AR
A, A, PUR, 198556 A, IR, R BRSO

1.2015/09-2019/06, =m K%, WMAED S, L, . REr
2.2007/09 - 2010/06, #rE K27, WM ES 50 T A2, it, S0 1S
3.2003/09 - 2007/06, #EFG Mo K2, EVIHOR, 224, FI0: E8iF

HALEEKIELH:
1.2010/06-2013/10, HFFGEE 2P, FlFszibrhly, WF7EsL] A

2.2013/11-2018/12, WEFEE2ERL, Bl2gszibrty, BhIREFT

=0

~

3.2019/01 84, WEGEE2ER, BlEEsziht, BIRER R

FTE2HRTG:
I3 S A A T 9 2 S FLBEAR G5 AL A S A 7T
F—HERELL

(1) Jin-Yan Wu, Duan-Yong Zhou, Ying Zhang,Fei Mi, Jianping Xu*.
Analyses of the global multilocus genotypes of the human pathogenic yeast Candida
tropicalis. Frontiers in Microbiology, 2019.4.26,10.

(2) Jin-Yan Wu, Hong Guo, Hua-Ming Wang, Guo-Hui Yi, Li-Min Zhou,
Xiao-Wen He, Ying Zhang, Jian-ping Xu*. Multilocus sequence analyses reveal
extensive diversity of the human pathogenic yeast Candida tropicalis from Hainan,
China, Scientific Reports, 2017.2.10,7.

(4) R, HERE, AR, 0, TR, 0, EERDISEHME
e B T I B 1 20 B 8 K 5t i, BUARTB B2, 2018, 45 (10) -
1911-1915.

IHAFRBFER:
1. ExrXEIEEETE, 31860035, Wrg AL REpE 2 e, = mk
KN 2R AT M AL RE R T, 2019/01-2022/12, 417, {EHF, L.



2. WEEBEEWRANATIH, 2019RC227, R B 4 BEEE £ 0 5 F 7| 0 A &
HE Er i 25 HLE R 5T, 2020/01-2022/12, 107, #EHF, £,

FRTIE S
2020°F3RIF R “FIE RN BA TR ZE I .



