


Text S1:
Supplementary Dataset S1 files description
The Supplementary dataset S1 files includes the results of the phylogenetic and geotemporal analysis conducted using DENV2 Nextstrain [1] workflow (https://github.com/nextstrain/dengue) available at INSaFLU-TELEVIR platform v.2.2.0 (https://insaflu.insa.pt/; https://github.com/INSaFLU/dengue, as of 2025-05-13) [2,3]. 
To phylogenetically place the DENV-2 sequence detected in Madeira, Portugal, within the current global genetic diversity of DENV-2, the analysis included 1,615 international complete or near-complete genomes from the major lineage 2II_F (including 45 sequences from lineage 2II_F.1.1.3), available in the NCBI Virus database (https://www.ncbi.nlm.nih.gov/labs/virus/vssi/#/, TAXID 11060; as of 2025-04-24). DENV clade/lineage classification was performed with Nextclade v3.13 (https://clades.nextstrain.org/; consulted on 2025-04-24) [4,5]. 

The tree can be interactively explored on https://auspice.us/ (first drag&drop both JSON files, and then the metadata TSV file). Geolocation refers to the country of detection, not necessarily the country of infection.
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