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 Evaluate the response of three constructed wetlands
wastewater treatment systems (CWs), working in
_horizontal  subsurface flow with macrophytes
~ (Phragmites australlis), to achieve:
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Total coliforms and Escherichia coli colony forming units per volume of sample (log CFU/mL or wet weight); the bacterial load through 16S rRNA gene

guantification by gPCR (log gene copy/mL or wet weight), in influent, effluent and sediment samples and macrophytes height (cm) across the four campaigns. Variation of chemical compounds (%) identified in all the samples across 1st and 2nd

campaigns, winter and spring, respectively, by (LC-HRMS), for the three CWs (A,B,C).
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16S rRNA gene and AR reduced values (log-units/mL) between influent (1) and effluent (E) samples across the four different
campaigns (1-winter, 2-spring, 3-summer and 4-autumn).

Class relative abundance (%) for the influent (), effluent (E), and sediments (S) samples for the three CWs (A, B, N.D. — not determined

and C) in the different seasons (1-winter, 2-spring, 3-summer, and 4-autumm).
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