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Addendum: Phylogenomic characterization and signs of  
microevolution in the 2022 multi-country outbreak of  
monkeypox virus
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On 10 June 2022, a new nomenclature system for the monkeypox virus (MPXV) clades and line-
ages was proposed by Happi et al.1 that defined the Clade 1 (former Congo Basin) and Clades 2 
and 3 (both comprising the former West African clade). Our study, published online in Nature 
Medicine on 24 June 2022, relied on this nomenclature. Later, on 12 August 2022, the World 
Health Organization, together with a group of global experts, revised and agreed on the new 
naming convention for MPXV clades in which the previously proposed Clades 1, 2 and 3 are now 
designated Clades I, IIa and IIb, respectively2. The initial proposal by Happi et al. was subse-
quently updated1 as well as the final corresponding publication3. In this context, the published 
version of our article (which relied on such proposal) should be read according to this official 

Correction to: Nature Medicine https://doi.
org/10.1038/s41591-022-01907-y, published 
online 24 June 2022.
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Fig. 1 | Phylogenetic analysis of MPXV viral sequences associated with 
the 2022 worldwide outbreak. a, MPXV global phylogeny showing that the 
2022 outbreak cluster (lineage B.1) belongs to clade IIb. Clade and lineage are 
designated according to the nomenclature proposed by Happi et al.3. b, Genetic 
diversity within the outbreak cluster, including the 15 sequences analyzed in 
this study (released in the NCBI before 27 May 2022). The deletion symbol (Δ) 

denotes a large deletion (11,335–12,247 in the MPXV-UK_P2-010 gene) shared 
by sequences segregating in a small subcluster. c, Outbreak phylogenetic tree 
updated with sequences available in the NCBI as of 15 June 2022 (provided during 
revision for more updated contextualization). The list of the sequences used 
in these phylogenetic analyses is detailed in Supplementary Table 2, and the 
alignments are provided as Supplementary Data.

http://orcid.org/0000-0003-3955-0117
http://orcid.org/0000-0001-6449-8053
http://orcid.org/0000-0002-2697-2399
mailto: 
https://doi.org/10.1038/s41591-022-01907-y
https://doi.org/10.1038/s41591-022-01907-y
https://doi.org/10.1038/s41591-022-02036-2
http://crossmark.crossref.org/dialog/?doi=10.1038/s41591-022-02036-2&domain=pdf


nature medicine

Corrections & amendments

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 license, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons license 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 license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2022

revision. In this regard, in the main text, supplementary material and 
figure captions, where it reads Clades 1, 2 and 3, it should read Clades I, 
IIa and IIb. A corrected version of Fig. 1 is also shown in this Addendum.

References
1.	 Happi, C. et al. Urgent need for a non-discriminatory and 

non-stigmatizing nomenclature for monkeypox virus. https://
virological.org/t/urgent-need-for-a-non-discriminatory-and- 
non-stigmatizing-nomenclature-for-monkeypox-virus/853 (2022).

2.	 World Health Organization. Monkeypox: experts give virus variants  
new names, 12 August 2022. https://www.who.int/news/item/12-08- 
2022-monkeypox--experts-give-virus-variants-new-names (2022).

3.	 Happi, C. et al. Urgent need for a non-discriminatory and 
non-stigmatizing nomenclature for monkeypox virus. PLoS Biol. 
20, e3001769 (2022).

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://virological.org/t/urgent-need-for-a-non-discriminatory-and-non-stigmatizing-nomenclature-for-monkeypox-virus/853
https://virological.org/t/urgent-need-for-a-non-discriminatory-and-non-stigmatizing-nomenclature-for-monkeypox-virus/853
https://virological.org/t/urgent-need-for-a-non-discriminatory-and-non-stigmatizing-nomenclature-for-monkeypox-virus/853
https://www.who.int/news/item/12-08-2022-monkeypox--experts-give-virus-variants-new-names
https://www.who.int/news/item/12-08-2022-monkeypox--experts-give-virus-variants-new-names

	Addendum: Phylogenomic characterization and signs of microevolution in the 2022 multi-country outbreak of monkeypox virus
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