N) tree generated by a cgMLST analysis (based on 876 loci)

38.Bacteroides xylanisolvens An107 (GCA 002161135.1)

Bacteroides xylanisolvens SRR16280083_bin.4_MetaWRAP_v1.3_MAG (GCA_959600085.1)
Bacteroides xylanisolvens CL11T00C41 (GCA_018289035.1)

Bacteroides xylanisolvens BFG-514 (GCA_024758345.1)

1% Bacteroides xylanisolvens Map_186_012 (GCA_022747545.1)

P48.Bacteroides xylanisolvens BIOML-A74 (GCA_009093695.1)

Z.Bacteroides xylanisolvens SRR13840102_bin.5_metawrap_v1.3_MAG (GCA_947071075.1)
Bacteroides xylanisolvens S_397 (GCA_034129145.1)

s -Bacteroides xylanisolvens S_975 (GCA_034146065.1)

1a@:Bacteroides xylanisolvens S_68 (GCA_034124505.1)

204

—=Bacteroides xylanisolvens S_582 (GCA_034136725.1)
—.Bacteroides xylanisolvens S_32 (GCA_034152185.1)
o[ “>Bacteroides xylanisolvens S_923 (GCA_034139065.1)
~Bacteroides xylanisolvens S_1003 (GCA_034145385.1)
Z.Bacteroides xylanisolvens S_207 (GCA_034121515.1)
Bacteroides xylanisolvens min17_bin85 (GCA_928721965.1)
Bacteroides xylanisolvens ERR9492522_bin.1_MetaWRAP_v1.3_MAG (GCA_958365235.1)
Bacteroides xylanisolvens S_877 (GCA_034140985.1)
1%Bacteroides xylanisolvens S_838 (GCA_034142485.1)

2%.Bacteroides xylanisolvens S_710 (GCA_034133465.1)

o

“Root
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