EhBhESLE201346 4% 34 4% 118

Int J Lab Med,June 2013, Vol. 34,No. 11

+ 1365 -

- EREEHARIRE -

ETITS2 FAS G RRBEE RIS HR

AV B ZER LY E TG ERK, ZHFA
(FRAEBLTH - ARERAELERA. ) A4l 528000)

B E:BH A3 ITS2 H¥eF716 PCR Wl REFRABRE . FRTHI AL, AiE RAAN DT AR %

Folle RAR A ITS2 R 3%, % PCR 4w 7, 5 %2 R £ GenBank 3t 47 Blastn 047 Ak ST A B B/, BR
Hmt AR AE %A 10 6116 RAFAG DNARM FERB 5L L

RAAAREHERT KX —,
XBE:AHHERABR; HRABR 2;
DOI:10. 3969/j. issn. 1673-4130. 2013. 11. 008

A R

XERERIRES A

10 ﬁ‘f”'?‘??)nu

KA. BRI A TTS2 2 42 5189 PCR T84 16 R H ik 4 i

XEHS:1673-4130(2013)11-1365-02

Identification of invasive fungal infections by sequence analysis of the internal transcribed spacer region 2
Ling Buzhi ,Wu Kuihai ,Ma Junbao , He Yanchang ,Cui Donglan ,Wu Zhigang
(Department of Clinical Laboratory sthe First People’s Hospital of Foshan , Foshan,GuangDong 52800 ,China)

Abstract: Objective

for identification of invasive fungal infections. Methods

To investigative the feasibility of using sequencing of the ribosomal internal transcribed spacer 2 (ITS2)

Amplification and sequencing of internal transcribed spacer 2 (ITS2) re-

gion of fungi DNA from fungal isolates and clinical specimens. Searches of current nucleotide databases in GenBank were carried out

with the BLAST algorithm. Results

10 common fungal isolates were accurately detected and 83% (10/12) invasive fungal infec-

tions cases were identified. Conclusion PCR targeting internal transcribed spacer 2 permits rapid and reliable identification of fun-

gal species from clinical specimens.
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