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PEDV, prototype strain CV777
• First PEDV strain adapted to cell culture

• Caused pathogenesis in both piglets and 
growing pig

• Cell adapted sequence is available in GenBank
– Cell adapted strain was disrupted throughout 

Europe
– The progeny strains from CV777 have different 

sequences

• When CV777 is compared to the “virulent” 
PEDV strains, CV777 has a deletion in the spike 
gene. Or, the “virulent” strain gained an insertion 
in the spike gene.  
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Conclusion
• PEDV strain diversity is expected and changes will occur over 

time. The question is, “Are these changes important?”  
• 3 Wild type strains have been identified; Original, 

INDEL/variant, and S2aa-del.  
– The US PEDV strain with the spike gene deletion is not novel. It’s 

a characteristic of prototype strain CV777. The ORF1b is novel in 
the INDEL strains. 

• The limited global PEDV sequences impedes our analysis.
• PEDV phylogenetic analysis and interpretation must include 

complete genomic data.  Otherwise, incorrect assumptions 
will be made. 
– The most recent common ancestor for the US strains is AH2012.
– However, recombination events occurred with other global PEDV 

strains before PEDV was introduced into the US.
• PDCoV genetic diversity in the US is very limited.
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