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Supplementary Fig. S1. Homology analysis was performed to compare the nucleic acid and aa sequences of the CCHFV strains, specifically the L (A), M (B), and S (C) segments. This analysis included 23 strains from our study, as well as 9 L segments, 15 M segments, and 13 S segments from previously reported Chinese CCHFV strains.
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Supplementary Fig. S2. Multiple protein sequence alignments of RdRp (A), GP (B), and NP (C) from CCHFV strains 88168, 75024, 79121M19, and BA04032. The protein lengths of RdRp, GP, and NP were 3945, 1689, and 482 aa, respectively.
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Supplementary Fig. S3. Prediction results of N-glycosylation sites of glycoprotein GP from 88168, 75024, 79121M19, and BA04032. Four genotypes of CCHFV were predicted (https://services.healthtech.dtu.dk/service.php?NetNGlyc-1.0) for N-glycation sites in GP, and it was found that the mucin domain was the region with significant differences in N-glycation in different genotypes in Asia.
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