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Supplementary Figure S1: Types of mutations and their correlation with respect to lineages from the Pre-VOC (B.1) to the Recombinant in the discovery data.
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Supplementary Figure S2: Mutation Frequency and LD (r2) trend plots depicting increasing, decreasing and vanishing mutations.
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Supplementary Figure S3: Mutational dynamics of validation data. (A) Mutational trends of the Pre-VOC to Recombinant. (B) Types of mutations and their affluence in Gene-region. (C) Mutational abundance in Gene-regions with respect to lineages. (D) Heat map represents Recombinant mutations and respective mutation frequency in other lineages.
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Supplementary Figure S4: Trends of mutations across lineages in validation cohort. (A) Comparison of mutation groups between discovery and validation data. (B) Spider plot depicts the proportion of mutations in the groups for validation data. (C-E) Matrix plot for Spontaneously vanishing, decreasing and increasing groups. (F-H) Matrix plot for Dynamically decreasing, increasing and vanishing groups.
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Supplementary Figure S5: Linkage Disequilibrium and Haplotype blocks of Validation data. (A-F) Pre-VOC to Recombinant.
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Supplementary Figure 6: LD decay for the Pre-VOC to Recombinant and breakpoint. (A-F) Pre-VOC, Beta, Delta, BA.1, BA.2, and Recombinant. (G) Heat map demonstrated the breakpoint from the Pre-VOC to the Recombinant. **Pink colour signifies breakpoint in that position.
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Main data and Validation data
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