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Figure S1. Maximum likelihood phylogenetic tree of HAdV-C hexon capsid gene sequences, including six Portuguese sequences obtained by molecular cloning/Sanger

sequencing. Each sequence is identified by its accession number, HAdV type, country of origin, and year. The number of “*” indicates the number of methods that support the
demonstrated topology, considering 75% (of the total number of data resamplings) and above as relevant for aLRT and bootstrap values.
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Figure S2. Maximum likelihood phylogenetic tree of HAdV-D hexon capsid gene sequences, including three Portuguese
sequences obtained by molecular cloning/Sanger sequencing. Each sequence is identified by its accession number,
HAdV type, country of origin, and year. The number of “*” indicates the number of methods that support the
demonstrated topology, considering 75% (of the total number of data resamplings) and above as relevant for aLRT and

bootstrap values.
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Figure S3. Maximum likelihood phylogenetic tree of HAdV-C hexon capsid gene sequences, including two Portuguese sequences obtained by NGS. Each sequence is identified

>R

by its accession number, HAdV type, country of origin, and year. The number of “*” indicates the number of methods that support the demonstrated topology, considering

75% (of the total number of data resamplings) and above as relevant for aLRT and bootstrap values.
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Figure S4. Maximum likelihood phylogenetic tree of HAdV-D hexon capsid gene sequences, including seven
Portuguese sequences obtained by NGS. Each sequence is identified by its accession number, HAdV type, country of
origin, and year. The number of “*” indicates the number of methods that support the demonstrated topology,

considering 75% (of the total number of data resamplings) and above as relevant for aLRT and bootstrap values.



