EfFMBmESLF202 47 A% 41 %% 148  Int ] Lab Med,July 2020, Vol. 41,No. 14 « 1699 -

i

- it E
MALDI-TOF MS 3 gr £ sk E 5K E N RIELEES 55

%4‘\}1‘;ﬁ7)/% 7},&'&93‘]] gﬁ:—vgjl;é\v{q }@v‘ﬁj’ %’% 'j?-ﬁ
(W) K4 E LRSI E A, @) R#H 610041)

i E:BE ARARH OB B AT R (MALDI-TOF MS) Bt %502 37 £ I8 3K i Ao 4 45
BHE I — T BERERRAAR BT o4., ik KE201756 A Z22019F 11 AZRH &6 44 %12
BB, KA URAS A PCR ##HRH R BEKE S S M (URAS-RFLP) 7 ik 5t 44 4k FBR B AT A A 4 A,
BB MALDI-TOF MS #f 44 2k B3R B #4752 , 3 — 4 B MALDI Biotype 3 #AF FE 3R A 06 Atk Fe A B 9 &
AAERRETRESN, BR 44 BB HK B G AH URAS-RFLP 2 A2 R 2 7,42 %k A ABHKE VN |
AL ARAREFERE VG A, 1 Ak ABERRE VGII A, MALDI-TOF MS X% 2 R 4 42 ¥ ATBRE .2
MAABTERE LR AN 1.975~2.346 2, 55 FTAMFER -, HABRAFBETERE A, AR
ARBRKAFKRERRAARRNARNAZ R FIEEONREAEOETRERAELEF. RESH AN T8
ARBEHREAS N ETAANARRGERH, EHARKAPBFREAARRNARAMER 5T, LK 5 HH4E
ek E VNI RisRtkE VNI AAREHAARE TR —EHF BFRRE VG B VG A A#S S5 VG
A sb VI BAFEBA BRI TR — £, %&it MALDITOF MS A Beik o # %5 2 # £ B E 4
BB, mMATHEA—FHEEN A FTENHAEARKAFRBISRERERARALARA#TR o,

KB AR B O AT B kAT R g AATRERE; RAERKRE; oA

DOI:10. 3969/j. issn. 1673-4130. 2020. 14. 009 FEESE S RA46.5

NEHS:1673-4130(2020)14-1699-04 X RKFRIRED : A

Rapid identification and analysis of MALDI-TOF MS for Cryptococcus neoformans and Cryptococcus gattii
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Abstract: Objective To use the matrix-assisted laser desorption ionization-time of flight mass spectrome-
try (MALDI-TOF MS) to rapidly identify Cryptococcus neoformans and Cryptococcus gattii and further ana-
lyze their different genotypes. Methods A total of 44 strains of Cryptococcus spp. isolated in this hospital
were collected from June 2017 to November 2019. The genotypes in these 44 strains of Cryptococcus spp. were
determined by adopting the URAS5-restriction fragment length polymorphism (URAS5-RFLP). These 44
strains of Cryptococcus spp. were identified by using MALDI-TOF MS. The MALDI Biotype software was
further used to conduct the clustering analysis on clinical strains of Cryptococcus spp. and genotyping standard
strains. Results Among the 44 strains of Cryptococcus clinical isolates, the URAS5-RFLP typing results
showed that 42 strains were C. neoformans type VN I ,1 strain was C. gattii type VG [ ,and 1 strain was C.
gattii type VG I . The MALDI-TOF MS identification results showed 42 strains of C. neoformans and 2 strains
of C. gattii and the identification scores ranged 1. 975—2. 346 points,which was consistent with the results of
molecular biology results. The specific protein mass and intensity of peaks were different between C. neofor-
mans and C. gattii,also different between their different genotypes. The cluster analysis revealed that C. neo-
formans and C. gattii were located on two different clusters, moreover the different genotypes of C. neofor-
mans and C. gattii were separated. The majority of C. neoformans clinical strains located on the same cluster
with VN I standard strain. C. gattii VG I and VGII clinical strains were located on the same cluster with VG
| standard strain and VG Il standard strain,respectively. Conclusion MALDI-TOF MS can quickly and ac-
curately identify C. neoformans and C. gattii,and can be used as a potential typing method to distinguish dif-

ferent genotypes of C. neoformans and C. gattii.
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