N) tree generated by a cgMLST analysis (based on 729 loci)
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{Limosilactobacillus reuteri PTA6_F2 (GCA_009389035.1)
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2% imosilactobacillus reuteri PTA5 F11 (GCA_009389255.1)
,[*“Limosilactobacillus reuteri PTA6_F8 (GCA_009389005.1)
Limosilactobacillus reuteri PTA6_C2 (GCA_009389115.1)
Limosilactobacillus reuteri PTA1_F3 (GCA_009389365.1)
Limosilactobacillus reuteri PTA1_C1 (GCA_009389425.1)
Limosilactobacillus reuteri PTA1_C3 (GCA_009389435.1)
Limosilactobacillus reuteri tu160 (GCA_020785715.1)
0.399 _ “Limosilactobacillus reuteri DS22_10 (GCA_003064585.1)
. Limosilactobacillus reuteri DS17_10 (GCA_003065345.1)
Limosilactobacillus reuteri NLO2 (GCA_030585585.1)
Limosilactobacillus reuteri C501 (GCA_035200785.1)
Limosilactobacillus reuteri RC-14 (GCA_002762415.1)




