
Supplementary Figure S1. Phylogenetic (A) and nucleotide & amino acid sequence identities of the F gene of vaccine and challenge
ND viruses. The evolutionary history was inferred using the Neighbor-Joining method with 1000 bootstrap replicates using MEGA
alignment software 11. The LaSota GII vaccine strain (●), recombinant vaccine (A) GVII strain and its backbone LaSota strain (●),
recombinant vaccine (B) GVII (●) and its VG/GA backbone strain (●), and the challenge strain (●) viruses are indicated
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