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Abstract

Background: In this paper we describe our experience of adding globally unique
identifiers to the Species 2000 and ITIS Catalogue of Life, an on-line index of
organisms which is intended, ultimately, to cover all the world’s known species. The
scientific species names held in the Catalogue are names that already play an
extensive role as terms in the organisation of information about living organisms in
bioinformatics and other domains, but the effectiveness of their use is hindered by
variation in individuals’ opinions and understanding of these terms; indeed, in some
cases more than one name will have been used to refer to the same organism. This
means that it is desirable to be able to give unique labels to each of these differing
concepts within the catalogue and to be able to determine which concepts are
being used in other systems, in order that they can be associated with the concepts
in the catalogue. Not only is this needed, but it is also necessary to know the
relationships between alternative concepts that scientists might have employed, as
these determine what can be inferred when data associated with related concepts is
being processed. A further complication is that the catalogue itself is evolving as
scientific opinion changes due to an increasing understanding of life.

Results: We describe how we are using Life Science Identifiers (LSIDs) as globally
unique identifiers in the Catalogue of Life, explaining how the mapping to species
concepts is performed, how concepts are associated with specific editions of the
catalogue, and how the Taxon Concept Schema has been adopted in order to
express information about concepts and their relationships. We explore the
implications of using globally unique identifiers in order to refer to abstract concepts
such as species, which incorporate at least a measure of subjectivity in their
definition, in contrast with the more traditional use of such identifiers to refer to
more tangible entities, events, documents, observations, etc.

Conclusions: A major reason for adopting identifiers such as LSIDs is to facilitate
data integration. We have demonstrated the incorporation of LSIDs into the
Catalogue of Life, in a manner consistent with the biodiversity informatics
community’s conventions for LSID use. The Catalogue of Life is therefore available as
a taxonomy of organisms for use within various disciplines, including biomedical
research, by software written with an awareness of these conventions.
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Introduction
As in many areas of scientific research, there is an ever-increasing need to be able to

access species-related information reliably, and to be sure that various researchers are

either referring to the same entity or that they know they are not. This is particularly

important to the biodiversity informatics community where they are frequently using

terms and scientific names which have to be understood within the context where they

appear. It is not necessarily always appreciated that this issue extends beyond biodiver-

sity informatics to other areas in which species names are used, such as bioinformatics,

biomedical informatics and ecoinformatics. The use of Globally Unique Identifiers

(GUIDs) can help address this problem electronically. In this paper we explain how

GUIDs - and, in particular, Life Science Identifiers (LSIDs) [1] - are being used in bio-

diversity informatics systems. One of the most challenging problems is to manage spe-

cies names effectively, due to the variability of the concepts to which they are applied,

and the majority of this paper concerns the approach we have taken to solving some of

these problems in recent editions of the Species 2000 Catalogue of Life system, and stra-

tegies for addressing the remaining issues. A key requirement for the Catalogue to be

used to its full potential is interoperability across application domains. For example, use

of species names in biomedical literature, with the associated problems of synonymy, is

an important issue [2]. Indexing of biological material and data organised by species is

important [3,4], not least as a means of providing users and electronic systems with

alternative search terms for species, and the Catalogue of Life is a key resource in

achieving this in an effective manner. We shall see that there are some inconvenient

external constraints that have been imposed on our current approach, but they do not

preclude the Catalogue’s use for such purposes. More generally, the basic problem

addressed in this paper is one that is inevitably encountered whenever there are differ-

ences of expert opinion about the categories that should be used for classifying entities,

especially when opinions develop and change over time.

Background
The Species 2000 and ITIS Catalogue of Life project

The Catalogue of Life (CoL) [5] is seeking to build a catalogue of all known species. It

uses a distributed architecture [6], which is important in order to provide suppliers of

component databases with the autonomy and control they require. Users of scientific

names are faced with the problem that disagreement amongst the taxonomists who pub-

lish and organise these names will lead to different scientific names being used to refer

to the same organism, and to variation in the range of organisms that a given name

might refer to. In order to provide a complete “synonymic index” of all the world’s spe-

cies, the Species 2000 programme was set up. It is creating a catalogue of known species,

with their accepted names, ambiguous and unambiguous synonyms, misapplied names,

vernacular names, and some other basic data, by dynamically linking available checklist

databases for different higher taxa (nodes higher than species in the taxanomic hierar-

chy), with the ultimate aim of complete coverage of the taxonomic hierarchy and hence

all known species. In partnership with the North American ITIS organisation, it has

been delivering the Catalogue of Life (CoL) in two main forms: the Dynamic Checklist,

updated on the Web as the component federated databases are updated, and the Annual

Checklist, a snapshot of the CoL released on CD and on the Web every year. The
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distinction between the Annual Checklist and the Dynamic Checklist is becoming less

explicit, as the main updates at present are quarterly updates to the Annual Checklist on

the Web. The uniqueness of the CoL lies in its target of creating a complete catalogue,

organised by concepts (the species), comprising a single classification assembled from

peer-reviewed checklist databases. It complements other initiatives such as uBio [7],

which gathers information from a variety of resources such as published literature and

web documents into its Name Bank, and provides means to organise these names.

Role of the Catalogue of Life in a semantically-linked Web

In essence the Catalogue of Life is an electronic taxonomic checklist. Researchers can

use the Dynamic or Annual Checklist in order to find the status of a scientific name of

their choice and - if it is not an accepted name in the catalogue - to find the correspond-

ing accepted name. However, this checklist is also accessible via Web Services and the

complete checklist can be downloaded in various forms if desired [8]. Other major pro-

viders of species information such as the Global Biodiversity Information Facility (GBIF)

[9] and the Encyclopedia of Life [10] use the Catalogue of Life in order to enhance users’

searches. For example, if a user searches the Encyclopedia of Life for Drosera aldro-

vanda, one of the results (s)he will obtain is for Aldrovanda vesiculosa, because the Cat-

alogue of Life holds information that Drosera aldrovanda is a synonym of this latter

scientific name:

Accepted scientific name:

Aldrovanda vesiculosa L.

Synonyms:

Aldrovanda verticillata Roxb.

Drosera aldrovanda F. Muell.

It can be seen that the catalogue can be used as a thesaurus to generate alternative

search terms. However, there are two significant problems:

1. The combination of accepted name and synonyms can be regarded as the Catalogue

of Life’s definition of a single species. If in future editions of the catalogue the list of

synonyms changes, this may be due to a change of opinion about the circumscription

of the species and hence a change of opinion about which synonyms are applicable.

2. The circumscription (range of variation) associated with each of these names may

be different.

In order to illustrate these problems, Figure 1 shows part of the Droseraceae hierar-

chy as it appears in CoL 2008, and Figure 2 shows a corresponding part of the hierar-

chy in CoL 2009 and subsequent editions of the Catalogue. The underlying reason for

the changes to the hierarchy in this particular case is that information from ITIS was

used for Droseraceae up to and including 2008, while in subsequent years a specialist

Droseraceae database has been used. The latter is much more complete than the for-

mer, but also reflects some differences of taxonomic opinion.
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Sometimes, change can occur at higher levels of the classification, but in this parti-

cular case, no such changes are evident: the family Droseraceae is placed in the order

Nepenthales, and the two genera Dionaea and Drosera are included in both classifica-

tions. (The additional genera Aldrovanda and Drosophyllum in the 2009 classification

appear to be omitted from the 2008 classification due to incompleteness, rather than

Figure 1 Extract from 2008 Droseraceae classification. This extract from the 2008 Droseraceae
classification includes four of the species belonging to the genus Drosera. In the 2008 classification no
synonyms are provided for many of the Drosera species. Two of the species shown - Drosera filiformis and
Drosera rotundifolia - have varieties (Drosera filiformis var. filiformis, etc.). The classification includes another
genus (Dionaea) but we have not given any of the species for that group.

Figure 2 Extract from 2009 Droseraceae classification. This extract from the 2009 Droseraceae
classification includes three of the species belonging to the genus Drosera. Note that one of the species in
the 2008 classification, Drosera tracyi, does not have a corresponding species in the 2009 classification, but
there is a corresponding variety (Drosera filiformis var. tracyi), as explained in the main text of this paper
and illustrated in the next figure. Two additional Droseraceae genera are identified in this classification -
Aldrovanda and Drosophyllum - and we discuss one of these in the text.
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any other reason.) However, at the species level, the species Drosera tracyi is present

in the 2008 classification but not in the 2009 classification. Comparing the two classi-

fications, it will be seen that in the 2009 classification Drosera tracyi is a synonym of

the variety Drosera filiformis var. tracyi, while, in the 2008 classification, it is the oppo-

site way around. Figure 3 illustrates the underlying difference: in 2008, Drosera filifor-

mis and Drosera tracyi were regarded as two distinct species; in 2009, they were

regarded as a single species. This illustrates the first of the above problems: the cir-

cumscription of Drosera filiformis in 2009 includes a concept (Drosera filiformis var.

tracyi) which was treated as a separate species in 2008. Although in this case we have

assumed that Drosera tracyi and Drosera filiformis var. tracyi have the same circum-

scription (represent the same concept), in general it is not necessarily the case. For

example, in the 2009 classification, Drosera rotundifolia comosa may have a narrower

circumscription than Drosera rotundifolia but the information available in the check-

list does not tell us whether this is the case or not. This illustrates the second of the

above problems.

The differences between the 2008 and 2009 Droseraceae classifications relate to the

species level and below, but there is also some evidence of historical difference of opi-

nion regarding higher levels of the classification, in particular the genus Drosera. As

noted earlier, the species Aldrovanda vesiculosa has a synonym Drosera aldrovanda.

This indicates that at least part of it has been considered to belong within the genus

Drosera by some authors at some point.

In the above example we have illustrated how scientific names can be unstable as a

means of referring to specific taxonomic concepts. It is desirable, therefore, to have a

more reliable, unambiguous way of referring to a specific species concept so that it can

be known whether records relating to a given species (such as maps of occurrence

Figure 3 Differing taxonomic opinion in 2008 and 2009 classification. In the 2008 Catalogue, Drosera
filiformis and Drosera tracyi were regarded as two distinct species; in the 2009 edition, they were regarded
as a single species. The figure represents the circumscription (range of variation) associated with these
concepts, and the mapping between the 2008 and 2009 concepts for this particular case.
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records, descriptions, chemical and medicinal properties, etc.) do in fact relate to pre-

cisely the same concept of the species. It is further desirable for information about the

relationships between different, but related concepts to be known, in order that appro-

priate inference can be performed. For example, if species concept A is contained

within species concept B then any occurrence records relating to A will apply also to

B. We shall return to this point later.

The SPICE-TIP project

At the time when the SPICE-TIP (Species 2000 Interoperability Co-ordination Envir-

onment - TDWG Infrastructure Project) project was funded (2007) the biodiversity

informatics community - and particularly the Biodiversity Informatics Standards (also

known as Taxonomic Databases Working Group (TDWG)) Community [11] - was

starting to adopt Life Science Identifiers (LSIDs) [1] in order to label objects persis-

tently and uniquely. However in most cases these objects were easily identifiable and

immutable, such as species names, or observation events. This is similar to the origin-

ally-envisaged uses for LSIDs to (for example) label a molecular sequence [12,13]. The

authors of the present paper were asked to investigate how LSIDs could be incorpo-

rated into the Catalogue of Life, which raised various issues that had not been

addressed in these other projects, relating to labelling of concepts and tracking change.

Another then-current development was the Taxon Concept Schema (TCS) [14] (also

referred to as the Taxonomic Concept Transfer Schema), and the SPICE-TIP project

was taken as an opportunity to explore the effectiveness of the TCS for representing

the concepts inherent in the Catalogue of Life. The TCS had been developed on the

premise that scientific names are not satisfactory as identifiers for species concepts (as

we have ourselves explained above), and that a way of solving this problem is to define

the concepts in relation to other concepts and their context (such as publication infor-

mation) [15]. Although this does not completely solve the problem of determining

which concept a scientist may have actually used (see later in the present paper), the

TCS does provide a means of expressing relationships between the concepts in differ-

ent taxonomies and so is suited to our purpose. Similarly, it cannot necessarily be

assumed that two sources of species-related data using the same species LSID will hold

information about precisely the same species, and not different concepts, but if respon-

sible use of the LSIDs is made, then such an assumption is reasonable.

There are various alternative options for persistent unique identifiers and metadata (as

we shall discuss later), but due to the context of the project the authors were constrained

to the investigation of the suitability of specific technologies rather than to identify the

best technologies for the task at that stage.

Methods
As described earlier, the research reported in this paper depends on the use of Life

Science Identifiers (LSIDs) and the Taxon Concept Schema (TCS). In this section we

describe LSIDs and TCS in more detail; how they were introduced into the Catalogue

of Life will be described later, in the Results section. We also discuss the requirements

for an effective GUID system for the Catalogue of Life, which we sought to satisfy in

our design and implementation, as far as was possible within the constraints we were

given.

Jones et al. Journal of Biomedical Semantics 2011, 2:7
http://www.jbiomedsem.com/content/2/1/7

Page 6 of 21



Life Science Identifiers

The Object Management Group (OMG) defines LSIDs as:

“persistent, location-independent, resource identifiers for uniquely naming biologi-

cally significant resources” [1].

An LSID identifies a piece of byte-persistent data and/or a metadata document

description. Names of taxa, among other things, are suitable candidates to be assigned

LSIDs. LSIDs are Universal Resource Names (URNs) and have the constituent parts

shown in Figure 4. Provided with such an identifier, a user can make use of an on-line

or offline client to contact the individual authority’s resolver. Page’s LSID tester [16] is

an example of such a client. Another facility, provided for the biodiversity informatics

community, is the TDWG LSID Web Resolver [17].

The nature of the LSID resolution process (described fully in reference [12]) means

that specific software must be implemented that uses the LSID resolution protocol,

such as these clients. Also, to make LSIDs resolvable, the authority domain part of the

LSID shown in Figure 4 requires the existence of an SRV record on the Domain Name

Server (DNS). This record must refer to the actual end point (the IP address of the

server and the TCP/IP port number) for the resolution service. The implementation of

such a service is independent of how a client accesses it and thus, as long as it makes

provisions for the standard data and metadata requests, the programming language

used to develop the resolver is left up to the authority. Typical actions of a client

include looking up the SRV record, calling the endpoint and parsing the RDF response

when it is returned. The namespace and object identifier parts of the LSID are used by

the resolver to locate or build the corresponding data or metadata from local resources

such as a database. LSIDs are intended to be semantically opaque [18], so no assump-

tions can be made about the individual objects referred to based on the identifiers

used, other than the class of the object. If this were not the case, this may lead to

unwarranted assumptions and predictions being made by external clients about the

internal representation of the data or dynamic formation of the authority’s other

LSIDs. In some cases, nevertheless, individual implementers have created a syntactical

relationship between their LSIDs and the underlying data (for example, between LSIDs

and a specially-constructed export schema [19]), but such relationships appear to have

been adopted specifically for implementational convenience.

The end part of the LSID is the optional version field which many authorities omit

altogether for the main reason that the persistent requirement of LSIDs means that

change is signified by the assignment of a new identifier rather than versioning of an

Figure 4 LSID components. A Life Science Identifier (LSID) comprises a number of components, many of
which will not vary between LSIDs pertaining to the same resource. In this figure we illustrate these
components using a typical Catalogue of Life LSID.
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existing one. However, this LSID component plays an important role in the CoL

implementation as we shall explain later.

The Taxon Concept Schema

TDWG provides an ontology built on top of TCS (Taxon Concept Schema) elements

to assist and standardise the RDF metadata returned by LSID resolvers [20]. Among

the concepts provided by the TDWG ontology are TaxonName and TaxonConcept.

This makes it possible to distinguish between the concepts which individual research-

ers might hold in their minds regarding a particular group of organisms which

together form a taxon on the one hand, and the name(s) which might have been used

for this concept on the other. The relationship between the two notions can sometimes

be many-to-many. Other relation types provided include IsParentTaxonOf and IsChild-

TaxonOf, which make it possible to capture the hierarchical relationships within a

taxonomic classification tree, and publishedInCitation, which makes it possible to cite

supporting literature.

The TCS can be used to represent a fully organised set of taxonomic concepts, such

as is the basis of the Catalogue of Life. It has also been used in other contexts, e.g. to

support the process of taxonomy where the concepts and names are fluid and under

debate while an attempt is being made to study and classify some group of organisms

[21].

The combination of LSIDs for taxon identifiers and TCS for the information retrieved

by resolving these identifiers was therefore a suitable candidate for implementing a sys-

tem that uniquely labels the Catalogue of Life concepts and allows these concepts to be

retrieved.

Requirements for an effective CoL GUID system

In this section we shall discuss the requirements for an effective GUID system for the

Catalogue of Life. We will later observe that the choice of GUID system (LSID) which

we were asked to make meant that some of these requirements could not be met.

Nevertheless, where possible we tailored our use of LSIDs with these requirements in

mind.

Obvious fundamental requirements for a globally unique identifier are that it should

be completely unique; that it should be permanent (even if an object is superseded -

one might for example wish to access a superseded object because it was referred to in

some publication), and that it should be resolvable (data or metadata about the object

to which it refers must be retrievable). Others have identified such requirements and

in some cases (e.g. [22]) provide a long list of further requirements, but in our view

there are significant further issues that are not typically fully addressed:

1. The identifier should ideally identify a specific object which at any given time

exists in a single, unique location, supported by a mechanism that ensures any

copies of this object are up-to-date.

2. The way identifiers are used should be interoperable across disciplines. (Currently

the use in biodiversity informatics is to some extent standardised, in that LSIDs are

typically used and there are recommendations for the format of LSID metadata [22],

but this does not automatically provide interoperability with LSID use in other
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domains and hence tools have to be implemented that are aware of the way these

identifiers are used in the various domains.)

3. The identifier should preferably not require special tools to be installed on a user’s

computer in order for him or her to be able to access the objects referred to.

4. Clients should be implemented that fully support navigation via the identifiers, in

a way analogous to the service provided by crossref.org (http://www.crossref.org/).

5. Where possible, a “human-friendly” option for composing LSIDs for important

objects should be available, hence enabling users to have at least an initial entry point

into a network of related objects. For example, in the Catalogue of Life, an identifier

for each scientific name having some obvious form such as “...catalogueoflife.org:spe-

cies:Drosera-filiformis” could be supported, and the object that this resolved to would

contain metadata supporting navigation to the current species corresponding to this

name, etc. Of course, this would be in opposition to “best practices” that have been

advocated in the past [18]. An argument for identifiers not being “human-friendly” is

that they are for linking data in a way that should be transparent to human users. On

the other hand, it is not unreasonable for authors to want to cite globally unique iden-

tifiers in traditionally-published papers, e.g. in order to refer unambiguously to a spe-

cies, and in such cases it would be convenient if the identifier could readily be typed in

by the reader of such a document.

6. A means should be provided of discovering:

• GUIDs which either refer to the same object or to distinct objects that repre-

sent the same real-world entity, such as a concept

• GUIDs for related objects and concepts (including, for example, taxa which

replace the current one in a checklist), and metadata about the nature of these

relationships

• usage of GUIDs (electronic documents, etc, which refer to GUIDs). This last

point implies that either every time a GUID is used, a reference to this usage

gets recorded in a registry, or, perhaps more realistically, that an LSID crawler

service of some description needs to be implemented.

The above requirements form the background to the approach taken to the imple-

mentation of Globally Unique Identifiers in the Catalogue of Life, which we shall now

describe.

Results
In order to introduce LSIDs into the Catalogue of Life, some modification of the exist-

ing Catalogue of Life software and database schemas was necessary, but in addition to

this, an LSID resolver had to be set up, able to provide taxon data in response to LSID

metadata requests. We shall describe these two aspects first, and then explain how

relationships with concepts from other sources of taxonomic information are

expressed. Finally in this section we discuss the issue of managing change - identifying

when new LSIDs need to be issued.

Modifying the CoL

SPICE-TIP (SPICE TDWG Infrastructure Project) added LSID support to both the

Annual Checklist (AC) and, as an experiment, to the Dynamic Checklist (DC). As a
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result of this project, annual checklists from 2008 onwards contain LSIDs, and LSIDs

from the 2008 AC will generally be used as examples in this paper. The CoL partners

decided to use Universally Unique Identifiers (UUIDs) [23,24] as the object identifiers

within CoL LSIDs, because they can be generated by a simple algorithmic process

which virtually guarantees that no two UUIDs will ever be the same. This has the

advantage that not only will all CoL LSIDs be globally unique (as a combination of the

domain name and identifiers unique within the CoL), but the UUID is unique in its

own right. It can therefore be used in contexts unrelated to LSIDs, including being

used in other systems of resolvable identifiers, such as Linked Data URIs [25]. They

also decided that the LSID version field should be used. Using the version field allows

the reuse of an object identifier between different AC years (e.g. :ac2008, :ac2009) and

between the AC and the DC (e.g. :dc) in cases where they refer to the same taxon.

That is, if the underlying concept has not changed, the associated LSID does not

change (other than the version). This allows the possibility for software or humans

simply to compare the object identification parts of two LSIDs to determine whether

they refer to the same taxon, and to determine which CoL edition the LSID came

from, without the need to call the resolution service. The implications for taxon

matching are discussed later in this paper.

In the AC, a new field was added to an existing table, containing all taxa, to hold the

LSID. In the DC, the data retrieved from the contributing databases is held in a cache

database. However, to incorporate LSIDs a separate database was created which would

hold the data in a more suitable format than this cache. In both cases, the MySQL

UUID() function was used to generate the object identifier LSID part. (This does not

fulfil our suggested requirement for a “human-friendly” LSID composition option, but

ensures the more fundamental requirement of GUID uniqueness.) In the AC, LSIDs

were assigned by running the appropriate MySQL query to add them to the species

(and also the higher taxa, such as genus, family, etc.) prior to being released. In the

DC, code was introduced into the SPICE CAS (Common Access System) to assign

LSIDs to new taxa as they enter the system. Additions were made to both the AC and

DC interfaces to display LSIDs and the SPICE Web Service was modified in order to

communicate them to clients including the DC interface. The modified systems also

allow data providers the option to supply their own GUIDs for their species and other

taxa, and also GUIDs for the names themselves (accepted names and synonyms). In

contrast, within the Catalogue of Life, we have assigned LSIDs to the concepts it con-

tains, not to the various names (accepted names and synonyms) which might be asso-

ciated with each concept. The provider GUIDs are not made visible in the user

interfaces, and are accessed via the CoL LSID resolver.

Supporting infrastructure: resolver and metadata

The resolver for AC and DC LSIDs is written in Java using the LSID Java Toolkit avail-

able from the LSID resolution project site [26]. The resolver has access to both the AC

database and the SPICE cache database in order to form the response for a metadata

request. (All the CoL information associated with an LSID is held in the metadata of

the object referred to by the LSID, not its data.) It also has access to what we will refer

to as the “LSID Repository”, which is a database that contains both a table to hold DC

LSIDs and a table to hold relationships between LSIDs. The latter is consulted during
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every resolution process to enrich the current LSID with relationships to others (and

also with relationships to other taxa in the same checklist). These may be relationships

between the AC and the DC or between either the AC or DC and a provider-assigned

LSID. Modification of SPICE means that this table can be populated with external

LSIDs (if they are given by the provider) during the caching process.

As described earlier, the TDWG Taxon Concept Schema and TWDG ontology were

used in order to represent the data that is returned by the resolver. It should be noted

that the Catalogue of Life is not stored internally as a complete TCS document. A

TCS document is generated in response to individual LSID resolution requests, and

provides information about the taxon concerned, and about which other taxa it is

related to. The most fundamental concepts used are TaxonName and TaxonConcept.

As the Catalogue is a provider of a complete taxonomy using the names contained in

its databases, it was decided that the core element (the one which has the about = X

attribute where X is the current LSID) returned by the CoL’s resolver for each LSID

should be of type TaxonConcept, i.e. it is one of the agreed concepts which together

comprise a consistent Catalogue of Life; each concept has a single accepted name. This

could also be described as the “idea” in a person’s mind when using a certain name to

describe a taxon. The ontology also provides a means to relate the core TaxonConcept

to others to better give it context by using the hasRelationship object property and the

Relationship class. The HasVernacular and HasSynonym relationship types (or cate-

gories) are used to relate the current concept to its common name and synonym

counterparts.

In a taxonomic hierarchy it can be beneficial to view a concept in the context of its

parent (the next higher taxon of which it is a member) and children (the smaller taxa

which it comprises). Usefully, the TDWG ontology also has relationship types to repre-

sent hierarchical structure and these are IsParentTaxonOf and IsChildTaxonOf. Figure 5

is a conceptual illustration of a section of the metadata response for the LSID displayed

in Figure 4 and shows examples of some of the previously described relationships. This

LSID is for the species Abrus precatorius and in Figure 5 we can see its parent LSID (for

the genus Abrus) and one of its child LSIDs (for the subspecies Abrus precatorius subsp.

africanus) as well as one of its common names (of which it has several). Accepted

names, common names and synonyms can all have literature references attached to

them using the publishedInCitation although they have been removed, along with addi-

tional information, to save space in Figure 5. The ability to use LSIDs to traverse up and

down the hierarchy means that all taxa are reachable via the resolver from any single

LSID’s metadata, i.e. the core elements of the entire catalogue can be obtained by appro-

priate traversal. (It will be observed that obviously this would not be a good way to per-

form bulk retrieval of the Catalogue.) Some clients such as the Firefox plugin can take

particular advantage of this linkage, as they display additional LSIDs within a document

as links so a user can manually traverse up and down the tree with simple clicks. In

addition, representing the hierarchy this way opens up further possibilities for specific

programmatic access.

Relationships between CoL LSIDs and LSIDs from other providers

We have already discussed how a given CoL LSID relates to those of its children and

parent. As mentioned previously, the resolver can communicate with three different
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databases: extended versions of the AC and DC databases, and the LSID Repository.

The latter makes provisions for relating a CoL LSID to another CoL LSID or to an

externally assigned one. For example, Index Fungorum [27] is a contributor to the AC

and also already provides its own LSIDs which are not the same as the CoL’s, because

those species from Index Fungorum included in the CoL have a distinct role as part of

the CoL’s classification of all known organisms. The LSIDs are nevertheless directly

related. The core element returned by Index Fungorum’s resolver is the TaxonName

element from the TDWG ontology. Figure 6 illustrates an extract from a CoL LSID

response for which Index Fungorum has already issued a name LSID. The TDWG

ontology provides the IsCongruentTo relationship type for describing such links. How-

ever, a Relationship in the ontology is between two concepts of type TaxonConcept

and here one subject of the relationship is a TaxonName. As can be seen from Figure

6, an anonymous TaxonConcept (not explicitly associated with any scientific names)

links to the provider-assigned LSID and then this new TaxonConcept is used in the

IsCongruentTo relationship.

The DC communicates with its contributing databases via wrappers which convert

from the databases’ individual schemas (which might vary considerably) to a Common

Data Model (CDM) [28]. In order to accept provider-assigned LSIDs, provisional

changes were made to the CDM, which are optional on the part of the provider, to

expose their own LSIDs through the use of two new attributes: TAXONLSID and

NAMELSID. Figure 7 illustrates an extract from an experimental International Legume

Database and Information Service (ILDIS) wrapper where these attributes have been

filled with fictitious LSIDs; both attributes in the case of the accepted name but just

Figure 5 Resolver metadata response, example 1. This illustrates the conceptual structure of a typical
response from the Resolver. It represents the species with accepted name Abrus precatorius L., one of the
synonyms (Abrus tunguensis), one of the associated vernacular names (crab’s eye), and a relationship to two
other taxa (it is a child taxon of the genus Abrus, and a parent taxon of the subspecies Abrus precatorius
subsp. africanus). We have represented the key concepts and their relationships; where a number of XML
sub-elements have been collapsed into a single entity, their contents are given in non-italicised text; where
attributes are given, the text is italicised. [See additional file 1 for a corresponding XML listing.]
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NAMELSID in the case of the synonym. This is an example of what the CDM docu-

ment defines as a “type #2” response: it contains all information about a given species

(much of which has been removed from the figure, for clarity).

XML documents corresponding to Figures 5, 6 and 7 are provided [see additional

files 1, 2 and 3], for readers wishing to pursue the structures described in the above

subsections in more detail.

Figure 6 Resolver metadata response, example 2. This figure illustrates the conceptual structure of a
typical response from the Resolver in which the classification from which a particular species has been
obtained is indicated. In this case, the species Piptocephalis pseudocephala was provided by Index
Fungorum, and the globally unique identifier used by Index Fungorum is included in the response. [See
additional file 2 for a corresponding XML listing.]

Figure 7 Experimental LSID enabled wrapper response (abbreviated). This illustrates key elements of
a typical response from our LSID-enabled wrapper implementation. [See additional file 3 for a
corresponding XML listing.].
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Managing change

Most of the discussion in this paper has focussed on the assignment of LSIDs in the

2008 edition of the CoL Annual Checklist. Since the Catalogue does not only grow (by

new species being introduced) but change (reflecting changing expert opinion), not all

these LSIDs will be applicable to concepts in subsequent editions of the Catalogue.

Prior to the introduction of LSIDs, the CoL was criticized for using identifiers which

changed from year to year [29]. The internal identifiers have never been intended to

be used in other systems linking to the CoL, of course, but this criticism draws atten-

tion to the demand for persistent identifiers that are designed for use by other systems.

The CoL still does not guarantee to maintain the same internal identifiers, because

there appears to be no need to insist on this as a requirement, but it does now provide

persistent globally unique, publicly available identifiers. The fact that some LSIDs will

become deprecated through time may lead to the misunderstanding that the issue of

stability still has not been addressed. It needs to be understood that in relation to con-

cepts the Catalogue is intentionally not stable, so if a client is wishing to link to a

name, not a concept, the client should use any LSID available for the name (or just the

name itself), not a CoL-supplied taxon LSID. It should also be noted that it is intended

that deprecated concepts will be accessible via their LSIDs in perpetuity, and the meta-

data retrieved will include information about the concepts’ relationships to relevant

current concepts (such as inclusion, etc.).

Due to the fact that not all suppliers of data to the CoL also provide any kind of

GUID, any system to handle change must both:

• use information coming from the supplier database, where available, which indi-

cates by a new GUID that change has occurred, and

• analyse the checklist to detect changes.

The first of these options is the more straightforward to implement, although it

requires an understanding of each supplier’s policy in order to ensure that LSIDs are

changing if and only if the associated concepts are.

The second option is something that would be infeasible to undertake entirely by

hand for approximately 1.5 million species. We have implemented a “Taxon Matcher”

program which performs basic comparisons of species in different checklists [30]. This

program is currently what is used by the CoL when issuing LSIDs for a new edition of

the Catalogue. To determine whether to retain the same UUID as used for some taxon

in the previous edition, or to create a new UUID, the program has to discover whether

a taxon in the new edition matches one in the previous edition. Because no tracking of

changing taxon concepts is currently carried out by the providers of individual check-

lists ("GSDs”) to the CoL, it is necessary for Taxon Matcher to compare each taxon in

the new edition with every taxon in the previous edition to find matching taxa.

Taxon Matcher is designed to accommodate a variety of requirements for documenting

taxon concept change. Rather than being committed to a single view as to what constitu-

tes a taxon concept change, it attempts to discover all changes which could be regarded as

evidence of a change in taxon concept. The aim is thus to generate no “false negatives”

(where a taxon has changed but the change fails to be detected), but to allow what might

be “false positives”, depending on an individual’s point of view. It is inevitable that some
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entities, concepts, etc., will receive more than one identifier - this is not a problem specific

to the CoL - and in future we intend to include information about known occurrences of

multiple identifiers for the same concept in the metadata for the species or other taxon

concerned. The UUID part of the LSID changes in every edition in which any difference is

detected in several important taxon data fields. This is done by an algorithm in which a

single concatenated string of data or a hashed equivalent is generated for every taxon in

both editions, sorted, and then any identical pairs can be immediately located as they will

be adjacent. Taxon Matcher currently compares the following data fields from each spe-

cies in the Catalogue: its accepted scientific name, all synonyms, all common names, geo-

graphical distribution text, and the identifier given to it by the data provider. For a taxon

above the species level, where some of the fields listed above are absent, the names of the

higher taxa above it in the hierarchy are used. Users and software clients are then able to

use the metadata returned by the resolver to make their own choice as to the kinds of

change which they are interested in and the kinds which they wish to ignore. They can do

this explicitly by processing the returned RDF themselves, or by the use of a secondary

service which avoids the need to see the RDF and provides them with only the changes of

which they want to be informed. Figure 8 illustrates the extent to which the Catalogue has

grown and changed over a 5 year period, considering taxa at species and infraspecies

(such as subspecies) level only, as estimated using our taxon matcher. It is clear that this

number of concepts and rate of change cannot be handled entirely by manual means.

In future work it is intended to refine the procedure substantially, to allow editors to

identify taxa with minor changes as being in fact identical, and implementing heuristics
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Figure 8 Growth and change in the Catalogue of Life. This graph illustrates the number of taxa (at the
species and infraspecies levels only) in each Annual Checklist edition, from 2005 to 2010 inclusive. Also
given is the number of taxa in each year which were also in the previous year’s catalogue, and the
number of taxa in each year which are not in the following year’s catalogue.
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such as:

If a new synonym has been added to a taxon, and the synonym did not previously

occur elsewhere in the checklist, the concept is probably unchanged.

Discussion
In this paper we have explained how we enhanced the Catalogue of Life with Life

Science Identifiers, and extended the Catalogue software to be able to respond to

requests for data about individual taxa with documents in Taxon Concept Schema

form, expressed as RDF. We now discuss four important issues raised by our work: the

extent to which the use of LSIDs has made interoperability of the Catalogue of Life

with other systems possible (especially systems for other application domains); the

extent to which the precision afforded by LSIDs (or other GUIDs) might imply accu-

racy; the extent to which CoL LSIDs have been adopted - and the ways in which alter-

native GUID schemes could be supported; and the applicability of our approach to

other domains.

Interoperability

There has been a fragmentary, disjointed approach to globally unique identifiers across

disciplines. Although some GUID schemes have been deployed for specific applications

(e.g. DOIs [31] for publications, LSIDs for data objects in Life Science domains), and

hence have had differing requirements to meet, the lack of a generally-accepted resolva-

ble GUID specification means that the possibility of creating general-purpose software

that can use GUIDs to access objects from multiple application domains is limited. One

very widely used type of GUID is the UUID [24]. However, UUIDs are not in themselves

resolvable, although (as we have seen in this paper) there is good reason to make them

part of a resolvable identifier such as an LSID. This does in turn at least mean that we

have a basis for producing more than one kind of resolvable identifier for the same

object if identifier schemas that can embed UUIDs are used. This then means that such

objects can be used in a wider range of application domains.

It is not the purpose of this paper to compare the various kinds of GUID that are

available (Laibe & Le Novère [32] and Altman & King [33] include useful overviews in

their papers), but even given the requirement that LSIDs be used, there are still deci-

sions to be made which potentially limit interoperability:

• The TDWG community decided to use the metadata component for holding all

information relating to the objects referred to by LSIDs; the data field is not used.

This is in contrast with typical use of LSIDs, and means that (for example) bioin-

formatics software will not necessarily be able to interpret them.

• Use of TCS to describe the taxon concepts presents at least two problems. The

first of these is that development of the associated TDWG ontology has been inter-

mittent, and it is not clear whether extending some other ontology (such as the

SEEK Ecoinformatics Ontology [34]) might be a more sustainable approach. The

other problem is that the TCS provides its own specialised terminology for expres-

sing taxonomic concepts and their relationship to each other. While some
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terminology is inevitably specialised, some (such as IsCongruentTo and Overlaps)

are much more generally applicable and it would be desirable to standardise across

domains so that reasoning with such relationships can be performed in a more

general context.

In future work we plan to explore alternative persistent identifier schemes and to

investigate how the Catalogue can be made available as Linked Data [25] in order to

make the knowledge contained in the Catalogue more readily associated with other

Web-accessible information.

Precision and accuracy

Unfortunately, although the Catalogue of Life is being assembled with attention being

given to the appropriate selection of species concepts for inclusion, one cannot neces-

sarily be sure that, even if a scientist has used the Catalogue to look up a name, (s)he

is using the name as the creators of the relevant part of the Catalogue had intended.

This means that although the use of LSIDs ensures that one can refer to a specific

concept, present at a specific time in the Catalogue, with precision, this does not solve

the problem of ensuring that scientists recording information associated with a given

species concept have correctly identified the concept to use. We are currently investigat-

ing ways of detecting this problem in practice, but it seems inevitable that no complete

solution will be found, because of the subjective nature of species definition. Clearly a

development that would be beneficial in future is to make it easier for users to deter-

mine whether their species concepts coincide with those in the Catalogue. One current

relevant development is the Encyclopedia of Life, referred to earlier, which includes

descriptive species pages; another possibility would be the creation of “identification

keys” linked explicitly to the Catalogue of Life classification. This would be an enormous

undertaking, however, when one considers that merely enumerating the known species

is a task which the Catalogue of Life has been performing for over a decade, and which

it will never be able definitively to complete due to the regular discovery of new species.

Adoption of CoL LSIDs; other GUID schemes

The adoption of CoL LSIDs has not yet been as widespread as originally anticipated,

although examples of their use can be found in:

• the Belgian Species List [35], which provides CoL LSIDs in the text of its species

data Web pages;

• CultureSheet dot Org, which provides CoL LSIDs for some (but not all) of the

species it covers [36], and

• the Atlas of Living Australia [37], which includes CoL LSIDs in the species

metadata.

There are perhaps a number of reasons for this somewhat limited adoption, which

are not specific to the CoL. The end user unfamiliar with LSIDs may be disappointed

to find that they cannot be resolved by simply pasting them into a web browser,

although we noted earlier that browser plug-ins and web proxies exist to allow Web

browsers to be used. Another reason for the relatively low rate of adoption of LSIDs
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may be the high profile accorded to the Semantic Web and the use of Linked Data

URIs as alternative means to provide metadata about objects and concepts, especially

as these are based on existing Web technology which provides less of a barrier to

users unfamiliar with them.

However, because the CoL has based its identifiers on the use of UUIDs which do

not necessarily require the existence of the LSID system in order to be resolved, the

CoL has the option to deploy its taxon concept identifiers in other ways. For example,

the CoL UUIDs can be incorporated in HTTP URIs. If this is done, the edition of the

CoL from which the identifier was obtained could be omitted, and the resolution

mechanism should still be able to provide metadata about which editions this taxon

concept was included in and what changes, if any, occurred between them. Such

changes would not relate to changes of concept, but (for example) to additional data

being included. If it is important to be able to specify the edition from which the con-

cept was obtained, then the edition code from the revision element of the LSID could

simply be concatenated with the UUID part. There is no reason why the CoL cannot

deploy its identifiers in multiple ways simultaneously, and so the approach we have

taken allows us to accomodate changing external requirements on the provision of

globally unique identifiers.

Issues relating to the choice and adoption of suitable GUID schemes are covered in

detail in two recent documents commissioned by the Global Biodiversity Information

Facility (GBIF) [38,39].

Applicability to other domains

We have focussed in this paper upon the enhancement of a Catalogue of Life by add-

ing LSIDs to the concepts defined in the Catalogue and incorporating information

about relationships between these concepts in the LSID metadata. Yet concepts and

variation of professional opinion are not phenomena unique to the domain of taxon-

omy, and not dissimilar benefits might be expected where globally unique identifiers

are used in a comparable way in other domains, for example in the Unified Medical

Language System (UMLS) [40], which defines the notion of a Concept Unique Identi-

fier (CUI), and in which concepts from various biomedical taxonomies need to be

related to each other.

As we have seen, some of the metadata used for taxonomic concepts is domain-spe-

cific and may not be applicable to other domains; we anticipate that the reverse would

also be true. In other words, although we have been advocating the desirability of a

cross-disciplinary approach to the problem of adopting GUIDs, domain-specific exten-

sions to capture some of the nuances associated with concepts, in particular, are

needed. Appropriate ontologies underpinning these extensions are also needed, if soft-

ware that is not application domain-specific is to be able to make any sense of these

extra details.

Conclusions
In this paper we have demonstrated the feasibility of enhancing the Catalogue of Life

with globally unique identifiers and suitable explicit metadata relating the Catalogue’s

concepts to each other. We have also explained how the Catalogue of Life may be

regarded as a specialised ontology, providing knowledge that is needed to support
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semantic interoperability in biomedical and other disciplines when dealing with spe-

cies-related data. Using identifiers such as LSIDs to refer to species concepts instead of

using species names (which might be subject to various interpretations) can help in

data integration. This is because it can be assumed (with the caveats expressed earlier

in this paper) that two sources of species-related data using the same species LSID will

hold information about precisely the same species, not different concepts. The provi-

sion of unique identifiers is a key aspect of the recently-commenced i4Life project

[41]: i4Life aims to cross-map between taxonomies supplied by various organisations,

including the NCBI taxonomy, IUCN Red List, etc., using the Catalogue of Life as a

source both of names and of concepts (assemblages of names into species and other

taxa) to support the cross-mapping process.

In future, there are a number of areas that would benefit from further development,

including some areas in which the requirements for an effective CoL GUID system

listed earlier in this paper are not yet satisfied. We have mentioned these in the pre-

vious sections but, to summarise, we are planning:

• enhanced tracking of concept changes;

• tracking LSID usage (see requirement (6));

• suitable default behaviour in cases where a CoL LSID without a version field is

submitted to the resolver, perhaps from systems that cannot accommodate the ver-

sion field. At present, the resolver fails; our intention is to change this behaviour so

that the resolver will return metadata associated with the current version of the

LSID.

• exploration of alternative GUID schemes and options for expressing concept

metadata;

• investigation of appropriate ways to provide a “human-friendly” option for com-

posing LSIDs for important objects (see requirement (5));

• making the Catalogue of Life available as Linked Data, and

• experimenting to determine ways of automatically identifying where users are

erroneously referring to the same concept.

Availability of supporting data
The Catalogue of Life is accessible via its Web interface at: http://www.catalogueoflife.

org/

LSIDs used in the Catalogue of Life are of the form: urn:lsid:catalogueoflife.org:... and

these LSIDs may be used to retrieve a TCS representation of the relevant part of the

Catalogue.

The software described in this paper - enhanced Catalogue of Life (SPICE) software,

software for resolving Catalogue of Life LSIDs as TCS documents, and the Taxon

Matcher program - is available at: http://biodiversity.cs.cf.ac.uk/

Additional material

Additional file 1: An abbreviated example of resolver metadata RDF response corresponding to Figure 5.
This file provides the XML underlying the structure presented in Figure 5. Note that the namespace declarations
have been removed; also C: refers to elements in the TaxonConcept namespace and N: refers to elements of the
TaxonName namespace. The relationships between the taxon which this metadata represents (with name “Abrus
precatorius”) and the other taxa to which it relates are highlighted in bold face.
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Additional file 2: An abbreviated example of resolver metadata RDF response corresponding to Figure 6.
This file provides the XML underlying the structure presented in Figure 6. Note that the namespace declarations
have been removed; also C: refers to elements in the TaxonConcept namespace and N: refers to elements of the
TaxonName namespace. The key elements that indicate the relationship between the Catalogue of Life taxon
which this metadata represents and the source taxon are highlighted in bold face (the IsCongruentTo relationship
and the Index Fungorum LSID).

Additional file 3: An abbreviated experimental LSID-enabled wrapper XML response corresponding to
Figure 7. The extensions to the standard Species 2000 “type #2” response which have been made in order to
accommodate LSIDs are highlighted in bold face.

Acknowledgements
The initial stages of the work reported in this paper were supported by a GBIF/TDWG TWDG Infrastructure Project
grant. Indexing for Life (i4Life) is a European e-Infrastructure project, co-funded by the European Commission’s
Seventh Framework Programme for Research and Technological Development, in which ACJ and RJW are participants.
The current user interface to the Catalogue of Life system was developed by ETI Bioinformatics (Leiden), and the
Catalogue content is maintained by Species 2000. An earlier version of some parts of this paper was presented at the
BNCOD 2008 workshop “Biodiversity Informatics: challenges in modelling and managing biodiversity knowledge”, and
can be downloaded from the Workshop Web Site [42].
A project of the kind reported in this paper inevitably involves discussion with a wide range of colleagues, but we
would particularly like to express our appreciation to Prof. Frank Bisby, Dr. Alan Paton, Dr. Guy Cochrane and
members of the GBIF LSID-GUID task group for discussions that have helped in forming some of the ideas expressed
here, and to Prof. Alun Preece for agreeing to read and comment on a draft of this paper.
We would also like to thank the anonymous reviewers of an earlier version of our paper for their constructive
comments and the relevant information that they have provided. The idea of improving the resolver’s response in
cases where no version is provided was suggested by one of the reviewers.

Author details
1Cardiff School of Computer Science & Informatics, Cardiff University, Queen’s Buildings, 5 The Parade, Cardiff CF24
3AA, UK. 2Covalent Software Ltd, 3 Hammet Street, Taunton, Somerset TA1 1RZ, UK.

Authors’ contributions
All three authors contributed to the design and approach documented in this paper. ERO implemented the software
extending the Catalogue of Life to handle LSIDs and serve TCS data, with some assistance from RJW and ACJ. RJW
implemented and maintains the Taxon Matcher program, and ACJ contributed some of the revisions. ACJ performed
the CoL growth analysis. ACJ led the writing of the paper, with major contributions from both ERO and RJW. All
authors read and approved the final manuscript.

Competing interests
The authors declare that they have no competing interests.

Received: 31 January 2011 Accepted: 17 October 2011 Published: 17 October 2011

References
1. Object Management Group: Life Sciences Identifiers final adopted specification. OMG Document dtc/04-05-01 2004

[http://www.omg.org/cgi-bin/doc?dtc/04-05-01].
2. Gerner M, Nenadic G, Bergman C: LINNAEUS: A species name identification system for biomedical literature. BMC

Bioinformatics 2010, 11:85.
3. Patterson DJ, Remsen D, Marino WA, Norton C: Taxonomic Indexing–Extending the Role of Taxonomy. Systematic

Biology 2006, 55(3):367-373.
4. Sarkar IN: Biodiversity informatics: organizing and linking information across the spectrum of life. Briefings in

Bioinformatics 2007, 8(5):347-357.
5. Species 2000-ITIS Catalogue of Life. [http://www.catalogueoflife.org/].
6. Jones AC, Xu X, Pittas N, Gray WA, Fiddian NJ, White RJ, Robinson JS, Bisby FA, Brandt SM: SPICE: a flexible

architecture for integrating autonomous databases to comprise a distributed catalogue of life. In 11th International
Conference on Database and Expert Systems Applications (LNCS 1873). Edited by: Ibrahim M, Küng J, Revell N. Springer
Verlag; 2000:981-992.

7. The uBio project. [http://www.ubio.org/].
8. Catalogue of Life Services and Download Documentation. [http://www.catalogueoflife.org/services/].
9. Global Biodiversity Information Facility (GBIF). [http://www.gbif.org/].
10. Encyclopedia of Life. [http://www.eol.org/].
11. Biodiversity Informatics Standards (TDWG). [http://www.tdwg.org/].
12. Clark T, Martin S, Liefeld T: Globally distributed object identification for biological knowledgebases. Briefings in

Bioinformatics 2004, 5:59-70.
13. Martin S, Hohman MM, Liefeld T: The impact of Life Science Identifier on informatics data. Drug Discovery Today

2005, 10(22):1566-1572.
14. TDWG Taxon Concept Schema (TCS). [http://www.tdwg.org/standards/117/].

Jones et al. Journal of Biomedical Semantics 2011, 2:7
http://www.jbiomedsem.com/content/2/1/7

Page 20 of 21

http://www.biomedcentral.com/content/supplementary/2041-1480-2-7-S2.PDF
http://www.biomedcentral.com/content/supplementary/2041-1480-2-7-S3.PDF
http://www.omg.org/cgi-bin/doc?dtc/04-05-01
http://www.ncbi.nlm.nih.gov/pubmed/20149233?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16861205?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17704120?dopt=Abstract
http://www.catalogueoflife.org/
http://www.ubio.org/
http://www.catalogueoflife.org/services/
http://www.gbif.org/
http://www.eol.org/
http://www.tdwg.org/
http://www.ncbi.nlm.nih.gov/pubmed/15153306?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16257380?dopt=Abstract
http://www.tdwg.org/standards/117/


15. Kennedy JB, Kukla R, Paterson T: Scientific Names Are Ambiguous as Identifiers for Biological Taxa: Their Context
and Definition Are Required for Accurate Data Integration. In Data Integration in the Life Sciences, Volume 3615 of
Lecture Notes in Computer Science. Edited by: Ludäscher B, Raschid L. Springer Berlin/Heidelberg; 2005:80-95.

16. LSID Tester, a tool for testing Life Science Identifier resolution services. Source Code for Biology and Medicine 2008,
3:2.

17. TDWG LSID Web Resolver. [http://lsid.tdwg.org/].
18. Smith D, Szekely B: LSID Best practices. 2005 [http://www.ibm.com/developerworks/opensource/library/os-lsidbp/].
19. Bafna S, Humphries J, Miranker DP: Schema driven assignment and implementation of life science identifiers (LSIDs).

Journal of Biomedical Informatics 2008, 41(5):730-738.
20. TDWG LSID Vocabularies. [http://wiki.tdwg.org/twiki/bin/view/TAG/LsidVocs#The_TDWG_LSID_Vocabularies].
21. Franz NM, Peet RK, Weakley AS: On the Use of Taxonomic Concepts in Support of Biodiversity Research and

Taxonomy. In The new taxonomy. Edited by: Wheeler Q. CRC Press; 2008:63-86.
22. TDWG Life Sciences Identifiers (LSID) Applicability Statement. [http://www.tdwg.org/fileadmin/subgroups/guid/

LSID_Applicability_Statement_draft.pdf].
23. Leach P, Mealling M, Salz R: A Universally Unique Identifier (UUID) URN Namespace. RFC 4122 (Proposed Standard).

Internet Engineering Task Force 2005 [http://www.ietf.org/rfc/rfc4122.txt].
24. International Telecommunication Union: ITU-T Recommendation X.114: Generation and registration of Universally

Unique Identifiers (UUIDS) and their use as ASN.1 object identifier components. 2008 [http://www.itu.int/rec/T-REC-
X.667/en].

25. Bizer C, Heath T, Berners-Lee T: Linked Data - The Story So Far. Int J Semantic Web Inf Syst 2009, 5(3):1-22.
26. LSID Java Toolkit. [http://sourceforge.net/projects/lsid/].
27. Index Fungorum. [http://www.indexfungorum.org].
28. Species 2000 Data Standards. [http://biodiversity.cs.cf.ac.uk/sp2000/protocol/].
29. Page RDM: Biodiversity informatics: the challenge of linking data and the role of shared identifiers. Briefings in

Bioinformatics 2008, 9(5):345-354.
30. Catalogue of Life Taxon Matcher. [http://biodiversity.cs.cf.ac.uk/repository/TaxMatch/].
31. Paskin N: Digital Object Identifier (DOI) System. Encyclopedia of Library and Information Sciences. 3 edition. Taylor &

Francis; 2010, 1586-1592.
32. Laibe C, Le Novère N: MIRIAM Resources: tools to generate and resolve robust cross-references in Systems Biology.

BMC Systems Biology 2007, 1:58.
33. Altman M, King G: A Proposed Standard for the Scholarly Citation of Quantitative Data. D-Lib Magazine 2007, 13(3/

4):.
34. Williams RJ, Martinez ND, Golbeck J: Ontologies for ecoinformatics. Web Semantics: Science, Services and Agents on the

World Wide Web 2006, 4(4):237-242.
35. Belgian Species List. [http://www.species.be/].
36. CultureSheet dot Org. [http://culturesheet.org/].
37. Atlas of Living Australia. [http://www.ala.org.au/].
38. Richards K, White R, Nicolson N, Pyle R: A Beginner’s Guide to Persistent Identifiers. 2011 [http://www.gbif.org/orc/?

doc_id=2428].
39. Cryer P, Hyam R, Miller C, Nicolson N, Tuama ÓÉamonn, Page R, Rees J, Riccardi G, Richards K, White R: Adoption of

Persistent Identifiers for Biodiversity Informatics. 2009 [http://www.gbif.org/orc/?doc_id=2956].
40. Bodenreider O: The Unified Medical Language System (UMLS): integrating biomedical terminology. Nucleic Acids

Research 2004, , 32 Database: 267-270.
41. i4Life: Indexing for Life. [http://www.i4life.eu/].
42. BNCOD 2008 Workshop: “Biodiversity Informatics: challenges in modelling and managing biodiversity knowledge”.

[http://biodiversity.cs.cf.ac.uk/bncod/].

doi:10.1186/2041-1480-2-7
Cite this article as: Jones et al.: Identifying and relating biological concepts in the Catalogue of Life. Journal of
Biomedical Semantics 2011 2:7.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Jones et al. Journal of Biomedical Semantics 2011, 2:7
http://www.jbiomedsem.com/content/2/1/7

Page 21 of 21

http://lsid.tdwg.org/
http://www.ibm.com/developerworks/opensource/library/os-lsidbp/
http://www.ncbi.nlm.nih.gov/pubmed/18599379?dopt=Abstract
http://wiki.tdwg.org/twiki/bin/view/TAG/LsidVocs#The_TDWG_LSID_Vocabularies
http://www.tdwg.org/fileadmin/subgroups/guid/LSID_Applicability_Statement_draft.pdf
http://www.tdwg.org/fileadmin/subgroups/guid/LSID_Applicability_Statement_draft.pdf
http://www.ietf.org/rfc/rfc4122.txt
http://www.itu.int/rec/T-REC-X.667/en
http://www.itu.int/rec/T-REC-X.667/en
http://sourceforge.net/projects/lsid/
http://www.indexfungorum.org
http://biodiversity.cs.cf.ac.uk/sp2000/protocol/
http://www.ncbi.nlm.nih.gov/pubmed/18445641?dopt=Abstract
http://biodiversity.cs.cf.ac.uk/repository/TaxMatch/
http://www.ncbi.nlm.nih.gov/pubmed/18078503?dopt=Abstract
http://www.species.be/
http://culturesheet.org/
http://www.ala.org.au/
http://www.gbif.org/orc/?doc_id=2428
http://www.gbif.org/orc/?doc_id=2428
http://www.gbif.org/orc/?doc_id=2956
http://www.i4life.eu/
http://biodiversity.cs.cf.ac.uk/bncod/

	Abstract
	Background
	Results
	Conclusions

	Introduction
	Background
	The Species 2000 and ITIS Catalogue of Life project
	Role of the Catalogue of Life in a semantically-linked Web
	The SPICE-TIP project

	Methods
	Life Science Identifiers
	The Taxon Concept Schema
	Requirements for an effective CoL GUID system

	Results
	Modifying the CoL
	Supporting infrastructure: resolver and metadata
	Relationships between CoL LSIDs and LSIDs from other providers
	Managing change

	Discussion
	Interoperability
	Precision and accuracy
	Adoption of CoL LSIDs; other GUID schemes
	Applicability to other domains

	Conclusions
	Availability of supporting data
	Acknowledgements
	Author details
	Authors' contributions
	Competing interests
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


