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Correction to: Communications Biology https://doi.org/10.1038/s42003-023-04834-x, published online 15 May 2023.

In the original version of this Article, the last two paragraphs of the Discussion were arranged out of order, stating:

“Taking into account the pros and cons of the different methods (Table 2) and the limitations of this study, our comparative analysis
indicates that methanol fixation is the best preservation method to perform single-cell transcriptomics analyses on neural cells.
Libraries from methanol-fixed cells have similar complexity to that of fresh cells (Fig. 2) and do no present strong biases in gene
expression that affect the overall transcriptomic profile of cells (Figs. 5 and 6 and Supplementary Data 4 and 5) or cell composition
(Fig. 4 and Supplementary Fig. 6), thus providing the sample with the most similar profile to that of fresh cells.

In this work, we have tested the impact of fixation and preservation methods in hiPSC-derived neuronal and glial cells using a few
replicates (2–4) per condition. This amount of replicates is acceptable considering the cost of individual single-cell experiments and
current experimental standards. Yet, it limits our ability to fully assess the impact of all possible variables in the quality of the sample.
Our results show that not only the method of preservation affects sample composition and gene expression. Other parameters such as
the days of preservation, the cell line used, the differentiation experiment, and the batch of beads have an impact on the final single-cell
transcriptomes. Yet, this work does not provide an extensive comparison of all of them, which is out of the scope of this project.
Therefore, the results provided in this work may be different when working with different cell types, samples, and single-cell
technology or using different experimental conditions that the ones used here. Researchers should consider all these factors and
optimize individual experiments given that our results demonstrate that sample processing can impact significantly the results of
single-cell transcriptomics experiments.”

This section should instead read as:

“In this work, we have tested the impact of fixation and preservation methods in hiPSC-derived neuronal and glial cells using a few
replicates (2–4) per condition. This amount of replicates is acceptable considering the cost of individual single-cell experiments and
current experimental standards. Yet, it limits our ability to fully assess the impact of all possible variables in the quality of the sample.
Our results show that not only the method of preservation affects sample composition and gene expression. Other parameters such as
the days of preservation, the cell line used, the differentiation experiment, and the batch of beads have an impact on the final single-cell
transcriptomes. Yet, this work does not provide an extensive comparison of all of them, which is out of the scope of this project.
Therefore, the results provided in this work may be different when working with different cell types, samples, and single-cell
technology or using different experimental conditions that the ones used here. Researchers should consider all these factors and
optimize individual experiments given that our results demonstrate that sample processing can impact significantly the results of
single-cell transcriptomics experiments.

Taking into account the pros and cons of the different methods (Table 2), and the limitations of this study, our comparative analysis
indicates that methanol fixation is the best preservation method to perform single-cell transcriptomics analyses on neural cells.
Libraries from methanol-fixed cells have similar complexity to that of fresh cells (Fig. 2) and do no present strong biases in gene
expression that affect the overall transcriptomic profile of cells (Figs. 5 and 6 and Supplementary Data 4 and 5) or cell composition
(Fig. 4 and Supplementary Fig. 6), thus providing the sample with the most similar profile to that of fresh cells.”

This error has now been corrected in the PDF and HTML versions of the Article.
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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/.
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