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Abstract  Objective
and the routes of transmission of Xinjiang hemorrhagic fever XHF virus. Methods S genes of five XHF virus

To explore the relationship between the structure and function at molecular level

strains were cloned sequenced and compared with that of other Crimean-Congo hemorrhagic fever virus strains.
Results It was found that S genes of the five viruses had 1 672 nuclei tides while ORF of them including 1 449
nuclei tides and coded with a protein of 482 amino acid. The nucleotides homology of Chinese isolates 93.0%-
99.5% was obviously higher than that of any other S genes strains identified in other countries’ . Phylogenetic tree
showed that all Chinese isolates clustered into one branch and could be further divided into another three groups.
Conclusion The sequencial difference of S genes was not totally related to the host areas and time of the viruses
isolated.
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2. - RT-PCR

C68031 S
5 Bam HI PsT [

5" -CAT GGA TCC TCT CAA AGA AAC ACG
TGCC-3" 5" -CTAA CTG CAG T CTC AAA GAT ATC
GTIT-3’

3. pGEM-T Promega

1.RT-PCR
1 RNA
RNA TR0
75% RNA
2 cDNA 100 ng 1 pl
RNA 5 pl 70C 5 min 2
min 25 pl
DEPC 9.5 pl 5x M-MLV Buffer 5
pl 2.5 mmol/L 4 ANTP 1 pl Rnasin 2.5 pl 25 U/pl
M-MLV 1 pul 200 U 42C 60
min
3 PCR ¢DNA 50 pl
38 pl 10 x PCR Buffer 5 pd 2.5 mmol/L MgCl,
5 pl 4 ANTP 10 mmol/L 5 pl ¢DNA 2 pl
20 pmol/ L. 1.5 pl Taq Plus 1 pl 2.5~5 U/

ml  PCR 94°C 5 min 94°C 50 s—>
50°C 60 s—>72°C 90 s x 30 72C 10 min
PCR
2.8 PCR pGEM-T
2 x Buffer 5 pl pGEM-T vector 1 pl PCR 3
pl T4 DNA 1 pl 4°C
1 JM109
54l 30 min 42°C 60 s 10 min

LB 500 1l 37°C 1 h—~
X-gel 40 pl PTG 20 1l 37°C

2
BamH|  HindIll 11 pl
1% BSA 2 1 Buffer E 2 pl Plasmid 5 gl BamH [ 0.5
pl Hind[ll 0.5 pl 37°C 2~3 h
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88166 7803 75024 7001 79121 8402 66019 68031 HY13  1bAr Uganda Dak8194 AP92 Hazara  Dugbe

88166 99.2 9.4 93.8 93.0 9.4 9.8 9.3 98.1 85.1 84.6 80.2 77.5 49.6 48.6

7803 99.0 9.5 93.8 93.0 9.0 9.8 9.3 98.2 85.2 84.6 79.8 77.2 49.8 48.5
75024 99.4  98.6 94.0 93.2 9.2 97.0 9.5 98.4 853 84.6 80.2 77.5 49.6 48.3
7001 97.9 97.1 97.5 99.0 93.5 928 9.0 93.4 84.8 83.7 79.3 76.9 50.7 48.2
79121 97.9 97.1 97.5 99.4 92.7 92.1 93.2 93.5 8.2 83.8 77.6  76.9 49.3 48.8
8402 99.2  98.3 98.8 97.3 97.3 9%.7 99.0 97.9 8.7 84.3 80.0 77.5 493 48.1
66019 98.8 97.9 98.3 97.5 97.5 98.1 96.9 97.1 853 84.8 788 77.5 499 47.7
68031 99.4  98.6 9.0 97.5 97.5 98.3 98.3 98.5 85.1 84.5 80.3 77.4 49.7 48.2
HY13 99.6  98.8 9.2  97.7 97.7 9.0 98.6 99.6 85.9 #&4.5 78.9 77.6 49.8 48.8
IbAr 97.1 96.3 97.1 96.3 96.3 96.5 97.1 96.7 96.9 82.0 76.6 76.7 49.1 48.9
Uganda 96.3 95.4 95.9 95.0 95.0 95.9 96.3 95.9 96.1 95.2 77.7 178.3 51.6 49.0
Dak8194 9.4 93.6 94.0 93.8 93.8 93.8 94.4 94.0 94.2 94.0 93.4 77.6  50.4 48.0
AP92 91.9 91.1 91.7 91.1 91.1 91.3 91.9 91.5 91.7 91.3 91.1 92.3 51.4 48.5
Hazara 58.8 58.4 58.6 59.2 59.2 58.4 59.0 58.6 58.8 58.2 58.2 57.1 58.0 45.6
Dugbe 54.2 539 53.9 53.9 53.9 53.7 54.4 54.2 54.2  53.4 54.2 52.7 54.4 51.6
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