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

ol "Bacteroides xylanisolvens SRR7721867-bin.16 (GCA_905199765.1)

#2Bacteroides xylanisolvens S_774 (GCA_034144505.1)

86.7
L

Z%E Bacteroides xylanisolvens P17.D5 (GCA _020256715.1)
' YBacteroides xylanisolvens P17.C2 (GCA_020256745.1)

Bacteroides xylanisolvens bg_0049 (GCA 004167295.1)
Bacteroides xylanisolvens BIOML-A70 (GCA_009093775.1)

Bacteroides xylanisolvens BIOML-A73 (GCA_009153275.1)
2%, “>Bacteroides xylanisolvens BIOML-A71 (GCA_009093945.1)
®9.Bacteroides xylanisolvens BIOML-A72 (GCA_009093835.1)
Bacteroides xylanisolvens S_639 (GCA_034134845.1)

=lo

=00
Ing
2

269

110 E Bacteroides xylanisolvens K29 (GCA 019733725.1)
ao] PBacteroides xylanisolvens KO1 (GCA 019734395.1)

Y
©
©

8.Bacteroides xylanisolvens LG101-21 (GCA_027695665.1)
232

L

Bacteroides xylanisolvens S 569 (GCA_034137205.1)

323

3.69
0.57

Bacteroides xylanisolvens AF38-2 (GCA_003474645.1)

Bacteroides xylanisolvens AM26-3 (GCA _027671115.1)
Bacteroides xylanisolvens AM26-1 (GCA_003469745.1)
=Bacteroides xylanisolvens S_253 (GCA_034131885.1)
~-Bacteroides xylanisolvens S_722 (GCA_034133225.1)
~<Bacteroides xylanisolvens Map_86_002 (GCA_022732615.1)

115

%Root

250



