Corrections & amendments

Author Correction: Short
tRNA anticodon stemand
mutant eRF1allow stop
codonreassignment

https://doi.org/10.1038/s41586-024-07065-0

Published online: 18 January 2024

Correction to: Nature https://doi.org/10.1038/s41586-022-05584-2

Published online 11 January 2023

M Check for updates

Ambar Kachale, Zuzana Pavlikova, Anna Nenarokova,

Adriana Roithova, Ignacio M. Durante, Petra Miletinova,

Kristina Zahonova, Serafim Nenarokov, Jan Votypka, Eva Horakova,
Robert L. Ross, Vyacheslav Yurchenko, Petra Beznoskova,

Zdenék Paris, Leos Shivaya Valasek & Julius Lukes

After thisarticle was published, we were alerted by Estienne Swart that
the putative C. magnum 5-bp-long AS tRNA™,, which we used as aneg-
ative control inFig. 3d and 3f, most likely originated from abacterial con-
taminantinthe ciliate genome assembly. Using a metagenome binning
strategy, we found that the contig containing the respective tRNA gene
indeed belongsto asingle bacterial metagenome-assembled genome
(MAG) reconstructed from the whole-genome data. This high-quality
MAG corresponds to an unidentified alphaproteobacterium not closely
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related to previously described taxa. We thus confirmed the bacterial
origin of 5-bp AS tRNA"™. Regrettably, the presence of contaminating
bacterial sequencesinthe C. magnum genome assembly was not obvi-
ous from the original paper' when we were working on the original
manuscript.

Nonetheless, it isimportant to stress that the bacterial origin of ana-
lyzed 5-bp-long AS tRNA™ ., does not affect the validity of our conclu-
sions. In fact, the complete loss of the canonical 5-bp-long AS tRNA™
inthe evolutionary lineage leading to C. magnum further underscores
the essentiality of the 4-bp-long AS tRNA™, for UGA translation as
Trp in this organism.

Toaddressthisissue, we took the genuine and only existing 4-bp-long
AS variant of C. magnum tRNA™_., and its 5-bp-long AS variant that
we created by the U26G substitution, and remeasured stop codon
readthrough (SC-RT) efficiency that these two tRNAs allow in T. bru-
cei and S. cerevisiae, following the original setup. As anticipated and
in full agreement with one of the main conclusions of this article, the
5-bp-long AStRNA™ mutant variant was a several-fold less potent stimu-
lator of SC-RT when compared to its C. magnum wild-type 4-bp-long
AS variant. These new measurements expressed in plots replaced the
originally reported plots in Fig. 3d and 3f. We also modified the corre-
spondingtextinthe “UGA reassignment involves 4-bp tRNA™” section,
removed the bacterial contaminant 5-bp tRNA™_., from Fig. 3a, and
replaced the northernblot datain Extended DataFigs.7 and 9, the origi-
nal raw data in Supplementary Figure 1 (pages 7-31), the source data
in the Source Data Extended Data Figs. 7 and 9 Excel file (Worksheets
4[7b - Condylostoma] and 5 [9b]) and in the Source Data Extended
DataFigs. 3 and 4 and Extended Fig. 8 Excel file (Worksheets 2 [3d]
and 4 [3f]), and corresponding cloning details in the Supplementary
Information file. The changes have been made in the HTML and PDF
versions of the article.
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