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+ Standardise our ID methods to a single platform
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+ Very simple ID protocol
* Minimal extraction (Yeasts — done on target)
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+ Validate ID result in MYLA




* Known cultures [Type strains?
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Reading et al. ECCMID 2012 P2323



ImpIEIEIG RN alidation

mpylobacter spp.

012 P2332

= Important to know ID to utilise EUCAST ECOFF
data for Erythromycin susceptibility testing as
different ECOFF for each species



gEValidation

pneumoniae
3s from 2004-2011

.pneumoniae)

1 Incorrect ID (S. bovis)
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|dentification of Streptococcus pneumoniae and Non-pneumococcal
Streptococci of the Streptococcus mitis Group using the VITEK®MS
MALDI-TOF Mass Spectrometry System.

N.P. Reading*, H.M. Kilgariff, N. Ratnaraja

Department of Microbiology, Sandwell and West Birmingham Hospitals NHS
Trust, Dudley Road, Birmingham, B18 7QH

. . Speci Incorrect Mo .
Species Strains {:mez: Group HE':E:;;ﬁm dentification 2 SPecies 1D Group
n=226 Comrect

S. pneumoniae 141 140 0 0 1 99.29% 99.29%

S. oralis 44 0 43 0 0%  97.73%

S. mitis 31 0 0%  96.77%

S. pseudopneumoniae 100%  100%

S. cristatus 100% 100%




Identification of Salmonella enterica ssp enterica using the VITEK®MS

MALDI-TOF mass spectrometry system.
N. Reading*, H.M. Kilgariff, N Ratnaraja

Department of Microbiology, Sandwell & West Birmingham Hospitals NHS Trust,
Birmingham, United Kingdom

Total e Family/
Species Strains - L
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Correct

Salmonella typhi 28 2F 1 0 O 99.3%  100%
Salmonella paratyphi A 19 14 0 0 f3.7%  100%

Salmonella species 42 40 0 95.2% 97.6%

35 (100%) isolates of Salmonella species tested directly
for X_.L.D. agar correctly identified as Salmonella Group.

When combined, 123/124 (99.2%) isolates correctly
identified to Salmonella group using the VITEK MS
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+ Strains not included
+ Slash line ID?



When was ID available compared to traditional

method?

Same 400 isolates
e

Time to Identification

Organism Traditional

(mean/range)/hours

Staphylococci 19/15-29

GNB (Ferm/ ) 10/6-22

Streptococci

8/0.1-32
HACEK 18 /17-39
Yeasts 34 /18-68

Enterococci

10 [ 9-27

MALDI-TOF
(mean/range)/hours

1.5/ 0.3-4
1.5/0.3-3,
1.5/ 0.3-4
1.3/ 0.3-3
1/ 0.3-5
1.3/ 0.3-4
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= All with EUCAST/BSAC interpretation
= Antibiotic Discs or Gradient Method

= ID only
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* Organist ady for choice of sensitivity testing
* Minimise waste of false positive latex etc
* Ensure correct isolate picked
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+ Excellent field support from Biomerieux
+ Enabling technology for workflow improvements
+ Standardised [ Reproducible ID method



= |solates not in database

= Actinomyces poorly represented
= Few rapid growing Mycobacteria
= No Brucella......
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= Users unhappy
= Consultants complain no ID available after 4hrs!
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New samples tz vith evidence trail same day via
Consultant Community Paediatrician / GP
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J Same

Patie of initial result.

Sad, but excellent outcome



Direct from blood culture identification

Improved method for the immediate identification of pathogens in BacTIALERT®
aerobic blood cultures by MALDI-TOF mass spectrometry

J. M. Hyman and J. D. Walsh

Divkirieuy, inc., Mcrobiology Resesrch and Developmeny, Durham, LISA

Research Stody —method not conunercially available

Lysis — Filtration method

Our own evaluation with clinical samples suggests
excellent performance

2013 — Look to implement into routine workflow
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Longer term goals

Pathogenicity markers

= ?PVL

* Some conjecture with regards feasibility and which peaks
associated with PVL

Int J Antimicrob Agents. 2009 Mow;34{3):467-70. Epub 2009 May 5.

MALDI-TOF-MS for rapid detection of staphylococcal Panton-Valentine leukocidin.

Unité de Recherche sur les Maladies Infeclieuses et Tropicales Emergentes, CHRS-IRD, UMR 6236, Faculié de Médecine et de Pharmacie, Université de |a Méditerrange, 27 Bd
Jean Moulin, 13385 Marseille Cedex 05, France.

Int J Antimicrob Agents. 2010 Aug;35(2):193-4. Epub 2010 May 31.

Detection of Panton-Valentine toxin in Staphylococcus aureus by mass spectrometry directly from
colony: time has not yet come.




Antibiotic resistance

= MRSA
= ?Possible

J. Med. Microbiol. — Vol. 49 (2000), 295-300
(© 2000 The Pathological Society of Great Britain and Ireland
ISSN 0022-2615

TECHNICAL NOTE

Rapid discrimination between methicillin-sensitive
and methicillin-resistant Staphylococcus aureus by
intact cell mass spectrometry

VALERIE EDWARDS-JONES®, M. A. CLAYDON", D. J. EVASON*, J. WALKERY, A. J. FOX"+ and
D. B. GORDON*




= Carbapenem hydrolysis assay(s)
= Lots of posters/presentations at ECCMID 2011 & 2012

v, Sepl. 2011, p. 32223227 Yl 40, No. 9
B, FEd-11
? for Microbiology. All Rights Reserved.

Carbapenemase Activity Detection by Matrix-Assisted Laser
Desorption Ionization-Time of Flight Mass Spectrometry’

Jaroslav Hrabdk,* Radka Walkovi, Vendula Studentovi, Eva Chuditkovi, and Tamara Bergerova

Departrment of Microbiclogy, Faculty of Medicine and University Hospital in Peen, Charles University in Prague, Flzen, Czech Republic

UniversityHospital Heidelberg

MALDI-TOF MS: detection of carbapenem resistance within one hour
|. Burckhardt™, 5. Zimmermann'
| Department for Infectious Diseases, Microbiology and Hygiene, University of Heidelberg, Heidelberg, Germany
*zorresponding| author: irene burckhardt@@med. uni-heidelberg.de

= Other resistance markers?
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