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[ Abstract | Objective: To investigate genotype distribution of Candida albicans ( C. albicans)
25S tDNA, and to probe the relationship between different genotypes and infection types or parts.
Methods; Specific amplication of 185 C. albicans 25S rDNA Type I intron sequences, genotyping
were carried out after agarose gel electrophoresis, and statistics comparison was conducted on the geno-
type of C. albicans on different infectious parts or types. Results; 185 C. albicans were classified into
three genotypes ;122 were genotype A (65.9% ) ,35 were genotype B (18.9% ) and 28 were genotype
C (15.1% ), but the genotype D and genotype E were not found. There was statistical significance of
the differences of C. albicans 25S rDNA genotypes between vulvovaginal candidiasis( VVC) sources
and invasive infection sources( P =0.000) , but for the invasive infection sources, there was no signifi-
cant difference of C. albicans 255 rDNA genotypes among the HIV/AIDS-related and non HIV/AIDS-
related strains (P =0.680). Conclusions; There are different characteristics between VVC sources
and invasive infection sources strains by 255 rDNA genotype, but for the invasive infection sources,
the HIV/AIDS-related and non HIV/AIDS-related strains by 25S rDNA genotypes have the similar dis-
tribution characteristics.
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185 B I A BRI 255 tDNA SR 5 i

IR RO TS bl s A 2
i HIREAEE AR FEN ARG AR
WS R AR B R AR
R TR A [ SR T o7 A AS [ R e 26 T )
PRI 3 A 1] RE LA AS TR 452 0 A SCR AT MeCul-
Tough 251§ 38 ()1 % 11 2Bk AT A 5 4L P9 705 R < 1
258 tDNA R P A1 i i e S L5190, 3 3 S Bk
PEATHE P70 B SR A R R 1 2R R
&

IMN O

1 RS H%

L1 #e
L11 HEEREEMRIE 2009 4 6 H ~2011

A9 H SN A5 b IX R B 1132 s B 2 I Y
185 MR /RER A, Forf 90 Bk U5 F 41 B B 3 & 2k
% (vulvovaginal candidiasis, VVC) &4 3, 4F
19 ~62 %P1 (32 £9) & bR 34 2y B8 43 W
Y1395 BORIEF IR LR Y i3, Hoh 3k v e
PERPAZRAAE (SR )20 N, Bk 15 N, &tk s
NFEH(32 +8) 2 AL 3L A G R E 75 N,
BHES0 N, P25 N AR 52 ~93 % P (T71 =
9) 4 s FRAR IR AT B DB il 6 1 Vv L IV L PR
TANZESE . 185 MR S BR A4 CHROMagar 1557
FEAITS X P % 5E
1.1.2 B fik# YPD £ 323k (2% [ Difeo
ZvH]) ,PCR Mix (A T) , 5|47 5] CA-INT-L
( 5'-ATAAGGGAAGTCGGCAAAATAGATCCGTAA-3') |
CA-INT-R  ( 5'-CCTTGGCTGTGGTTTCGCTAGATAG-
TAGAT-3', R 1) P,
L2 PISTRA RS 1 S IE R 4y )

DNA 3 Ui B8 Avni 251 (977 80647, SRR
iz & Me-Cullough 25 1575247 PCR #7314, PCR 2
NifRZ K PCR Mix 13 pL, | FiE5144% 2.5 pl,
DNA #£5h 1 L, #4li/K 7 pl, PCR L &4 R
94 CHiZE M 3 min; 94 C 251 1 min 65 C i 'k
1 min.72 °C #Efifi 2.5 min, §F¥F 35 ¥K; 72 C 2Efif
10 min, BUH PCR 724, 4 PCR S 5 S PEY 1%
FUSERE25S tDNAJE R 1 [ BIN & T 951, B4
TR I L TR Oy R X B A MR TR R A A
1.3 Gtk

K SPSS 19.0 B4 17 G it b B, AN T[]
25S rDNA & [F B B bR A SR Ay K06, DL P <
0.05 hEFAGIFE L,

2 #R

2.1 IR 255 tDNA JE K 437

185 BRETARBRE S 3 1, H 2450 bp 24
{9 A B 52 840 bp [£) B TR 24720 450 bp
840 bp Wi 4 AU C B, UL D BT E (D B
HL—124 1 080 bp Al , E AUk — )2y 1 400 bp
) o WAL,

1 500 bp
1 000 bp

500 bp

£ : k3B 1 25 DNA marker, JkiH 2.3 4,59 51— 450 bp
PG SE R A B UKGHE 6 2974 52— 840 bp, %N B
T3 PKIE 7,8 94 3 2k 450 bp Fi1 840 bp, %5 Ny C 1Y
B1 B&%E PCR Y34k A
Fig. 1  Electrophoresis result of PCR amplification
products of C. albicans strains
2.2 185 ¥R H&FERE 25S rDNA FE[F 431040
VVC RT3 BR 1 4 [ 1Y

ZESFAGIFEX (P =0.000) o HEHLK IR
PR, SRR S AN A S A S 1 Bk T A
PIRLRHL, 22 5 TEGE T2 L (P =0.680) , W3
L,

& 1 185 #k | A zk i 255 rDNA 2B & 4 A

Tab.1 The distribution of 25SrDNA genotype
of 185 C. albicans strains

. 25SrDNA FEP 7 (% )

IR A B C

VVC K 78(86.7) 7(7.8)  5(5.6)

WRESKIE HIV( +) 11(55.0)  5(25.0) 4(20.0)
HIV( —) 33(44.0) 23(30.7) 19(25.3)

it 122(65.9) 35(18.9) 28(15.1)

3 tig

TR TR b5 B4 09 A F 0T,
A A 5P I S PERE T i
S IR o X T
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ASTRDARN] N 2 206 R A0 M DL S 2 1) Uk
P B A EERE X ARERE 258 1D-
NA G TR R 11 A8 R B i R 4 7 v B AR ST 1Y 258
rDNA JERHJPH 3R S5 1, ok FHH B PCR 4%
AP A AR B B, AR 7 43 1 R/ ek
H I BANE AT 738, HRTU X R LA
TN SERE A PCR LR 43 B 7 3 2 A 196 2 A4
KBRS

AWFFRAE R, A B R 23 5 (69. 13% )
X5 [ P b g E AR YRR IR A FY
A S PH b DX B PR B G LSRR, AR Y R B
VVC RIS URERZASURTIE A& ZRTE 25S rDNA JE[H
R HARARIR], VVC SR A& BR A 2B
I3 (86.7% ) ,B FIFN C RUFIF 7 Ho ol 45 /0 5 3
KR TERRR A BINE Z 58, A B C B A 83,
PRARPAS R 5B A > 5 B Ak 25S rDNA 35 [H] AU 11 2 55
HA G2 5 R AR IR AR AT e LA A
A st A% 1 5, NI R LX) G A e #81:. VVC
UG B TR A 258 DNA L A5 5 E
BRI % B4 AR TR bR
IR SCE SR A T SR S A G
PEREZ (0 2 35119 25S rDNA JER 537 1) 22 5
ToGeit2E = (P >0.05) , Ud B AH R R U5 A 1 32K
A, EEORTE AR [R] 1 B8 S5 5k DRI AR g 3 A1 s
AR HESFAR, RLT R D BIE,
X AT R BRI BR TR AE H ECHE H DA 32 A
TEA XM,

VVCRIEM &R A BLR B B 935
i, ARES A BY T PR A B0 09 2 B F i 28 0
A% T 258 1DNA MR T BN & T
FEAERERIAE N B St = 1 BRI 5 719 A
RUGE R ELA B BH 1 N & 3R 15 AL, 1Y
AR RERZ I BAHOCHE ) R0E , 8 SR
XA EER s 0 o R, A RUXE S-FRU
mEE Y R MR B B AU C G, Pk FE A T RE
A BRI DR R (1 20 A R B gk B AR T &
P F 8 266 B 1) 28 2R 8 AR T2 TG, []
it BRI P R 1 AP AR R AT B PR R AT T 5 A 3
BEPE L DRI, B P S A R A A LR £
Al fgEZ N R ILFE SR .

ZE L RTR, VVC R JE RN SOk E Y 1 &
PRI 25S rDNA ELPRI A 73 A A AS[R] 9 R A, T
IS L ZRUR U 18 3238 9 A G R AR 3% 0 A M
ASERTA 25S rDNA PR AL S0 R s AL
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