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[Abstract] Objective To analyze the relationship between multilocus sequence typing (MLST) and sources of
specimens as well as antimicrobial susceptibility of Candida albicans (C. albicans), and explore the relationship
among strains and their molecular epidemiological characteristics. Methods C. albicans isolated from neonatal
department in a hospital from April 2015 to May 2015 were collected, in vitro susceptibility testing was carried out
by a kit, strains were typed by MLST, homology and molecular epidemiological characteristics of strains were ana-
lyzed. Results A total 15 C. albicans strains were isolated from 4 children and 1 health care worker, these strains
were divided into 3 sequence types (ST) through MLST, 13 of which were ST 1997, and the other 2 were ST 1359
and ST 1933 respectively. Phylogenetic analysis of strains was carried out by eBURST software. ST 1997, ST
1359, and ST 1933 were in Group 13, Group 1,and Group 20 respectively, C. albicans isolated from peripheral
blood and peripheral venous catheter of the same patient belonged to the same clone. Conclusion There is an out-
break of C. albicans bloodstream infection in the neonatal department, corresponding preventive and control measures
should be formulated to strengthen the management of healthcare-associated infection in neonatal department.
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Table 1 Primer sequences of 7 pairs of housekeeping genes

in C. albicans MLST
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AATla ACTCAAGCTAGATTTTTGGC 478
CAGCAACATGATTAGCCC

ACC1 GCAAGAGAAATTTTAATTCAATG 519
TTCATCAACATCATCCAAGTG

ADP1 GAGCCAAGTATGAATGATTTG 537
TTGATCAACAAACCCGATAAT

MPIb ACCAGAAATGGCCATTGC 486
GCAGCCATGCATTCAATTAT

SYA1 AGAAGAATTGTTGCTGTTACTG 543
GTTACCTTTACCACCAGCTTT

VPS13 TCGTTGAGAGATATTCGACTT 741
ACGGATGGATCTCCAGTCC
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GCCATTGATAAGTACCTGGAT
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Figure 1  Electrophoresis results of PCR amplification product

of 7 pairs of housekeeping genes in C. albicans MLLST
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Table 2 Allele and ST of 7 pairs of housekeeping genes in 15 strains of C. albicans MLST

G i 2 Sf YR AATl1a ACC1 ADP1 MPIb SYAI VPS13 ZWF1B ST
C1 PB 5 32 10 34 7 55 5 1997
C2 PB 5 32 10 34 7 55 5 1997
C3 PB 5 32 10 34 7 55 5 1997
C4 PB 5 32 10 34 7 55 5 1997
C5 PB 5 32 10 34 7 55 5 1997
Co6 PB 5 32 10 34 7 55 5 1997
C7 PB 5 32 10 34 7 55 5 1997
cs PB 5 32 10 34 7 55 5 1997
C9 H 2 3 5 9 2 21 5 1359
C10 PVC 5 32 10 34 7 55 5 1997
C11 PVC 5 32 10 34 7 55 5 1997
C12 D 5 32 10 34 7 55 5 1997
C13 PVC 5 32 10 34 7 55 5 1997
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