N) tree generated by a cgMLST analysis (based on 120 loci)

2 parabacteroides distasonis CFPLTA003_1B (GCA_007896695.1)
Parabacteroides distasonis S_29 (GCA_034152145.1)

Parabacteroides distasonis ERR1430420_bin.83_CONCOCT_v1.1_MAG (GCA_938033965.1)
=Parabacteroides distasonis ERR10960865_bin.15_MetaWRAP_v1.3_MAG (GCA_958416015.1)
“Parabacteroides distasonis 1028st1_G7_1028SCRN_200821 (GCA 028326855.1)
Parabacteroides distasonis 1028stl_C9_1028SCRN_200821 (GCA_028329175.1)
Parabacteroides distasonis 1028st1_E11_1028SCRN_200821 (GCA_028329205.1)
Parabacteroides distasonis Map_121_005 (GCA_022743845.1)

“Parabacteroides distasonis S_864 (GCA_034141505.1)

Parabacteroides distasonis OF25-11pH10A (GCA_027693605.1)

2%.parabacteroides distasonis FDAARGOS 615 (GCA 012273055.1)

t%parabacteroides distasonis CLO9T03C24 (GCA_000307435.1)
Parabacteroides distasonis UBA11768 (GCA_003503335.1)
Parabacteroides distasonis UBA9112 (GCA_003526535.1)
Parabacteroides distasonis AM100-PB-1D-25A (GCA_027660485.1)
Parabacteroides distasonis S_107 (GCA_034123745.1)

Parabacteroides distasonis S_103 (GCA_034123805.1)

Parabacteroides distasonis AF57-19A (GCA 027681845.1)

o[ “-Parabacteroides distasonis AF102-35 (GCA_027686385.1)

047 036Lparabacteroides distasonis S_955 (GCA_034137895.1)
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