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To understand the initial steps of the C. difficile colonization process and the relation with toxins production, we compared transcriptional profiles in vivo and in vitro. : 3 3‘5
Axenic mice were challenged with C. difficile strain 630 and were sacrified at 8, 14 and 38 hours post-infection. The same kinetics was done In vitro, /S §5 S § >
followed by microarray manipulation. '
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Statistical analysis of generated data were performed. In parallel, to improve the relevance of our result we are performing a whole genome re-annotation ¢y5)

using the MaGe platform. A graphical analysis interface usable within collaborative work, MA2HTML, has been created to decipher ., o
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In sumarize, 550 and 874 genes were found to be differentially expressed in vivo and in vitro respectively. More than 200 genes are g % § § §§ §

specificaly regulated in vivo and manually distributed in 18 classes and 250 functionnal groups. Among _ _ &
them three classes temporaly expressed in vivo are particularly represented, Data normalization
I.e. sporulation (51), metabolism (99) and membrane transport (75).
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Some gene regulated in vivo are currently inactivated and evaluated
for their role of pathogenicity process of C. difficile.
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(1) Correct background to obtain positive value only

Statistical Analysis
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Unknown (360) 0% 30% 70% 63% / 37% \ Differentialy expressed genes 550 (280) 431 (78%) 550 (100%)
Total (1864 >500/0) Over expressed genes 349 (220) 300 (85%) 349 (100%)

A majority are Reannotated Under expressed genes 201 (60) 131 (65%) 201 (100%)
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Description : (Marc Monot)

C. difficile carries a 19-gene cluster involved in ethanolamine degradation. Although similar gene clusters are present in C. perfringens and C. tetani, the one in C. difficile bears several hallmarks of a |aterally
acquired genomic island, including the fact that the entire cluster has inserted into and disrupted CD1927, and the last CDS in the cluster encodes a site-specific recombinase (CD1905). Clostridial ethanolamine
degradation proteins are highly similar to those of Salmonella typhimurium, Yersinia enterocolitica and E. faecalis. The use of ethanolamine by C. difficile may be important for its gastrointestinal lifestyle since this

. . carbon and nitrogen source is a constituent of an abundant class of phospholipids that are provided by the host's dietary intake. Et h an O | am i n e an d SO r b i tO I G r O u p S
MicroArray Experiment Results PMID : 13
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escription : (Marc Mono
(l*-'1':.n:.lifypt:q.r Marc Monot le 15/10/2009) ; Sorbitol, also called glucitol, is found in many fruits in nature and is widely used in the food industry as a sweetener, humectant, texturizer, and softener. Besides, a probiotic

- Sorbitol / Ethanolamine present in mice food uptake

effect has been demonstrated for this hexitol, which would be important for the development of functional foods. Utilization of sorbitol as a carbon source has been described for some bacteria, including
coli, Erwinia amylovora, Clostridium beijerinckii, Streptococcus mutans, and Lactobacillus casei. All these organisms rely on the phosphoenclpyruvate:sugar phosphotransferase system (PTS) for the transpo
sorbitol into the cell.
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