Bacteroides uniformis
Phocaeicola dorei
Blautia massiliensis
Bifidobacterium adolescentis:
Bifidobacterium pseudocatenulatum
Burkholderia cepacia
Bifidobacterium longum
Ruminococcus gnavus
Ruminiclostridium siraeum
Parabacteroides merdae
Fusicatenibacter saccharivorans
Serratia nevei
Prevotella hominis
Anaerostipes hadrus
Faecalibacterium prausnitzii
Anaerobutyricum soehngenii
Oliverpabstia intestinalis:
Escherichia coli
Gemmiger formicilis
Bacteroides thetaiotaomicron
Bifidobacterium bifidum
Megasphaera elsdenii
Ottowia beijingensis
Blautia caecimuris'
Micropruina 3cho enica
Comamonas denitrificans:
Azorhizobium caulinodans
Alloprevotella timonensis
Roseburia inulinivorans
Blautia obeum
Blautia coccoides
Eubacterium callanderi
Eggerthella lenta
Agathobaculum butyriciproducens
Phascolarctobacterium succinatutens
Faecalimonas phoceensis
Agathobacter rectalis
Mitsuokella jalaludinii
Elizabethkingia anophelis
Bacteroides fragilis
Clostridium fessum
Agathobacter faecis:
oldemanella porci
Parabacteroides distasonis:
Collinsella stercoris:
Flavonifractor plautii
Parasutterella gallistercoris
Lachnospira eligens
Bifidobacterium globosum
Ligilactobacillus salivarius
Dysosmobacter welbionis
Paraprevotella clara
Barnesiella intestinihominis:
Fusobacterium mortiferum
Ruminococcus bromii
Limosilactobacillus fermentum:
Acutalibacter ornithocaccae
Mediterraneibacter torques:
Blautia faecis
Streptococcus sobrinus:
Ruthenibacterium lactatiformans:
Bilophila wadsworthia
Enterobacter cloacae
Lawsonibacter asaccharolyticus
Clostridium leptum
Faecalimonas umbilicata=]
Ruminococcus bicirculans=
Desulfovibrio desulfuricans=
Dialister succinatiphilus—]
Massiliomicrobiota merdigallinarum=
Aliarcobacter cryaerophilus=

Absicoccus porci=}

Megamonas funiformis=
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Figure S1. The list of metagenome-assembled genomes at the species level in hospital

wastewater.
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Figure S2. Correlation heatmap illustrating the relationship between the incompatibility

group and presence of antimicrobial-resistant genes (ARGs) in plasmids identified using

PlasmidFinder.



