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Severe Clostridium difficile--Associated Disease in Populations Previously at Low Risk
--- Four States, 2005

Clostridium difficile is a spore-forming, gram-positive bacillus that produces exotoxins that are pathogenic to humans. C. difficile--associated disease (CDAD) ranges in severity from
mild diarrhea to fulminant colitis and death. Antimicrobial use is the primary risk factor for development of CDAD because it disrupts normal bowel flora and promotes C. difficile
overgrowth. C. difficile typically has affected older or severely ill patients who are hospital inpatients or residents of long-term--care facilities. Recently, however, both the frequency
and severity of health-care--associated CDAD has increased; from 2000 to 2001, the rate of U.S. hospital discharge diagnoses of CDAD increased by 26% (/). One possible
explanation for these increases is the emergence of a previously uncommon strain of C. difficile responsible for severe hospital outbreaks (2). Although individual cases of CDAD are
not nationally reportable, in 2005, the Pennsylvania Department of Health (PADOH) and CDC received several case reports of serious CDAD in otherwise healthy patients with
minimal or no exposure to a health-care setting. An investigation was initiated by the Philadelphia Department of Public Health (PDPH), PADOH, and CDC to determine the scope of
the problem and explore a possible change in CDAD epidemiology. This report summarizes the results of the investigation in Pennsylvania and three other states, which indicated the
presence of severe CDAD in healthy persons living in the community and peripartum women, two populations previously thought to be at low risk. The findings underscore the
importance of judicious antimicrobial use, the need for community clinicians to maintain a higher index of suspicion for CDAD, and the need for surveillance to better understand the

changing epidemiology of CDAD.

Centers for Disease Control and Prevention (CDC). MMWR Morb Mortal WKly Rep. 2005 Dec
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A Part1:5,9% IAS 2022-2023 A Menace urgente CDC

(vs 4,8% 2016-2017) A 1e agent responsable IAS (12,5%)

A 8¢ agent responsable IAS A 223.900 ICD/an dont 12.800 déceés
A 172.000 ICD/an

Antibiotic Resistance Threats in the United States, 2019
(cdc.gov)
Ecdc.europa.eu
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MICROBIOLOGIE

Forme sporulée = forme résistante

V Chaleur, acidite gastrique et plupart désinfectants

V Bacille Gram
Positif
V Anaérobie strict

V Aux antibiotiques => forme recurrente

Forme veégeétative = forme pathogeéene

V Toxines

VToxine A : enterotoxine (gene tcdA) V Spores

VToxine B +++ : cytotoxine (gene tcdB)

VToxine binaire CTD 16-23% (genes cdtA et cdtB)



