Table S4. Amino acid changes identified in the Sicilian dataset of hRSV-B protein G gene sequences, according
to the surveillance season. Within each season, cells shaded by pin color mean codon changes
observed at low frequency (30% - 50%), whereas cells highlighted by violet color refer to codon
changes observed at high frequency (>50%) Deduced amino acid changes and position are defined
in comparison with the BA9? prototype strain BA4128/99B (GenBank accession number: AY333364).
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