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List of Supplementary Information files

Table S1: FMDVs used in this study (.xlsx)

Containing information associated with the sequences used in the study, including:

· Accession no.
· Serotype
· Isolate
· Host
· Country
· Country code
· Year of collection

· Study
· Length (nt)

· Topotype
· Lineage
· Exclusion criteria
· Taxon name in the trees

Data S1: Full FMDV ORF alignment (.doc)
A manually-curated nucleotide alignment of full-length FMDVs’ protein coding sequences (769 sequences, 6,999 nucleotides).
Data S2: Lpro alignment (.doc)
A manually-curated nucleotide alignment of the Lpro region (769 sequences, 456 nucleotides).
Data S3: P1 alignment (.doc)
A manually-curated nucleotide alignment of the P1 region, covering the VP1–3 coding sequences (769 sequences, 1,758 nucleotides).
Data S4: P2 alignment (.doc)
A manually-curated nucleotide alignment of the P2 region (769 sequences, 1,242 nucleotides).
Data S5: 3A-C alignment (.doc)
A manually-curated nucleotide alignment of the 3A-C protein coding region (769 sequences, 1,311 nucleotides).
Data S6: 3D alignment (.doc)
A manually-curated nucleotide alignment of the 3D protein coding region (769 sequences, 1,254 nucleotides).
Tree S1: Lpro phylogeny (.doc)
Maximum likelihood phylogeny estimated from the Lpro alignment (Data S1), under the GTRCAT substitution model with 25 rate categories, implemented in RAxML V.8. Bootstrap clade support values were computed using Booster v.0.1.2 with 1,000 bootstrap trees. The tree was rooted by maximising the phylogenetic temporal signal in TempEst v.1.5.1.
Tree S2: P1 phylogeny (.doc)
Maximum likelihood phylogeny estimated from the P1 alignment (Data S2)
Tree S3: P2 phylogeny (.doc)
Maximum likelihood phylogeny estimated from the P2 alignment (Data S3)
Tree S4: 3A-C phylogeny (.doc)
Maximum likelihood phylogeny estimated from the 3A-C alignment (Data S4)
Tree S5: 3D phylogeny (.doc)
Maximum likelihood phylogeny estimated from the 3D alignment (Data S5)
