety Committee at Argonne National Laboratory.  

Dr. Amin Aqel: Associate professor at Mutah University in Jordan. Research focused on 

understanding the spread of B. anthracis around the world.  

Prof. Tahir Yaqub: Senior member of the University of Veterinary and Animal Sciences.  
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High Resolution Chemical Characterization of Yersinia pestis within Soil Matrices: 

Understanding Natural Foci of Plague (Pakistan) 

Dr. Muhammad Raza Shah 

Project Abstract: 

The persistence of Yersinia  pestis in soil matrices suggests a novel, yet completely 

uncharacterized, environmental reservoir for plague organisms. While recent studies have found 

genetic and structural evidence for a complex life cycle after the infected host dies and Y. pestis 

cells are released into the surrounding soil, remarkably little is known about the chemical and 

physical adaptations that allow the organisms to survive in this challenging environment. This has 

critical implications for understanding natural plague foci, non-traditional transmission routes 

between hosts and its changing risks for humans, and finally, the detection of Y. pestis in 

environmental samples. To address this challenge, we have conducted a multidisciplinary project 

to examine the chemical and physical response of Y. pestis cells after exposure to soil habitats. 

Specifically, we used high-resolution, single cell analytics to characterize the metabolism, surface 

chemistry, and structural changes in individual Y. pestis cells within this unique growth 

environment. Results from this work have increased our basic understanding of pathogen ecology 

and the molecular mechanisms by which Y. pestis functions in environmental reservoirs outside 

of traditional transmission vectors. 

Team Biography: 

Dr. M. Raza Shah: Associate Professor of chemistry at H.E.J. Research Institute of Chemistry 

University of Karachi. Serves as managing director for the Center for Bioequivalence Studies and 

Clinical Research (CBSCR), a bioanalytical laboratory designed for high throughput processing 

of clinical and biological specimens. 

Dr. Christopher Ehrhardt: Associate Professor in Forensic Chemistry and Forensic Biology at 

VCU with an interdisciplinary background covering microbiology, molecular biology, and 

chemistry.  

Dr. Vamsi Yadavalli: Associate Professor in the Department of Chemical and Life Science 

Engineering at VCU.  
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Evaluating the Ecology and Persistence of Brucella spp. in Livestock and Wildlife in 

Kazakhstan and Transmission Potential to Humans (Kazakhstan) 

Dr. Mukhit Orynbayev 

Project Abstract: 

Globally, brucellosis is among the most widespread, important zoonoses. Kazakhstan is within a 
key global focus of human brucellosis, where Brucella melitensis is the predominant pathogen 
(main host: sheep). Our previous efforts in Kazakhstan (CBR project KZ-2) indicated Brucella 
abortus, the species classically associated with bovids, was present in both sheep and cattle. 

Both species were confirmed in wildlife reservoirs in other countries. We will investigate the 

unknown role of livestock species and wildlife commingling (sheep, cattle and cervids) in 

transmission and persistence of Brucella species in southern Kazakhstan, and define implications 

for surveillance and control strategies. Existing livestock prevalence data are limited to incomplete 

national reports and KZ-2 results. Current vaccines target B. melitensis or B. abortus but not both. 

The presence of multiple pathogens in populations where single vaccine strategies are employed, 

or areas where infected populations of deer, yaks, saiga or sheep may maintain both pathogens 

will cause disease risk and burden to be underestimated. To address this, we will (1) use 

molecular ecology and serology to investigate cross-species transmission between wildlife and 

livestock and within mixed species livestock herds; (2) identify wildlife reservoirs using field 

studies and serology; (3) use genotyping data and GIS to link animal sources to previously 

unlinked human strains via targeted prospective surveillance; and (4) improve sustainable 

laboratory diagnostics in Kazakh human and veterinary public health systems. These project aims 

including enhancement of detection/disease surveillance capabilities are aligned with DTRA 

CBEP threat reduction goals, as will improve overall biosurveillance in Kazakhstan.  

Team Biography: 

Dr. Mukhit Orynbayev: Head of the Laboratory for Monitoring Infectious Diseases of the 

Research Institute for the Problems of Biological Safety of the Science Committee of the Ministry 

of Education and Science.  

Dr. Alim Aikimbayev: Sub-manager of the project, scientific consultant SPCSEEM, Doctor of 

Medicine, professor, academician.  

Dr. Talgat Karibayev: Head of Diagnosis at the National Veterinary Reference Center within the 

Committee of Veterinary Control and Supervision of the Ministry of Agriculture of the Republic of 

Kazakhstan. 

Dr. Akan Tuleuov: Director of Department for quarantine and high pathogen diseases, SPC 

SEEM, MoH, RK.  
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Assessment of the Efficacy of Soil Decontamination of Bacillus anthracis in Georgia 

(Georgia) 

Dr. Ana Gulbani 

Project Abstract: 

Anthrax is an acute infectious disease, which is widespread in Georgia and causes great 

economic damage to agriculture. Humans can also be infected with anthrax, which is caused by 

Bacillus anthracis, a spore forming bacteria able to maintain virulence in soil for many years. After 

laboratory confirmation tests of anthrax positive samples, quarantine and disinfection measures 

of animal slaughter and burial sites are carried out by the National Food Agency (NFA) specialists 

in Georgia. Laboratory studies have shown that soil samples taken from disease foci are positive, 

even after disinfection, and this causes a threat to both humans and animals. To date, there have 

not been any studies in Georgia examining the efficacy of soil disinfection. Examination of 

disinfection efficacy of anthrax foci in Georgia is necessary to ensure appropriate control 

measures are being conducted. We hypothesize that current soil foci disinfection protocols for B. 

anthracis are ineffective and need to be updated to prevent the spread of anthrax. Successful 

implementation of this project will allow us to evaluate effectiveness of adopted disinfection 

measures which will help to improve surveillance and limit disease spread. 

Team Biography: 

Dr. Ana Gulbani: Deputy Director of the Laboratory of Ministry of Agriculture (LMA). Leads 

national network of eleven BSL -2 laboratories that perform animal disease diagnostics and food 

testing. 

Dr. Marina Nikolaishvili: Head of the Bacteriology Laboratory. Research interests include 

surveillance of especially dangerous pathogens, environmental ecology and persistence; and 

molecular diagnostics.  

Dr. Zviad Asanishvili: Head of the Animal Registration and Identification Division at the National 

Food Agency (NFA).  
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Molecular Epidemiology and Ecology of Yersinia Species in the Transcauscasian Highland 

Focus of Plague in Georgia and Azerbaijan (Georgia) 

Dr. Lile Malania and Dr. Ryan Arner 

Project Abstract: 

Plague has been known in Caucasus region for many centuries with the reports in Georgia dated 

back to the 11th century and in Azerbaijan to the 7th century. The absence of recent reports can 

be partially explained by reduced surveillance, but also by a circulation of atypical strains of Y. 

pestis, which can be missed because of the presence of non-culturable strains and due to the 

absence of some gene loci that makes an application of common molecular markers ineffective. 

The investigations of natural foci of plague in both Georgia and Azerbaijan have resulted in 

multiple isolation of other Yersinia species besides Y. pestis. The exchange of genetic material 

between Yersinia strains can challenge detection of the strains of Y. pestis. We hypothesize that: 

1) diverse Yersinia species, including Y. pestis and Y. pseudotuberculosis coexist; 2) Yersinia 

diversification is driven by host ecology; 3) Yersinia diversification is driven by exchange of genes 

within rodent populations; and 4) novel genetic methodology can improve identification of Yersinia 

species. To test these hypotheses we propose: 1) ecological surveys targeting rodent populations 

in the transboundary focus located in both Georgia and Azerbaijan; 2) development of culturing 

and polymerase chain reaction (PCR)-based, procedures for detection of multiple strains of 

Yersinia; 3) molecular screening of the collected rodent and ectoparasite samples; 4) comparative 

analysis of genomes of obtained strains of Yersinia spp.; 5) spatial analysis of distribution of 

strains of Yersinia spp. 

Team Biography: 

Dr. Lile Malania: Head of General Bacteriology Laboratory, Lugar Center, National Center for 

Disease Control and Public Health (NCDC). Previously served as Chief Specialist, Department of 

Biosafety and Especially Dangerous Infectious.  

Dr. Rita Ismaylova: Researcher with over 15 years of experience working on different bacterial 

and viral agents (Burucella, Y. pestis, B. anthracis, Francisella tularensis, and others), involving 

basic research and outbreak investigations in Azerbaijan. 

Dr. Vladimir L. Motin: Holds a joint appointment at the rank of Professor at the Departments of 

Pathology and Microbiology & Immunology at The University of Texas Medical Branch (UTMB) at 

Galveston.  

Dr. Michael Kosoy: Chief of the Rodent-borne and Wildlife Diseases Laboratory in the Division 

of Vector-borne Diseases  at the Centers for Disease Control and Prevention.  

Dr. Ryan J. Arner: Independent consultant with over 25 years experience as a molecular biologist 

and 10 years experience working in the Caucasus Region supporting human and animal health 

laboratories in the field of diagnostics. 
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Project Briefings Session Eight: Viral Pathogens of Security Concern 

Middle East Respiratory Syndrome Coronavirus (MERS-CoV): Surveillance for Distribution 

and Prevalence in Kazakhstan (Kazakhstan)  

Dr. Mukhit Orynbayev 

Project Abstract: 

The purpose of this study is to understand the pathways of the virus and the molecular 

epidemiology of Middle East respiratory syndrome coronavirus (MERS-CoV) in Kazakhstan. In 

2017-2018, we performed a survey of 7 regions of Kazakhstan that are home to over 97% of the 

country’s camel population. We also collected 200 bat guano samples in two caves and one tunnel 

in the Turkestan region. Surveillance across Kazakhstan provides evidence of camels’ exposure 

to MERS-CoV. Antibodies to the virus were detected in 2 camels in 2017 and 27 camels in 2018 

in the Mangystau, Almaty, and Turkestan (SKO) regions. Also, three camels’ nasopharyngeal 

swabs collected in the Mangystau region in winter 2017 tested positive in PCR. This first discovery 

of MERS-CoV from naturally infected camels indicates that they can play the role of a natural 

reservoir. Of the 200 bat guano samples collected, 25 (12.5%) tested positive for coronaviruses. 

We successfully generated sequence data for 12 of the 25 PCR positive samples. Our RNA-

dependent reverse polymerase (RdRp) phylogeny demonstrates that all 12 new CoV sequences 

from Kazakhstan bats belong to the genus Alphacoronavirus. Both lineages are closely related to 

bat coronaviruses from China, France, Spain, and South Africa, suggesting that co-circulation of 

coronaviruses is common in multiple bat species with overlapping geographical distributions.  

Team Biography: 

Dr. Mukhit Orynbayev: Head of the Laboratory for Monitoring Infectious Diseases at Research 

Institute for Biological Safety Problems (RIBSP).  

Dr. Aslan Kerimbayev: Senior researcher at the Laboratory for Especially Dangerous Infections 

(BSL-3), RIBSP.  

Dr. Kulyaisan T. Sultankulova: Head of Laboratory of Molecular Biology and Genetic 

Engineering at RIBSP.  

Dr. Rashida Rystayeva: Senior researcher at the Laboratory for Monitoring of Bacterial and Viral 

Infections", RIBSP. 

Dr. Ian Mendenhall: Principal Research Scientist at the Laboratory of Virus Evolution in the 

Programme of Emerging Infectious Diseases at Duke-NUS Medical School.  

Dr. Gavin Smith: Professor in the Laboratory of Virus Evolution in the Programme of Emerging 

Infectious Diseases at Duke-NUS Medical School in Singapore.  
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Monitoring of Highly Pathogenic Swine Fever Viruses (HPSFVs) in Kazakhstan 

(Kazakhstan) 

Dr. Seidigapbar Mamadaliyev 

Project Abstract: 

While official statistics are unavailable, HPSFV infections, presumed (but unconfirmed) to be 

largely due to Swine Influenza Virus (SIV), African Swine Fever Virus (ASFV), Classical Swine 

Fever Virus (CSFV) and Highly Pathogenic Porcine Reproductive and Respiratory Syndrome 

Virus (HP-PRRSV) might be endemic to epidemic in Kazakhstan. Broad domestic and wild pig 

diversity in varied environments in Kazakhstan provides an expansive disease-scape for HPSFVs 

to evolve. Introduction of viruses from China and the Russian Federation, which harbor large pig 

populations, is an ongoing risk. Likely, HPSFVs arrived or will be introduced via that route. Thus, 

sampling for SIV, ASFV, CSFV or HP-PRRSV in Kazakhstan might also indirectly survey for 

HPSFVs in China and the Russian Federation. Well-defined HPSFVs strain diversity and derived 

viral phylogeny and cladistics based on sequencing could be a valuable forensics tool to isolate 

geo-origin or source attribution of accidental or deliberate incursions into Kazakhstan or 

elsewhere.  

Team Biography: 

Prof. Seidigapbar Mamadaliyev: Director of the Almaty Branch of the National Center for 

Biotechnology (AB NCB) team.  

Prof. Andrey Dmitroskiy: Medical epidemiologist and expert in especially dangerous infections. 

Lead for control of the collection, storage and transportation of the samples to the CRL.  

Dr. Yuriy Skiba: Molecular biologist with focus on molecular epidemiology and has been a 

principal investigator in projects devoted to study of pathogens’ molecular epidemiology. 

Supervises the experiments on the collected samples in the laboratory conditions.  

Ms. Elina Maltseva: Molecular biologist by training, with additional training and experience as a 

biosafety officer of the CRL and recognized as a biosafety professional. Responsible for biosafety 

and biosecurity of the project.  
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Study of Hantavirus Genotypes Circulating in the West Kazakhstan Oblast of the Republic 

of Kazakhstan (Kazakhstan)  

Dr. Alexey Andrushchenko 

Project Abstract: 

We established the presence of hemorrhagic fever with renal syndrome (HFRS) natural foci in 

West Kazakhstan Region (WKR) first in 2001. Subsequent studies enabled us to outline the area 

of hantavirus distribution, determine the vectors and assess the epidemiological significance of 

different locations. The natural HFRS focus covers an area of 54231 km2. Vectors are 

represented by 10 small mammal species, out of which the bank vole, common vole, field mouse 

and house mouse play the major role in maintaining the virus. Epidemic outbreaks are confined 

to the Ural river valley, an area inhabited by the bank vole. In years of high rates of bank vole 

population (with dominance index over 15%), HFRS cases in humans occur along the whole 

valley of the Ural’s middle reach. In years of low population rates, the bank vole keeps to the 

optimum habitat areas, causing sporadic cases. The research data provide evidence of the 

Puumala virus circulation in the region. However, more accurate data on the presence of various 

Hantavirus genotypes in the region require larger-scale studies because on a number of 

occasions in recent years we have recovered the yellow-necked mouse (Apodemus flavicollis), a 

vector of the Dobrava-Belgrade virus. Moreover, it would be of value to perform virology research 

involving isolation of strains and studying their properties.   

Team Biography: 

Dr. Nurbek Maikanov: Head of Uralsk Anti-plague Station of the Committee for Consumer 

Rights’ Protection (CCRP), Ministry of National Economy (MNE) of Kazakhstan.  

Dr. Nina Mikhailyuk: Head of Laboratory for diagnostics of cholera and other especially 

dangerous infections. Supported efforts to ensure sanitary and epidemiological safety at Astana 

EXPO-2017 serving with a mobile laboratory.  

Dr. Vitaly Surov: Zoologist and part of zoological teams doing field work at natural foci of plague, 

tularemia, and other especially dangerous infections.  

Dr. Alexey Andryushchenko: Biological safety laboratory supervisor and has a practical 

knowledge of all modern biological and epizootological research methods.  
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Molecular Characterization and Complete Genome Sequencing of Newcastle Disease Virus 

Strains Isolated in Kazakhstan (Kazakhstan) 

Dr. Yerbol Burashev 

Project Abstract: 

Newcastle disease (ND) is a highly contagious viral infection of birds which is present in various 

regions of the world and characterized by pneumonia, encephalitis, multiple pointed hemorrhages 

and failure of internal organs. Commonwealth of Independent States (CIS) researchers have 

demonstrated that all ND virus isolated from 1993 to 2007 in Russia, Kazakhstan, Kyrgyzstan and 

Ukraine from domestic and synanthropic birds belong to VIIa, VIIb and VIId genotypes. Genome 

characterization of three NDV strains isolated in Kazakhstan was conducted in this one-year 

project.  

Team Biography: 

Mr. Vitaliy Strochkov: Scientist in the Laboratory of Molecular Biology and Genetic Engineering 

at the Research Institute for Biological Safety Problems (RIBSP). Research includes development 

of polymerase chain reaction (PCR) test kits, sequencing, and molecular analysis of viruses and 

bacteria.  

Dr. Yerbol Burashev: Scientist in the Laboratory of Molecular Biology and Genetic Engineering 

at RIBSP.   

Dr. Tracy Erkkila: Technical Project Manager in the Applied Genomics Team in the Bioscience 

Division at Los Alamos National Laboratory (LANL) and has extensive knowledge and expertise 

on metagenomics and phylogenetic analyses. 

Dr. Helen Cui: Senior scientist in the Bioscience Division at LANL. Over 20 years of experience 

in host-pathogen interaction, genomics application in pathogen identification and characterization. 
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Enhancing Capacity for Case Detection and Diagnosis of Febrile Zoonotic-related 

Cutaneous Lesions in Georgia (Georgia) 

Dr. Ekaterine Khmaladze 

Project Abstract: 

Human illness caused by poxviruses has implications for differential diagnosis of cutaneous 

lesion-producing zoonotic infections, principally anthrax. Given the fact that these zoonotic 

infections share clinical manifestations and exposure risks with other life-threatening zoonoses, 

rapid detection of orthopox (OPXV) and parapox (PAPV) viruses is extremely important for 

exclusion anthrax which is endemic for the country. After a novel Orthopoxvirus, Akhmeta virus, 

was identified in Georgia in 2013, DTRA funded project – “Enhancing capacity for case detection 

and diagnosis of febrile zoonotic-related cutaneous lesions in Georgia” has been launched. In 

scope of this project national surveillance system for febrile rash illnesses has been established 

through capacity enhancements and training for case detection and diagnosis using state-of-the-

art poxviruses diagnostic platforms. In addition, prevention training for front-line medical 

personnel has been conducted across the country. Poxvirus infections were likely under-

recognized because of a lack of clinical suspicion and available molecular diagnostics in the 

country. These activities resulted in improved capacity for efficient identification of emerging 

OPXV, as well as biosurveillance capacity for poxviruses in human and animal populations. Data 

collected will greatly enhance the understanding of the natural course and epidemiology of this 

disease. 

Team Biography: 

Dr. Ekaterine Khmaladze: Molecular biologist at the National Center for Disease Control and 

Public Health (NCDC). Research focused on molecular epidemiology and enhancing laboratory 

capacity for identification and genotyping of anthrax and poxviruses.  

Dr. Paata Imnadze: Science Director at NCDC. 

Dr. Shota Tsanava: Leads the Department of Biosafety and Especially Dangerous Pathogens at 

NCDC.  
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Enhancing Capacity for Case Detection and Diagnosis of Febrile Zoonotic-related 

Cutaneous Lesions in Georgia (Georgia) 

Dr. Otar Parkadze 

Project Abstract: 

In framework of the One Health Program field epidemiologists and laboratory specialists are 

involved in ongoing studies of Orthopoxirus (OPXV) in Georgia. The studies aim to initiate a 

response that focused on examining and collecting data on the epidemiology and characteristics 

of this virus while simultaneously placing strong efforts to build laboratory capacity. In June 2013, 

two shepherds from Akhmeta district, Georgia, with severe febrile rash illness presented at the 

Infectious Diseases Hospital for diagnosis and treatment. The patients lived in a rural area along 

with three other men, for a herd of 71 cows. The vaccination on smallpox had never been 

performed in the mentioned rural area. In order to detect infections in animals were utilized ELISA, 

polymerase chain reaction (PCR), and the use of sequencing diagnostic methodologies for virus 

identification and molecular characterization. According to the epidemiological calculation from 

the “hotspot“ regions samples were chosen and collected. Swabs, milk, serum and blood samples 

from cattle, were collected by the National Food Agency (NFA) for laboratory investigation. All 

laboratory work was performed according to the risk assessment required for working with the 

unknown pathogen.  

Team Biography: 

Dr. Otar Parkadze: Head of the Animal Especially Dangerous Infectious Disease Surveillance 

Division at the National Food Agency (NFA), Georgia.  

Dr. Tsira Napetvaridze: Chief Specialist of Animal Especially Dangerous Infectious Diseases 

Surveillance Division at NFA. 

Dr. Natia Kartskhia: Chief Specialist of Animal Especially Dangerous Infectious Diseases 

Surveillance Division at NFA.    

Dr. Ketevan Tsiklauri: Chief specialist of Veterinary Sanitary Surveillance Division at NFA. 

Graduate of the South Caucasus Field Epidemiology and Laboratory Training Program.  

Dr. Tengiz Chaligava: Deputy Head of Animal Especially Dangerous Pathogens Surveillance 

Division at NFA.  
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Prevalence of Crimean-Congo Hemorrhagic Fever Virus and Hantaviruses in Ukraine and 

the Potential Requirement for Differential Diagnosis of Suspect Leptospirosis Patients 

(Ukraine) 

Dr. Olena Zubach 

Project Abstract: 

Hospitalized patients with severe febrile illness represent the most serious spectra of infections 

occurring in any community. Determining the etiology of these infections is often difficult based 

only on clinical signs and symptoms and routine laboratory testing, as patients often present with 

overlapping signs and symptoms and with non-specific laboratory abnormalities early in the 

course of illness. Importantly, Ukrainian researchers have reported an unusually high mortality 

attributed to leptospirosis in Ukraine (about 11%), most especially in Zakarpattia Oblast (over 

20% in 2014), and Ukrainian researchers have also reported on the circulation of Crimean-Congo 

hemorrhagic fever virus (CCHFV) and hantaviruses in different regions of Ukraine at local 

conferences. Furthermore, almost one third of 276 patients at one hospital in Lviv, who presented 

with a clinical diagnosis of leptospirosis at the time of discharge or death, lacked anti-Leptospira 

antibodies when tested by the microscopic agglutination test (MAT), and the mortality rate was 

significantly higher among seronegative patients when compared to those in whom the diagnosis 

was confirmed by MAT (15% vs 5%, p<0.01). These results suggest the possibility that some 

seronegative patients with a clinical diagnosis of leptospirosis, including some fatalities, may have 

had other serious undiagnosed infections.  

Team Biography: 

Dr. Iryna Demchyshyna: Head of the Virology Laboratory and is the key researcher in the 

Public Health Center of the Ministry of Health of Ukraine (PHC).  

Dr. Olena Zubach: Assistant professor at the Infectious Diseases Department of Danylo 

Halytskiy Lviv National Medical University.  

Dr. Serhii Lytovka: Chief of the Central Sanitary Epidemiological Department (CSED) and will 

lead this effort together with the military epidemiologists. 

Dr. Gregory Mertz: Center for Global Health at the University of New Mexico Health Sciences 

Center, provides planning, mentorship and oversees clinical part of the research.  

Dr. Colleen Jonsson: University of Tennessee Health Sciences Center, will coordinate and 

perform laboratory testing and results analysis.  

Dr. Gregory E. Glass: Professor in the Emerging Pathogens Institute at  the University of Florida 

in the United States. Research focus on mathematical modeling of disease outbreaks. 
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Enhance Capacity for Detection and Surveillance of Rift Valley Fever, Crimean-Congo 

Hemorrhagic Fever, and Q Fever in Senegal (Senegal) 

Dr. Modou Moustapha Lo 

Project Abstract: 

 
Rift Valley fever virus (RVFV), Crimean-Congo hemorrhagic fever virus (CCHFV) and Coxiella 

burnetii (causative agent of Q fever) are endemic in Senegal and The Gambia and represent 

significant biological threat agents. They impact on veterinary and public health. The purpose of 

this project is to implement specific activities that will enhance national and regional capacities for 

detection and surveillance of these agents to achieve significant reduction in the biological and 

biosecurity threats they present. We propose to undertake epidemiological research, build human 

and technical capacity in Senegal and its geographic neighbor The Gambia to create the 

capability for detection and surveillance of Rift Valley fever (RVF), Crimean-Congo hemorrhagic 

fever (CCHF) and Q fever in the region. The specific objectives of the project are: (i) investigate 

the prevalence of RVFV, CCHFV and C. burnetii in hosts and vector populations in different 

ecological zones of Senegal and The Gambia to increase our understanding of disease risk for 

livestock and humans, (ii) characterize the genetic diversity of RVFV, CCHFV and C. burnetii 

strains in vectors, livestock and wildlife in the region to aid in the understanding of disease ecology 

and improve disease detection, and (iii) build and strengthen national capacity for early disease 

(RVF, CCHF and Q fever) detection and support establishment of a surveillance system. It is 

expected that the project will enhance the regional standing of Senegal via promotion of regional 

collaborative work, research and cooperation with its neighbors.  

Team Biography: 

Dr. Bonto Faburay: Research Associate Professor in the College of Veterinary Medicine at 

Kansas State University. Research focus in emerging infectious diseases with primary interest in 

biosurveillance, detection, sero-and molecular epidemiology, One-Health and development of 

biomedical countermeasures, vaccines and diagnostics.  

Dr. Mike Sanderson: Professor in the College of Veterinary Medicine, Kansas State University. 

Dr. D. Scott McVey: Research Leader and Supervisory Veterinary Officer for the Arthropod-

Borne Animal Diseases Unit in the Biosecurity Research Institute at Kansas State University. 

Dr. Modou Moustapha Lo: Virologist/Immunologist, Biosafety/Biosecurity Manager, and 

Coordinator of the Animal Health Program at the Laboratoire National d’Elevage et de 

Recherches Veterinaires (LNERV/ISRA) in Senegal.  

Dr. Arss Secka: Officer-In-Charge at the West Africa Livestock Innovation Center (WALIC) in 

The Gambia. Research scientist with interest in animal health and epidemiology of transboundary 

emerging infectious diseases. 
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Understanding the Risks of Zoonotic Disease in Relation to Swine Production and 

Exchange Systems in Cambodia (PigFluCam+) (Cambodia) 

Dr. James Rudge 

Project Abstract: 

Across Asia, consumption and production of livestock has increased dramatically in recent years, 

with livestock systems undergoing rapid change. The implications for the emergence and spread 

of zoonotic pathogens with pandemic potential, such as influenza, remain unclear but are likely 

to be profound. Research and surveillance on infectious diseases at the human-livestock interface 

is particularly needed in Cambodia, a country undergoing a rapid rise in swine production. 

Furthermore, highly pathogenic avian influenza (H5N1) is prevalent in poultry in Cambodia, and 

cross-species transmission to pigs is of concern for pandemic emergence. To identify where risks 

of zoonotic transmission and reassortment of influenza viruses are highest, and how changing 

livestock practices may influence these risks, information is being collected on pig distributions, 

movements, and husbandry practices from small backyard farms to large-scale units in Cambodia. 

Key informant interviews and secondary data analyses were conducted in 2019 to map 

Cambodia’s value chain and qualitatively assess the risk of different steps in the pathway to novel 

virus emergence and transmission. Longitudinal epidemiological surveys will measure 

seroprevalence and incidence of influenza infection in pigs and humans, and phylogenetic 

analyses conducted to investigate virus evolution and spread. These data will be used to estimate 

viral transmission among pigs and the force of infection between pigs and humans. Mathematical 

models, fitted to the epidemiological and genetic data, will be used to anticipate the impact of 

livestock intensification on the ecological and evolutionary dynamics of influenza at the swine-

human interface, and guide in the formulation of surveillance and control strategies to reduce 

zoonotic and pandemic disease risk. The direct involvement, training, and laboratory 

strengthening of key Cambodian governmental and academic partners (across human health and 

agricultural sectors) will be integral to the project, augmenting “One Health” surveillance and 

improving country capabilities to understand, detect, and reduce biological threats that pose 

profound public health and socio-economic risks at local, national, and global levels. 

Team Biography: 

Dr. James Rudge: Epidemiologist based in Thailand with over 10 years of experience 

implementing and coordinating research and surveillance projects in Southeast Asia.  

Prof. Richard Coker: Head of Communicable Diseases Policy Research Group at the London 

School of Hygiene and Tropical Medicine, leading multidisciplinary teams addressing a range of 

global health issues.  

Prof. Gavin Smith: Head of the Laboratory of Virus Evolution at Duke-NUS  and has worked on 

RNA viruses including influenza for over 18 years, integrating ideas from evolutionary genetics, 

virology, ecology, and infectious disease epidemiology.  
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Dr. Yvonne Su: Virologist at Duke-NUS, focused on understanding the complex interplays of viral 

genomics, antigenic and genetic evolution, natural selection, population genetics and spatial 

transmission in driving viral evolution.  

Prof. Saphonn Vonthanak: Rector of University of Health Sciences (UHS), has led national scale 

epidemiological surveys in Cambodia, and collaborates in multi-site clinical cohorts and pathogen 

characterisation studies in Asia.  

Prof. Monidarin Chou: Director of the Mérieux Laboratory at UHS, has led national scale 

epidemiological surveys in Cambodia, and collaborates in multi-site clinical cohorts and pathogen 

characterisation studies in Asia.  

Dr. Sorn San: Deputy Director of General Directorate of Animal Health and Production, and has 

experience leading and facilitating animal health surveillance and research programs in 

Cambodia.  

Dr. Sothyra Tum: Director of Cambodian National Animal Health and Production Research 

Institute and has experience leading and facilitating animal health surveillance and research 

programs in Cambodia.  

Dr. Miech Phalla: Director and programme coordinator at Livestock Development for Community 

Livelihood (LDC) and has expertise on livestock value chains and many years of experience 

implementing livestock research and capacity development programmes in Cambodia.   

Dr. Chhay Ty: Director and programme coordinator at LDC and has expertise on livestock value 

chains and many years of experience implementing livestock research and capacity development 

programmes in Cambodia.   
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Reducing the Threat of Rift Valley Fever Through Ecology, Epidemiology, and Socio-

Economics (South Africa) 

Dr. William Karesh 

Project Abstract: 

In line with Thrust Area 6 - Cooperative Counter Weapons of Mass Destruction Research with 

Global Partners FRCWMD we propose to reduce the threat of Rift Valley fever (RVF) by improving 

predictions of RVF outbreaks, preparedness and mitigation. We will build on a five-year 

collaboration of scientific experts to conduct a rigorous One Health investigation of RVF in South 

Africa. This investigation focuses on RVF virus epidemiology, ecology and socio-economic 

impacts through a continued longitudinal sheep study in the temperate Free State and Northern 

Cape (FS/NC) study area, characterizing the risk of exposure in KwaZulu-Natal (KZN) in 

ruminants and people in a poorly studied, tropical, RVF-endemic area, investigating mosquito 

vector ecology and micro- and macro-socio-economic impact studies in both areas, and collating 

these data into an RVF early warning system developed with and to be used by South African 

government partners. We will broadly disseminate our results through scientific publication and 

reporting to governmental ministries and other stakeholders in South Africa. 

Team Biography: 

Dr. William Karesh:  Executive Vice President for Health and Policy at EcoHealth Alliance (EHA).  

Dr. Melinda Rostal: Veterinary epidemiologist from EHA and co-principal investigator.  

Dr. Janusz Paweska: Director and Virologist at the South African National Institute for 

Communicable Diseases (RSA NICD) and co-principal investigator for this project.  

Dr. Peter Thompson: Epidemiologist from the University of Pretoria and co-principal investigator 

for this project.  

Dr. Assaf Anyamba: Research scientist from the University Space Research Association at the 

National Aeronautic and Space Administration in the U.S.  

Dr. Claudia Cordel: Research scientist and veterinarian from ExecuVet PTY LTD.  

Dr. Misheck Mulumba: Director of the Agricultural Research Council–Onderstepoort Veterinary 

Research (ARC-OVR), South Africa.  

Dr. Alison Lubisi: Research scientist and virologist from ARC-OVR.  

Dr. Harold Weepener, Dr. Garry Paterson, and Dr. Khele Moeletsi: Research scientist from 

tARC-Soil, Water and Climate.  

Col. Paul van der Merwe: One Health Advisor for the Ministry of Defense, South Africa. 
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Understanding Rift Valley Fever in Republic of South Africa (South Africa) 

Dr. Janusz Paweska 

Project Abstract: 

Outbreaks of Rift Valley fever (RVF) in Africa have devastating impacts on animal and public 

health and result in severe socio-economic losses. RVF outbreaks remain unpredictable and the 

continued expansion of RVF virus (RVFV) geographic range, and the presence of potentially 

vector competent mosquito vectors in RVF-free countries constitute potential threat of introduction 

to new regions. In order to support South Africa’s role as a regional leader in RVF diagnostics, 

epidemiology and ecology, outbreak prediction and respond we sought to: understand the role of 

herd immunity in domestic and wild ruminants, measure the impact of RVF on public health, and 

better understand the ecological factors that support floodwater Aedes mosquito populations.  

To achieve this, we established a multi-disciplinary One Health collaborative team engaging multi-

sectorial stakeholders, including national and provincial government departments, the livestock 

industry and the farmers to address the risks and strategies for RVF threat reduction. We collected 

data on weather, climate, vegetation, soil characteristics, vector abundance and succession, and 

seroepidemiological data on previous RVFV infection in people and animals and responded to 

stakeholder requests for additional analyses and comparisons of locally available diagnostics.  

We have estimated the incidence of seroconversion in sheep and people and determined that 

following RVF immunization with a commercially available vaccine, antibodies persist for at least 

two years. Despite this finding and the fact that large portion of farmers in South Africa are 

vaccinating their livestock, the overall herd immunity level appears to be insufficient to prevent 

another large outbreak. We have confirmed that mosquito succession in the South African 

ecosystem is similar to that described in East Africa and identified ecological factors that are 

associated with higher levels of floodwater mosquito abundance. We also have trained students, 

young scientists and others in how to conduct research within their discipline and in partnership 

with other disciplines, enabling stronger and sustainable One Health local collaboration. This 

project was the largest One Health initiative conducted on the epidemiology and ecology of RVF 

in South Africa and the region and the key findings from this work will assist in developing 

improved prediction and alert systems to reduce the risk of RVF outbreaks. 

Team Biography: 

Dr. William Karesh:  Executive Vice President for Health and Policy at EcoHealth Alliance.   

Dr. Melinda Rostal: Veterinary epidemiologist from EHA and is the co-principal investigator for 

this project.  

Dr. Janusz Paweska: Director and Virologist at the South African National Institute for 

Communicable Diseases (RSA NICD) and co-principal investigator for this project.  

Dr. Petrus Jansen van Vuren: Research scientist and virologist from RSA NICD. 

Dr. Peter Thompson: Epidemiologist from the University of Pretoria and co-principal investigator.  
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Dr. Assaf Anyamba: Research scientist from the University Space Research Association at the 

National Aeronautic and Space Administration in the U.S. 

Dr. Claudia Cordel: Research scientist and veterinarian from ExecuVet PTY LTD.  

Dr. David Zimmerman: Research scientist and wildlife veterinarian from the South African 

National Parks (SANParks).  

Dr. Markus Hofmeyer: Research scientist and wildlife veterinarian from SANParks.  

Dr. Peter Buss: Research scientist and wildlife veterinarian from SANParks.  

Dr. Cornie van Huuysteen: Research scientist and soil scientist from University of Free State, 

South Africa.   

Dr. Robert Brand: Research scientist and vegetation ecologist from University of Free State, 

South Africa.   

Dr. Pierre Nel: Research scientist and wildlife veterinarian from Free State Department of 

Economic, Small Business Development, Tourism and Environmental Affairs, South Africa. 

Col. Paul van der Merwe: One Health Advisor for the South Africa Ministry of Defense. 
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Logistics 

Event Venue 

Sheraton Warsaw Hotel 

UI. B. Prusa 2, 00-493 

Warsaw, Poland 

Phone: +48 22 450 61 00 

 

The BTRP 2019 SPR will be held in the Grand Ballroom of the Sheraton Hotel pictured below.  
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Meals 

Breakfast and lunches will be provided to all attendees throughout the duration of the event. 

Dinner will be provided during the networking event on day one. Attendees are responsible for 

their own dinner arrangements for the remainder of the week.  

Check-in 

Prior to the start of day one, all participants will need to make their way to the registration table 

outside of the ballroom. At the registration table, please follow the guidance provided by the Event 

Planning staff as they lead you through the check-in process in order to document your 

attendance and participation. 

Attire 

The attire for the duration of this event is business casual. 

Local Area Information 

The Sheraton Warsaw Hotel is located in central Warsaw and most destinations are within walking 

distance. This urban hotel is a 4-minute walk from Three Crosses Square, 2 km from Łazienki 

Park and 4 km from Warsaw's Old Town area. However, the public transportation system offers 

various options for travel as well. We have listed local area information, some nearby 

establishments, attractions, and embassy contact details for your convenience.  

Emergency Service Numbers: ambulance – 112, 999; police – 997 

Weather: average September weather conditions vary from 18-23 C or 65-72 F. 

Currency: złoty (PLN or zł), available in denominations of 10, 50, 100, & 200 in bills and 1, 2, 5 

in coins. Major credits cards such as Visa and Mastercard are accepted at most locations. 

Currency Exchange: For those receiving per diem on-site (pre-coordinated), please note that the 

per diem will be distributed in U.S. dollars, and will have to be converted to Polish zloty for local 

use. Please find nearby currency exchange locations highlighted below for your convenience. The 

following map shows the Sheraton Warsaw Hotel outlined in blue and the currency exchange 

locations outlined in red. The location addresses and distances from the venue are included below 

for ease of reference.  
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• Kantor SMI Exchange  

Address: wejście, ul. Żurawia 2, Bracka 1, 00-513 Warszawa, Poland  

Distance: 0.48 km/0.3 miles  

• Aurex. Kantor. Kosmalski A.  

Address: Aleje Jerozolimskie 21, 00-508 Warszawa, Poland  

Distance: 0.8 km/0.5 miles  

• Billion Currency Exchange  

Address: Piękna 11, 00-001 Warszawa, Poland  

Distance: 0.8 km/0.5 miles  

• Aurex. Kantor  

Address: Marszałkowska 64, 00-001 Warszawa, Poland  

Distance: 0.96 km/0.6 miles  

• Kantor Lombard Viadem.pl  

Address: Aleje Jerozolimskie 33, 00-001 Warszawa, Poland  

Distance: 1.6 km/1 mile 
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Embassy Contact Information 

Embassy of Armenia 
Bekasów 50, 02-803  
Warszawa, Poland 

Embassy of Indonesia 
Estońska 3/5, 03-903 
Warszawa, Poland 

Embassy of South Africa 
Koszykowa 54, 00-675 
Warszawa, Poland 
 

Embassy of Australia 
Nowogrodzka 11, 00-513 
Warszawa, Poland 

Embassy of Jordan* 
Heerstrasse 201,  
13595 Berlin, Germany  

Embassy of South Korea 
Szwoleżerów 6, 00-001 
Warszawa, Poland 
 

Embassy of Azerbaijan 
Zwycięzców 12, 03-941 
Warszawa, Poland 

Embassy of Kazakhstan 
Królowej Marysieńki 14, 02-
954 Warszawa, Poland  

Embassy of Tanzania* 
Eschenallee 11,  
14050 Berlin, Germany 
 

Embassy of Cambodia* 
Benjamin-Vogelsdorff-Straße 
2, 13187 Berlin, Germany 

Embassy of Kenya* 
Markgrafenstraße 63,  
10969 Berlin, Germany 

Embassy of Thailand 
Willowa 7, 00-790  
Warszawa, Poland 
 

Embassy of Cameroon* 
Ulmenallee 32,  
14050 Berlin, Germany 

Embassy of Lao PDR* 
Bismarckallee 2a,  
14193 Berlin, Germany 

Consulate of The Gambia 
Czarnieckiego 56, 00-001 
Waszawa, Poland 
 

Embassy of Ethiopia* 
Boothstraße 20 a,  
12207 Berlin, Germany 

Embassy of Liberia* 
Kurfürstenstraße 84,  
10787 Berlin, Germany 

Embassy of Turkey 
Rakowiecka 19, 02-517 
Warszawa, Poland 
 

Embassy of France 
Piękna 1, 00-477  
Warszawa, Poland 

Embassy of Malaysia 
Gruzińska 3, 03-902  
Warszawa, Poland 

Embassy of the UK 
Kawalerii 12, 00-468  
Warszawa, Poland 
 

Embassy of Gabon* 
Hohensteiner Str. 16,  
14197 Berlin, Germany 

Embassy of Nigeria 
02-953, Kosiarzy 22B, 02-
956 Warszawa, Poland 

Embassy of the USA 
al. Ujazdowskie 29/31, 00-
540 Warszawa, Poland 
 

Embassy of Georgia 
Kryniczna 2, 03-934  
Warszawa, Poland 

Embassy of Pakistan 
Wiertnicza 63, 02-952 
Warszawa, Poland 

Embassy of Uganda* 
Axel-Springer-Straße 54A, 
10117 Berlin, Germany 
 

Embassy of Germany 
Jazdów 12/2, 00-467 
Warszawa, Poland 

Embassy of Philippines 
Stanisława Lentza 11, 02-
956 Warszawa, Poland 

Embassy of Ukraine 
Aleja J. Ch. Szucha 7, 00-580 
Warszawa, Poland 
 

Embassy of Guinea* 
Jägerstraße 67-69,  
10117 Berlin, Germany 

Embassy of Senegal 
Biedronki 63, 02-949  
Warszawa, Poland 

Embassy of Vietnam 
Resorowa 36, 02-956 
Warszawa, Poland 
 

Embassy of India 
Myśliwiecka 2, 00-459 
Warszawa, Poland 

Embassy of Singapore* 
Voßstraße 17,  
10117 Berlin, Germany 

 

*This country is not represented in Poland, so we have listed the nearest embassy for your 

convenience. 
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ANNEX A: Agenda 

DAY 1: Tuesday, September 17, 2019 

TIME SESSION SPEAKER(S) 

0730 –  0800 Registration 

0800 – 0810 Welcome and Introduction Dr. Jarrad Marles 

(BTRP Regional 
Science Manager) 

0810 – 0830 Opening Remarks and Briefing on Current Threats Mr. Lance Brooks 

(Division Chief, BTRP, 
DTRA) 

0830 – 0900 BTRP Science Program Strategy and Q&A Dr. Carl Newman, 
(Chief Scientist, BTRP, 
DTRA) 

0900– 0915 Review Panel Introductions Dr. Jarrad Marles 

(BTRP Regional 
Science Manager) 

BTRP Science Program Briefings 

0915 – 1000 BTRP Former Soviet Union, Middle East, & Pakistan 
Overview and Q&A 

Dr. Gavin Braunstein 

(Regional Science 
Manager, BTRP, DTRA) 

1000 – 1045 BTRP Africa Overview and Q&A Dr. Jarrad Marles 

(Regional Science 
Manager, BTRP, DTRA) 

1045 – 1100 BREAK 

1100 – 1145 BTRP Mainland Southeast Asia Overview and Q&A Dr. Martha Stokes 

(Regional Science 
Manager, BTRP, DTRA) 

1145 – 1230 BTRP Maritime Southeast Asia, India, and Republic 
of Korea Overview and Q&A 

Dr. Emerson Tuttle 

(Regional Science 
Manager, BTRP, DTRA) 

1230 – 1400 LUNCH 

1400 – 1415 Introduction to Threat Reduction Networks Mr. Lance Brooks 

(Division Chief, BTRP, 
DTRA) 

1415 – 1530 It Takes a Network – Threat Reduction and 
Sustainability 

Panel Discussion 

Moderators: Dr. Carl 
Newman and Dr. 
Jeanne Fair 

1530 – 1545 BREAK 
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PROJECT BRIEFINGS SESSION ONE: Arthropods and Arboviruses 

1545 –  1705 Epidemiology of Tick-Borne Encephalitis in 
Northern Kazakhstan: Akmola, Kostanay, and 
North-Kazakhstan Oblasts  

Dr. Zhanna Shapiyeva  

Affect of Rickettsia spp. Upon Fitness of Yersinia 
pestis in Fleas that Vectors Plague in the Republic 
of Kazakhstan 

Dr. Toktassyn 
Yerubayev 

The Role of Arboviruses as a Cause of 
Undifferentiated Febrile Illness in Sind, Pakistan 
(2014-18) 

Dr. Maureen Long 

Molecular Virology Studies in Georgia Dr. Giorgi 
Chakhunashvili 

Q&A  

1900 –  2100 Networking Event   

 

DAY 2: Wednesday, September 18, 2019 

TIME SESSION SPEAKER(S) 

0815 – 0830 Threat Reduction (Research) Networks: Fostering 
Sustainable Collaborations for Biosurveillance into 

the Future 

Q&A 

Dr. Jeanne Fair  

 

PROJECT BRIEFINGS SESSION TWO: Advanced Molecular Diagnostics 

0830 – 1010 Research Preparedness and Next Generation 
Sequencing training for AHRI 

Dr. Markos Abebe 

Research Preparedness and Next Generation 
Sequencing training for NAHDIC project for the 
Biological Threat Reduction Program 

Dr. Solomon Gebre 

Pathogen Discovery and Characterization in Cases of 
Febrile Illness in Guinea 

Dr. Abdoul Beavogui 

African Swine Fever Whole Genome Sequencing to 
Underpin Control 

Dr. Edward Okoth 

 

Next Generation Sequencing Capacity Building in 
Liberia Focused on Viral Hemorrhagic Fever 
Biopreparedness 

CDR Andrew Letizia 

Characterization of NCDC Strain Repository by Next 
Generation Sequencing 

Dr. Gvantsa Chanturia 
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An Integrated Strategy Combining Consensus PCR 
and NGS for Whole Genome Sequencing of Virus 
from Biological Specimens 

Dr. Supaporn 
Wacharapluesadee 

 

Q&A 15 minutes 

1010 – 1030 BREAK  

PROJECT BRIEFINGS SESSION 3: Epidemiology and Biosurveillance 

1030 – 1150 
Sero-prevalence of Q Fever and Molecular 
Characterization of Circulating Pathogens in 
Domestic Ruminants in Selected Pastoral Areas in 
Ethiopia  

Dr. Redeat Belaineh 

Incorporating GIS, Remote Sensing, and Laboratory 
Diagnostics into Human and Veterinary Disease 
Surveillance for Tularemia and Anthrax in Ukraine 

Prof. Serhiy Nychyk 

Surveillance and Molecular Epidemiology of 
Especially Dangerous Respiratory Viruses in 
Commercial and Backyard Poultry and Migratory 
Waterfowl in India 

Dr. Sagar Goyal 

Etiology of Severe Acute Respiratory Infections 
(SARI) in Kuala Lumpur, Malaysia 

Dr. Jamal I-Ching Sam 

Multi-Year Prospective Cohort Study to Evaluate the 
Risk Potential of MERS-CoV 

Dr. Sazaly Abu Bakar 

 

1150 – 1300 LUNCH  

1300 – 1420 (session continued) 

A Collaborative Interdisciplinary Approach to an 
Endemic Zoonotic Disease in Cameroon: Enhancing 
Capabilities to Prevent, Detect, and Respond to 
Brucellosis 

Dr. Abel Wade 

Serological Biosurveillance for Spillover of 
Henipaviruses and Filoviruses at Agricultural and 
Hunting Human-Animal Interfaces in Peninsular 
Malaysia 

Dr. Jonathan Epstein 

A Hospital- and Community-Based Investigation of 
Rickettsial Diseases, Scrub Typhus and Q Fever in 
Vietnam (HACIRD) 

Dr. Hoi Le 

One Health Surveillance for Brucellosis in Armenia Dr. Liana Torosyan 

Estimating and Modeling Anthrax Risk and Brucellosis 
Prevalence in Vietnam  

Dr. Thi Thu Ha Hoang 
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Q&A 15 minutes 

1420 – 1435 DTRA's BTRP Ukraine Science Writing and 
Mentorship Program 

 

15 minutes 

1435 – 1500 BREAK  

PROJECT BRIEFINGS SESSION 4: Emerging Infectious Diseases 

1500 – 1715 Global Health, Emerging Infectious Diseases, and 
Food Safety Implications of Bushmeat Consumption 
in Tanzania 

Prof. Joram Buza 

Building Laboratory Diagnostic Capacity for Zoonotic 
Disease Risk Mitigation in Underserved Arid and 
Semi-Arid Areas of Kenya 

Dr. Pauline Gitonga 

Co-infection with Rift Valley Fever Virus, Brucella spp. 
and Coxiella burnetii in Humans and Animals in 
Kenya: Disease Burden and Ecological Factors 

Dr. Bernard Bett 

A One Health Approach to Rift Valley Fever and 
Brucellosis Surveillance 

Dr. Rudovick Kazwala 

Acute Febrile Illness Studies in Uganda Dr. Denis Byarugaba 

<5 Minute BREAK>  

Reducing the Threat from High-risk Pathogens 
Causing Febrile Illness in Liberia 

Dr. Ellen Carlin 

Differential Diagnostics Performed by Eliminating 
Especially Dangerous Pathogens and Simulation 
(EDP-DREAM) in Cases of Saiga Antelopes Mortality 

Dr. Mukhit Orynbayev 

Spatial patterns of confirmed Burkholderia 
pseudomallei cases in North Central Vietnam, 2015-
2017: expanding surveillance and GIS capacity 

Dr. Trinh Thanh Trung 

Crimean Congo Hemorrhagic Fever: Reducing an 
Emerging Health Threat in Tanzania  

Dr. Melinda Rostal 

Q&A 15 minutes 

 

DAY 3: Thursday, September 19, 2019 

TIME SESSION SPEAKER(S) 

PROJECT BRIEFINGS SESSION 5: Transboundary Animal Diseases 

0830 – 1000 Surveillance and Molecular Epidemiology of Newcastle 
Disease Virus (NDV) in Kenya 

Dr. Claudio Afonso 
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An Evaluation of African Swine Fever Characteristics 
and Distribution in Uganda 

Dr. Edward 
Wampande 

Research and Development of Countermeasures to 
Support the Surveillance, and Control of FMDV in 
Uganda: Development of Improved Diagnostics Tools 
for a Comprehensive Surveillance Program (2014-
2018) 

Dr. Julius Lutwama 

 

Prevalence of Brucella spp. and Bluetongue Serotypes 
Among Livestock and Ruminants in South Kazakhstan 

Dr. Bolat 
Yespembetov 

Differentiation of Foot-and-Mouth Disease Virus 
Serotypes in Animals in High-Risk Zones of Georgia 

Dr. Natela 
Toklikishvili 

 

Comprehensive Research for Detecting Origin and 
Distribution of Peste des Petits Ruminants (PPR) in 
Georgia and Armenia 

Dr. Nino Vepkhvadze 

 

1000 – 1015 BREAK  

1015 – 1200 
(session continued) 

Research on African Swine Fever Threat Reduction 
Through Surveillance in Ukraine: Surveillance of 
Potential Arthropod Vectors 

Prof. Anton 
Gerilovych 

Genomic, Epidemiological, and Biological 
Characterization of Newcastle Disease Virus Isolates 

Dr. Denys Muzyka 

The Spread of African Swine Fever Virus (ASFV) in 
Domestic Pigs and Wild Boar in Ukraine – Building 
Capacity for Insight into the Transmission of ASFV 
through Characterization of Virus Isolates by Genome 
Sequencing and Phylogenetic Analysis 

Dr. Anna Kovalenko 

Regional Field-to-Table Risk Assessment of the 
Spread of African Swine Fever Virus (ASFV) Across 
Ukraine in Wild Fauna and via Consumer Trade 
Routes - Insight into the Development of Effective 
ASFV Quarantine Strategies and Public Policy 

Dr. Andrii Mezhenskyi 

Foot-and-mouth Disease Virus Surveillance in Vietnam  Dr. Jonathan Arzt 

Risk Assessment of Selected Especially Dangerous 
Pathogens Potentially Carried by Migratory Birds Over 
Ukraine 

Dr. Denys Muzyka 

 

Q&A 15 minutes 

1200 – 1300 LUNCH  
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PROJECT BRIEFINGS SESSION 6: Bat-Borne Diseases 

1300 – 1455 Evaluating Zoonotic Viral Sharing Among Bats, 
Primates, and People in a High-Risk Transmission 
Interface in Southern Tanzania  

Dr. Rudovick 
Kazwala 

Ecology, Biosurveillance and Risk Mapping of Marburg 
Virus and Other Bat-Borne Emerging High-
Consequence Pathogens in Uganda 

Dr. Jonathan Towner 

Ecology, Epidemiology, and Biosurveillance for 
Emerging Viral Pathogens of Bats in Uganda 

Dr. Rebekah Kading 

Understanding the Risk of Bat-Borne Zoonotic Disease 
Emergence in Western Asia 

Dr. Kevin Olival, Dr. 
Nisreen Al-Hmoud, 
and Dr. Ketevan 
Sidamonidze 

Bat Harvesting in India: Detection, Characterization 
and Mitigation of Emerging Infectious Disease Risk 

Dr. Uma 
Ramakrishnan 

Investigating the Risk of Human Disease from 
Parasites of Small Mammals and Bats 

Dr. Ian Mendenhall 

Investigating  the Risk of Human Disease from 
Parasites of Small Mammals and Bats’ project- 
Application of Predictive Disease Models in Lao 

Dr. Watthana 
Theppangna 

Q&A 15 minutes 

1455 –  1525 BREAK 

1525 – 1625 Emerging Threats: Translating Data to Policy 

Panel Discussion 

Moderators: Dr. 
Gavin Braunstein and 
Dr. Martha Stokes 

DAY 4: Friday, September 20, 2019 

TIME SESSION SPEAKER(S) 

PROJECT BRIEFINGS SESSION 7: Bacterial Pathogens of Security Concern 

0830 – 1000 
Identifying Anthrax Hotspots and the Associated 
Ecological Factors in Kenya 

Dr. Kariuki Njenga 

Evaluating the Impact of Enhanced Laboratory-Based 
Surveillance of Animal and Human Brucellosis in Three 
Areas of Jordan 

Dr. Tarek Al-Sanouri 

Analyzing the Spread of Anthrax in Farms in Pakistan 
and Jordan 

Dr. Tahir Yaqub and 
Dr. Amin Aqel 
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High Resolution Chemical Characterization of Yersinia 
pestis within Soil Matrices: Understanding Natural Foci 
of Plague 

Dr. Muhammad Raza 
Shah 

Evaluating the Ecology and Persistence of Brucella 
spp. in Livestock and Wildlife in Kazakhstan and 
Transmission Potential to Humans  

Dr. Mukhit Orynbayev 

1000 – 1020 BREAK  

1020 – 1120 (session continued) 

Assessment of the Efficacy of Soil Decontamination of 
Bacillus anthracis in Georgia 

Dr. Ana Gulbani 

Molecular Epidemiology and Ecology of Yersinia 
Species in the Transboundary Plague Endemic 
Territory in Georgia and Azerbaijan 

Dr. Lile Malania and 
Dr. Ryan Arner 

Q&A 15 minutes 

1120 – 1205 Community Awareness Campaigns to Reduce the 
Threat of Infectious Diseases 

Moderators: Dr. 
Emerson Tuttle and 
Dr. Jonna Mazet 

1205 – 1330 LUNCH  

PROJECT BRIEFINGS SESSION 8: Viral Pathogens of Security Concern 

1330 – 1515 Middle East Respiratory Syndrome Coronavirus 
(MERS-CoV): Surveillance for Distribution  and 
Prevalence in Kazakhstan                        

Dr. Mukhit Orynbayev 

Monitoring of Highly Pathogenic Swine Fever Viruses 
(HPSFVs) in Kazakhstan 

Dr. Seidigapbar 
Mamadaliyev 

Study of Hantavirus Genotypes Circulating in the West 
Kazakhstan Oblast of the Republic of Kazakhstan 

Dr. Alexey 
Andrushchenko 

Molecular Characterization and Complete Genome 
Sequencing of Newcastle Disease Virus Strains 
Isolated in Kazakhstan 

Dr. Yerbol Burashev 

Enhancing Capacity for Case Detection and Diagnosis 
of Febrile Zoonotic-related Cutaneous Lesions in 
Georgia 

Dr. Ekaterine 
Khmaladze 

Enhancing Capacity for Case Detection and Diagnosis 
of Febrile Zoonotic-related Cutaneous Lesions in 
Georgia 

Dr. Otar Parkadze 

Prevalence of Crimean Congo Hemorrhagic Fever 
Virus and Hantaviruses in Ukraine and the Potential 

Dr. Olena Zubach 
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Requirement for Differential Diagnosis of Suspect 
Leptospirosis Patients 

 

 

1515 – 1530 BREAK  

1530 – 1640 (session continued) 

Enhance Capacity for Detection and Surveillance of 
Rift Valley Fever (RVF), Crimean Congo 
Hemorrhagic Fever and Q Fever in Senegal 

Dr. Modou 
Moustapha Lo 

Understanding the Risks of Zoonotic Disease in 
Relation to Swine Production and Exchange Systems 
in Cambodia 

Dr. James Rudge 

Reducing the Threat of Rift Valley Fever through 
Ecology, Epidemiology and Socio-Economics 

Dr. William Karesh 

Understanding Rift Valley Fever in Republic of South 
Africa 

Dr. Janusz Paweska 

Q&A 15 minutes 

1640 – 1725 Review Panel and BTRP Closing Remarks  Mr. Lance Brooks 

(Division Chief, 
BTRP, DTRA) 
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ANNEX B: Research Project Index 

Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Armenia 

One Health 
Surveillance for 
Brucellosis in 

Armenia 

Torosyan 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

48 

Cambodia 

Investigating the Risk 
of Human Disease 
from Parasites of 

Small Mammals and 
Bats 

Mendenhall 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

82 

Cambodia 

Understanding the 
Risks of Zoonotic 

Disease in Relation to 
Swine Production and 
Exchange Systems in 

Cambodia 

Rudge 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

99 

Cameroon 

A Collaborative 
Interdisciplinary 
Approach to an 

Endemic Zoonotic 
Disease in 
Cameroon: 
Enhancing 

Capabilities to 
Prevent, Detect, and 

Respond to 
Brucellosis 

Wade 

Session 3: 
Epidemiology 

and 
Biosurveillance 

 
Wednesday 
10:30 AM 

43 

Ethiopia 

Research 
Preparedness and 
Next Generation 

Sequencing Training 
for AHRI 

Abebe 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

27 

Ethiopia 

Sero-prevalence of Q 
Fever and Molecular 
Characterization of 

Circulating 
Pathogens in 

Domestic Ruminants 
in Selected Pastoral 

Areas in Ethiopia 

Belaineh 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

36 

Ethiopia 

Research 
Preparedness and 
Next Generation 

Sequencing Training 
for NAHDIC 

Gebre 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

28 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Georgia 

Comprehensive 
Research for 

Detecting Origin and 
Distribution of Peste 
des Petits (PPR) in 

Georgia and Armenia 

Vepkhvade 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

69 

Georgia 
Molecular Virology 
Studies in Georgia 

Chakhunashvili 
Session1: 

Anthropods and 
Arboviruses 

Tuesday 
3:45 PM 

26 

Georgia 

Characterization of 
the NCDC Strain 

Repository by Next 
Generation 
Sequencing 

Chanturia 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

34 

Georgia 

Enhancing Capacity 
for Case Detection 
and Diagnosis of 
Febrile Zoonotic-

related Cutaneous 
Lesions in Georgia 

Parkadze 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

96 

Georgia 

Assessment of the 
Efficacy of Soil 

Decontamination of 
Bacillus anthracis in 

Georgia 

Gulbani 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

 

Friday 
8:30 AM 

89 

Georgia 

Enhancing Capacity 
for Case Detection 
and Diagnosis of 
Febrile Zoonotic-

related Cutaneous 
Lesions in Georgia 

Khmaladze 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

95 

Georgia 

Molecular 
Epidemiology and 

Ecology of Yersinia 
Species in the 

Transcauscasian 
Highland Focus of 
Plague in Georgia 

and Azerbaijan 

Malania 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

 

Friday 
8:30 AM 

90 

Georgia 

Understanding the 
Risk of Bat-Borne 
Zoonotic Disease 

Emergence in 
Western Asia 

Olival; 
Sidamonidze;   

Al-Hmoud 

Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

80 

Georgia 

Differentiation of 
Foot-and-Mouth 
Disease Virus 

Serotypes in Animals 
in High-Risk Zones of 

Georgia 

Toklikishvili 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

68 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Guinea 

Pathogen Discovery 
and Characterization 
in Cases of Febrile 
Illness in Guinea 

Beavogui 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

29 

India 

Surveillance and 
Molecular 

Epidemiology of 
Especially Dangerous 
Respiratory Viruses 
in Commercial and 

Backyard Poultry and 
Migratory Waterfowl 

in India 

Goyal 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

39 

India 

Bat harvesting in 
India: Detection, 

Characterization and 
Mitigation of 

Emerging Infectious 
Disease Risk 

Ramakrishnan 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

81 

Jordan 

Evaluating the Impact 
of Enhanced 

Laboratory-Based 
Surveillance of 

Animal and Human 
Brucellosis in Jordan 

Al-Sanouri 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

 

Friday 
8:30 AM 

85 

Jordan 

Analyzing the Spread 
of Anthrax in Farms 

in Pakistan and 
Jordan 

Aqel; Yaqub 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

Friday 
8:30 AM 

86 

Kazakhstan 

Study of Hantavirus 
Genotypes 

Circulating in the 
West Kazakhstan 

Oblast of the 
Republic of 
Kazakhstan 

Andrushchenko 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

93 

Kazakhstan 

Molecular 
Characterization and 
Complete Genome 

Sequence of 
Newcastle Disease 

Virus Isolated in 
Kazakhstan 

Burashev 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

94 

Kazakhstan 

Monitoring of Highly 
Pathogenic Swine 

Fever Viruses 
(HPSFVs) in 
Kazakhstan 

Mamadaliyev 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

92 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Kazakhstan 

Differential 
Diagnostics 

Performed by 
Eliminating Especially 

Dangerous 
Pathogens and 

Simulation (EDP-
DREAM) in Cases of 

Saiga Antelopes 
Mortality 

Orynbayev 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

60 

Kazakhstan 

Evaluating the 
Ecology and 

Persistence of 
Brucella spp. in 

Livestock and Wildlife 
in Kazakhstan and 

Transmission 
Potential to Humans 

Orynbayev 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

Friday 
8:30 AM 

88 

Kazakhstan 

Middle East 
Respiratory 
Syndrome 

Coronavirus (MERS-
CoV): Surveillance for 

Distribution and 
Prevalence in 
Kazakhstan 

Orynbayev 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

91 

Kazakhstan 

Affect of Rickettsia 
spp. Upon Fitness of 

Yersinia pestis in 
Fleas that Vector 

Plague in the 
Republic of 
Kazakhstan 

Yerubayev 
Session1: 

Anthropods and 
Arboviruses 

Tuesday 
3:45 PM 

24 

Kazakhstan 

Prevalence of 
Brucella Species and 

Bluetongue Virus 
Serotypes Among 

Domestic Livestock 
or Ruminants in 

Southern Kazakhstan 

Yespembetov 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

67 

Kazakhstan 

Epidemiology of Tick-
Borne Encephalitis in 
Northern Region of 

Kazakhstan: 
Akmolinskaya, 

Kostanaiskaya, and 
North Kazakhstan 

Oblasts 

Shapiyeva 
Session1: 

Anthropods and 
Arboviruses 

Tuesday 
3:45 PM 

23 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Kenya 

Surveillance and 
Molecular 

Epidemiology of 
Newcastle Disease 

Virus (NDV) in Kenya 

Afonso 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

63 

Kenya 

Co-infection with Rift 
Valley Fever Virus, 
Brucella spp. and 
Coxiella burnetii in 

Humans and Animals 
in Kenya: Disease 

Burden and 
Ecological Factors 

Bett 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

54 

Kenya 

Building Laboratory 
Diagnostic Capacity 
for Zoonotic Disease 

Risk Mitigation in 
Underserved Arid and 

Semi-Arid Areas of 
Kenya 

Gitonga 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

52 

Kenya 

Identifying Anthrax 
Hotspots and the 

Associated Ecological 
Factors in Kenya 

Njenga 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

Friday 
8:30 AM 

84 

Kenya 

African Swine Fever 
Whole Genome 
Sequencing to 

Underpin Control 

Okoth 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

31 

Laos 

Investigating the Risk 
of Human Disease 
from Parasites of 

Small Mammals and 
Bats Project- 
Application of 

Predictive Disease 
Models in Lao 

Theppangna 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

83 

Liberia 

Reducing the Threat 
from High-Risk 

Pathogens Causing 
Febrile Illness in 

Liberia 

Carlin 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

58 

Liberia 

Next Generation 
Sequencing Capacity 

Building in Liberia 
Focused on Viral 

Hemorrhagic Fever 
Biopreparedness 

Letizia 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

33 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Malaysia 

Multi-Year 
Prospective Cohort 

Study to Evaluate the 
Risk Potential of 

MERS-CoV 

Abu Bakar 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

41 

Malaysia 

Serological 
Biosurveillance for 

Spillover of 
Henipaviruses and 

Filoviruses at 
Agricultural and 
Hunting Human-

Animal Interfaces in 
Peninsular Malaysia 

Epstein 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

45 

Malaysia 

Etiology of Severe 
Acute Respiratory 

Infections (SARI) in 
Kuala Lumpur, 

Malaysia 

Sam 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

40 

Pakistan 

The Role of 
Arboviruses as a 

Cause of 
Undifferentiated 
Febrile Illness in 
Sind, Pakistan 

Long 
Session1: 

Anthropods and 
Arboviruses 

Tuesday 
3:45 PM 

25 

Pakistan 

High Resolution 
Chemical 

Characterization of 
Yersinia pestis within 

Soil Matrices: 
Understanding 
Natural Foci of 

Plague 

Shah 

Session 7: 
Bacterial 

Pathogens of 
Security 
Concern 

Friday 
8:30 AM 

87 

Senegal 

Enhance Capacity for 
Detection and 

Surveillance of Rift 
Valley Fever (RVF), 

Crimean Congo 
Hemorrhagic Fever 

and Q Fever in 
Senegal 

Lo 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

98 

South Africa 

Reducing the Threat 
of Rift Valley Fever 
Through Ecology, 
Epidemiology and 
Socio-Economics 

Karesh 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

101 

South Africa 

Understanding Rift 
Valley Fever in 

Republic of South 
Africa 

Paweska 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

102 



 

Science Program Review 2019  Annex B: Research Project Index 122 

Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Tanzania 

Global Health, 
Emerging Infectious 
Diseases, and Food 

Safety Implications of 
Bushmeat 

Consumption in 
Tanzania 

Buza 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

50 

Tanzania 

A One Health 
Approach to Rift 
Valley Fever and 

Brucellosis 
Surveillance in 

Tanzania 

Kazawala 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

56 

Tanzania 

Evaluating Zoonotic 
Viral Sharing Among 
Bats, Primates, and 

People in a High-Risk 
Transmission 

Interface in Southern 
Tanzania 

Kazwala 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

76 

Tanzania 

Crimean-Congo 
hemorrhagic fever: 

Reducing an 
emerging health 

threat in Tanzania 

Rostal 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

62 

Thailand 

An Integrated 
Strategy Combining 

Consensus 
Polymerase Chain 
Reaction  and Next 

Generation 
Sequencing for 
Whole Genome 

Sequencing of Virus 
from Biological 

Specimens 

Wacharapluesa
dee 

Session 2: 
Advanced 
Molecular 

Diagnostics & 
Bioinformatics 

Wednesday 
8:30 AM 

35 

Uganda 

Acute Febrile Illness 
Studies in Uganda 

Byarugaba 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

57 

Uganda 

Ecology, 
Epidemiology, and 
Biosurveillance for 

Emerging Viral 
Pathogens of Bats in 

Uganda 

Kading 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

79 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Uganda 

Research and 
Development of 

Countermeasures to 
Support Surveillance 
and Control of FMDV 

in Uganda: 
Development of 

Improved Diagnostics 
Tools for a 

Comprehensive 
Surveillance Program 

(2014-2018) 

Lutwama 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

66 

Uganda 

Ecology, 
Biosurveillance and 

Risk Mapping of 
Marburg Virus and 
Other Bat-Borne 
Emerging High-
Consequence 

Pathogens in Uganda 

Towner 
Session 6: 
Bat-borne 
Diseases 

Thursday 
1:00 PM 

78 

Uganda 

An Evaluation of 
African Swine Fever 
Characteristics and 

Distribution in 
Uganda 

Wampande 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

65 

Ukraine 

Research on African 
Swine Fever Threat 
Reduction Through 

Surveillance in 
Ukraine: Surveillance 
of Potential Arthropod 

Vectors 

Gerilovych 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

70 

Ukraine 

The Spread of African 
Swine Fever Virus 

(ASFV) in Domestic 
Pigs and Wild Boar in 

Ukraine – Building 
Capacity for Insight 

into the Transmission 
of ASFV through 

Characterization of 
Virus Isolates by 

Genome Sequencing 
and Phylogenetic 

Analysis 

Kovalenko 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

72 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Ukraine 

Regional Field-to-
Table Risk 

Assessment of the 
Spread of African 
Swine Fever Virus 

(ASFV) Across 
Ukraine in Wild 
Fauna and via 

Consumer Trade 
Routes—Insight into 
the Development of 

Effective ASFV 
Quarantine Strategies 

and Public Policy 

Mezhenskyi 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

73 

Ukraine 

Genomic, 
Epidemiological, and 

Biological 
Characterization of 
Newcastle Disease 

Virus Isolates 

Muzyka 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

71 

Ukraine 

Risk Assessment of 
Selected Avian EDP’s 
Potentially Carried by 
Migratory Birds Over 

Ukraine 

Muzyka 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

75 

Ukraine 

Incorporating GIS, 
Remote Sensing, and 

Laboratory 
Diagnostics into 

Human and 
Veterinary Disease 

Surveillance for 
Tularemia and 

Anthrax in Ukraine 

Nychyk 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

38 

Ukraine 

Prevalence of 
Crimean Congo 

Hemorrhagic Fever 
Virus and 

Hantaviruses in 
Ukraine and the 

Potential 
Requirement for 

Differential Diagnosis 
of Suspect 

Leptospirosis 
Patients 

Zubach 

Session 8: 
Viral Pathogens 

of Security 
Concern 

Friday 
1:30 PM 

97 

Vietnam 

Foot-and-mouth 
Disease Virus 

Surveillance Ecology 
in Vietnam 

Arzt 
Session 5: 

Transboundary 
Animal Diseases 

Thursday 
8:30 AM 

74 
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Country Project Speaker Session Day/Time 
Summary 

Page 
Number 

Vietnam 

A Hospital- and 
Community-Based 

Investigation of 
Rickettsial Diseases, 
Scrub Typhus, and Q 

Fever in Vietnam 
(HACIRD) 

Le 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

47 

Vietnam 

Estimating and 
Modeling Anthrax 

Risk and Brucellosis 
Prevalence in 

Vietnam 

Hoang 

Session 3: 
Epidemiology 

and 
Biosurveillance 

Wednesday 
10:30 AM 

49 

Vietnam 

Establishment of 
Research Network on 

Melioidosis in 
Vietnam 

Trinh 

Session 4: 
Emerging 
Infectious 
Diseases 

Wednesday 
3:00 PM 

61 
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