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The letter by Garner et al. [1] continued an
important discussion regarding the role
genomics might play in conservation biol-
ogy. In general, we do not see a dichotomy
between our point of view [2] and that put
forth by Garner et al. [1]. At the heart of the
issue is how to define an actual impact of
genomics on applied conservation and find
suitable ways to remove existing barriers
limiting the use of genomics for managing
wild populations. The promised gains of
identifying adaptive loci and the genes
underlying phenotypes [3,4] have in most
systems not yet been realized and recent
empirical work further highlights the chal-
lenges [5,6]. Thus, our take-home message
boiled down to the application of genomics
in wild populations being at an early devel-
opmental stage that is far from straightfor-
ward and far from regularly applied [2].

Garner et al. [1] extended the list of exam-
ples where genomics has aided the con-
servation and management of wild
species. It is promising to see that exam-
ples are beginning to emerge and we are
pleased that the authors repeated the call
for increased agency—academic collabo-
ration to enhance the application of geno-
mics to real-world conservation issues.
However, the list of case studies provided
(Table S1in [1]) underscores the absence
of genomic work effectively impacting the
conservation of a broad array of organ-
isms. The majority of examples involve
commercially important species in North
America, most often salmonid fish popu-
lations. Other featured examples, such as
the Tasmanian devil, are interesting geno-
mic studies, but the key conservation
strategy revolves around maintaining an
insurance (disease-free) population, with
genomic applications labeled as ongoing
research [7]. The lack of taxonomic and
geographic breadth and applied impact
on noncommercial entities suggest that
genomics has as yet not been as influential
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on conservation biology as initially prom-
ised [3] or implied [1]. Examples with high
commercial potential might in the best case
reflect a starting point for testing the appli-
cability of genomics more broadly.

Cooperation across the academic and
practical realms is an integral part of
applied conservation and increased atten-
tion in published literature does have a
beneficial corollary for conservation. In
that regard, we agree that reports from
the grey literature are valuable and play an
important role of disseminating valuable
information. However, we must not lose
sight of the main incentive of conservation
research, which is conserving biodiversity.
To truly bridge the conservation genomics
gap, alternative ways to measure impact
[8] and fund conservation science [2] need
to be considered. We therefore echo our
original call for the need to develop
research-to-application frameworks that
will accelerate the crossing of the conser-
vation genomics gap that is still present for
the very large number of species not com-
mercially harvested and with limited
resources.
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Long-term monitoring and experiments
are crucial to understanding many impor-
tant questions in ecology and evolution,
and, consequently, the data sets that
emerge from long-term projects can be
extremely valuable. It is crucial that such
data are treated in a way that supports the
best interests of science. We must con-
tinue to encourage researchers to engage
in long-term projects, and we must also
ensure that such data are widely available
in perpetuity [1,2]. Balancing these some-
times opposing goals is a difficult but not
insurmountable problem, and certainly
one that should be resolved in a way that
balances the needs of those who pro-
duced those data with the best interests
of science.

In a recent article in TREE, Mills et al. [3]
argued that current data accessibility poli-
cies hinder long-term studies. They raised
several important issues. While many of us
strongly disagree with many of the points
that they raised, we do think that some
changes to data-archiving policies are
warranted.

The current data-archiving policies of
many ecology and evolution journals have
provisions to attenuate the burdens of
data archiving. First, the current policies
do not require archiving of the entire data
set from a project; they require only that
authors make available the data neces-
sary to recreate the analyses and results
in the published manuscript. Second,
embargoes of public access to archived
data for a year after publication are typi-
cally automatic, but longer embargoes
can be allowed with the discretion of the
editor. However, while we think that edi-
torial discretion is an important tool in a fair
policy, such discussions can be inefficient
and lead to inconsistent policies.
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Despite these existing provisions, we do
agree with Mills et al. that, in some situa-
tions, the current data-archiving policy
adopted by many ecology and evolution-
ary biology journals does not adequately
balance the needs of scientists producing
long-term data sets with the needs of the
community. As some of the original
framers of the joint data archiving policy
[1] and current editors of ecology and
evolution journals, we propose the follow-
ing as a balanced way forward (in many
cases echoing the suggestions of Roche
et al. [4]):

e As Mills et al. [3] suggest, a longer
embargo period may often be appropri-
ate for long-term studies. We suggest
that, for projects for which the key data
reported in the publication have been
regularly collected from a population for
more than 5 years, journals should allow
a 5-year embargo period upon author
request. This longer embargo allows
authors the opportunity to make addi-
tional use of their own data while ensur-
ing that the data underlying results in the
paper are appropriately preserved and
eventually available for reuse.

With longer embargoes, the importance
of careful data management and good
meta-data becomes even greater,
because the data cannot be easily vet-
ted while the potential ambiguities are
fresh in the authors’ minds. Authors
who opt for a longer embargo should
take care that the data being archived
are well presented for easy and unam-
biguous reuse in the future.

As Mills et al. also note [3], original data
collectors have insights into the data
that cannot be fully extracted from pre-
vious papers and metadata. Journals
and researchers who reuse data should
recognize that, in most cases, data will
be better understood and analyzed with
the cooperation or collaboration of
those who collected the data. We agree
that reusers of data should strongly
consider consulting and, in many
cases, directly collaborating with,
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