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The authors note an error in Figure 3 of the article “Evolution of factors shaping the endoplasmic reticulum”(1), which is corrected in Figure 3

below. The branches for M. brevicollis and T. adhaerens should be above the branching point from fungi, not below.
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F IGURE 3 Distribution of ER morphology proteins mapped onto eukaryotic phylogeny. The most likely point of origin of each protein is
indicated, based on the results of the present study. The tree omits much detail regarding losses of paralogs from specific taxa and ignores any
potential lateral gene transfer. STIM1: most likely origin, but with multiple secondary losses (also see Figure 2). Sey1p, synthetic enhancer of
Yop1p; LECA, last eukaryotic common ancestor; STIM1, stromal interaction molecule 1, other abbreviations as in Figure 1.

Traffic. 2022;23:521–522. wileyonlinelibrary.com/journal/tra © 2022 John Wiley & Sons A/S. Published by John Wiley & Sons Ltd. 521

Accepted: 12 September 2022

DOI: 10.1111/tra.12867

https://orcid.org/0000-0002-5327-0755
https://orcid.org/0000-0002-4866-2885
https://orcid.org/0000-0003-4520-5694
https://orcid.org/0000-0002-0624-0190
mailto:koumandou@aua.gr
http://wileyonlinelibrary.com/journal/tra

	Correction to: Evolution of factors shaping the endoplasmic reticulum
	REFERENCE


