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

t*%parabacteroides distasonis MGBC162882 (GCA_949033485.1)
Parabacteroides distasonis MGBC162975 (GCA_948522235.1)
Parabacteroides distasonis MGBC163043 (GCA_948494625.1)
Parabacteroides distasonis DFI.5.70 (GCA_020709145.1)
Parabacteroides distasonis DFI.5.23 (GCA_024463095.1)
Parabacteroides distasonis DFI.5.23 (GCA_036419355.1)
““Parabacteroides distasonis MGBC114342 (GCA_949022945.1)
>*Lparabacteroides distasonis 3776 Po2 i (GCA_000699745.1)
Parabacteroides distasonis 3776 D15 i (GCA_000699785.1)
Parabacteroides distasonis 3776 D15 iv (GCA_000699805.1)
Parabacteroides distasonis BFG-158 (GCA_024759645.1)
Parabacteroides distasonis DSM 29491 (GCA_024622105.1)
Parabacteroides distasonis ERR8099108_bin.21_metawrap_v1.3_MAG (GCA_947039685.1)
Parabacteroides distasonis SC1146_S51_bin.3 (GCA_009774835.1)
Parabacteroides distasonis 9.PD.Ymh (GCA_910573885.1)
Parabacteroides distasonis A3_3.PD.CDM (GCA_910574085.1)
Parabacteroides distasonis A56_48.PD.DSS (GCA_910574755.1)
Parabacteroides distasonis B45 (GCA_910576095.1)
Parabacteroides distasonis MGBC115827 (GCA_910579885.1)
Parabacteroides distasonis Parabacteroides_distasonis_DSM111137 (GCA_932750775.1)
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