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

’*Lparabacteroides distasonis BJH 21 (GCA_021410985.1)

Parabacteroides distasonis S_891 (GCA_034140345.1)

Parabacteroides distasonis ADR1290_3B (GCA_007896565.1)
Parabacteroides distasonis ADR1290_1B (GCA_007896775.1)
Parabacteroides distasonis ADR1290_2B (GCA_009024595.1)

Parabacteroides distasonis ADR129M (GCA_009025675.1)

*5parabacteroides distasonis 1001174st1_E1_1001174B_160307 (GCA_028330115.1)
“Parabacteroides distasonis ATCC 8503 (GCA 000012845.1)
Parabacteroides distasonis FDAARGOS 344 (GCA_002206325.2)
Parabacteroides distasonis FDAARGOS_1234 (GCA_016888905.1)
Parabacteroides distasonis FDAARGOS_1565 (GCA_020735945.1)
Parabacteroides distasonis NCTC11152 (GCA_900445525.1)
—Parabacteroides distasonis LMAG:98 (GCA_008679285.1)

L*%.parabacteroides distasonis D33st1_H11 D33t1 170424 (GCA 028326785.1)
Parabacteroides distasonis D33t1_170424 F12 (GCA_015671155.1)
Parabacteroides distasonis S 563 (GCA_034126095.1)

Parabacteroides distasonis MGYG-HGUT-02438 (GCA_902387045.1)
Parabacteroides distasonis BFG-308 (GCA 024758045.1)
Parabacteroides distasonis CL11T00C22 (GCA_018288975.1)
Parabacteroides distasonis KROO1_HAM_0055 (GCA_025757725.1)
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