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Identification of pathogens in wildlife using next-generation sequencing in
Central Africa
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In this study, 395 wild animals were collected to find ﬁathogens that
potentially infect humans in Gabon, Central Africa. Animal samples included bushmeat (porcupines,
blue duikers, etc.) and small mammals (rodents and shrews). Metagenome analysis of animal samples
revealed the existence of pathogenic viruses, such as hepatitis virus, rotavirus, and astrovirus.
Phylogenetic analysis of the detected viral genome sequence indicated a unique evolutionary process
of several pathogenic viruses in Gabon. These results showed the risks of zoonotic viral infections
through direct contacts with wild animals, and also revealed a Central Africa-specific evolution of
viruses.
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395 Cytochrome C
Animal species | Number Detected Viruses Animals
Shrews Dengue virus serotype 2 (sylvatic) G
Goliath shrew | 130 Rotavirus S
Rodents Adenovirus R,S,D,G,C
Misonne's soft-furred mouse 133 Astrovirus R, P, D
African pygmy mouse 41 Hepatovirus A R, D
House rat 16 Hepadnavirus R, S
Common rufous-nosed rat 6 Hepacivirus R
Target rat 6 Hepatitis E virus R
Rusty-bellied brush-furred rat 6 Enterovirus P, D
Peters's striped mouse 5 Lyssa virus S
Typical striped grass mouse 3 Alpha Coronavirus S
House mouse 3 Adeno-associated virus G,C
Sabuni's brush-furred mouce 1 2
Bushmeat * R, Rodent; S, Shrew; P, Porcupine;
African brush-tailed porcupine 18 D, Duiker; G, Guenon; C, Civet
Blue duiker 16
Moustached guenon 6
African palm civet
African pouched rat 1
Total 395
1
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(B)De Novo Assembly
**%* p<0.001 ** p<0.01 (ANOVA)
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Development of a rapid detection system for arboviruses and dengue virus detection in Gabon
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