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A 

5’UTR: 1-25 nt 
3’UTR: 72bp (7152-7223) 
followed by poly(A) tail of 23 A 

ORF 1: 5109 bp (26-5134nt) ORF 3: 342 bp (5158-5499nt)  

ORF 3: 1983 bp (5169-7151nt) 

The first full genome sequence of the swine genotype 3 HEV strain 

from Zhejiang province (ZhJ-PJ050-3) was determined using RT-

PCR and rapid amplification of cDNA ends (RACE) and analyzed. 

Research Summary  

- The genome consists of 7223 nucleotides, excluding the 23 nt of poly (A) 
tail at 3’-terminus 

- Containing three major ORFs 
- One amino acid deletion of Leu residue at position 1048 in the ORF1 

protein 
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 AB222182-Japan
 AB222183-Japan
 AB481229-Japan 
 AB291963-Japan 

 AB091394-Japan 
 AB291962-Japan 

 AP003430-Japan
 AB369691-Japan
 AB291955-Japan
 KJ507956-Canada
 AB073912-Japan 
 AB222184-Japan

 KT633715 ZhJ-PJ050-3
 FJ527832-China 

3b

3i AY115488-Canada 
 FJ426403.1-South Korea 
 FJ426404.1-South Korea 

 AF082843-USA
 AB481228-Japan 

 AF060668-USA
 KJ507955-Canada
 AF060669-USA
 JN837481-USA 

3a

3h JQ013794-France
 FJ998008-Germany 
 KJ701409-France
 FJ705359-Germany 
 KC618402-Germany

3c

3g AF455784-USA
3e AB248521-Japan
3f AB369687-Japan 
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 JF443721-India
 M73218-Burma

 D11092-China
 X98292-India

 AY230202-Morocco

Genotype 4

Genotype 2 M74506-Mexico
 DQ279091-China

 AY723745-India
 GU119961-China

 AJ272108-China
 DQ450072-China

 AB108537-China
 AB074915-Japan

 AB220974-Japan
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ZhJ-PJ050-3  

- exhibits the highest genomic nucleotide 

similarity of 87.9% to the only reported HEV 3 

strain SAAS-JDY5 (FJ527832) isolated from 

Shanghai, China 

- clustered in subtype 3b together with most 

Japanese isolates 

- was most closely related to SAAS-JDY5 
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