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Supplementary Figure S1. Maximum-likelihood phylogenetic tree analysis of the G gene ectodomain of RSV-A
circulating in Germany, 2018-2023 (n= 100).

This tree marks the subtree (grey background) as presented in the main manuscript among reference sequences
provided by Goya et al. [4]. Within subtree, German and other reference sequences collected between 2018 and

2023 were colored on their branches with respect to their collection year. Ultrafast bootstrap values are shown at
major branches.



