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Figure S1. Maximum-likelihood phylogenetic tree. Maximum-likelihood phylogenetic tree
with 1000 bootstrap replicates showing the relationships among the nucleotide partial sequences
of the FAdV hexon gene (final alignment length 470 bp). FAdV strains (n=246) detected from
June 2011 to May 2021 from commercial meat-type chickens in Spain and main reference
FAdV serotype strains (n=12) are compared. Horizontal branches indicate the sequence distance

(number of nucleotide substitutions per site) and are drawn to scale.



