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[Abstract] Objective To understand the rule of wpr gene variance of HIV-1 strains.
Methods RT-PCR was used to amplify vpr gene of HIV-1 strains in Shenzhen. PCR products were
sequenced and used for gene phylogenetic analysis and the 32-46 amino acids of Vpr protein were
compared. The difference of 77 amino acid polymorphism distribution between domestic region and
foreign region was analyzed. Results 01_AE was the major HIV-1 subtype in Shenzhen. The gene
distance among subtype B was larger than in other subtypes. 77-amino acid of Vpr protein had three
polymorphism forms as Arginin, Glutamine and Histidine, with Glutamine as the wild form. There
were no significant differences in the three amino acid distributions between HIV-1 strains from
domestic region and foreign region. Conclusion wpr genes of different HIV-1 strains belonged to
01_AE subtype. There was polymorphism seen in the vpr gene which was consistent with both

domestic and international HIV-1 strains.

[Key words] Human immunodeficiency virus type 1; spr gene; Gene polymorphism

HIV-1 ¥ opr BH 2 5 R RSB R AR
T RHARASWE SYEE AR E T,
BRARAT, HHHIVKRGEE R REEE
HEAERES RN, 2 5RNA B, RHIV-1 #—
ANEEWREEE, ARREREHIV-1 WERETT
vpr BB B9 FF A3 08T , AR AT opr R AE X F
WA LA R EE R RO SRR,

wH5TE

1. ARAC SR R R Ab 2R - BRI T A% T B o oo
F 2002 — 2007 R IA B 107 6] HIV-1 e & (451
RANKRS . SHETEE9NMTTEEREK),
Hep B 604, Ltk 476, FHEURE 10 mi FRkiL,

DOI: 10.3760/cma,j.issn.0254-6450.2010.08.018

& 241 : 518020 BHITTHRABHRT B PO (THE ZER AW
IR K ; YT AR B K ER BT 0 (B E)

BEVEE  EBOE, Email: wxbszen@gmail.com

B _HNZBEDTA W&, 2 h A ER
#,-80 CHFF.

2. vpr E A 5| ¥ : # € HIV-1 (GenBank 5 :
AF033819) 5% B Bk ik i+ opr HF B, 40 FP.
5'-GAG ACT GGC ATT TGG GTC A-3' , #Mill RP:
5'-TTT GTA AAG GTT GCA TTA CAT-3’ ; }3fil{ FP:
5 -GCA GGA CAT AAC AAG GTA GGA-3' , Al
RP:5'-GTC GCT GTC TCC GCT TC-3' ,PCR§"1¥
Fr B 547 bpo

3. # 7 RNA H#HUA opr 2T . 5% H QlAamp
177 & (78 E Qiagen A &) ) 2 BUN # RNA, One Step
RNA PCR(AMV) RT-PCR( H A& TaKaRa /A &) )il &
#HATE — % RT-PCR, R i %& 14} : 50 C 30 min,
95 °C 15 min; 95 °C 1 min, 50 °C 1 min, 72 °C 1.5 min,
30/ME¥;72 C 10 min, 4 CHRF. F_# PCRIAL
%14 K: 95 °C 15 min; 95 C 1 min, 50 °C 1 min,
72 C 1.5 min, 30/ M&#+; 72 C 10 min,4 CIRHF .
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FEREE, i ERERIMNEER Vpr EE 77
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REHIV-1 A% opr AR H env K/, HM
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MERMBER. EAHRXT 107 MEA NS Bk
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B 4 7 FA env [X 1 gag IX % B4 X HIV-1 #4745
RA R RECAHRE , AUFE 2R 1N opr ZE
BXt HIV-1 #4720 8, 35 %F vopr 3 5 4938 RAFAE 4T
TR, L opr R BA WA R, HER
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