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As 2016 draws to a close, FEBS Open Bio celebrates

the 5th anniversary of its launch in late 2011. FEBS

Open Bio was the first journal owned by FEBS (The

Federation of European Biochemical Societies) to be

completely open access and its launch was a new

departure for the federation, which also owns three

successful subscription journals. Five years on, and

FEBS Open Bio is flourishing. Now accepted for

indexing in Web of Science and with an Impact Factor

of 2.101 for 2015, it has recently accepted its 500th

paper.

A year ago, FEBS Open Bio joined The FEBS Jour-

nal and FEBS Letters to form FEBS Press, with these

three journals published in partnership with Wiley. In

January 2017, Molecular Oncology will join FEBS

Press. At the same time, Molecular Oncology converts

to open access, becoming the second fully open access

journal published by FEBS Press.

FEBS was keen to ensure that the FEBS Open Bio

employed the same robust editorial standards as its

other journals, so that the research it publishes is reli-

able and reproducible [1]. An editorial board of active

scientists was recruited to handle peer review. The

journal belongs to the Committee on Publication

Ethics (COPE) and all submissions are screened for

plagiarism. Articles accepted for publication are copy-

edited and authors receive proofs for checking. The

journal is listed in the Directory of Open Access Jour-

nals (DOAJ) and all published articles are deposited in

PubMedCentral (PMC) and indexed widely. Authors

using the Think. Check. Submit. tool to check out

FEBS Open Bio can be assured that they are submit-

ting to a trusted journal.

The review process for FEBS Open Bio focuses on

the technical soundness of manuscripts, leaving the

assessment of their impact and biological significance

to the scientific community. This approach, also fol-

lowed by other ‘megajournals’, such as PLOS One,

allows authors to publish confirmatory and even nega-

tive results that might be turned down by journals

more focused on impact.

FEBS Open Bio is keen to support Open Data initia-

tives such as CODATA [2] and the OECD ‘Brussels

Declaration’ [3]. There is no limit on the number of

figures and tables within an article, with supplemen-

tary files for data that can’t easily be displayed within

the standard article format. Authors must deposit all

‘structured’ data sets (e.g. gene sequences, protein

structures, microarray data) in the appropriate public

databases and include the accession number in their

paper. In addition, to assist authors who want to share

the raw data underlying the figures and tables in their

paper, data files submitted alongside the paper will

now be uploaded free of charge to the figshare reposi-

tory with cross-referencing of article/data DOIs for

‘joined-up’ access.

To celebrate the journal’s 5th anniversary, we have

put together four Virtual Issues, showcasing content

across four subject areas, which contain articles from

the past 5 years of publication. Some of these have

been highly cited; others have only been published in

the last 12 months but have been highly downloaded.

The Virtual Issue on Cancer biology contains our

most cited paper, by Takahashi et al. [4] Published in

2014, this paper provides mechanistic insights into

acquired chemoresistance in hepatocellular carcinoma,

in particular the role of noncoding RNAs in extracellu-

lar vesicles. Another more recent paper reports on a

‘drug repositioning’ screen for potential therapeutics

for drug-resistant breast cancer [5]. The Plant biology

Virtual Issue contains three of the four papers pub-

lished in 2011, all of which have accrued six or more

citations to date [6–8]. Also, in this issue is our second

most highly cited paper by Jensen et al., [9] which

reports a proteomics approach to find gene targets of

the ATAF1 transcription factor in Arabidopsis thaliana.

Another Virtual Issue features articles on Microbiol-

ogy, ranging from a bacteriocidin that is active against

both Gram-positive and -negative bacteria [10] to the

role of the Mycobacterium tuberculosis PE25/PPE41

protein complex in inducing necrosis in macrophages

[11]. The final Virtual Issue gathers together papers on

Computational & systems biology, from a report on a

meta-database for gene set analysis [12] to transcrip-

tome analyses building network models for specific

types of cancer [13,14] and for brain metabolism [15].

Some of our most cited articles have been widely

shared – which is encouraged under our CC BY
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license – with up to 23 versions of one article indexed

by Google Scholar. There are no restrictions on

reposting the final version of articles.

We would like to thank our editors and reviewers,

who maintain the scientific standards of the journal,

and assist authors in improving their papers. We also

thank those authors who took a risk in publishing

with a new journal, entrusting us with their work. We

look forward to receiving many more submissions in

the coming years.
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