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= To investigate the presence and genotypes of human Next generation sequencing

adenoviruses in environmental samples namely raw Wl i eabuent i
sewage and treated effluent, using molecular methods
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Figure C: The neighbour-joining phylogenetic tree of human adenovirus nucleotide sequences identified
from wastewater treatment plant 1 using NGS. The evolutionary distances were determined using the Kimura 2-
parameter method, conducted in MEGAS (Tamura et al, 2013). Closely related strains from GenBank indicated by

accession numbers serve as reference. The percentage of replicate trees in which the associated strains clustered
together in the bootstrap test (1000 replicates) 15 shown next to the branches. The tree is drawn to seale, with branch

lengths in the same umits as those of the evolutionary distances used to infer the phylogenetic tree. The analysis

involved 73 nucleotide sequences. The scale bar indicates 0.05 nucleotide differences per site, over the indicated
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* The results indicate adenovirus diversity within the Tshwane

region of South Africa
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