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Introduction

• Published by the WHO in 2016, this 
document identifies several infections 
as high priorities for prevention: 
including:

• Crimean-Congo haemorrhagic fever
• Ebola
• Marburg 
• Lassa fever
• MERS
• SARS
• Nipah virus
• Rift Valley disease
• Zika disease
• X disease
• Last update: COVID-19
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Available here

• R&D BLUEPRINT (WHO)

https://cdn.who.int/media/docs/default-source/blue-print/rd-blueprint_prioritization-2022_concept-note_v.1.pdf?sfvrsn=260e4e8f_3


Introduction

• This list considers:
• Human to human transmission
• Severity or fatality of each case
• Interaction between humans and 

animals
• Potential societal impacts
• Evolutionary potential of 

pathogens

This list do not prioritize the 
pathogens based on the risk of 
causing a new pandemic.
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Introduction
• VACCELERATE

• In response to the COVID-19 outbreak, this clinical trial network was
established in Europe in 2021.
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The purpose of this survey was to classify the diseases listed in the WHO 
R&D Blueprint for Action to Prevent Epidemics based on the perceived risk 
of pandemic potential, with input from infectious disease experts from the 
VACCELERATE Site Network 



Methods
• A survey was uploaded from February to June 2023, at 

https://www.clinicalsurveys. net/uc/Next_pandemic/.
• All the members from the VACCELERATTE Site Network were invited 

to participate. Other relevant experts from outside Europe were also 
contacted to provide their opinion. 

• The survey was shared also by social media (LinkedIn and Twitter).
• Each participant could rank the pathogens responsible for the diseases 

listed in the WHO R&D Blueprint for Action to Prevent Epidemics, as it 
follows:
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From the listed
pathogens, they
can rank from

1st to 15th pos.

1st Pos – 15 points
More likely to unleash

a pandemic

15th Pos. – 1 Point
May not be a problem.

They could also rank
the next pathogens:

hantavirus, 
henipavirus, and 

influenza viruses .

They had the chance 
to add the organisms

they consider may
represent a danger to

the population.



Results
• A total of 187 responses were obtained from individuals representing 

57 different countries. 
• Germany, 27 replies (14.4 %), Spain, 20 replies (10.7 %), and Italy, 14 

replies (7.5 %). 
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Results obtained after disease experts answered the survey.
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Discussion
• Influenza viruses received the highest rankings among the pathogens, 

with 79 % of participants including them in their top rankings. 

• Regarding Hantavirus, Henipavirus and Rift Valley fever: although they 
are not included in the WHO R&D Blueprint , they are recognized as a
disease of concern.
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The consideration of the 
previous epidemics caused by 
influenza viruses over the last 
50 years period might be an 

argument in favour of the 
inclusion of influenza. 

Nevertheless, the absence of 
influenza from the WHO R&D 
Blueprint may be attributed to 

the existence of numerous 
influenza vaccines and the 

distinct research and 
development requirements.



Discussion
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Discussion
• Disease X
• A severe international epidemic could be caused by a pathogen that is 

currently unknown to cause human disease, without being associated 
with a specific pathogen. 
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Discussion
• SARS-CoV and SARS CoV-2
• 2002 and 2019 outbreaks. We know these guys.
• The fact that the data for this survey were collected during the final 

months of the COVID-19 pandemic might have influenced their high 
ranking. 

• The relatively rapid mutation rate of the virus may also have 
contributed to its high ranking. 

• It is expected that SARS-CoV-2 may continue to be a seasonal virus of 
interest just as influenza.
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• Ebola
• Of course, we know it.
• That’s why it’s here.



Discussion
• Other pathogens.
• Their rankings below the mentioned pathogens might have been 

influenced by the fact that most of them require close contact with 
infected animals such as bats, rodents, and primates, which may not 
occur commonly in the countries where most of participating infectious 
disease experts come from. 

• The ranking of each pathogen may have been significantly influenced 
by the personal clinical and research experience and expertise of the 
participating researchers. 

Like us.
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Limitations and Conclussions
• Limitations.
• Only ¼ of the VACCELERATE Site Network members participated.
• Lack of participation from Africa and Asia.
• Germany, Spain and Italy: demographic composition may impact the 

results.
• Exclusion of several viruses.
• Limited Internet Access.

• Conclusion.
• Infectious disease experts consulted from the VACCELERATE Site 

Network have identified influenza, SARS-CoV, SARS-CoV-2 and Ebola 
virus as the pathogens with the most worrisome and greatest potential 
to give rise to new pandemics. 
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Christian García-Sepúlveda — Laboratorio de Genómica Viral & Humana, Medicina UASLP
Juan Carlos Cuevas Tello — Grupo de Bioinformática, Ingeniería UASLP
Ignacio Amezcua Osorio — Comité Estatal para el Fomento y Protección Pecuaria de San Luis Potosí.
Guillermo Espinosa Reyes — Centro de Investigación Aplicada en Ambiente y Salud) (CIAAS), Medicina UASLP
Fernando Díaz-Barriga Martínez — Centro de Investigación Aplicada en Ambiente y Salud) (CIAAS), Medicina UASLP

Dulce Ma. Hernández Piña  — Lab manager, LGVH UASLP
Sandra Guerra-Palomares — Virología molecular, LGVH UASLP
J. Manuel Mendoza Méndez  — Coronavirus en murciélagos, LGVH UASLP
Nidya Jurado-Sánchez — Vigilancia de vectores y arbovirus, LGVH UASLP
Mariel Pacheco-Cortez — Tamizaje de hantavirus y arenavirus en roedores,LGVH UASLP
Samuel Mora Andrade — Patógenos Virales Emergentes en Murciélagos. Asesor externo
Salomón Altamirano Flores — Algoritmos de inteligencia artificial y datos genéticos, Ingeniería UASLP
Daniel Bandala Álvarez — Predicción epidemiológica algoritmos de inteligencia artificial, Ingeniería UASLP

RVPVE

www.genomica.uaslp.mx GenomicaUASLP GenomicaUASLP

Red de Vigilancia de Patógenos Virales Emergentes

CEFPPE - SLP CIAAS - CIACYT
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