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Supplementary Figure 1. Deduced amino acid sequences of G protein (A) and F protein (B) of RSV-B detected in the Philippines.
The amino acid sequences corresponding to position 81 to 312 of the G protein and 101 to 340 of the F protein were aligned with
the BA/100/04 (DQ227395) and CH-18537 (JX198143), respectively. Positions of the characteristic amino acid substitution in 2014
and 2015 are enclosed in cyan open boxes. RSV-B of ATI cluster with characteristic pattern of amino acid substitutions of A107, T136,
1254 in the G protein and L173, Q209 in the F protein are enclosed in blue open boxes, while TRT viruses with T107, R136, T254 in
the G protein and S 173, K209 in the F protein are enclosed in red open boxes. The strain CA (Caibiran) and KW (Kawayan) were
detected in this study while PH 2008-2013 were detected in the previous study in the Philippines.
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