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Figure S1. Scheme of construction of plasmids pPRCR13, pRCR14 and pRCR15.
Maps of these plasmids and of the parental pRCR are depicted. The pertinent

restrictions sites as well as the mrfp gene encoding the mCherry and the cat gene, which

encodes the chloramphenicol acetyltransferase, are shown.
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Figure S2. Detection of fluorescence in Lactococcus lactis strains. Cultures of the
indicated strains grown in M17G (glucose) or M17GS (sucrose) and were analysed at
the initial exponential phase or at late stationary phase by phase contrast (left panels) or
fluorescence (right panels) microscopy.



Figure S3. Multiple alignment (CLUSTALX 2.1) of the amino acid sequences of the
dextransucrases of Lb. sakei MN1, Lb. sakei Kgl5 and Lb. curvatus 1624. Symbols:
(*) identical amino acids in all sequences, (:), amino acids with very similar
properties and (.), amino acids with properties with low similarity.
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Figure S4. Alignment (CLUSTALX 2.1) of the amino acid sequences of the
dextransucrases of Lb. sakei MN1 (396-1395) and Lb. reuteri 180 3HZ3 (746-1751).
Symbols: (*), identical amino acids in all sequences; (:), amino acids with very
similar properties and (.), amino acids with low similarity.
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MNQD-AMTGFTTDEKGTTYYSTSGYQAKQSFIQGDDGQYYYFDADGYMVTG----SQTIN
SVQDNEGYGFVKEGNNYHYYDENKQMVKDAFIQDSVGNWYYFDKNGNMVANQSPVEISSN

* * ** . . ** * . *** * . **** * **

GKQ--YYFLPNGVELREAFLONASGNTVYYGKTGSAVKSKYVVDQSGVAYYFDVNGNMVA
GASGTYLFLNNGTSFRSGLVKTDAG-TYYYDGDGRMVRNQTVSDG-AMTYVLDENGKLVS
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Lb. sakei MN1 D 1000
Lb. reuteri 180 E 1006





