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Figure S1. Epidemiology of patients confirmed RT-qPCR-positive for Lassa virus at ISTH. a) Histogram of 
patient ages. b) Recorded place of origin. For patients seen at ISTH, this refers to the state in which they 
live, while for samples sent from outside facilities, this refers to the location of the facility that sent the 
sample. Asterisks show ages of the patients from whom we obtained Lassa virus genomes; red asterisks 
indicate patients who died.  



 

Figure S2. Time-aware phylogenetic tree of Lassa virus diversity in lineage II. Bayesian phylogenetic 
analysis of the GPC and NP genes of Lassa virus sequences from lineage II, constructed using the 
program BEAST. Node labels are the mean height with 95% confidence intervals of selected key nodes in 
the tree. 



 

Table S1. Assembly data for the 14 genomes from 2018 sequenced at ACEGID. 

 

 



 

Table S2. Intra-host Single Nucleotide Variants present in samples from 2018 at a minor allele frequency 
above 5%. 

 



 

Table S3. Assembly data for the 63 genomes from 2015-16. 

 


