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

2.parabacteroides distasonis S_153 (GCA_034122525.1)
Parabacteroides distasonis BJH_77 (GCA_021409825.1)
Parabacteroides distasonis BJH_11 (GCA_021413025.1)
=Parabacteroides distasonis SRR19721641_bin.16_metawrap_v1.3_MAG (GCA_947002515.1)
Parabacteroides distasonis SUG3459 (GCA_034088085.1)
Parabacteroides distasonis S_438 (GCA_034128305.1)
29%5.parabacteroides distasonis TF10-4 (GCA_003437495.1)
Parabacteroides distasonis OM02-13 (GCA_003439415.1)
Parabacteroides distasonis AM26-10 (GCA_003469715.1)
Parabacteroides distasonis AM26-22AC (GCA_003470105.1)
L%, parabacteroides distasonis AM16-4 (GCA_003471825.1)
2'950 Parabacteroides distasonis CL0O3T12C09 (GCA_000307455.1)
@Parabacteroides distasonis CL0O3T12C09 (GCA_018292145.1)
“Parabacteroides distasonis BJH_188 (GCA_021411405.1)
Parabacteroides distasonis BJH_186 (GCA_021411475.1)
Parabacteroides distasonis CE91-St4 (GCA_022835335.1)
Parabacteroides distasonis CE91-St5 (GCA_022835355.1)
Parabacteroides distasonis BJH_136 (GCA_021412705.1)
Parabacteroides distasonis MCC668 (GCA_018784195.1)
Parabacteroides distasonis SRR18940298_bin.11_MetaWRAP_v1.3_MAG (GCA_958435695.1)
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