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Author Correction: Tracking 
SARS‑COV‑2 variants using 
Nanopore sequencing in Ukraine 
in 2021
Anna Yakovleva , Ganna Kovalenko , Matthew Redlinger , Mariia G. Liulchuk , Eric Bortz , 
Viktoria I. Zadorozhna , Alla M. Scherbinska , Joel O. Wertheim , Ian Goodfellow , 
Luke Meredith  & Tetyana I. Vasylyeva 

Correction to: Scientific Reports https://​doi.​org/​10.​1038/​s41598-​022-​19414-y, published online 21 September 
2022

The Acknowledgements section in the original version of this Article was incomplete.

“We would like to thank Oxford Nanopore for providing funding support for travel to Ukraine. We are grateful 
to all authors from the originating laboratories responsible for obtaining the specimens, as well as the submit-
ting laboratories where the genome data were generated and shared via GISAID, on which this research is based 
(Supplementary Table S4).”

now reads:

“We would like to thank Oxford Nanopore for providing funding support for travel to Ukraine. We are grateful 
to all authors from the originating laboratories responsible for obtaining the specimens, as well as the submit-
ting laboratories where the genome data were generated and shared via GISAID, on which this research is based 
(Supplementary Table S4). We would like to acknowledge support from the AIDS Healthcare Foundation."

The original Article has been corrected.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.
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