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ERRATUM Open Access
Erratum to: ‘NETTAB 2014: From high-
throughput structural bioinformatics to
integrative systems biology’

Paolo Romano1* and Francesca Cordero2
Unfortunately, the original version of this article [1]
contained a few errors. The editorial department of
BMC Bioinformatics would like to apologize and inform
its readers of the following revisions.
The first sentence of the last paragraph “The manu-

script “Weighted integration of multi-omic layers of con-
ditions in genome-scale models” [12]” should be “The
manuscript “Multiplex methods provide effective integra-
tion of multi-omic data in genome-scale models” [12]”.
In the reference list, the title of reference [12]

“Weighted integration of multi-omic layers of conditions
in genome-scale models” should be “Multiplex methods
provide effective integration of multi-omic data in
genome-scale models”.
Reference 7 has 2016;17 Suppl 3:S2 as its year, vol-

ume and supplement number and this should be
2016;17(Suppl 4):54 instead.
Reference 8 has 2016;17 Suppl 3:S3 as its year, vol-

ume and supplement number and this should be
2016;17(Suppl 4):57 instead.
Reference 9 has 2016;17 Suppl 3:S4 as its year, vol-

ume and supplement number and this should be
2016;17(Suppl 4):69 instead.
Reference 11 has 2016;17 Suppl 3:S5 as its year, vol-

ume and supplement number and this should be
2016;17(Suppl 4):61 instead.
Reference 12 has 2016;17 Suppl 3:S6 as its year, vol-

ume and supplement number and this should be
2016;17(Suppl 4):83 instead.

Author details
1Bioinformatics, IRCCS AOU San Martino – IST, c/o Centro Biotecnologie
Avanzate (CBA), Largo Rosanna Benzi 10, I-16132 Genoa, Italy. 2Department
of Computer Science, University of Torino, Torino I-10149, Italy.

Received: 31 March 2016 Accepted: 31 March 2016
* Correspondence: paolo.romano@hsanmartino.it
1Bioinformatics, IRCCS AOU San Martino – IST, c/o Centro Biotecnologie
Avanzate (CBA), Largo Rosanna Benzi 10, I-16132 Genoa, Italy

© 2016 Romano and Cordero. Open Access T
4.0 International License (http://creativecomm
reproduction in any medium, provided you g
the Creative Commons license, and indicate if
(http://creativecommons.org/publicdomain/ze
Reference
1. Romano P, Cordero F. NETTAB 2014: From high-throughput structural

bioinformatics to integrative systems biology. BMC Bioinformatics BMC
series – open, inclusive and trusted. 2016;17 (Suppl 4):62.
•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:
his article is distributed under the terms of the Creative Commons Attribution
ons.org/licenses/by/4.0/), which permits unrestricted use, distribution, and
ive appropriate credit to the original author(s) and the source, provide a link to
changes were made. The Creative Commons Public Domain Dedication waiver
ro/1.0/) applies to the data made available in this article, unless otherwise stated.

http://crossmark.crossref.org/dialog/?doi=10.1186/s12859-016-1050-5&domain=pdf
mailto:paolo.romano@hsanmartino.it
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/

	Author details
	Reference

