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ERRATUM Open Access

Erratum to: Expression and methylation @
patterns partition luminal-A breast tumors
into distinct prognostic subgroups

Dvir Netanely', Ayelet Avraham?, Adit Ben-Baruch?, Ella Evron” and Ron Shamir'

Erratum

After publication of this article [1], the authors requested to
add an official acknowledgement for using the TCGA
Breast Cancer dataset in their article. The following infor-
mation has therefore been added to the Acknowledgements
section: “The results published here are based upon data
generated by The Cancer Genome Atlas managed by the
NCI and NHGRI. Information about TCGA can be found
at http://cancergenome.nih.gov”. The amended Acknowl-
edgements section has been included in this erratum
accordingly.

Acknowledgements

“This study was supported in part by the Israeli Science Foundation (grant 317/
13), by an IDEA grant of the Dotan Center in Hemato-Oncology, and by the
Israeli Center of Research Excellence (I-CORE), Gene Regulation in Complex
Human Disease, Center No. 41/11. DN was supported in part by a fellowship
from the Edmond J. Safra Center for Bioinformatics, Tel Aviv University. The results
published here are based upon data generated by The Cancer Genome Atlas
managed by the NCI and NHGRI. Information about TCGA can be found at
http//cancergenome.nih.gov”.

Author details

"Blavatnik School of Computer Science, Tel Aviv University, Tel Aviv, Israel.
Oncology Department, Assaf Harofeh Medical Center, Tsrifin, Israel.
*Department of Cell Research and Immunology, George S. Wise Faculty of
Life Sciences, Tel Aviv University, Tel Aviv, Israel.

Received: 9 November 2016 Accepted: 9 November 2016
Published online: 28 November 2016

References

1. Netanely D, et al. Expression and methylation patterns partition luminal-A
breast tumors into distinct prognostic subgroups. Breast Cancer Res. 2016;
18:74. d0i:10.1186/513058-016-0724-2.

* Correspondence: rshamir@tau.ac.il
'Blavatnik School of Computer Science, Tel Aviv University, Tel Aviv, Israel
Full list of author information is available at the end of the article

- © The Author(s). 2016 Open Access This article is distributed under the terms of the Creative Commons Attribution 4.0
( B|°Med Central International License (http://creativecommons.org/licenses/by/4.0/), which permits unrestricted use, distribution, and
reproduction in any medium, provided 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 Creative Commons Public Domain Dedication waiver
(http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated.


http://crossmark.crossref.org/dialog/?doi=10.1186/s13058-016-0775-4&domain=pdf
http://cancergenome.nih.gov/
http://cancergenome.nih.gov/
http://dx.doi.org/10.1186/s13058-016-0724-2
mailto:rshamir@tau.ac.il
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/

	Erratum
	Acknowledgements
	Author details
	References

