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Rehydration
and antibiotics
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Severe diarrhea and colitis
Systemic complications
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in comunita nelle 4 settimane successive una precedente dimissione ospedaliera

Burden of Clostridium difficile Infection

in the United States




Esordio dei sintomi in comunita in assenza di ricovero nelle 12 settimane precedenti
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Method
Band-based

Target

Discriminatory

power

Typeability Reproducibility

Ease of

interpretation complexity

Technical

Transportability

REA

Whole genome

Good

Fair

Fair

Poor

Moderate

Poor

PFGE

Whole genome

Moderate

Fair

Moderate

Fair

Moderate

Moderate

Moderate

Moderate

Moderate

Moderate

PCR ribotyping

tandem repeats

Excellent

Moderate

Moderate

Moderate

Sequence-based

MLST 7HG

7 HG

Moderate

Moderate

Excellent

Moderate

Excellent

SNP typing

Whole genome,
SNPs

Excellent
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Whole genome sequencing reveals potential spre

Clostridium difficile between humans and farm an
Netherlands, 2002 to 2011
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NICAL REPORT Laboratory procedures for diagnosis and typing of human Clostridium difficile infection
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Clade 1

(RT 001 - RT 014 - RT 018 - RT 607 e molti altri)

Clade 4
(RT 017 017)

+B+CDT+ Clade 2
V e la molti RT emergenti (incluso RT 027-lineage: RT 016 - RT 036 - RT 080 - RT 106 - RT 176 - RT 244 - RT 32

(incluso RT 078-lineage: RT 066 - RT126 - RT 620)

Clade 5
Clade 3
(RT 023 023)
-B CDT+
blo CDT — CDI

lentificazione solo tramite NAAT per CDT

Clade 5
(RT 033)
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Clade 1

Clade 2
(RT 027-lineage)

Clade 3
Clade 4

(RT 078-lineage) st
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ot ™ P By 0 STt/ Dy 30T
Ceppl CDT+

USA30% 1 EU23%

F 1| Associazione tra CDT e aumento della mortalita a
**% 30 g indipendentemente da RT di appartenenza

Gut Microbes. 2014. 5:1, 15-27
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| sistemi molecolari che usano A117 coma

marker molecolare non danno una tipizzazi

dell’RT 027 ma solo una «identificazione
presuntiva»

= R 2 TLRDGEN
Solo la tipizzazione con Capillary PCR-ribotyj
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Nat Genet. 2013. 45: 109-113

nce and global spread of epidemic healthcare- <
ed Clostridium difficile e
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C e e ® United States

N ® Canada

@ Continental Europe |
@ UK and Ireland
| ® Australia

..the acquisition of resistance to commonly used antibiotics is
major feature of the continued evolution and persistence
C. difficile 027/BI/NAP1 in healthcare settings”
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dei ceppi isolati da CDI sono MDR 7

MDR pattern: ERY- CLI - MXF - RIF
A
\mx»r

RT 018 e RT 607 — 100% MDR

Adv Exp Med Biol. 2018;1050:137-159
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Italia (dati ISS):
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62% dei ceppi ¢ MDR:

MDR pattern: FQs - CFs - MLS:
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robiol Infect. 2015. 21: 248.e9-248.e16
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J. Clin. Microbiol. 2015. 53: 2575-2580

European Journal of Internal Medicine 54 (2018) 21-26
>10 volte rispetto a RT 078 (HV)

BMC Infectious Diseases (2016) 16:656
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Draft Genome Sequence of Clostridium difficile Strain IT1118, an
Epidemic Isolate Belonging to the Emerging PCR Ribotype 01§
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> sporulazione a 24h
@
> R agli antibiotici

RT 018 predominante a 24h
nei test di competizione in vitro
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Contents lists available at ScienceDirect
Anaerobe

ELSEVIER journal homepage: www.elsevier.com/locate/anaerobe

Clostridium difficile (including epidemiology)

Characterization of Clostridium difficile PCR-ribotype 018: A
problematic emerging type

Fabrizio Barbanti, Patrizia Splgag]n
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Rapida colonizzazione
dell’intestino

Elevata trasmissibilita
e persistenza
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