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Abstract: Diarrheal samples collected from a farm in Shandong Province, were detected and verified as PDCoV
positive. Afterwards, a PDCoV strain was isolated by using the ST cell line and denominated as strain SD.
Complete genome sequencing and alignment with other 68 strains of PDCoV in GenBank were performed, and the
results showed that the complete genome sequence length of PDCoV SD strain was 25414 nucleotides ( nt),
excluding the 3 “poly ( A) tail. The nucleotide homology of SD strains with reference strains HKU15 - 155,
CH/Sichuan/S27/2012, and CH-HB-2014 were 98.97%, 99.06% , and 99.13%, respectively, and there were

several characteristic genetic mutations, such as 1739 to 1744 in the nsp2 region ( corresponding to 6nt
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(TTTGAA) deletion in the HKU 15-44 sequence) and 9nt (TCGGCAATG) deletion in 2810 to 2818 in the nsp3

region. Phylogenetic analysis revealed that 69 PDCoV strains showed obvious regional characteristics. Among

them, PDCoV strains in the United States and South Korea formed one large branch, and PDCoV strains in

Vietnam and Thailand formed another small branch. Besides that, a number of 23 PDCoV in China shows four

smaller branches, fully demonstrates the genetic diversity of PDCoV. These data will faciliate epidemiological and

diagnostic studies of PDCoV in China, as well as further vaccine development.
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