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Abstract 

Cryptosporidium is one of the most widespread protozoan parasites that infects domestic and 

wild animals and is considered the second major cause of diarrhea and death in children after 

rotavirus. So far, around 20 distinct species are known to cause severe to moderate infections 

in humans, of which Cryptosporidium hominis and Cryptosporidium parvum are the major 

causative agents. Currently, ssurRNA and gp60 are used as the optimal markers for 

differentiating species and subtypes respectively. Over the last decade, diagnostic tools to detect 

and differentiate Cryptosporidium species at the genotype and subtype level have improved, but 

our understanding of the zoonotic and anthroponotic transmission potential of each species is 

less clear, largely because of the paucity of high resolution whole genome sequencing data for 

the different species. Defining which species possess an anthroponotic vs. zoonotic 

transmission cycle is critical if we are to limit the spread of disease between animals and 

humans. Likewise, it is unclear to what extent genetic hybridization impacts disease potential or 

the emergence of outbreak strains. The development of high resolution genetic markers and 

whole genome sequencing of different species should provide new insights into these knowledge 
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