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Figure S1. Age and sex distribution of individuals tested for SARS-CoV-2 by the ISTH diagnostic lab between March 2020 and December 2023. The number of individuals is shown on the x-axis and the age group is indicated on the y-axis. Corresponding data is found in Table S4. Demographic structure of the cohort tested at ISTH. 
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Figure S2. Cycle threshold (Ct) values and proportion of genome recovery of SARS-CoV-2 samples sequenced at ISTH and submitted to GISAID. Cycle threshold values of samples selected for sequencing (n=410) are indicated on the left side. Magenta dots indicate samples and corresponding genomes with a genome recovery >93%, submitted to GISAID. White-filled rhombus at the center of the left plot represents the median Ct value.
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Figure S3. Maximum-likelihood phylogeny of 213 SARS-CoV-2 genomes generated in this study alongside 7,573 representative sequences from six global regions. Relevant clades selected for phylogeographic analysis are highlighted. Sequences from this study and previously published genomes from Nigeria are distinguished by tip annotation colors as indicated in the legend. Lineages are color-coded on branches, with corresponding designations provided in the legend.


Table S1. Overview of SARS-CoV-2 testing at ISTH from March 2020 to December 2023, including the number of generated consensus genomes deposited in GISAID. 
Table S2. Overview of SARS-CoV-2 testing at ISTH from March 2020 to December 2023, stratified by federal state of origin and year.  
Table S3. Summary of SARS-CoV-2 lineages identified with Pangolin.
Table S4. Demographic structure of the population tested for SARS-CoV-2 at ISTH from March 2020 to December 2023.
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