N) tree generated by a cgMLST analysis (based on 729 loci)
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“Limosilactobacillus reuteri PNGO008C_M (GCA 020785255.1)
Limosilactobacillus reuteri PNGO08_ANA (GCA_020785335.1)
Limosilactobacillus reuteri PB-W1 (GCA_020785355.1)
Limosilactobacillus reuteri PNGO08_48h (GCA 020785415.1)
Limosilactobacillus reuteri PNG0O08_24h (GCA 020785475.1)
=Limosilactobacillus reuteri PNGOO8A M (GCA_020785325.1)

253 E””g Limosilactobacillus reuteri 2010 (GCA_003703885.1)
Y 24 imosilactobacillus reuteri 18-5 (GCA_004684995.1)
21 imosilactobacillus reuteri UMB5704 (GCA_030226325.1)
2%, imosilactobacillus reuteri LTM Jesus 5 1 (GCA_020785035.1)
Limosilactobacillus reuteri LTM_Jesus_1_1 (GCA_020785095.1)

Limosilactobacillus reuteri BIO7251 (GCA_030262475.1)
Limosilactobacillus reuteri C4 (GCA_020784595.1)
Limosilactobacillus reuteri C3 (GCA_020784605.1)

313, imosilactobacillus reuteri apa7l (GCA_020784795.1)
%Limosilactobacillus reuteri S 1 1(GCA 020784355.1)
Limosilactobacillus reuteri S_ 5 1 (GCA _020784415.1)
=Limosilactobacillus reuteri S_ 9 1 (GCA_020784395.1)

ZBQEO Limosilactobacillus reuteri D.I.1-B (GCA_020784555.1)
Y % imosilactobacillus reuteri C.p.1-C (GCA 020784575.1)



