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Figure S1. Overall incidence of measles (A) and rubella (B) IgM detections by region during the 

whole surveillance period (2010-2021). Incidence estimates were calculated using the median 

region-specific population denominators between 2010 and 2021. Population data sourced from 

Agence Nationale de la Statistique et de la Démographie (ANSD): www.ansd.sn. 



 

Figure S2. Phylogenetic relationships of Senegalese B3 strains with the sequences of different B3 

sub-genotype retrieved from the GenBank database. The tree was constructed based on the 450 

nucleotides coding the C-terminal end of the nucleoprotein gene using the neighbor-joining method 

under the Kimura 2-parameter model, as implemented in MEGA 7 software. The robustness of the 

nodes was tested with 1000 bootstrap replications and bootstrap support values greater than 70 are 

shown at the nodes. Senegalese strains are denoted with blue (sequences of 2019) and red (sequences 

of 2020) colors. Scale bar indicates nuclelotide substitutions per site. 


