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APPLICATION DEADLINE  

2nd May 2018 (11:30am US PST) 

BACKGROUND 

 

Campylobacter infections have been associated with diarrheal disease as well as growth faltering in children. The fraction of 
severe diarrheal cases in infants attributed to Campylobacter jejuni or Campylobacter coli ranged from 6% in Kenya to 12% in 
Bangladesh in the Global Enteric Multicenter Study (Liu et al. 2016). Campylobacter is also increasingly implicated in growth 
faltering among children <2y of age. In the MAL-ED (Etiology, Risk Factors, and Interactions of Enteric Infections and Malnutrition 
and the Consequences for Child Health and Development Project) study, 85% of children were found to have had at least one 
Campylobacter infection by 1 year of age, and a high burden of infection was associated with lower length-for-age Z-score (Amour 
et al. 2016). 
 
In spite of mounting evidence regarding the burden of Campylobacter-attributed diarrhoea as well as growth-faltering, we know 
little about from what, how, and where children contract infection. What role do domestic animals, which are known reservoirs 
of Campylobacter, play in transmission? Does infection result from faecal contamination in the environment and how long does 
Campylobacter survive in the environment? Are undernourished children at greater risk of contracting or transmitting infection? 
Do older siblings or adults in the household transmit infection to neonates and younger children? In particular, half of the children 
below 6 months of age—who are not yet mobile—were infected in the MAL-ED study (Amour et al. 2016), leading us to ask if 
human-to-human transmission is more prevalent in these settings compared to high-income settings. 
 
In this new grand challenge, we solicit proposals to examine the transmission of Campylobacter spp. in communities. 
 
Proposals responsive to this call will generate data to understand the sources of Campylobacter infection in children in LMICs, 
and the dynamics of transmission in LMIC communities of interest. Analyses of these data are expected to address the question 
of whether a human vaccine for Campylobacter is a necessary and appropriate strategy in spite of the complexities associated 
with auto-immune responses to Campylobacter antigens. Alternatively, are an avian Campylobacter vaccine, sanitation and 
hygiene measures, or behavioural interventions that promote the segregation of young children from domestic birds and 
animals—alone or in combination—effective in preventing Campylobacter infections in children? 
Routes for Campylobacter infection in humans involve exposure to various sources, of which are not mutually exclusive tp each 
other, thus understanding their relative importance in Campylobacter transmission is important so that we can intervene 
effectively to stop transmission, especially to the youngest, most vulnerable children. 
 

ELIGIBILITY CRITERIA 

 
Successful proposals responding to this call will move the community closer to understanding the source of infections, so that 
we can begin to define a strategy to mitigate Campylobacter infection in LMIC communities. 
 
Examples of what we are looking for: 
1. Understanding whether strains that infect domestic and wild animals, and humans vary in a given location, and source 

attribution of strains causing human infection to contaminated food or water, or domestic or wild animals. 
2. Studies on transmission dynamics of Campylobacter within households and in communities. Such studies should include 

environmental assessments to determine relevant fomites. Studies might possibly (but need not necessarily) include data-
informed computational models of transmission to assess intervention impact. Technical input and modelling expertise will 
be available to aid transmission modelling based on the data generated in studies funded under this call. 

3. How host (human and animal) under-nutrition affects pathogenicity and transmissibility of Campylobacter, including 
whether strains that cause clinical or sub-clinical infection are different. 

4. Geographic distribution of Campylobacter strains affecting children in LMICs and overlap therein. This may include 
concurrently assessing infection with other pathogens such as Cryptosporidium. 

 
What we will not support: 

1. Vaccine development 
2. Studies in high-income countries 
3. Development of clinical diagnostic tools without application to transmission studies 
4. Studies of transmission based only on culture-based methods. 
5. Studies seeking to interrupt transmission. 



 

 

IMPORTANT CONSIDERATIONS: 

 
We will consider research studies that propose a rational timeline from inception to research completion that do not exceed 2 

years. Research studies that propose appropriate costs for the study length, outcomes, and methods, and that propose strong 

value for money will be considered.  

 

For more information, please visit the Grand Challenges Campylobacter spp. Transmission Dynamics page.  

 

HOW TO APPLY 

 
Before applying, please consult the Rules and Guidelines document and review the FAQ’s.  
 
To apply, please follow this link, where you will submit a concept note in the required format of up to 4 pages, including 
references and the budget, using the LOI template. Finalists will be invited to submit a full proposal in June 2018. 
 

APPLICATION DEADLINES: 

2nd May 2018 (11:30am US PST) 

https://gcgh.grandchallenges.org/challenge/campylobacter-spp-transmission-dynamics-low-and-middle-income-countries
https://gcgh.grandchallenges.org/sites/default/files/additional-materials/GC_Campy_RulesGuidelines__Finalv2.pdf
https://gcgh.grandchallenges.org/sites/default/files/additional-materials/GrandChallenges_Campy_FAQ_3-2018.pdf
https://app.wizehive.com/appform/login/Campylobacter
https://gcgh.grandchallenges.org/sites/default/files/additional-materials/LOI%20template%20-%20GC%20Campy.pdf

