Figure S1. Population structure of MenW:cc11 Hajj strain sublineage ‘Burkina Faso/North African’ ancestral and descendent strains. Scale bars indicate distance in terms of the number of different loci (out of 1422 core genome loci compared).
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[bookmark: _GoBack]Figure S2. Population structure of MenW:cc11 Hajj strain sublineage ‘strain A’ highlighting (a) countries in which cases occurred and known travel destinations among isolates for cases occurring pre-2024 and (b) year in which case occurred. Scale bars indicate distance in terms of the number of different loci (out of 1422 core genome loci compared).
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