N) tree generated by a cgMLST analysis (based on 993 loci)

333[1 Parabacteroides merdae 10010951)_161003_F2 (GCA_015548105.1)

! Rparabacteroides merdae 1001095st1_A4_10010951)_161003 (GCA_028328905.1)
—3*2.parabacteroides merdae (GCA_000433955.1)

Parabacteroides merdae SRR13494520_bin.54_MetaWRAP_v1.3_MAG (GCA_959026335.1)
Parabacteroides merdae BIOML-A1 (GCA_009677855.1)

Parabacteroides merdae BIOML-A9 (GCA_009719915.1)

Parabacteroides merdae BIOML-A7 (GCA_009719945.1)

Parabacteroides merdae BIOML-A5 (GCA_009719965.1)

27

11.5
0.77

N
N
Gl

310 EO Parabacteroides merdae AF101-95 (GCA_027686665.1)
! Lparabacteroides merdae AF101-58 (GCA_027686805.1)

308

Parabacteroides merdae 1028stl_A4_1028SCRN_200821 (GCA_028328385.1)
Parabacteroides merdae ERR10960871_bin.1_MetaWRAP_v1.3_MAG (GCA_958404825.1)
Parabacteroides merdae SUG879 (GCA_022783065.1)

Parabacteroides merdae COPD090 (GCA_014870605.1)

Parabacteroides merdae DOME_MAG_8922 (GCA_036552125.1)

Parabacteroides merdae CTOTU13359 (GCA_036837885.1)

Parabacteroides merdae D52t1_170925 B4 (GCA_015555255.1)

Parabacteroides merdae D52st1_G3_D52t1_170925 (GCA_028326765.1)
Parabacteroides merdae D52st1_D10_D52t1_170925 (GCA_028328455.1)

L %%.parabacteroides merdae BFG-280 (GCA_020091365.1)
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