Figure S5. Spatial distribution of detections of the Atlantic flyway duck AIV gene sub-
lineages in North American flyways. The numbers of viruses identified in each flyway are
shown for the indicated gene sub-lineages that were identified in the 2006-2011 Atlantic flyway
duck viruses. Only sub-lineages with >10 genes detected in at least one flyway are shown.
Flyways are shown in different shading: Atlantic flyway (AF), black; Mississippi flyway (MF),

dark grey; Central flyway (CF), light grey; Pacific flyway (PF), white.
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