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Fig 1

1 DNA ; 2 PCR

GAC AGATTICT TTGAGGGAGC T AAGCTCAAC GTAGTTCT AAC AGTTTTTTA ATT AGAGAGC AG ATCTCTGA TGAATAACC A ACGGAAAAAG GCGAAAACCA
CCCCTTTCAA TATCCTGAAACGCG AG AGAA ACCGCGIGTC GACTGIGCAA CAGCTGACAA AGAGATTCTC ACTTGGAATG CTGCAGGG AC GAGG ACC ATT

AAANCTGITC ATGGCCTTGG TGECGTTCCT TCGTTTCCTA ACAATCCCAC
ATC AATGITT TG AGAGGGTT C AGG AAAGAG AITGGAAGGA TACTGAACAT
C AGTAATGGC GT'TCC AICTA ACCACACGCT A ACGGAGAACC ACAC ATG AIC
CGT'GAACAT'G TGCACCCTCA TGACCATGG A CCTTGGIG AA TTGT GIG AAXG
ATAGACTGTT GGTGC AAT'TC C ACGTCCZAC A TGGGT AACCT ATGGGACTTG

CAACAGCAGG GATATTGAAG AGATGGGGAA CAATT AAAAA ATCAAAACCC
CTTGAATAGG AGCGCAG AT CTGC AGGCAT GATTATTATG CTGATICCAA
GIC ACGT ATAC AAGAG AAAGG G AAAAGTCTT CTGTTTAAGA CTGAGGATGG
ACACAATCAC GT' ACAAGTGT CCCCTTCTAA GGC AG AAT'GA CCCAGAAGAC
TACCACCACG GG AGAXCATA G AMG AGAAAA AZG ATCAGTG GC 2CTTGTTIC

C IC AIGTGGG AATGGGACTG G AGACGCGAT CCGAAZCATG GATGTCATCA GAAGGGCCTT GG AAACATCC CCAGAGAATT GAAXACTTGGATCCTGAGZCA
TCC AGGCTTC ACCAT AAT'GG C AGC AATCCT GGC AT 2CACC ATAGGGACGA CAC AITTCC A AAGAGCCCTG ATTTTCATCC TACTGACAGC TGTCGCTCCT

TCAAIG ACAA TGCGT'TGC AT' AGGAAT AIC A AAT AG AGACT TTGT AGAASG

GGT'TTC AGG A GG AAGCTGGG TTGACAT AGT CTT AG AZC AT' GG AACCT GIG

TGACGACGAT GGCAAAAAIC AAXCCAZCAT TGGATTTTGA ACTGATAAAA ICGGAAGCC A AACAGCCTQAC C ACCCTAAGG AAGTACTGCA TAGAAGSC AAA
GCT AZCCAAC IC AZXC AFC 2G AATCTCGITG TCC AACZC AA GGGGAZCCCA GCCTAAAZG A AG AGC AGG AT AAGAGGTTCG TCTGC AAACA CTCC ATAGTA

G IC AGAGGGT GGGGAAATGG ATGT GG ATT A TTT GG ARAGG G 2AGGC ATTGT

GACCTGTCCT ATGITCZC AT GCAAAAAGAA CATGGAAGGG AAAATCGTCC

AXCCAGAAAACTTGG AAT 2C ACCATTGIGG TAACACCTCACTCAGCGGAA GAGCAT'GCG A TCGGAAAT'GA C ACAGGAAAA CAT'GGCAAGG AAATCAAAGT

AIXC XCC ICAG AGTTCCGTCAC AGAAGCAG A AITGACAGGT T AIGCGCACCG
TTGCTGCAG A TGGAAAAT AA AGCCTTGCCTG GTGCATAGGC AATGGITCCT

TCACGATAG A GTCCTCTCCG AGAACAGCACC TCG ACTTC AA TG AG ATGGTG
AGACCTGCC ATT 2CC ATGGC TGCCCGG AGC GGACACAC AA GGGTCAAATT

GGATZC 2AGAA XG AAACATTG GTCACTTIC A AAAATCCCCA TGCG ARG AAA CAGGATGITG TTGITTTAGG ATCCCAAGAA GGGGCCATCC AT AC AGC ACT

C IC AGGASCC AC AGAAATCC AAATGTCGIC AGGAAXCTTACTCTTCACCG

GAC AICTCAA GTCCAGCACTG AGAATGG ACG ACCTACAGCT CAAAGGAAIG

TCATACTCC ATGTGC 2ACAGG AAAGTTCAAA GTTGTGAAGG AAAT ACC AGA AXC ICAICAT GGAZCGAT AG TTATCAG AGT GCAAT ATG AA GGGG ACGACT

CTCCATGTAA AATCCCTTTT G AGATAATGG ATTTGGAAAA G AGATATGIC
AGTCAACAT A GAAGC AGAZC CTCC AT'TCGG AGACAGCT 2C ATCATCATAG
ATCGGCCAAA TGTITGAGAC AXCAATGAGG GCGGCAC GAAGA G AATGACCAT
CTATAGGAAA AGCTCTCC AC C AAGTCTTTG GAGCAAICTA TGGAGCTACC
ATGGAT AGG A ATGAACTC 2C GCAGCACCTC ACTGICTGTG TCACTAGTAT
GGTTGCGITG TG AGCTGG A

2 GD 01/98

TTAGCCCGCC TG ATC ACAGT C AZCCCAATT GTG 2C AGAAA AAGATAGCCC
GAGTAGAGCC GGGAC AICTG AACCTCAACT GGTTC AAG AA AGGAAGTTCT
TTTGCGTGAC AC AOCCTGGG ATTTCGG AT'C CCCGGGAGGA GTGTTTACAT
TTC AGTGGGG TTTCATGCG AC T AIG AAAAT'C CTC AT AGG AG TC AT'TATCAC
TGGTAGGAAT TGTGACACTG T ZACTTGGGAG TCATGGTGC A GGCC GAT AGT

c¢DNA

Fig 2 The cDNA nucleotide sequence of the stuctural poteins of Dungue vius II GD 01 08
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The Nudeotide Sequence and Secondary Structure
of the Structural Protein of Dengue Virus GDO1 b8 Strains

ZHANG Qin fenl, (HEN Sen xiongl, JIANG Lian hua’, LU Xin yingl, ZHANG Jing qiang1
(1. State Key Laboratory for Biocontrol, Sun Yatsen (Zhongshan) University, Guangzhou, 510275;
2. Miltary Medical Institute of Guangzhou Military District, Guangzhou 510507, China)

Abstract: The sequence about 2 419 bp of the structural protein gene of Dengue Vius GDO1 18 strain was obtained by
using RT PCR, Clone technology etc. It could be concluded that the strain might be Thailand resources for the nucleotide
sequence has highest homologous with ThNH 7 93. The preliminary secondary structure was studied by Gibrat (GOR3)
methods and Hierarchical Neural Network methods together with the internet. The results demonstrated that there were
46. 74% random coils and 31. 1694 « helix.
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