Additional Files
Additional file 1: Dataset S1. E gene sequences of clade III.
Additional file 2: Dataset S2. E gene sequences of clade V.
Additional file 3: Dataset S3. Complete coding sequences of clades III and V.
Additional file 4: Dataset S4. Complete coding sequence alignments for Bayesian phylogeny.
Additional file 5: Figure S1. TempEST parameters
Additional file 6: Model selection using IQTREE
Additional file 7: BEAST script with run parameters 
Additional file 8: BEAST log file
Additional file 9: BEAST tree file
Additional file 10: BEAST MCC tree
Additional file 11: HMC model script
Additional file 12: HMC model visualization script
Additional file 13: Dataset S5. HMC model input data
Additional file 14: Dataset S6. HMC model run parameter inputs
Additional file 15: Table S1. HMC model detailed outputs
Additional file 16: Table S2. HMC model summary performance metrics
Additional file 17: Figure S2. HMC model summary dashboard
Additional file 18: Table S3. Single nucleotide polymorphism profiles of clade III.
Additional file 19: Table S4. Single nucleotide polymorphism profiles of clade V.
Additional file 20: Expanded phylogenetic tree
Additional file 21: Table S5. Amino acid substitutions_clade V
Additional file 22: Table S6. Correlations among haplotypes, cases and GAI
Additional file 23: Table S7. Associations_sequencing effort, haplotype counts, cases and GAI



