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Figure 3: PPR N gene phylogenetic analysis with focus on lineage IV. Phylogenetic tree constructed using a Maximum Likelihood inference method and showing the relationship based on N gene sequences of peste des petits ruminants virus (PPRV) of lineage IV, derived from samples collected in Nigeria and publically available. Coloured icons indicate samples collected in this study and identify specific genetic clusters of interest. The numbers at the nodes are bootstrap values obtained from 1000 replicates, shown if > 50%. Some sequence clusters were collided to save space. Expanded trees are available in supplementary materials.
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