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Molecular characterisation of 
human adenoviruses from 
environmental samples in 

Tshwane, Gauteng

 To investigate the presence and genotypes of human 
adenoviruses in environmental samples namely raw 
sewage and treated effluent, using molecular methods

 Human adenoviruses (HAdVs) are non-enveloped with 

linear, ds DNA genomes and are grouped into seven 

species (A-G)

 Transmitted via faecal-oral route, inhalation of 

respiratory droplets and direct contact with 

contaminated environments

 The HAdV is abundant in sewage water compared to 

other enteric viruses

Environmental surveillance successfully detected human 

adenovirus circulating in Tshwane, Gauteng

These detected human adenovirus types gives us a better 

understanding of viruses currently circulating within our 

communities

The results indicate adenovirus diversity within the Tshwane 

region of South Africa

 It is evident that the presence of these viruses are of 

environmental and public health concern

 93% (140/150) positive for HAdV Viral concentration: 
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Figure C:

Figure A:  Bar graph illustrating the percentage of positives detected in raw sewage and effluent samples. 

Figure B:  Pie charts illustrating the distribution of HAdV species and genotypes for Sanger sequencing and Next generation sequencing. Key: 
Raw sewage      , Effluent       .
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