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Identification of differential expression gene on C . Albicans phenotype using 3' RACE

after LongSAGE library construction
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Abstract: Objective
type after LongSAGE library construction. Methods ~ Afier €. albicans hyphal formation were cultured using conditional cul-

To identify differential expression sequence tags JMD8 and JSW10 of €. Albicans distinct pheno-

ture, 3'region of C. Albicans gene sequence tags were amplified with 3'RACE PCR and recombinant plasmid containing gene
region of JMD8 and JSW10 tags was identified and sequenced. Results JMD8 and JSW10 gene regions were most close to
EFT2 and SHMI I, respectively. Conclusion Differential expression sequence tags IMD8 and JSW10 of C. Albicans dis-

tinct phenotype were identified .
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Fig 1 Electrophoresis of total RNA extracted from C. Albicans dis-
tinct phenotype on 1.5% agarose gel
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Fig 2 3'RACE products of SAGE tags JMD8 and JSW10

2.4 FHMRAHLERABINET
#li{k a4 SAGE Fr% 5141 3"t cDNA K sud 1 r=4,



55 10 MW T,

S 32 3'RACE B8HIF LongSAGE SCEEFA &5 H’“Ek*ﬁﬂ‘]%*ﬁﬁ’]tﬁ&ﬁi@ 1011

2 TA VaREERE , A0 P % Th bt £ 4 R, Bt AL PR 4 4~
E ) SRR, BEAT DR/, 22 Sad T BV, IET 1. 29 Bl Wt
JBE e ik, S5 5R R 4 N RE ST REDT I 250,450 bp 2545 1 B
55 TA FEMETT PCR HUUKES R — B, TESE FoRIA Et sl . K 9 i
) 8 LA T )y e A L W 2 )0 T
2.5 RRMkEE R

AR 3 Al AT AL 3 I o 3 I i A O [ R 5
Y5 Bt (NCBL) (19 GenBank, 1 FFTbR HERZBE BLAST #2155 4
eFRTAT A% R T B BEAT (R IR LA, ST R T EAE GenBank
% 2[R IR [R) IR T 809% |, Score (R T 40, Evalue /)s
T 0.5, BR%E5 9 IMD8 JSW10 [F73 sl (45 R ok EFT2 SHMI | T
AL (AR O

3 g

P AR T R 4 A 40 5 1 R T ) S 5 B o
YIRS (0 R F A Bk A AR 4 1 BL R AS
A, A TR (R R A ) S WL, FRATT M s T
BRI 7 A LongSAGE SCHE, #6158 T 8L T 09 FF
FIFE R bR (EST) , BE 7E 56 10 P A5 00 &40 it (N JLAF Fr A
FAEEH M mRNA, JF HEEM R R T ]SSt
AEHT AT YT A R T e 0 22 5 (1 B PR 4B [l i)
WHE A& BU I TE 0 h BE & HI B . 1 LongSAGE filf
T AR T AT SEFT IS R i L o] LUK 28 31—
5 Z VCEC O FE R BR A, il HAR RS T 9 9 4140 4G
() FE A B P KR R B Z A5 2 VU C Y 263K 7
5| 2 T DC L R4S, LA B rE B ol A rh i A 5 2 T
PIC ) B DAL iy 2 0 HL B8 S 0 ) R AR 4

R T BHIE SAGE 22 5t JC it by 45 i 48 38 i 36 1A
AT 1 A FH RPMII640 #1771 & Bk B 8 22 M1 10 15
AR ARTS 1 R AL ) PR 22 AH A, 2 X SRR
PP GERH 2 M5 RNA SR IBC, T 1 8 K 1 i e
AHIEFE R FHEAZ 0.45 ~ 0.50 mm 3 58 B % 55 i e |
SRIGEE 10° 4HMMIHN 1.5 ml Y Tripure, {15 ¥ 08 & 11 &2

BYITEL B, SRIEF A RNA 55401 Py 32T K4y T4
VAR FR DT b 4 25 S E AT 3 40, AT AR A9 58
# HH— 1 RNAS! )T 9 8 Bk 1 A ) 2 3k 4 R
HSPO0 LA B [ 33k 1 181 22 FH 1) IO B BE ) HWP-1, i 4T
RT-PCR 5 00 4 7 46 20 0 RNA (1) 2 — e, 445 SR iE 5
RN B AR 20 Y RINA AT L 2 ot — 45 S 06 i 7 2, il
HIFE LongSAGE H iy JRU /78 B4 147 19 B AH L A1 22 41 2 11
VCHChRA & 1A R B 9731, 64T 3/ PR cD-
NA K ¥mid H (RACE) , 5o AR R AL ) cDNA H B,
A 4 /A ok B, A ORI LS | 22
VIR , 36 UE HARSE A F A L H A EFT2 F0 SHMI 1, 3K
5T BAE A EE B IESE T R T 5 HR % (expressed se-
quence lags, EST)M AT A7 R A AR ) K ) Kz ] RE A B
WA . R SAGE I FF7E— L g , (0B A58 2

FI AT SRATHA A 2H 21 ) T R IS R i) dee i T i o 151
Chen %7 * FI il SAGE $54 7 H 4< A Bt <DNA KL I T
FE[H 5 ( generation of longer ¢DNA fragments from serial
analysis of gene expression tags for gene identification, GL-
GDHEIA , LI i) R ik b5 8 1 3" w2 1791, T ik
SRR, (EL SR AT — i R, A A A RO
WP 53 BT 4 SE 30 38 9 A RE AT , 92 PR 78 X R H )
% HE DT bR 8 O e (Y, ELBE AR R 1 o AR B AR
W Ah Lee %1 (UM A CDIS* O BEYERT I 410 SAGE
i 59 S ZIICACHR AT 1 CLGL M e 28
Ao ABFFEA Y 3" RACE Jit—Fl AR A5 | % s 1A
R AT Y cDNA3' A — ] AT R Oy i, A
1988 4F-, Frohman S 7ERF S b R 1, AW 548 i i J7
IR L E A IR BT dT X AL 3 sites Adaptor
Primer P54 Miuw | . Spe | . Sal 1 14 BE il il £ 457 £, i
TTOCAE AN B, AT Ay ol 9t 47 v B, 2Ry b — 20 36 IE
LongSAGE SCPERRAE ) B R A 7 B2 1 A
I HE LongSAGE SCHE IR RN & T — 2
?ku,ulzi\érﬁiﬁwﬁum%iﬁﬁlzlu&:._ﬂﬂ RNAi £ A&
oy 22 WAL TR0 A0 D RE Y E HT T AR Al , AT
IEJLUZI P13 A T PR RH 2 A 7% DR 42 AL LA 2 e 2 D s 1
A T PR AR 0 — A T TR S0 T AR 21 BIL A Al
TR DTRK

B & 3k -

[1] Sundstrom P M, Kenny G E. Characterization of antigens specific to the
surface of germ tubes of Candida albicans by immunofluorescencel J]. Infect
Immun, 1984, 43(3): 850 - 855.

[2] Odds F C. Candida and candidosis] M]. London: Bailliere Tindall, 1988,

[3] Navarro Garcia F, Sanchez M, Nombela C, ef al. Virdence genes in the
pathogenie yeast Candida albicans[ J]. FEMS Microbiol Rev, 2001, 25
(2): 245-268.

(4] FSEME. B TR HOR[M] . 58 2 0. dbst: IE A
PR R, 1999, 120 - 129, 524 - 525.

[5] Ausubel F M, Brent R, Kingston R E, e al. Short Protocols in Molecular
Biology[M]. 3rd ed. New York: John Wiley & Sons. Inc, 1995. 4-7.

[6] Adams M D, Kelley ] M, Gocayne | D, et al. Complementary DNA se-
quencing: expressed sequence tags and the human genome project| J]. Sci-
ence, 1991, 252(5013): 1651 — 1656.

[7] Chen JJ, Rowley I D, Wang S M. Generation of longer ¢DNA fragments
from serial analysis of gene expression lags for gene identification[J]. Proc
Natl Acad Sei U S A, 2000, 97(1): 349 - 353.

[8] Chen ], Lee S, Zhou G, et al. High-throughput GLGI procedure for con-
verting a large number of serial analysis of gene expression tag sequences in-
103" complementary DNAs[J]. Genes Chromosomes Cancer, 2002, 33
(3): 252-261.

[9] Lee S, Zhou G, Clark T, et al. The pattem of gene expression in human
CDI5* myeloid progenitor cells[J]. Proc Natl Acad Sei U S A, 2001, 98
(6): 3340 -3345.

(4n 4% BEE L)



