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Studies on Intratypic Analysis of
Poliovirus Strains by PCR-RFLP Assay
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Abstract Intratypic analysis of 26 poliovirus strains isolated from paralytic poliomyelitis cases in
Guangxi in the past few years had been done by PCR-RFLP assay. The results showed that RFLP pat-
tens-from 16 poliovirus type 1 strains (PV,) were various, some PV, strains were similar or unsimilar

to Sahin 1 strains in RFLLP pattern. Other PV, strains have no bands after electrophoresis; RFLP pat-

" terns from 7 poliovirus type 2 strains (PV,) and 3 poliovirus type 3 strains (PV;) were the same as
y
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those of Sahin 2 and Sahin 3 strains, respectively. According to the results, we think that 16 PV, strains

“would be wild poliovirus strains, 7 PV strains and 3 PV, strains might he vaccine-related strains. In re-

cent years, most paralytic poliomyelitis cases in Guangxi have been caused by PV, wild strains. So it is
very important to strengthen OPV vaccination and develop the intratypic analysis of poliovirus strains
for eradicating paralytic poliomyelitis.
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Table 1 Poliovirus strains for PCR-RFLP assay

7 7314 H 42 Strain No.

Type No. strains

PV, 16 86—157 90—124 90—125 90—133 90—135 90—180 90—188 90—196
90—220 90— 230 91—93 91—108 91126 92—92 92—108 93—20
PV, 7 90—121 90—128 90—-132 90—135 90—185 90—254 90— 264

Pv; 3 90— 144 90— 246 92—19
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Fig.1 Sketch graph of PCR-RFLP of strain PV,
Mah =Mahoney, i PV, B8, Z Bk Mahoney is representative of PV, wild strains.

86 —157: XBKF 1986 SFAFRBH TR MEH LA R4 B, 86—157 strain

was abtained from the neural tissue of the dead in Guigang city in 1986.
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Fig.2 Sketch graph of PCR-RFLP of strain PV,
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Fig.3 Sketch graph of PCR-RFLP of strain PV,
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Fig.4 Sketch graph of PCR-RFLP of strain PV,
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