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

°%parabacteroides distasonis B555_004 (GCA_022714905.1)
“Parabacteroides distasonis K33 (GCA_019733675.1)
~Parabacteroides distasonis 16-6-I_5_FM (GCA_033550005.1)
Parabacteroides distasonis S_662 (GCA_034134425.1)
*"%parabacteroides distasonis S 153 (GCA_034122525.1)
%pParabacteroides distasonis CLO3T12C09 (GCA_000307455.1)
Parabacteroides distasonis CLO3T12C09 (GCA_018292145.1)
Parabacteroides distasonis BJH_136 (GCA_021412705.1)
Parabacteroides distasonis SRR18940298_bin.11_MetaWRAP_v1.3_MAG (GCA_958435695.1)
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 TF10-4 (GCA_003437495.1)
29%8.parabacteroides distasonis BIOML-A15 (GCA_009677335.1)
Parabacteroides distasonis BIOML-A21 (GCA_009677345.1)
Parabacteroides distasonis BIOML-A13 (GCA_009677385.1)
Parabacteroides distasonis BIOML-A14 (GCA_009677405.1)
Parabacteroides distasonis BIOML-A18 (GCA_009677825.1)
Parabacteroides distasonis BIOML-A20 (GCA_009678675.1)
Parabacteroides distasonis BIOML-A17 (GCA_009678695.1)

rlo

0.27

%Root

250



