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Abstract ; In order to study the infection status of EMCV in the different animal hosts. Modified “cell inocu-
lation and RT-PCR”technology was used in this study,and the 6 EMCYV isolated strains from local aardvark,
domesticated boar, mice and improved breed pig. We performed the full length genome sequencing and mo-
lecular characteristic analysis of the EMCV strains. The results showed that the full-genome sequence of 6
EMCYV isolates generated a sequence of 7 724-7 735 bp in length,ORF length of 6 879 bp,and had 99. 3%
99. 8% nucleotide identity with each other,but 79. 9%-99. 4% with reference EMCV strains from different
animal sources,99. 4% with Chinese strains from pig and mice. Among all gene fragments, VP1 and 2A are
easy to mutation,the most conserved is VP2 and 3D. The phylogenetic tree based on the full length genome,
ORF and VP1 gene sequences, EMCV was divided into G1,G2 and G3 groups. The results of this study
showed the isolates from pig belong to G1 and G2 groups, the ones from mice distribute in G1 and G3
group,6 isolates strains in this study belong to G1 group with other Chinese reference strains,but the distri-
bution is not complete. The results identified that the EMCV infection could cause severe clinical symptoms

in local aardvark and domesticated boar,which remind us of taking fully consideration of the zoonosis ecology
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in the course of wild animal breeding activities. Mice plays an important medium role in cross infection,
transmission and prevalence of EMCV infection in improved pigs. domesticated boar and local aardvark. A
big regional differences exist in EMCV and the transmission is limited in a range of area, moreover, some
mutation may occurred in EMCV infection to adapt new hosts.
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ER-1F ATTGTATGGGATCTGATCTGGGG 603~625 1513
ER-1R GTGTTGGATGCCTCAATGTAGGG 2093~2 115
ER-2F GTATTCTACTCTGCCAGACAGCAC 1948~1 971 1575
ER-2R CTAAACAATCTAACCTCCAAACCTC 3 498~3 522
ER-3F CTGATTTCGGCACTCTGTTCTTT 3 258~3 280 2 097
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ER-5F GTAGTGAATGCCTTTGAGCCACA 6 200~6 222 1314
ER-5R TTCCTGCTTACCAGAATGAACGG 7 491~7 513
5'GSP1 GAGGAGGAGTTATTCTTGTCTGAGG 942~966 5'-UTR
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