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Correction to: Nature Communications https://doi.org/10.1038/s41467-020-20573-7, published online 22 January 2021.

In the original version of this Article, it was incorrectly stated that the GTEx dataset version V7 aligned with STAR was used.
Throughout, the GTEx dataset version V6p aligned with TopHat was used. In addition, it was stated incorrectly that we filtered out
splice sites and introns with zero coverage in 95% of the sample. Instead, we kept only splice sites and introns with at least one read
coverage in 95% of the samples. These errors do not affect any of the results or conclusions of the study. Corrections to the text are
listed below.

The original version of this Article contained an error in the first sentence of the second paragraph of the Results section, which
incorrectly read ‘To establish FRASER, we considered the GTEx project dataset (V7)24.’ The correct version states ‘V6p’ in place
of ‘V7’.

The first sentence of the Methods subsection ‘Datasets’ originally incorrectly read ‘7842 RNA-seq samples from 48 tissues of 543
assumed healthy individuals of the Genotype-Tissue Expression Project V724 (hereafter the GTEx dataset).’ The correct version states
‘V6p’ in place of ‘V7’.

The fifth and sixth sentences of the Methods subsection ‘Datasets’ originally incorrectly read ‘For GTEx, we obtained the BAM files
from dbGaP (phs000424.v7.p2), which were already aligned with STAR (version 2.4.2a). The GTEx consortia used the same para-
meters, with the exception of mapping against the GRCh37 genome assembly49 based on the GENCODE v19 annotation28.’ The
correct version replaces these sentences with ‘For GTEx, we obtained the BAM files from dbGaP (phs000424.v6.p1), which were
already aligned by the GTEx consortium with TopHat (version v1.4) against the GRCh37 genome assembly49 based on the GENCODE
v19 annotation28.’

The last sentence of the Methods subsection 'Read counting and splicing metrics' originally incorrectly read 'Further, we filtered out
splice sites and introns where more than 95% of the samples had zero coverage.' The correct version replaces this sentence with
'Further, we kept only splice sites and introns with at least one read coverage in 95% of the samples.’

The first sentence of the Methods subsection ‘Enrichment analysis’ originally incorrectly read ‘from the GTEx whole-genome
sequencing genetic variant data (V7)24.’ The correct version states ‘V6p’ in place of ‘V7’.

The first sentence of the Data Availability statement originally incorrectly read ‘The GTEx dataset is available through dbGaP
(accession number: phs000424.v7.p2).’ The correct version states ‘phs000424.v6.p1’ in place of ‘phs000424.v7.p2’.

The final sentence of the Acknowledgements section originally incorrectly read ‘under accession number dbGaP:phs000424.v7.p2.’ The
correct version states ‘phs000424.v6.p1’ in place of ‘phs000424.v7.p2’.

These errors have been corrected in both the PDF and the 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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