Supplemental Figure 1. Multiple sequence alignment of L-Al protein sequences from
various Lactobacillus species using the T-Coffee algorithm. LRAI, L. reuteri; LPIAI, L.
plantarum, LFAL L. fermentum; LBr, L. brevis; LPeAl, L. pentosus; LBuAl, L. buchneri;
LSAL L. sakei. Black shaded areas indicate homology, grey shaded areas indicate amino acids

with similar properties.

LRAT WKLN@SGKLPYKVVFKEVMTTAEET
LP1AI @D TADK .NASGKLPYKVVFKIBVMT TAES T
LFAT BREe D v v vlic s oL Y CEERL B VEK DAY DE L NEEc K LB v EVEFKvEATTARS T
LBrAI B> TADK.NASGKLPYKVVFKIBVMT TAES T
LPeAl @D TIIDK.NASGKLPYKVVFKIBVMT TAES T
LBUAT ®VPDYEFWFVTGSQHLYGEEQLKS V@K DARDEVDKLNASGKLP Y[

LSAI

LRATI

LPI1AT

LFAT

LBrAT

LPeAl

LBUAT

LSAI

V-SRIl L. NO SAHGDREYAY INARL

LPIAT 121 UNIANCRRIENINTNGIINIS WEDVAVAYNESFKJKVAR
NP NS ER 1 Fl0SAHGDREYAY INGRLNGFINNV Y Gl G DRDVOEQ T ARWERIVAVAYNE SERITKHAR
5S-SR\ 1. NQSAHGDREYAY INARLEWNNK I VY GYWGDEDVQEO I ARWEDVAVAYNESFKlIKVAR
NN\ 1. NOSAHGDREYAY INARL

LBuUAI 121
LSAI 121

LRAI 180 [EVENUNEIISHABING
NIV RN - D TMRNVAVTEGDKVEAQIK
N NSRRI - G D TMREVAVTEGDK VRO IK
=39 RN - D TMRNVAVTEGDKVEAQIK
NSNS RN - D TMRNVAVTEGDKVEAQIK

LBuAI 181

LSAI 181

LRAT 240

LPIAI 241 GGYTAFTTNFEDL GlEQLPGLAEQLLlRDG
LFAT 241 FLDBNGYRAF TENFEDLEGLEQL PGLAYOL LMEDG
LBrAI 241 GGYTAFTTNFEDLWGHEQLPGLAAQLL
LPeAI 241 GGYTAFTTNFEDLMGHMEQLPGLAGOLL
LBUAI 241

LSAI 241

LRAI 300 (qSYINEnRRN /A " DEN A
INID-NECIONNN ' CFGAEGDWKTAALER) |
LFAI 301 pdejgerieln jx - T8

|

LBrAI 301 pqeyerNeinj gy vusCix




LPeATI
LBuATI
LSAT

LRAT
LP1AT
LFAT
LBrAT
LPeATI
LBuATI
LSAT

LRAT
LP1AT
LFAT
LBrAT
LPeATI
LBuATl
LSAT

301
301
301

360
361
361
361
361
361
361

420
421
421
421
421
421
421

YGFGAEGDWKTAALE® KIMSHNIN®TAFMEDYTLDLREGHEATLGSHMLEVDPEIASDK]
YGFGAEGDWKTAALIR KIM HNQATAFMEDYTLILQ G@EAILGSHMLEVDPGIESDK

DGFKMIBYAVDENKPEAET PYL. P
SYJgDIale 12t AENd PN C K TiziokNai )z Il
DGFKMIGYAVDENKPEFET PP
DGFKMIBYAVDENKPEAET PRL P



Supplemental Figure 2. Multiple sequence alignment of D-XI protein sequences from
various Lactobacillus species using the T-Coffee algorithm. LRAI, L. reuteri; LP1AI, L.
plantarum, LFAL L. fermentum; LBr, L. brevis; LPeAl, L. pentosus; LBuAl, L. buchneri;
LSAIL L. sakei. Black shaded areas indicate homology, grey shaded areas indicate amino acids

with similar properties.
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