b R BN R KRl & 2009, 20(5) 457-460 DO : ISSN: 1003-4692 CN: 13-1142/R

AHFE | FRMHR | LR |
it
WL 25 44 AL 2 43 T AT 8 2 5

FRIBEMEL, RAEL, #XHr1, £, 21, &R, FE¥2, kem2

53w [ITERAT]  [RH]

1 AR TR AL Y B I ( BFR 250014)
2 F LRI TS 7 o) o5 295 T 48 T

£y

(2] B SRR (HV) 0 TRATHRS R . ik ARER-R AR RN (RT?
PCR) KIZHRFEVIMERA, WEEAMEHIH (HFRS) Wl s i B v BT A HEAT H LR B9 E, 5
[ A HVEERREET TR 0T R RGER AWM T, 45 F1sMin Ay iU (SEO) #Is. M B, sfHf
10434 18 1 Bedb AT IR 4 3 MM A YN SEO BIHY, SH B MM [RVE T =96.3%, it T 12 SE 8T 41 R YR %
(IJN5?153SHIDY1SERAN) 296.8%; M H B2 &5 L4448 LIE S 210 zB8 R i1 297.5%, HifE SRR T
B [AIJE M 98.6%6~100%. 45 TR INARERATIIHVIILISEO TSI WA I, [Al—Hh[X sl #EA7 B AHAR
iR RIS R RS, A M X R e, SRR A O AR o

KW DUHRE  RESR-RAMEERN  FPE RGN

Molecular epidemiological investigation of Hantavirus isolated from Shandong
province

ZHANG Xiao-Mei, SONG Chao-Xia, ZHAIl Wen-Ji, WANG Mei, LI Xiao-Juan, WANG Zhi-Qiang, LI

De-Xin, ZHANG Quan-Fu
Shandong Center for Disease Control and Prevention, Jinan 250014, Shandong Province, China
Abstract:

[Abstract] Objective To investigate molecular epidemiological characteristics of Hantavirus(HV)

isolated from Shandong province. Methods A total of 48 lung tissues positive to HV antigens detected
by immunofluorescence technique were amplified by RT?PCR with HV specific primers and the products
were sequenced. The PCR products were analyzed in homology and phylogenetics with the known HV.
Results Partial SEO S and M fragments were amplified from 15 HV antigen?positive Rattus norvegicus,
and 10 strains of HV isolated were SEO. The nucleotide sequence homology of S segments was more
than 96.3%, and the deduced amino acid sequence (exclude JN5?153S and DY1S) homology was more
than 96.8%. The homology of M segments among those 10 strains of hantanviruses and ZB8 isolated in
Shandong province was more than 97.5%, and the deduced amino acid sequence homologies were
98.6%-100%. Conclusion The HV isolated in Shandong province are mainly SEO?3 subtype. The

nucleotide homology of SEO type of HV in the same or nearby area is higher and the viruses are highly
conserved.
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