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Abstract 

Crimean Congo Hemorrhagic Fever Virus (CCHFV) is the etiological agent of a severe hemorrhagic fever affecting 

Africa, Asia and southern Europe. In recent decades, climate change has led to an increase in the distribution range of 

this virus. Little scientific data is yet available on the interactions with its vector, the tick, or on its biology. However, 

the confirmed presence of human infections in Spain and positive serologies in Corsican livestock could well focus 

attention on this pathogen. This review takes stock of developments in eco-epidemiological knowledge of this virus, 

particularly in Europe and especially in France. What about Romania ?  
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Introduction 

Crimean Congo Hemorrhagic Fever Virus 

(CCHFV) is the etiological agent of a severe 

hemorrhagic fever affecting Africa, Asia and 

southern Europe. In recent decades, climate change 

has led to an increase in the distribution range of 

this virus. As yet, little scientific data is available 

on interactions with its vector, the tick, or on its 

biology. However, the confirmed presence of 

human infections in Spain and positive serologies 

in Corsican livestock could well focus attention on 

this pathogen. This review takes stock of 

developments in eco-epiological knowledge of this 

virus, particularly in Europe and especially in 

France. 

The viral cycle from an ecological standpoint 

The distribution of the CCHFV virus 

overlaps with the location of various species of 

hard ticks in the Ixodidae family (notably the 

Hyalomma genus), its natural reservoirs. In the 

wild, Hyalomma tick larvae preferentially infect 

small mammals (rodents and lagomorphs) or birds, 

where they transform into nymphs. The nymphs 

then detach from their host and moult into adults, 

which seek out a new host, usually a large 

mammal. These large mammals thus serve as 

amplifying hosts without showing any symptoms. 

Infected female ticks lay eggs that carry the virus 

(transovarial transmission), giving rise to a new 

generation of infected vectors. Recently, reptiles 

have been added to the list of species playing a role 

in the circulation of CCHFV, with its discovery in 

the blood of Testudo turtles and in the H. 

aegyptiacum ticks that parasitize them. The disease 

is mainly transmitted to humans by tick bites, but it 

can also be transmitted through contact with 

biological fluids from infected animals, hence the 

high risk for livestock farmers, veterinarians, 

nursing staff and slaughterhouse personnel. 

Most of the tick species that transmit the 

CCHFV virus belong to the hard tick family, the 

Ixodidae. These ticks are vectors of numerous viral 

and bacterial pathogens (causing tick-borne 

encephalitis, borreliosis, rickettsiosis, etc.). The 

CCHFV virus has been isolated mainly in Eurasia 

and Africa, from various ticks belonging mainly to 

the genus Hyalomma, but also from ticks of the 

genus Amblyomma, Rhipicephalus (and ssp 

boophilus), Ixodes, Haemaphysalis or 
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