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CORRECTION Open Access

Correction to: Identification of novel human ®=
RANK isoforms generated through

alternative splicing. Implications in breast

cancer cell survival and migration

Anastasios D. Papanastasiou ', Chaido Sirinian" and Haralabos P. Kalofonos

Correction
After the publication of this article [1] we noticed that
in Fig. 1, the gel images (1A and 1B lower panel) were
incorrect. The corrected Fig. 1 is presented below. The
correction does not affect in any way our results and
conclusions.

Received: 14 May 2018 Accepted: 14 May 2018
Published online: 07 June 2018

Reference

1. Papanastasiou AD, Sirinian C, Kalofonos HP. Identification of novel human
receptor activator of nuclear factor-kB isoforms generated through
alternative splicing: implications in breast cancer cell survival and migration.
Breast Cancer Res. 2012;14(4):R112.

* Correspondence: apapanasta@gmail.com

TAnastasios D. Papanastasiou and Chaido Sirinian contributed equally to this
work.

Clinical and Molecular Oncology Laboratory, Division of Oncology,
Department of Medicine, University of Patras, 26504 Rion, Greece

© The Author(s). 2018 Open Access This article is distributed under the terms of the Creative Commons Attribution 4.0
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/s13058-018-0985-z&domain=pdf
mailto:apapanasta@gmail.com
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/

Papanastasiou et al. Breast Cancer Research (2018) 20:47 Page 2 of 2

P2

&
B6 | B |Ea] £x9 %77/} =0 |1,314bp(TNFRSF11A_exon9a)
Ex6 I Ex7 |Ex8| Ex9 I Ex10 |1,166bp(TNFRSF11A)

Ex6 | Ex7 |Ex8| Ex10 |382bp(TNFRSF11A_A9)

B6 | B7 | exto | 329bp(TNFRSF11A_A8,9)

e | exto | 215bp (TNFRSF11A_A7,8,9)

Relative mRNA expression level

o]
S gi © TNFRSF11A m TNFRSF11A_A9 O TNFRSF11A_A8,9 @ TNFRSF11A_A7,8,9
= m
E é 8 % E 05 -
o £ 2 5 = 3 o 0.45 4
E 5§ 8F & o=
TNFRSF11A_exon9a  %*
v 0.35 4
1000 — > TNFRSF11A 0s ]
0.25
500 —l—b TNFRSF11A_A9 02 4
- — - TNFRSF11A_ 489 ]
— — 014
200 TNFRSF11A_A7,89 005 .
S— o018 i g
r ‘“““-1 GAPDH Brain Bone marrow  Thymus PBMCs Breast ~ MDA.MB.468

Fig. 1 a. Agarose gel electrophoresis of the PCR products using primers P1 and P2 on cDNA from human PBMCs and the graphical representation
of the splice products identified. b. Agarose gel electrophoresis of PCR products depicting TNFRSF11A variant distribution from a panel of human
normal tissue RNAs and MDA-MB-468 as a control. c. Quantitative RT-PCR of the novel splice variants and wild type RANK from a panel of human
normal tissue RNAs. Data normalization was carried out against GAPDH housekeeping gene
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