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Identified hotspots of emerging infectious diseases are often characterised by an 
extensive wildlife/domestic/human interface in tropical ecosystems, thus creating 
complex multi-hosts and multi-pathogens systems. How can we anticipate 
emerging events in these hotspots?  
 
The parasite communities shared by wild and domestic populations at this 
interface reflect the historical of epidemiological interactions between them. A new 
pathogen entering this host system is most likely to use the transmission pathways 
already used by other pathogens. Using recent advances in community ecology 
and evolutionary molecular biology, we present a research framework to identify 
these transmission pathways. 
 
We applied this framework to 34 macroparasites and 7 microparasites shared by 
14 rodents and the human species in a study site in Thailand. Based on a 
comparative study of component communities between host populations using the 
Jaccard index (presence/absence data), we build a network of interactions 
between the host populations. This network is characterised by the frequency, 
intensity and direction of interactions and can be explored using classical network 
analysis. 
 
We discuss the challenges and possibilities of this innovative approach. It provides 
a description of the transmission pathways between host species the most used 
by pathogens. This network can provide direct inputs for targeted disease 
surveillance at the wildlife/domestic/human interface to detect pathogen 
emergence when it occurs or host most likely to provide a source for future 
emergence. 
 
More generally, this approach could support the exploration of hypothesis about 
the general properties of transmission ecology at the wildlife/livestock/human 
interface. 


