N) tree generated by a cgMLST analysis (based on 729 loci)

2. imosilactobacillus reuteri M495A (GCA_046939295.1)
%8 307E3'5 Limosilactobacillus reuteri 105k (GCA_002254085.1)
t BS| imosilactobacillus reuteri 105w (GCA_002254095.1)

n 282 imosilactobacillus reuteri DSM 100192 (GCA_024622305.1)
%3 imosilactobacillus reuteri Lr4020 (GCA_009649565.1)
Limosilactobacillus reuteri 2-62 (GCA_041226345.1)
Limosilactobacillus reuteri 3B (GCA_020784525.1)
244 imosilactobacillus reuteri MD207 (GCA_010206285.1)

%8| imosilactobacillus reuteri 1030 (GCA 002254245.1)
Limosilactobacillus reuteri 103p (GCA_002254195.1)
8. imosilactobacillus reuteri 105p (GCA_002254025.1)
292, imosilactobacillus reuteri 117w (GCA_002253765.1)
9975, imosilactobacillus reuteri 117n (GCA_002253875.1)
Limosilactobacillus reuteri 1111 (GCA_002253945.1)
t9.Limosilactobacillus reuteri 111b (GCA_002253965.1)
29%, imosilactobacillus reuteri 103v (GCA_002254185.1)
9%, imosilactobacillus reuteri 111v (GCA_002253905.1)
Limosilactobacillus reuteri 117r (GCA_002253785.1)
Limosilactobacillus reuteri 111f (GCA_002253975.1)
Limosilactobacillus reuteri 103b (GCA_002254255.1)

0.63
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0.11

%Root
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