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Figure S1. Identity analysis of complete genome sequences between PCV2 HBSZ-2021 strain and the

reference strains. The data above and below the line of black cells refer to the percent identity and

difference between the corresponding two sequences, respectively. The information of PCV2 reference

strains is shown in Table 2.
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Figure S2. Identity analysis of ORF1 between HBSZ-2021 strain and PCV2 reference strains of different

genotypes. A. nucleotide sequence; B. amino acid sequence. The data above and below the line of black

cells refer to the percent identity and difference between the corresponding two sequences, respectively.

The information of PCV2 reference strains is shown in Table 2.
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S3. Homology analysis of ORF2 between HBSZ-2021 and PCV2
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reference strains of different

genotypes. A. nucleotide sequence; B. amino acid sequence. The data above and below the line of black

cells refer to the percent identity and difference between the corresponding two sequences, respectively.

The information of PCV2 reference strains is shown in Table 2.
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Figure S4. Phylogenetic trees of PCV2 HBSZ-2021 strain and the reference strains based on the genome
sequences. The information of PCV2 reference strains is shown in Table 2. AThe detected strain

HBSZ-2021.

Figure S5. Culture characteristics of the bacterial isolate. A. 5% FBS nutrient agar; B. 5% rabbit blood

nutrient agar.
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Figure S6. Homology analysis of the bacterial isolate and the reference strains based on 165 rDNA
sequence. The data above and below the line of black cells refer to the percent identity and difference
between the corresponding two sequences, respectively. The information of the reference strains is

shown in Table 3.



