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Analysis on the genetics of Hantavirus S85-46 isolated from Sichuan province YAO Zhihui© DONG
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Abstract  Objective To understand the molecular and epidemic characteristics of Hantavirus S85-
46 isolated from Sichuan province. Methods RT-PCR products were amplified from S85-46 virus infected
cells cloned into T vector sequenced and analyzed using DNASTAR software. Results The homology of
M segment of S85-46 strain and HTN type strain varied from 84.1%-99.7% compared to 70.4%-
70.9% with SEO strains. This result indicated that S85-46 strain belonged to hantavirus. The nucleotide
sequence analyses indicated that S85-46 strain LRI strain and 76-118 strain were highly homologous. The
two latter strains were isolated from Shaanxi province of China and South Korea respectively which were
far from Sichuan province of China. The nucleotide sequence analyses of S segment was similar to M
segment. Conclusion  The epidemic strains isolated from different regions may have been highly
homologous.
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PCR GenBank AF288658
3. RNA PCR RT-PCR S 1 698
Vero-E6 37C 10d A 31.40% T 23.49% G
107 CCIDsy ml GIBCO BRL 25.97% C 19.15% GC 45.12% AT

Trizol  RNA 54.88% 37~1 326 429
RNA cDNA 35 S

PCR 10 min GenBank AF288659

4. PCR 2.585-46

Invitrogen T INV F Hein
PCR S85-46
M HTN 84.1% ~99.7%
5.DNA T7 SEO 70.4% ~70.9%
M13 Perkin Elmer BigDye™  S85-46 HTN
ABI PRISM™ 377 DNA S85-46 M LR1 HTN
76-118 99.7%

6. HTN

DNASTAR A9 HV114 15.3% ~15.9%
S85-46 LRI 1
S

GenBank M S S85-46  LR1  76-118

DNASTAR 99.3% ~99.5%

13.3% ~13.7% SEO
72.4% ~73.1%

I.M S
S85-46 M
3618 A S85-46
30.46% T 29.58% G 22.12% C17.84% GC M S HTN
39.96% AT 60.04 % LRI
46~3 453 1135 S85-46 HTN S85-46
M LR1
1 S85-46 HTN M %
1 2 3 4 5 6 7 8 9 10
1 $85-46-M - 99.7 99.7 946 950 84.1 84.7 848 70.4 70.9
2 76-118-M 99.2 - 99.6 947 951 842 848 849 705 710
3 LR1-M 99.3  99.0 - 94.5 949 841 847 848 70.4 70.8
4 Hojo-M 97.3  97.5  97.1 - 98.4 837 837 837 70.0 70.2
5 Lee-M 98.0  98.2 97.8  98.6 - 84.1 843 843 703  70.4
6 Z10-M 94.6  95.1 945  94.2  94.7 - 87.4 875  70.2  69.9
7 A9-M 95.2 954 950 944 951  96.0 - 99.5  70.3  70.3
8 HV114-M 95.2 954 950 94.4 951  96.0  98.7 - 70.3  70.3
9 Seoul8039-M 76.9 77.2  76.7 76.3 76.6 76.5 76.5  76.5 - 96.1
10 SR-11-M 771 76.5 76.1 76.5 76.5 76.5 76.5 76.5  98.9 -
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