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The original article can be found
online at https/doi.org/10.1186/ Following publication of the original paper [1], the authors have reported an error in

§13059-022-02682-2 reference genome version of the HiC data used for validation of the RE-TG interactions.
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' Center for Human Genetics

and Department of Genetics

and Biochemistry, Clemson
University, Greenwood, SC 29646,
USA

2 Department of Statistics,
Department of Biomedical Data
Science and Bio-X Program,
Stanford University, Stanford, CA
94305, USA

©The Author(s) 2022. 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 licence, and indicate if changes were made. The images or other third

party material in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the mate-
rial. If material is not included in the article’s Creative Commons licence 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 licence, visit http://
creativecommons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http//creativecommons.org/publi
cdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.


http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s13059-022-02786-9&domain=pdf
https://doi.org/10.1186/s13059-022-02682-2
https://doi.org/10.1186/s13059-022-02682-2

Duren et al. Genome Biology ~ (2022) 23:213 Page 2 of 2

500
[ Random
[IFix distance
400 - - ——ScREG 1
300 - | _
200 - *
100 - _
0 | | | | | | | |
0 0.05 0.1 0.15 0.2 0.25 0.3 0.35 0.4 0.45

Fig. 4 D.Validation of RE-TG prediction by HiC data on Naive CD4 T cell
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The online version contains supplementary material available at https://doi.org/10.1186/513059-022-02786-9.

Additional file 1: Supplementary Figure S11. Validation of RE-TG prediction by HiC data. Consistency ratio of
predicted RE and promoter capture HiC data on different cell types of. We can see in all cell type, scREG predict the
greatest number of same RE-TG pairs as previously found promoter capture HiC data. set select distribution distance
same with scREG, does improve the performance. Supplementary Figure S12. AUROC and AUPR of RE-TG predictio
by taking HiC data as ground truth.
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