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Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY GAPS
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Evolutionary Analysis of phylogenetic tree
by MEGAS
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Figure. Evolutionary relationships of HN in NDV

Saitou N. and Nei M. (1987). The neighbor-joining method: A new method for reconstructing
phylogenetic trees. Molecular Biology and Evolution 4:406-425.
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Structure of the Ulster Strain Newcastle Disease Virus
Hemagglutinin-Neuraminidase Reveals Auto-Inhibitory
Interactions Associated with Low Virulence
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Structure of the ulster strain newcastle disease virus hemagglutinin-neuraminidase reveals auto-
inhibitory interactions associated with low virulence.
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PubMed Abstract:

Paramyxovirus hemaagglutinin-neuraminidase (HN) plays roles in viral entry and maturation, including
binding to sialic acid receptors, activation of the F protein to drive membrane fusion, and enabling virion
release during virus budding. HN can thereby directly influence virulence and in...
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