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gene L1-L5 strains
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Fig.5 The deduced amino acid sequence of footandmouth disease

vims, VPl gene L1 L5 strains
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Tab. 1 The homology nudeotide sequence of

VP1 gene from different FMIDV strains %

strains L1 12 L3 14 L5
HKN/1/99 95.8 831 956 96.9 956
HKN/ 16/ 96 95.9 8.3 958 96.4 958
GD/ CHA/ 86 8.1 847 8.1 86.0 850
HAINAN/CHA/4/99 80.6 825 8.1 81.7 80.4
F29 CHINA 41.0 4.0 41.3 42.6 452
0/CHA/3 80.4 82.9 80.9 8.2 80.3
(02114 75.4 80.1 75.4 77.0 75.3
0/ LAO/ 2/ 2000 80.3 82.6 80.0 81.7 80.1
0/ JPN/ 2000 80.4 82.6 80.9 80.3 80.4
07 CAM/ 4/2000 79.2 8.8 79.7 80.6 79.3
0/ UKG/ 12/ 2001 76.5 79.2 77.0 78.2 76.4
0/ SKR/ 2000 80.9 831 8.4 8.3 80.8
07 1RQ/ 26/ 2000 79.8 8.2 80.3 8.5 79.7
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Cloning and Sequence Analysis of the VP1 Gene of Five Strains of
Foot-and-Mouth Disease Virus Type O of Pig

MA Jing-yun, CAO Yong-chang, BI Ying-zuo
(College of Animal Science, South China Agric. Univ., Guangzhou 510642, China)

Abstract: The nucleotide sequences of VP1-wding region of five strains of FMDV type O (Named L1, 12, 1.3, 1.4 and
L5) were determined. RNA of the five cell-adapted virus strains were extracted by single-step RNA isolation , reverse-
transcripted and amplified by PCR respectively . PCR products were cloned and sequenced . The results suggested ho-
mology among the L1, L3, [4 and L5 strains was 96. 7%4-99. 8% for nucleotide sequence and 99. 5%-100%; for amino
acid sequence , but 82.0%-83. 4% and 89. 7%-90. 1% to 12 respectively. Homology among the LI, L3, L4, L5,
HKN/ 1/99, HKN/ 16/96 and GD/CHA/ 86 strains was 85. 0%6-99. 84 for mucleotide sequence, belong to the same
genotype. However, compared with L2, F29/CHINA and the foreign strains  they belonged to a different genotype . Ho-
mology between those four strains and 12, F29/ CHINA or foreign strains was 41.0%5-82. 6%5. The relative degree of
variation at VP1 140-160 and 200-213 amino acids, the major neutralizing site determined, was the same for the L1, L3,
L4 and L5 strains, suggesting similarity in epitopes and antigenicity .

Key words: foot-and-mouth disease virus ; VP1 gene; cloning; sequence analysis



