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[Abstract] Objective To analyze and trace the infection source the envelope (E) gene of the
new emerged type 3 dengue virus in Guangzhou in 2009. Methods Sera were collected from patients
infected with local dengue fever. Dengue virus was cultured and isolated by C6/36 cells. The whole
length E gene was amplified from the positive specimen by RT-PCR, thereby sequenced and
phylogenetic tree drawn by neighbor-joining method. Both data on epidemiologic and molecular
studies were processed and analysed. Results 7 strains of type 3 dengue virus were isolated from
samples of the 19 patients. E gene of these strains was amplified. The complete E genes of 7 strains
belonged to 1479 nucleotides in length, encoding a polyprotein of 493 amino acids. Data from the
phylogenetic analysis showed that 09/GZ/1081, 09/GZ/1483 and 09/GZ/10806 strains fell within the
Southeast Asia/South Pacific group. 09/GZ/10616, 09/GZ/11144, 09/GZ/11194 while 09/GZ/13105
strains fell within the India group. Conclusion The type 3 dengue virus identified in Guangzhou area
in 2009 was imported and could be devided into two genotypes.
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EIF  622~640 AGACATTGACTGGTGGTGC
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DENS3 i 7 #k (80-2, China, Guangxi, AF317645)
(98TW407, Taiwan, DQ675528) ) E 3£ A ¥ 51 , #E4T
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¥: 3 (neighbor-joining, NJ) # & & 4 # 1L W
(phylogenetic tree) . 28 Bk S Hk 1% BB & R .Sk IR itk
# GenBank f¥ %) 5 HE %] : (80-2, China, Guangxi,
AF317645) . (98TWA407, Taiwan, DQ675528) . (ThD3-
1687-98, Thailand, AY676348) . (GWL-25, India,
AY770511) (29472, Fiji,L11422) , (H-87 , Philippines,
L11423).(1416,India, 1 11424) .(228761 ,Indonesia,
L11425) , (1280, Indonesia, L11426) . (29586, Malaysia,
L11427) . (85-159, Indonesia, L11428) . (1300,
Malaysia, L11429) . (1559, Mozabique, 111430) .
(1326, Sri Lanka, L11431) . (168.AP-2, Philippines,
L11432) . (PR6, Puerto Rico, L11433) . (1340, Puerto
Rico, L11434) | (1696, Samoa, L11435) . (1594, Sri
Lanka, L11436) , (260698, Sri Lanka, 1.11437) . (2783,
Sri Lanka, L11438) . (1327, Tahiti, L11439) . (5987,
Thailand, 111440) . (D86-007, Thailand, 1.11441) .
(MK-315, Thailand, L11442) , (2167, Tahiti, L11619)
(CH53489D73-1, Thailand, L11620) . (DEN1-16007,
Thailand, AF180817)
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2 DEN3 BHMAESEEMFRELR(%)

THRMS  09GZ/1081  09/GZ/1483  (09/GZ/10806  09/GZ/10616  09/GZ/11144  (9/GZ/11194  09/GZ/13105  98TW407 80-2
09/GZ/1081 2938 100.0 974 97.2 97.2 97.2 97.2 99.6
09/GZ/1483 9.9 99.8 97.2 97.0 97.0 97.0 97.0 9294
09/GZ/10806 100.0 99.9 974 97.2 97.2 97.2 97.2 99.6
09/GZ/10616 93.9 93.7 93.9 99.8 9.8 99.8 98.0 974
09/GZ/11144 93.7 93.6 93.7 9.7 100.0 100.0 97.8 97.2
09/GZ/11194 93.8 93.6 93.8 99.8 99.9 100.0 978 97.2
09/GZ/13105 93.8 93.6 93.8 99.8 99.9 100.0 97.8 97.2
98TWA407 93.6 935 93.6 92.1 92.0 92.0 2.0 97.2
80-2 99.6 99.5 99.6 93.6 93.4 93.5 93.5 93.6
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