Figure S1. Sequence identity analysis of ORFV and bioinformatics prediction of ORF022. A: Sequence identity analysis of ORFV nucleotide sequences. B: Amino acid variant site of ORF022. C: Prediction of the secondary structure for ORF022. Blue represents alpha helix, red represents extended strand and yellow represents random coil. D: Prediction of phosphorylation modification sites for ORF022. The upper plot shows ORF022 of the FX0910 strain, and the lower plot shows ORF022 of the aFX0910 strain. E-F: Bayesian phylogenetic analysis of ORF022 nucleotide (E) and amino acid (F) sequences. The value on the branch represents the posterior probability (percent) of the branch, and no value indicates that the posterior probability of the branch is 100%. G: Sequence identity analysis of the ORF022 nucleotide sequences. H: Homologous protein prediction for ORF022 (FX0910).

[bookmark: _GoBack]Figure S2. Effect of mutated ORF022 on ORFV attenuated strain (aFX0910). A: Copy number of FX strains. B-C: Relative expression of ORF019 (B) and ORF027 (C) mRNA at 6, 12, and 24 hours after FX0910/aFX0910 infection. D: The standard curve of the ORF022 gene. E-F: Real-time analysis of aFX0910 mRNA (E) and copy number (F) in the aFX0910-ORF022 overexpression experiment. G-H: Real-time analysis of aFX0910-ORF022 mRNA (G) and copy number (H) in the aFX0910-ORF022 interference experiment. I-J: Real-time analysis of ORFV mRNA (I) and copy number (J) in the ORF022 interference experiment. (*, P<0.05, **, P<0.01, ****, P<0.0001)
