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High-mobilized ARG

(% Mobility potential = 95%)

Medium-mobilized ARG

(% Mobility potential < 95%)

Low-mobilized ARG

(Mobility potential percent <5%)

Non-mobil or not detected ARG

(161 genes)

ARG Risk Rank 1

(20 genes)

p
: perfect category
(ARGs with perfect match to AMR genes in the CARD curated protein database)

§ : strict category
(Variants of known AMR genes in CARD curated protein database)

L : Loose category

(Distant homologs of AMR genes outside CARD’s cut off model that need phenotypic
screening for verification)

I : Mobile ARG detected in the influent

Risk ranking of mobile resistome in Tz-WWTP

E : Mobile ARG detected in the Effluent

ARG Risk Rank 3
(10 genes)

ARG Risk Rank 4
(one gene)

ARG Risk Rank 5
(111 genes)
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