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Figure B.5 Comparison of the genomic locations that contain large surface proteins in L.
reuteri 100-23. Comparison of the sites in strains 100-23 and F275 that contain rodent-
specific large surface proteins. (A) Lr 70770, (B) Lr 70697, (C) Lr 70131, Lr 70134, and
Lr 70135, (D) Lr 70581, and (E) Lr 71380.
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Figure B.6 LysM domain/YG-motif proteins in L. reuteri 100-23 compared to those found
in L. reuteri DSM20016T and L. vaginalis

Figure B.7 LytSR gene cluster in L. reuteri 100-23 and related organisms.
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