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Figure 3. Gene details page for Influenza A virus A/PR/8/34 NS1 gene. Sequence
features include (top-down) gene identification, location, genome view, SNP,
protein information, protein domains, blast, NETCTL epitope predictions, IEDB
epitopes, database cross references, references and external data sources.

Figure 4. A graph of sequence identity threshold versus the number of resulting
clades using single-linkage clustering through the BLASTCLUST program. The

Figure 1. A diagram of the /nfluenza A virus life cycle accompanies and summarizes

our efforts to add Influenza virus pathogen pathways to the Reactome database project. plateau shown between sequence identity score 81 through 86 demonstrate that the

resulting number of clades are immune to small changes in sequence identity.




