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[RE] BY TREBUXMTNESHEARSEANMTRKE, ik *2003-2004 &
A@B RIS N B SRR BSOS T REST A FRTRESH . RAARR-EAES
RAEEERE NZE C K5 676 MM A BT N ey St RFRNE. 4
WA CAM 450 M EHRFFIRNERE REXEM FIARERERRBR, &R 2003 FH 2004
A SRS RE 3 B(X]03-26. X]03-27.X]03-74, X]04-146 , XJ04-150. XJ04-152) , Bk XI03-26 t& 5
PO EETHRER<1% MU EHXEARADN, K45 ky HL AN, HP X03-27.
XJ03-74 . XJ04-150 F1 XJ04-152 |5 Hla B85 ¥k China9322 M B MER K0.5%~1.6% ,FAK T Hla
W % ; X]04-146 55 H1b B% 5 China9d75 M T BFH ¢ H98.7% B T Hib LA, 4 Bk Hla B8
RBP4 (D XJ03-27 &5 XJ04-150, XJ03-74 5 XJ04-152), @ HH Ay Ze bk N B ERMRACR 450 M EITRF A
LEHREER ENENERSTERXER EHRERE6 IS (NI EHEER). B &
ALK 2003 - 2004 ERTHRERE U Hla TRLE, FHFEHILEE,

[*@3)] WEwE: REY; FRASW

Genetic characterization of wild-fype measles viruses isolated in Xinjiang in 2003 and 2004 YANG Xue-
lei® , ZHANG Yan ,SUN He, XU Wen-bo . "Pediatric Institute of People ' 5 Hospital of Xinjiang Uighur
Autonomous Region , Urumgi 830001, China

[Abstract] Objective To study the genetic characterization of wild-type measles viruses isolated in
Xinjiang in 2003 and 2004. Methods Peripheral blood mononuclear cells (PBMC) from 19 suspected
measles cases collected between June 2003 and April 2004 were used to isolate measles virus by cocultivation
with phytohemagglutinin (PHA) -stimulated cord blood mononuclear cells (CBMC). For positive samples,
676 nucleotides of the C-terminus of the nuclecprotein {N) gene of the measles virus genome were amplified
by reverse transcription-polymerase chain reaction and then sequenced. These sequences were compared
with those of other messles reference strains available in GenBank or measles isolates elsewhere in China
using BLAST searches and phylogenetic analyses, Resolts 6 measles virus strains were isolated with 3
strains (XJ03-26,XJ03-27,X]03-74) from 2003 and 3 (XJ04-146,X]04-150,XJ04-152) from 2004. The
strain XJ03-26 ,differed from the Chinese measles vaccine strain $-191 (genotype A) by less than 1% at
nucleatide level, and therefore appeared a vaccine-associated strain. The other 5 strains as X]J03-27,
XJ03-74,X]04-146 , XJ04-150 and XJ04-152 were proved to be genotype HI strains, among which XJ03-
27,XJ03-74,X]04-150 and X]04-152 , showing their nucleotide diversity were varied from 0.3% to 1 6%,
when compared to the Hla reference strain China9322, and identified as Hla strains. XJ04-146 showed a
nuclectide similarity of 98.7% when compared to Hlb reference strain China9475, and was identificd as
Hib strain, Additionally,we found that there were two sets of strain (XJ03-27 and XJ04-150; XJ03-74
and XJ04-152), with almost identical nucleotide sequences, circulating in 2003 and 2004 and both having
more nucleotide variability (up to 6.1% .27 nucleotides). Conelusion Genotype H1 messles virus had
been proven to have been circulated in Xinjiang, China during 2003 and 2004. Hla was the predominant
epidemic strain while H1b strain stood the next.
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LEAmgE REFBEERARRARER
R ERSEURGI(B#3-64,HB2-54d)
RPN A miRA 17 4, BB 7R 2 #.
Hr,2003 46 -9 A MiRA 10 42004 £2-4 A1t
HATR ERERTIHRE 26N, FR6 ARE 12
$ PH3.4%, gRENRSROBHNEATR
HEHEME, KRR Fol #EATFRABESAEM
BB (PBMCs), Bl FRES S HRFEMRE
ELBE, B, RS E R,

2. WEARYSSE S E R R LR A
A48 8 (CBMCs), Fi-& 15 20% B4 fL ¥ . PHA
(10 pg/ml)IL-2(5 pg/ml)# RPMI1640 3§72 (4
WA B THERIEERBREFRAF A 24
fLAnfsE FH 4, T2 ml,37C,5% CO, HHAH
B, 3 SR mlIE#K/EH CBMCs 11 miB &/
PBMCs S M4 F i€ 40 I , I b 3R 40 IR 20 3L 1R B
¥ B2 mlig G CBMCs fEE AR R, B
AW 41 fUREAE (CPE), 1 /5% % CPE LB A M
¥eFrz, BEaEet gk 115, SMERFF CPE
5% ~0% K, KELFTHRA. #HRAKE
FEEENH (WEKR(ER EELRZHAR
AR A BEREMEEE

3. 8695 1gM BRI E R A 8B I s R A A R
(ELISA) & 8 L 10 ¥ PR 5 IgM Sk, XA B M
HRF(ER RS EREHERAF,

4.RNA RIS 7 - B4 ME RN (RT-PCR):
EEFRS LR EHT. A Tol Z2REFHER
5% RNA, Bk A8 RiE$. 2REERR
FRy 5 b0 (CDO) B S 4 RIS [ iR, LS| A
60(FF % 5-GCT ATG CCA TGG GAG TAG GAG
TGG -3'), Fi#3149% 63(F%1 % 5 CCT CGG CCT
CTC GCA CCT AGT-3"), 60 M 63 51 BT N
ERREBEGL1109~1132 Fi1765~1785 4. BTY
N ERBKSA 676 MEHRA B, EERRR
BYERT B F #3863 F PCR Y E 42T 45 min,
95C S minK ¥ % & M DNA, F 60 1 63 54 &
PCR £} &£ #4F PCR o' 1% ,95C 2 minf5 #4730 1
PEIFR G HE:95C 45 5.50T 45 5,72C 1 min; B G 72T
HEM10 min, LR FE & F KM NP H.
PSS 2% RIRERERERER, TRAES
B B MR % (M-MuLV) 5 % 3B TaagDNA

B AR H BicLab A7,

S.EFNE . EEXKZELREET. TR~
#7 A QIA quick PCR purification Kit 7| & 44L)5 ,
A2 F 60,63 Bl 1 # Big Dye™ Terminator V 3.0
Cycle Sequencing Ready Kit R & # TR,
AT 96 10 5,50C 15 5,60C 2 min,25 &
g 70T &M 10 min, #AICKE K% A CENTRL-
SEP SPIN COLUMNS Xl & Fk aift, EBR £ 4
MR RN, LR YE ABI 3100 # 7 {X
E, BRI P E RS .

6. FEFIA4T P8 GenBank B S RER S %
BARE HL REAARKRT 191(S19)F W
SN EEBRARG 450 PEEFF, B BoEdit,
MEGA 2. 15 33 X 2 8 % # HI 4 30 3 B bkt AT
PRI AT HERREEX RS

s &

1.BESESEE 17 FHEHPBMC 5HRF3d
EHEE=R ), CBMCG R EEF. B 6 THAR
48 - 60 h& A MRL-& 10 2 1 B 41 A, B RIUR
BN % E,6 REARERE, 2003 A 2004
S 3B (LR E A48 N X)03-26.X103-27.XJ03-74,
XJ04-146 . XJ04-150, XJ04-152) , FL 4k .38 1. 2 VM
RPEESEHE, HERN mRAS B HE. 6 B
SRR PCR I )G 4 2% BRI R L 3k
% FE7E676 bpih AT — B AT W .

#1  HEBE 2003 - 2004 F£HBHHE B
WATHE B

ERE A SH T© F£8 4 & K BT Y
HWE (B BB (%) 8 W M AR EHR
XJ03-26 603 A ORRY B B 0+ WH A
XJ03-27 6/03 HI Hia 1.8 % ™ + #fT &
Xj0374 /03 HI Hl 1.5 X @ + &R #
XJj04-146 3/04 H1 Hib 85 8 ® + W X
XJ04-156 3fo4 HI Hia 2.0 B # + T X
XJ04-152 4/04 Ht Hla 120 B % + #HfT #

A E AT CBMCs, fF 3% % 8% PBMCs

2. 0695 1gM R IRR R - 17 41 SR LR AR B 49 L
WARACH B [gM LA HE 12 61, BHHEET0.6%
(12/17). 6 BURB R E 4B EIHEE, oM fiEHN
m(E D,

AR MEE S 6 KBRS N ZE
BA B 450 MEHFRFN SEARSEELEE B
B B 1 3048 B AR R M K R AT BT R R A
§. HWSRER, X326 SREEHHKP 191
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(S19)BEE BRI, B M W R98.2% , B T
WX ARZE®; HA S K (X103-27, XJ03-74.
XJ04-146 .XJ04-150.X]04-152)#32% H1 BRH . H
F 4 ¥ (XJ03-27.X]03-74,XJ04-150, XJ04-152) 5
Chin®#322 (Hla B X B IBERER H0.5%~
1.6%,F @ F Hla T 8; 1 &% (XJ04-146) 5
Chinad475(HIb S5 5) BEMERNL.3%. AT
Hib A, 4 # Hla FH S RAL (M XJ03-27 &5
XJ04-150,%]03-74 5 XJ04-152)  BENEFHK N B
EREN 40P BERFFILEARXER, HH
AEEHHFERRER BHRERKG6.1%(27
MEERER), REEEZEXERM(B1L).
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China%435
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Chinata42
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4.0 subatitutions per site

U SRR A A
ML 20032004 FHEHX 6 SR BN BHR
MELHREREREXLTEN

®Ho#®

FHEMEET 2002 FHRKMAKZEBENHERT
o FE SR R B4 B BOSa B IH T 1 MR IR
#Y, BEFRTLMERE. H CBMCs 4+ B R B Y
FE, EA G R MR UK T BYsa? , @R
R, AT FEREFRI CBMCs SREAE
PBMCs R E# L B E. F 6 MIFETH
iS48-60 hEREERBMAKEIBRERARET.I-
5dCPEX75% M L, 2BEMEN 6 RKERE,
2003 #2004 4E % 4 3 #k. #EZE CBMCs & 2
BT E Rt SRR E B B
FRGERESERTFERBHAERE RS
Bk, &% E K SLAM (signaling lymphocyte-
activation molecule,CDw150) 2 (k5 B Vero 18
ERETAEREREN B ARBK EBRE
M Vero WA FBRHMRE, ENHZFRELEEE

3 58 18 ] Vero/SLAM B2 B MR KSR E

REMKZERETIELRTERX-KEAD(N)
W COOH-A ¥ 450 MEHFRFEF A (F) NEX
EAHA)SKRBREANINT . ERA 8 TRREA
(A-H)F1 23 M EEA(ABL~3.C1~2.D1~10.E,
F.G1~3 HI~2) Y ff FEAHM R & ® AR PR
74, BRMTRTEL, KERE HI #EMRS
EHEEEANA LBk, € EPEKS T HKHL
HEBMT 4R Hia Hib, Hie 34F 8 ;81a K
HBFTEM, FEEF ERBH, LK Hib £
EHT &, FEFENFY, W He EREFILIEH
KT AHEIEHN 6 RRERE P, B XJ03-
26 SR BRIP 191(S-191) BE & Bl , IR TR E
HXARER, AEMEHORTBORESN KRS
B ( XJ03-27. XJ03-74, X]J04-146, XJ04-150. XJ04-
152)F 0 1 BE R, Hek 4 5R(X]03-27.X]03-74,
XJ04150, XJ104-152) B F Hia W ;1 # (XJ04-
146)® F Hib WA, MEEREERA, FRIBERITH
RSB RHEN R H1 ZER, D Hla TR Y E,FF
FHIL BRRIT, 48k Hla BHRAE SR BEHH
XJ03-27 5 XJ04-150; XJ03-74 5 XJ04-152), G 4
PIEERE N A BBk K %t 450 M H B P 5 JLIE 4 [
KES,BHA2003 - 2004 4EFF7E A8 [F BRI B4k 1O F5
SEAEE, ARAMSEEDTERRER KT
BREFK6.1% QT T HHFRER),EEX HI ZER
BERARKER,

B b, 75 A 5 5 o Y S e, BEL KA R
BRI 5E R IE R R 5 ; [P 8 2 WS 30 5 B
BEREEAR BERSEEER RITEEYE
LEEHRTRER, AREHRE BELAELE
RAett RiERES .
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