bt elLife

*For correspondence:
jbuckner1@Isu.edu (JCB);
prosanta@Isu.edu (PC)

Competing interests: The
authors declare that no
competing interests exist.

Funding: See page 5

Reviewing editor: Helga Groll,
elLife, United Kingdom

() Copyright Buckner et al. This
article is distributed under the
terms of the Creative Commons
Attribution License, which
permits unrestricted use and
redistribution provided that the
original author and source are
credited.

FEATURE ARTICLE

3| ®

SCIENCE FORUM

The critical importance of
vouchers in genomics

Abstract A voucher is a permanently preserved specimen that is maintained in an accessible
collection. In genomics, vouchers serve as the physical evidence for the taxonomic identification of
genome assemblies. Unfortunately, the vast majority of vertebrate genomes stored in the GenBank
database do not refer to voucher specimens. Here, we urge researchers generating new genome
assemblies to deposit voucher specimens in accessible, permanent research collections, and to link
these vouchers to publications, public databases, and repositories. We also encourage scientists to
deposit voucher specimens in order to recognize the work of local field biologists and promote a
diverse and inclusive knowledge base, and we recommend best practices for voucher deposition to

prevent taxonomic errors and ensure reproducibility and legality in genetic studies.
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Introduction

The genomics era has produced genome assem-
blies for many species. For example, GenBank -
a database maintained by the National Center
for Biotechnology Information (NCBI) in the US —
contains over 17,000 genome assemblies from
eukaryotes. However, genomics has a serious
problem: studies that sequence and assemble
genomes should designate a voucher — a perma-
nently preserved specimen in a collection that is
accessible to other researchers (Leray et al.,
2019; Pleijel et al., 2008) - but only a minority
of genomics studies have done so.

Voucher specimens are typically identified to
species, labeled, catalogued, and housed in nat-
ural history museums, herbariums, or other col-
lections of permanently preserved organisms
(where they are also available to be loaned and
studied) (Peterson et al., 2007). These research
collections follow standardized archival proto-
cols, and collections staff are charged with main-
taining taxonomic information, permits, and
other data associated with each specimen
(Lendemer et al., 2020). Because the source
materials for genome sequencing projects gen-
erally come from a single individual (or some-
times multiple pooled individuals that represent
a single taxon), the specimen vouchering

process is an indispensable first step to ensure
the legal collection of accurate biological data
and the replicability of genetic studies. Unfortu-
nately, references to specimen vouchers and
their associated data are frequently omitted
from publications and repositories (Figure 1).

Although there are several important compo-
nents of the vouchering process, taxonomic
identification of voucher specimens is critical
because proper identification is required to
understand and contextualize all aspects of biol-
ogy pertinent to a species (Colella et al., 2021).
Taxonomy in most biological disciplines is based
on morphological and genetic divergence
(Schoch et al., 2020), and joint archiving of both
data types is essential to verifying the identity of
biological materials now and in the future. Fur-
thermore, taxonomic revisions are often the rule
rather than the exception, underscoring the
importance of linking genome sequencing data
and assemblies to a voucher that can be taxo-
nomically identified, revisited, and updated, if
necessary.

The lack of vouchers associated with the
sequencing and assembly of genomes is prob-
lematic for the following reasons:
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Figure 1. Percentages of vertebrate genomes with and without a voucher reference. Of the 1300 representative
genome assemblies from vertebrate taxa that were available on GenBank (with sequence coverage greater than
30X) as of January 2020, only 11% referenced a voucher specimen in a published paper or the appropriate NCBI
database field(s). The percentages for the major taxonomic groups vary from 3% of assemblies referencing a
voucher for mammals to 15% of assemblies referencing a voucher for birds.

Genome sequencing data and genome
assemblies are often assumed to be cor-
rectly identified to species; however,
without a representative voucher speci-
men, there is only sequence-based evi-
dence to support taxonomic
identification.

Some species with associated genome
assemblies have undergone taxonomic
revisions subsequent to sequencing, and
it may be infeasible or impossible to
know which species the original genomic
data represent without a voucher, hin-
dering repeatability.

Future studies may propagate errors
when relying on representative genomes
which may have been given incorrect tax-
onomic assignments.

Catalogued and curated biological sam-
ples (with their permit and other docu-
mentation) provide the best evidence of
legal collection.

Local field scientists may be excluded
from the scientific process when sam-
pling/collection information is missing
from repositories and publications, mak-
ing genomics less inclusive.

The failure to associate voucher information
with genome assemblies can lead to many real-
world problems, such as slowing our under-
standing of emerging diseases (e.g., identifying
the animal host of SARS-CoV-2
[Thompson et al., 2021]) to complicating clinical
analyses because of the use of misidentified spe-
cies (Beaz-Hidalgo et al., 2015).

Limitations and the need for
verifiable genomics

The best way to ensure proper taxonomic identi-
fication is through the examination of a physical
voucher  specimen (Chakrabarty, 2010;
Chakrabarty et al., 2013; Monckton et al.,
2020). However, there are cases when such col-
lections and preservations are not possible. For
instance, an organism may be too large to be
collected and stored, too rare to be legally
obtained, or so small that most of the specimen
is depleted while obtaining sufficient tissue to
enable sequencing and assembly. In these cases,
detailed photographs should be taken to aid
future identification attempts, although it should
also be recognized that photographs have lim-
ited utility for taxonomy (Monckton et al.,
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Obtain legal documents
required for collections,
exporting and importing
(usually under the purview

of a government agency and
with the help of local
scientists/collectors).

Permits

Field

collection

Photograph collected
specimens, record precise
locality information (e.g.,

Work with local
researchers, museum
and/or collections-based
field biologists to obtain
specimens using established
IACUC-approved methods.

GPS coordinates) and other
pertinent natural history
information for cataloguing
(e.g., Darwin-core8).

Metadata

Sample tissues needed for
research. The remainder of
the specimen or “lot”
specimens should be
deposited in a permanent
collection (e.g. natural
history collection).

Vouchering

Dynamic links between
museum collections and
genome repositories is
encouraged, especially in
the case of taxonomic

revisions (e.g., a species is

split into multiple species).

Link Genomes

to Vouchers

Figure 2. Suggested best practices for voucher-enabled genomics. Best practice starts with obtaining the necessary legal documents (see 'Permits’),
and continues through fieldwork with local researchers (‘Field collection’), photographing specimens and recording collection information (‘Metadata’),
depositing specimens ('Vouchering’), and creating dynamic links between museum collections and genome repositories ('Link Genomes to Vouchers').

2020; Ceriaco et al., 2016). Many species are
distinguished on the basis of inconspicuous char-
acters or internal anatomy that photographs
might not capture. Alternatively, if other speci-
mens exist from the same ‘lot’ (additional repre-
sentatives of the same species from the same
location and collection event), these could be
treated as ‘proxy’ specimens for the voucher
and used for future taxonomic verification (this
approach is equivalent to the paragenophore
voucher classification suggested in Pleijel et al.,
2008).

One example of how designating a proxy
specimen could have been helpful is in the case
of the electric eel (Electrophorus electricus)
genome assembly. After this taxon was
sequenced and assembled (Gallant et al.,
2014), a subsequent publication split this spe-
cies into three, each identified by discrete phe-
notypic characters corresponding to different
physiographic regions (de Santana et al., 2019).
Although several eel specimens were purchased
from the same aquarium vendor for tissue har-
vesting and nucleic acid extraction, no vouchers
were saved. If additional specimens were avail-
able from the same vendor (even if not used in
sequencing but assuming they were from the
same locality), these could stand in proxy for the
original vouchers to aid future identifications.

Similarly, individuals from the same culture/
cell line/germ line/strain can be treated as prox-
ies to aid identifications in cases where speci-
mens used for genomic sampling are obtained
from facilities maintaining these closely related
individuals.  Likewise, DNA samples are

frequently taken from captive organisms, such as
those housed in zoos and aquariums. Live organ-
isms can be treated as vouchers and can be pro-
vided museum catalog numbers to ensure future
preservation upon their death; even if a speci-
men is heavily dissected from a necropsy, many
permanent collections are willing to preserve
partial remains as vouchers.

Samples collected from organisms that are
extremely large (such as blood/tissue samples
taken from a whale) can also be curated and
stored with other biological sample data in most
natural history collections. These types of acces-
sory or partial biological samples and photo-
graphs (or other so-called e-vouchers
[Monk and Baker, 2001]) fall in the category of
secondary vouchers (Kageyama et al., 2007)
that should be used in support of vouchering
whole specimens, not as alternatives — unless
collecting a specimen is not possible. This holis-
tic approach to vouchering, where primary and
secondary voucher materials are collected and
stored together will further increase the repeat-
ability and reliability of genomic studies.

Theoretically, in the absence of vouchers,
new specimens can be collected and molecular
data from other members of a population can
be used to confirm taxonomy. However, collec-
tion of additional specimens from the same loca-
tion as the original may be infeasible. For
example, permits to collect additional individu-
als may not be approved, or populations may be
extirpated or replaced by closely related species
before new collections can be made.
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Some researchers may also argue that using
organellar DNA data (e.g., mitochondrial DNA,
including DNA barcoding genes) collected dur-
ing the genome sequencing process will always
be available as a method of taxonomic verifica-
tion. However, introgression or hybridization
among related species can obfuscate post-hoc
taxonomic identification using molecular data,
muddling the link between a voucherless-
genome and subsequent genetic detective work
(Zhang and Hewitt, 1996).

Alternatively, comparative organellar DNA
can also be misidentified or unavailable from
public databases such as the Barcode of Life and
GenBank (Pentinsaari et al., 2020). For exam-
ple, since the publication of the ocean sunfish
(Mola mola) genome (Pan et al., 2016), the orig-
inally described taxon has been split into three
distinct species (Nyegaard et al., 2018) with no
photo or voucher from the original source animal
and with the novel taxa having very limited
sequence data available. In such cases, where
comparative sequence data are unavailable from
all recognized species of a recently split taxon, it
will not be entirely clear to which species the
previously sequenced genome should be
assigned.

Improving legality, equity, and
inclusion in genomics
Where possible, having a proper voucher can be
evidence that collections of rare or endangered
species were made legally (Colella et al., 2021).
Data associated with vouchers typically includes
links to permits, field notes, and other associ-
ated documentation; without a specimen these
documents are often lost because they are not
associated with museums or other long-term
archival research collections (Simmons, 2017).

Preserving representative vouchers can also
make genomics more inclusive for individuals
who facilitate the collection of these source
materials. For example, a recent call to sequence
all eukaryotic genomes (Lewin et al., 2018) will
require the help of many in biodiversity rich but
economically poor areas. These collectors of bio-
logical samples will facilitate the initiation of
genome studies by obtaining local permits and
source specimens, and these collectors are often
the first to perform taxonomic identifications
because they have first-hand knowledge of local
biodiversity.

Although collection, preservation, and main-
tenance of domestic and international specimens
should be treated as a partnership between the

scientists involved, specimen collectors are
sometimes excluded from subsequent stages of
the scientific process. Vouchering of specimens
can serve as one mechanism among many to
include collectors in the scientific process and
validate their position as manuscript co-authors;
the vouchering process is the first step formaliz-
ing the link between the collector and the sam-
ples critical to subsequent genomic research.
Minimally, vouchering ensures the record of the
collectors who enable these studies is preserved
(the names of original collectors are linked to
the specimens and should be perpetuated with
the data obtained from their vouchers).

Support (financial as well as academic credit)
for museums and the preparators who maintain
these research collections and update taxonomy
and reference catalogs should also not be over-
looked (Bradley et al., 2014). Using vouchers
establishes one link between the collectors,
curators, collections managers, and the subse-
quent genomic resources — an important step
for making genomics more inclusive, sharing
credit for resources more equally, attracting and
training participants from historically marginal-
ized groups, and expanding the scientific infra-
structure globally. Vouchering also enables a
wide spectrum of scientific uses beyond geno-
mics including additional studies of natural his-
tory and ecology and the use of specimen
resources for outreach activities
(Peterson et al., 2007; Cook et al., 2017).

Suggested best practices of
specimen vouchering for genomic
studies

Figure 2 outlines the process for collecting sam-
ples for preservation in natural history collec-
tions and the mechanisms for establishing
proper taxonomic identification while ensuring
scientific reproducibility in genomic
studies. Materials taken from live organisms (in,
for example, zoos or breeding facilities) should
follow similar steps (see above). We encourage
genetic databases and journal publishers to con-
sider requesting these best practices as part of
their submission process. We further recom-
mend that authors include photographs of the
voucher specimens in their publications describ-
ing new genome assemblies to add additional
safeguards for future identification. As we enter
a future when genomic analyses will be the most
frequent method of genetic study, we need to
avoid a scenario where it will become increas-
ingly intractable to correctly assign species to
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available genome assemblies; having a voucher
specimen representing the reference genome
for every species is the best solution to that
increasingly difficult problem.

Materials and methods

We surveyed the NCBI list of vertebrate
genomes (focusing on reference/representative
genomes of each species) with an assembly pub-
lication date up to January 1, 2020 (https://
www.ncbi.nlm.nih.gov/genome/browse#!/eukar-
yotes/vertebrates) and coverage of 30X or
greater. Although we focused on reviewing ver-
tebrate genomes, the lack of vouchers is a prob-
lem among genetic sequences submitted from
many different types of organisms (Leray et al.,
2019; Pleijel et al., 2008; Peterson et al.,
2007; Lendemer et al., 2020; Colella et al.,
2021; Schoch et al., 2020; Thompson et al.,
2021; Beaz-Hidalgo et al.,, 2015; Chakra-
barty, 2010; Chakrabarty et al., 2013). When
available, we also cross-checked the original
publications reporting genome assemblies for
references to a deposited voucher specimen.
Sometimes, we could not find any papers associ-
ated with the genome or failed to find contact
information in the NCBI. Summarized informa-
tion on the genomes included in this assessment
are available at: https://doi.org/10.5061/dryad.
bwwpzgmz4.

Acknowledgements

John Sullivan and Stacy Ciufo provided valuable
insights into genetic databases such as NCBI.
We thank all the researchers who replied with
voucher and/or genomic sequence information.

Janet C Buckner is in the Museum of Natural Science,
Louisiana State University, Baton Rouge, United States
jbuckner1@Isu.edu

[ https://orcid.org/0000-0001-7509-8370

Robert C Sanders is in the Museum of Natural
Science, Louisiana State University, Baton Rouge,
United States

Brant C Faircloth is in the Museum of Natural Science
and the Department of Biological Sciences, Louisiana
State University, Baton Rouge, United States

[ https://orcid.org/0000-0002-1943-0217

Prosanta Chakrabarty is in the Museum of Natural
Science and Department of Biological Sciences,
Louisiana State University, Baton Rouge; Carleton
University and the Canadian Museum of Nature,
Ottawa, Canada; the American Museum of Natural
History, New York; and the National Museum of
Natural History, Smithsonian Institution, Washington
prosanta@Isu.edu

B https:/jorcid.org/0000-0003-0565-0312

Author contributions: Janet C Buckner, Data curation,
Formal analysis, Investigation, Methodology, Writing -
review and editing; Robert C Sanders, Data curation,
Formal analysis; Brant C Faircloth, Writing - review and
editing; Prosanta Chakrabarty, Conceptualization, Data
curation, Formal analysis, Investigation, Writing - origi-
nal draft, Writing - review and editing

Competing interests: The authors declare that no
competing interests exist.

Received 10 March 2021
Accepted 26 May 2021
Published 01 June 2021

Funding
Grant reference
Funder number Author
National Science 10B-1754417 Brant C Faircloth
Foundation

The funders had no role in study design, data collection
and interpretation, or the decision to submit the work
for publication.

Decision letter and Author response
Decision letter https://doi.org/10.7554/elife.68264 sa'l
Author response https://doi.org/10.7554/elife.68264.

sa2

Additional files

Supplementary files
 Transparent reporting form

Data availability

Summarized information on the genomes included in
this assessment are available at: https://doi.org/10.
5061/dryad.6wwpzgmz4.

The following dataset was generated:

Database and

Author(s) Year Dataset Identifier
URL

Chakrabarty P, 2021 https://doi. Dryad Digital

Buckner JC, org/10.5061/ Repository, 10.

Faircloth BC dryad. 5061/dryad.
bwwpzgmz4 bwwpzgmz4

References

Beaz-Hidalgo R, Hossain MJ, Liles MR, Figueras MJ.
2015. Strategies to avoid wrongly labelled genomes
using as example the detected wrong taxonomic
affiliation for Aeromonas genomes in the GenBank
database. PLOS ONE 10:e0115813. DOI: https://doi.
org/10.1371/journal.pone.0115813, PMID: 25607802
Bradley RD, Bradley LC, Garner HJ, Baker RJ. 2014.
Assessing the value of natural history collections and
addressing issues regarding long-term growth and

Buckner et al. eLife 2021;10:e68264. DOI: https://doi.org/10.7554/eLife.68264

50f7


https://www.ncbi.nlm.nih.gov/genome/browse#!/eukaryotes/vertebrates
https://www.ncbi.nlm.nih.gov/genome/browse#!/eukaryotes/vertebrates
https://www.ncbi.nlm.nih.gov/genome/browse#!/eukaryotes/vertebrates
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://orcid.org/0000-0001-7509-8370
https://orcid.org/0000-0002-1943-0217
https://orcid.org/0000-0003-0565-0312
https://doi.org/10.7554/eLife.68264.sa1
https://doi.org/10.7554/eLife.68264.sa2
https://doi.org/10.7554/eLife.68264.sa2
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.5061/dryad.6wwpzgmz4
https://doi.org/10.1371/journal.pone.0115813
https://doi.org/10.1371/journal.pone.0115813
http://www.ncbi.nlm.nih.gov/pubmed/25607802
https://doi.org/10.7554/eLife.68264

e Life Feature Article

Science Forum | The critical importance of vouchers in genomics

care. BioScience 64:1150-1158. DOI: https://doi.org/
10.1093/biosci/biu166

Ceriaco LMP, Gutiérrez EE, Dubois A. 2016.
Photography-based taxonomy is inadequate,
unnecessary, and potentially harmful for biological
sciences. Zootaxa 4196:435-445. DOI: https://doi.org/
10.11646/zootaxa.4196.3.9

Chakrabarty P. 2010. Genetypes: a concept to help
integrate molecular phylogenetics and taxonomy.
Zootaxa 2632:67-68. DOI: https://doi.org/10.11646/
zootaxa.2632.1.4

Chakrabarty P, Warren M, Page L, Baldwin C. 2013.
GenSeq: an updated nomenclature and ranking for
genetic sequences from type and non-type sources.
ZooKeys 346:29-41. DOI: https://doi.org/10.3897/
zookeys.346.5753

Colella JP, Stephens RB, Campbell ML, Kohli BA,
Parsons DJ, Mclean BS. 2021. The open-specimen
movement. BioScience 71:405-414. DOI: https://doi.
org/10.1093/biosci/biaa146

Cook JA, Galbreath KE, Bell KC, Campbell ML,
Carriére S, Colella JP, Dawson NG, Dunnum JL,
Eckerlin RP, Fedorov V, Greiman SE, Haas GMS,
Haukisalmi V, Henttonen H, Hope AG, Jackson D,
Jung TS, Koehler AV, Kinsella JM, Krejsa D, et al.
2017. The Beringian Coevolution Project: Holistic
collections of mammals and associated parasites reveal
novel perspectives on evolutionary and environmental
change in the North. Arctic Science 3:585-617.

DOI: https://doi.org/10.1139/as-2016-0042

de Santana CD, Crampton WGR, Dillman CB,
Frederico RG, Sabaj MH, Covain R, Ready J, Zuanon J,
de Oliveira RR, Mendes-Junior RN, Bastos DA, Teixeira
TF, Mol J, Ohara W, Castro NCE, Peixoto LA,
Nagamachi C, Sousa L, Montag LFA, Ribeiro F, et al.
2019. Unexpected species diversity in electric eels with
a description of the strongest living bioelectricity
generator. Nature Communications 10:4000.

DOI: https://doi.org/10.1038/s41467-019-11690-z,
PMID: 31506444

Gallant JR, Traeger LL, Volkening JD, Moffett H, Chen
PH, Novina CD, Phillips GN, Anand R, Wells GB, Pinch
M, Gith R, Unguez GA, Albert JS, Zakon HH, Samanta
MP, Sussman MR. 2014. Genomic basis for the
convergent evolution of electric organs. Science 344:
1522-1525. DOI: https://doi.org/10.1126/science.
1254432, PMID: 24970089

Kageyama M, Monk RR, Bradley RD, Edson GF, Baker
RJ, Williams SL, Hawks CA. 2007. The changing
significance and definition of the biological voucher.
In: Williams SL, Hawks CA (Eds). Museum Studies:
Perspectives and Innovations. Washington, DC: Society
for the Preservation of Natural History Collections. p.
257-264.

Lendemer J, Thiers B, Monfils AK, Zaspel J, Ellwood
ER, Bentley A, LeVan K, Bates J, Jennings D, Contreras
D, Lagomarsino L, Mabee P, Ford LS, Guralnick R,
Gropp RE, Revelez M, Cobb N, Seltmann K, Aime MC.
2020. The Extended Specimen Network: A strategy to
enhance US biodiversity collections, promote research
and education. Bioscience 70:23-30. DOI: https://doi.
org/10.1093/biosci/biz140, PMID: 31949317

Leray M, Knowlton N, Ho SL, Nguyen BN, Machida
RJ. 2019. GenBank is a reliable resource for 21st
century biodiversity research. PNAS 116:22651-22656.
DOI: https://doi.org/10.1073/pnas. 1911714116,

PMID: 31636175

Lewin HA, Robinson GE, Kress WJ, Baker WJ,
Coddington J, Crandall KA, Durbin R, Edwards SV,
Forest F, Gilbert MTP, Goldstein MM, Grigoriev IV,
Hackett KJ, Haussler D, Jarvis ED, Johnson WE,
Patrinos A, Richards S, Castilla-Rubio JC, van Sluys
MA, et al. 2018. Earth BioGenome Project: Sequencing
life for the future of life. PNAS 115:4325-4333.

DOI: https://doi.org/10.1073/pnas.1720115115,

PMID: 29686065

Monckton SK, Johal S, Packer L. 2020. Inadequate
treatment of taxonomic information prevents
replicability of most zoological research. Canadian
Journal of Zoology 98:633-642. DOI: https://doi.org/
10.1139/¢jz-2020-0027

Monk RR, Baker RJ. 2001. e-Vouchers and the use of
digital imagery in natural history collections.
Museology 10:1-8.

Nyegaard M, Sawai E, Gemmell N, Gillum J,
Loneragan NR, Yamanoue Y, Stewart AL. 2018. Hiding
in broad daylight: molecular and morphological data
reveal a new ocean sunfish species (Tetraodontiformes:
molidae) that has eluded recognition. Zoological
Journal of the Linnean Society 182:631-658.

DOI: https://doi.org/10.1093/zoolinnean/zIx040

Pan H, Yu H, Ravi V, Li C, Lee AP, Lian MM, Tay B-H,
Brenner S, Wang J, Yang H, Zhang G, Venkatesh B.
2016. The genome of the largest bony fish, ocean
sunfish (Mola mola), provides insights into its fast
growth rate. GigaScience 5:s13742-016. DOI: https://
doi.org/10.1186/s13742-016-0144-3

Pentinsaari M, Ratnasingham S, Miller SE, Hebert
PDN. 2020. BOLD and GenBank revisited - Do
identification errors arise in the lab or in the sequence
libraries? PLOS ONE 15:€0231814. DOI: https://doi.
org/10.1371/journal.pone.0231814, PMID: 32298363
Peterson AT, Moyle RG, Nyari AS, Robbins MB,
Brumfield RT, Remsen JV. 2007. The need for proper
vouchering in phylogenetic studies of birds. Molecular
Phylogenetics and Evolution 45:1042-1044.

DOI: https://doi.org/10.1016/j.ympev.2007.08.019,
PMID: 17962047

Pleijel F, Jondelius U, Norlinder E, Nygren A, Oxelman
B, Schander C, Sundberg P, Thollesson M. 2008.
Phylogenies without roots? A plea for the use of
vouchers in molecular phylogenetic studies. Molecular
Phylogenetics and Evolution 48:369-371. DOI: https://
doi.org/10.1016/j.ympev.2008.03.024, PMID: 184240
89

Schoch CL, Ciufo S, Domrachev M, Hotton CL, Kannan
S, Khovanskaya R, Leipe D, Mcveigh R, O'Neill K,
Robbertse B, Sharma S, Soussov V, Sullivan JP, Sun L,
Turner S, Karsch-Mizrachi I. 2020. NCBI taxonomy: a
comprehensive update on curation, resources and
tools. Database 2020:baaa062. DOI: https://doi.org/
10.1093/database/baaa062, PMID: 32761142
Simmons J. 2017. Things Great and Small: Collections
Management Policies. Second Edition. Lanham, MD:
Rowan and Littlefield Publishers.

Thompson CW, Phelps KL, Allard MW, Cook JA,
Dunnum JL, Ferguson AW, Gelang M, Khan FAA, Paul
DL, Reeder DM, Simmons NB, Vanhove MPM, Webala
PW, Weksler M, Kilpatrick CW. 2021. Preserve a
voucher specimen! The critical need for integrating
natural history collections in infectious disease studies.
mBio 12:02698-20. DOI: https://doi.org/10.1128/
mBio.02698-20, PMID: 33436435

Buckner et al. eLife 2021;10:e68264. DOI: https://doi.org/10.7554/eLife.68264

60of7


https://doi.org/10.1093/biosci/biu166
https://doi.org/10.1093/biosci/biu166
https://doi.org/10.11646/zootaxa.4196.3.9
https://doi.org/10.11646/zootaxa.4196.3.9
https://doi.org/10.11646/zootaxa.2632.1.4
https://doi.org/10.11646/zootaxa.2632.1.4
https://doi.org/10.3897/zookeys.346.5753
https://doi.org/10.3897/zookeys.346.5753
https://doi.org/10.1093/biosci/biaa146
https://doi.org/10.1093/biosci/biaa146
https://doi.org/10.1139/as-2016-0042
https://doi.org/10.1038/s41467-019-11690-z
http://www.ncbi.nlm.nih.gov/pubmed/31506444
https://doi.org/10.1126/science.1254432
https://doi.org/10.1126/science.1254432
http://www.ncbi.nlm.nih.gov/pubmed/24970089
https://doi.org/10.1093/biosci/biz140
https://doi.org/10.1093/biosci/biz140
http://www.ncbi.nlm.nih.gov/pubmed/31949317
https://doi.org/10.1073/pnas.1911714116
http://www.ncbi.nlm.nih.gov/pubmed/31636175
https://doi.org/10.1073/pnas.1720115115
http://www.ncbi.nlm.nih.gov/pubmed/29686065
https://doi.org/10.1139/cjz-2020-0027
https://doi.org/10.1139/cjz-2020-0027
https://doi.org/10.1093/zoolinnean/zlx040
https://doi.org/10.1186/s13742-016-0144-3
https://doi.org/10.1186/s13742-016-0144-3
https://doi.org/10.1371/journal.pone.0231814
https://doi.org/10.1371/journal.pone.0231814
http://www.ncbi.nlm.nih.gov/pubmed/32298363
https://doi.org/10.1016/j.ympev.2007.08.019
http://www.ncbi.nlm.nih.gov/pubmed/17962047
https://doi.org/10.1016/j.ympev.2008.03.024
https://doi.org/10.1016/j.ympev.2008.03.024
http://www.ncbi.nlm.nih.gov/pubmed/18424089
http://www.ncbi.nlm.nih.gov/pubmed/18424089
https://doi.org/10.1093/database/baaa062
https://doi.org/10.1093/database/baaa062
http://www.ncbi.nlm.nih.gov/pubmed/32761142
https://doi.org/10.1128/mBio.02698-20
https://doi.org/10.1128/mBio.02698-20
http://www.ncbi.nlm.nih.gov/pubmed/33436435
https://doi.org/10.7554/eLife.68264

L]
ELlfe Feature Article Science Forum | The critical importance of vouchers in genomics

Zhang DX, Hewitt GM. 1996. Nuclear integrations: Ecology & Evolution 11:247-251. DOI: https://doi.org/
challenges for mitochondrial DNA markers. Trends in 10.1016/0169-5347(96)10031-8, PMID: 21237827

Buckner et al. eLife 2021;10:e68264. DOI: https://doi.org/10.7554/eLife.68264 7 of7


https://doi.org/10.1016/0169-5347(96)10031-8
https://doi.org/10.1016/0169-5347(96)10031-8
http://www.ncbi.nlm.nih.gov/pubmed/21237827
https://doi.org/10.7554/eLife.68264

