E Rt E ¥ 2% 2020 48 2 A% 41 %% 4  Int ] Lab Med,February 2020, Vol. 41,No. 4 + 393

-
AEEFRHMMABBER VITHERIEREXNEREEE NS

oM Lk R &AM, R LS
Q. RFRXFERERAFTERGEARA, L 200123;2. EXAERKXFHEHNAREREEA, E /X 408400)

O E.HE T MARMBIEOL R R B AT R (MALDI-TOF MS) %t 4% 3% B 5 16 & #k o9 5 52
h., Ak OKE215—2019 FRFRXFWBERAFTERGIE S B4R E,16S rRNA XL B0 55 < 48 9 A
£, RALERIKRETF/744A Autof MS1000 B &L, VITEK MS Mg % £ % 42 % Bruker Biotyper % %
AT REEL, R BARUARAEBA T 3ERELELTAATRILMARE AIRMERA MEL TR
R XBPME TR LT FERANERLE T E3HH 100% , Bruker Biotyper ## Autof MS1000 & i & AL st 21
HAFLAE A & 14 #ﬁai}l%fknfa AREZBN DA 5 MREREARALE LA DA IRRA KR Bk X 4
KA S A 1 % 2 43%; Autof MS1000 & R % £ 48 3K & A K P B 12 & & T Bruker Biotyper & %,
VITEK MS i % % % GTERZLBRAGKRS LA 2 14 RERBRARBETH BA,7 4 EAK

BEEH %f%&fk[ﬂ/‘jﬂ:—%ﬁﬁ[ﬂ 2HEE KBRA S NETHE AR A KEBRA, i 3 E2H#E
U ZHZBANBRABTEART LRI ERE MRERATEHE LT ABRE A2 - EARER
LRAERRRERN DA, EEDNA FASHRES LFFREALEZR R EHLR

KW AR B AR R B R ATET R g 483K E; 16S rRNA

DOI:10. 3969/j. issn. 1673-4130. 2020. 04. 003 FEZESES R372

XEHS:1673-4130(2020)04-0393-06 X ERFRIRAD ;A

Comparison of different matrix-assisted laser desorption ionization time of flight
mass spectrometry systems for identification of streptococci”
HU Liang' ,ZHANG Min' .LIU Dongmei® WU Wenjuan'"

(1. Department of Clinical Laboratory ,South Hospital of Shanghai East Hospital Affiliated to Tongji
University sShanghai 200123 ,China ; 2. Department of Laboratory Medicine , Nanchuan People’s
Hospital Affiliated to Chongqing Medical University ,Chongqging 408400 ,China)

Abstract: Objective To understand the ability of matrix-assisted laser desorption ionization time of flight
mass spectrometry(MALDI-TOF MS)to identify clinical strains of Streptococcus spp. . Methods The clinical
isolates of Streptococcus spp. from Shanghai East Hospital Affiliated to Tongji University from 2015 to 2019
were collected,and the 16S rRNA gene was sequenced to determine the identification results. The direct smear
method was used in parallel to identify the strains using Autof MS1000, VITEK MS and Bruker Biotyper sys-
tems. Results Among the 134 strains of Streptococcus spp. ,three sets of the MALDI-TOF-MS systems all
correctly identified 100% of Streptococcus agalactiae, Streptococcus pyogenes, Streptococcus gallolyticus,
Streptococcus gordon and Streptococcus mutans. Bruker Biotyper and Autof MS1000 systems failed to identify
21 Streptococcus dysgalactiae strains and 14 Streptococcus constellatus strains to the subspecies level,and 5
Streptococcus mitis strains were identified as Streptococcus oralis, and there were 1 strain of Streptococcus
pneumoniae and 1 strain of Streptococcus anginosus identified incorrectly. The level of confidence of the Autof
MS1000 system in identifying Streptococcus spp. was higher than that of the Bruker Biotyper system. The
VITEK MS system can identify some Streptococcus dysgalactiae ssp. ,but it failed to identify 14 Streptococcus

constellation strains to the subspecies level. Besides,7 Streptococcus mitis strains were identified as Strepto-
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coccus mitis/oralis, 2 Streptococcus anginosus strains were identified as 1 Streptococcus constellatus and 1

Streptococcus pneumoniae respectively. Conclusion The three sets of MALID-TOF MS systems can accurate-

ly identify Streptococcus agalactiae and Streptococcus pyogenes,and their identification results can be reported

directly. Gene sequencing,serological or other supplementary experiments are in need for confirming the iden-

fitication results of other Streptococcus spp.
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