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Conclusions

This research revealed that AnMBR significantly reduce
ARGs in primary clarifier effluent. ARGs are an important
emerging contaminant as antibiotic resistance is a major
public health concern.86 We no longer have the luxury to
view drinking water, wastewater, and stormwater as isolated
entities, but rather as one water. It is important to develop
and implement sustainable wastewater treatment and re-
source recovery technologies that produce high quality wa-
ter, recovery energy, and generate value-added products as
the population continues to increase and WRRFs receive
more stress. AnMBRs produce methane that can be recov-
ered on-site and offer potential for down-stream nutrient
recovery. This research revealed that they substantially re-
duce concentrations of ARGs, likely to a much greater and
consistent extent than conventional activated sludge
reactors.
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