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Development of the rapid diagnosis system of the infectious disease using MALDI-TOF-
MS
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MALDI-TOF-MS has become prevalent in hospital laboratories as a method to rapidly

identify bacterial colonies. We have developed a system that quickly identifies the pathogenic bacteria in
urine by applging this method. The minimum bacterial count required for the detection of bacteria in urin
e was 100,000 bacteria/mL, which was almost equal to that required in Gram staining. At the genus level, t
he concordance rates of identification were 90% and above in Gram-negative bacillus and nearly 65% in Gram
-positive cocci. The whole process was completed within 20 minutes. Furthermore, we tried to develop a met
hod that detected the production of carbapenemase by using isolated and cultured colonies. The recovery of
peptides from carbapenemase-producing clones was more than 60%. However, most carbapenemase-producing cli
nical isolates could not be detected because of the influence of other contaminant proteins. We will conti
nue the study of this issue.
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2274.1 90-11C GSISSHFHSDSTGGIEWLNSR
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1650.9 210-225 LVVPSHSEVGDASLLK
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[

AESLPDLKIE KLDEGVYVHT SFEEVNGWGV VEPKHGLVVLV

51 FTAKDTEKLV TWEVERGYKI KGSISSHFHS DSTGGIEWLN
101 LTNELLKKDG KVQATNSFSG VNYWLVKENKI EVFYPGPGHT
151 RKILFGGCFI KPYGLGNLGD ANIEAWPKSA KLLKSKYGKA
201 GDASLLKLTL EQAVKGLNES KK

5. IMP-1

NAERYLIDTP
SRSIFTYASE
PDNVVVWLEPE
KLVVESHSEV

(http://www.matrixscience.com/)
MALDI-TOF MS
Protein sequence coverage: 63%.
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