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

Correction to: Nature Medicine https://doi.
org/10.1038/s41591-022-01907-y, published
online 24 June 2022.
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M Check for updates

0On10June2022,anewnomenclature system for the monkeypox virus (MPXV) clades and line-
ages was proposed by Happi et al.' 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 inwhichthe previously proposed Clades 1,2 and 3 are now
designated Clades |, Ila and lIb, respectively?. The initial proposal by Happi et al. was subse-
quently updated' as well as the final corresponding publication®. In this context, the published
version of our article (which relied on such proposal) should be read according to this official
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Fig.1| Phylogenetic analysis of MPXV viral sequences associated with denotes alarge deletion (11,335-12,247 in the MPXV-UK_P2-010 gene) shared
the 2022 worldwide outbreak. a, MPXV global phylogeny showing that the by sequences segregating in asmall subcluster. ¢, Outbreak phylogenetic tree
2022 outbreak cluster (lineage B.1) belongs to clade IIb. Clade and lineage are updated with sequences available in the NCBI as of 15 June 2022 (provided during
designated according to the nomenclature proposed by Happi etal.’. b, Genetic revision for more updated contextualization). The list of the sequences used
diversity within the outbreak cluster, including the 15 sequences analyzed in inthese phylogenetic analyses is detailed in Supplementary Table 2, and the
this study (released in the NCBI before 27 May 2022). The deletion symbol (A) alignments are provided as Supplementary Data.
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Corrections &amendments

revision. In this regard, in the main text, supplementary material and
figure captions, whereitreads Clades1,2and 3, it should read Clades],
IlaandIlb. A corrected version of Fig. 1is also shown in this Addendum.
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	Fig. 1 Phylogenetic analysis of MPXV viral sequences associated with the 2022 worldwide outbreak.




