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Figure S1. IgG and IgM response in Ebola infected NHPs. (a) IgG and (b) IgM MFI serum concentrations 
measured using recombinant EBOV GP, NP, and VP40 challenged for each NHP across all times points.  
For all graphs dots represent one NHP sample while bars indicate the mean of all samples. The average of 
day -7 samples plus three standard deviations were used as a cutoff and represented by a dashed line. 


