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Lactobacillus casei is a species belonging to the group of lactic &éeicteria of considerable interest in
the food industry for milkermentation and cheese productiéarthermorel. casei has attracted
intense interest as a probioticactobacillus caset ATCC 334 was sequenced by the Lactic Acid
Bacteria Genom&equencing Consortium. However, a number of stusliggested that there were
significant differences between this strain amdtobacillus casel BL23. In particular, estimations of
their genome sizes by real-time quantitative PCdRcated a genome size of 3.1 Mb (x 200 kb) for
BL23 and 2.8 Mb (+ 200 kb) for ATCC 334 (actualesi2.93 Mb). This prompted us to start the
sequencing of this strain. To this end, a shotdanieg and sequencing strategy was followed. After
assembly of contigs, gaps are being filled by PE&far, 2.97 Mb in 96 contigs have been sequenced.
The preliminary analysis of the sequence showsgéaés present in both organisms are usually more
than 90% identical. However, the genome of BL23tams numerous insertions which probably
account for most physiological differences betwdentwo strains. We have focused our studies first
on genes involved in sugar metabolism, because mangs present only in BL23 encode proteins for
carbohydrate uptake systems, including the PERobgyate phosphotransferase system, ABC
transporters and ion symport systems. We have ctesized operons for lactose, myo-inositol,
maltose, sorbitol and sorbose utilization presentBL23, which are either incomplete, plasmid-
encoded or absent in ATCC 334. In addition, othecharacterized putative sugar utilization gene
clusters not present in ATCC 334 have been idextiin BL23. Phage-related gene clusters are
present in both organisms, but are quite diffeyeathanized and located at different positionshi@ t
genome. Interestingly, only strain BL23 contain€RISPR region and CRISPR-associated genes,
which mediate phage resistance. BL23 also contamsbout 21 kb region for exopolysaccharide
synthesis, which is absent from strain ATCC 334.o0m others, this region contains the gene for a
tyrosine kinase, enzymes known to regulate exopobfsaride synthesis and assembly, and a
duplication of themlACBD genes whose products are involved in the syntlidssopolysaccharide
precursors. Various types of transposases aredmnggufound inserted in both organisms, but again
are mostly found at different positions. In contrd®th strains contain five rRNA regions, whicle ar
located at identical positions in the genome aratipedentical.
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