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Following publication of the original article [1], it was 
flagged to us that an additional statement needs to be 
included in the Acknowledgements section (marked in 
bold below):

 “The archived specimen in this study was obtained 
from the capacity-building project funded by the Grant or 
Cooperative Agreement Number NU2GGH001852-03, 
funded by the Centers for Disease Control and 

Prevention. Its contents are solely the responsibility of 
the authors and do not necessarily represent the official 
views of the Centers for Disease Control and Preven-
tion or the Department of Health and Human Services. 
The genomic analyses in this study was funded by a 
Wellcome Trust Biomedical Resource Grant to MJCM 
(grant number 218205/Z/19/Z). The funders had no 
role in the study design, data collection and analysis, 
decision to publish, or preparation of the manuscript.”

The original article has been corrected.
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