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The International Barcode of Life Consortium1 (iBOL) is a partnership between member nations, 
represented by key institutions active in biodiversity genomics. iBOL’s goal is to implement a cost-
effective DNA-based identification system for all species on earth and to advance the use of this system 
to benefit science and society. iBOL is currently working to deliver its second major program of activity, 
BIOSCAN, bringing together a wide range of stakeholders to accelerate development of the reference 
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library for DNA barcode sequences, to include at least two million species and to optimise protocols to 
use this library as a tool to survey and monitor ecosystems and probe community interactions globally. 

The Centre for Biodiversity Genomics in Guelph, ON, serves as the Secretariat for iBOL and hosts two 
major data platforms. The Barcode of Life Data Systems2 (BOLD) platform, maintains the barcode 
reference library, comprising millions of records for curated specimens and their sequences, and 
delivering the Barcode Index Number (BIN) system that clusters these sequences, associates them with 
scientific names, and underpins DNA-based species identification. The Multiplex Barcode Research 
And Visualization Environment3 (mBRAVE) is a workbench for multiplexed projects using high-
throughput sequencing platforms for metabarcoding or library construction. 

iBOL will participate in BiCIKL by facilitating FAIR and open access to data from BOLD and 
mBRAVE and contributing to design and integration of these data within the taxonomic framework 
services. 

Biodiversity Heritage Library4 (BHL) is the world’s largest open access digital library for biodiversity 
literature and archives. BHL is revolutionizing global research by providing free, worldwide access to 
knowledge about life on Earth. BHL operates as a worldwide consortium of natural history, botanical, 
research, and national libraries working together to digitize the natural history literature held in their 
collections and making it freely available for open access as part of a global biodiversity community. 

The BHL portal provides free access to hundreds of thousands of volumes, comprising over 57 million 
pages, from the 15th-21st centuries. In addition to public domain content, BHL works with rights 
holders to obtain permission to make in-copyright materials openly available under Creative Commons 
licenses. The BHL consortium works with the international taxonomic community, publishers, 
bioinformaticians, and information technology professionals to develop tools and services to facilitate 
greater access, interoperability and reuse of content and data. BHL provides a range of services, data 
exports, and APIs to allow users to download content, harvest source data files, and reuse materials for 
research purposes. Through the Global Names Recognition and Discovery (GNRD) service, BHL 
indexes the taxonomic names throughout the collection, allowing researchers to locate publications 
about specific taxa. 

BHL will contribute to BiCIKL by participating in efforts to develop standardised pipelines for 
presenting structured content from digital literature and incorporating this content for use within the 
taxonomic framework services. 

The Global Genome Biodiversity Network5 (GGBN) is based on a Memorandum of Cooperation and 
is an unincorporated, international network of member organizations, which share the aim of making 
high-quality, well-documented and vouchered genomic samples of the Earth’s biodiversity discoverable 
for research. The mission and objective of GGBN is to foster collaborations among biodiversity 
repositories in order to comply with quality standards, policies, best practices, interoperability and 
exchange of material in accordance with national and international legislation and conventions, thereby 
benefiting society through additional research contributing to development and biodiversity 
conservation. 

Most successful research programs depend on easily accessible and standardized research 
infrastructures. GGBN fills the gap for other biodiversity collections, with a goal of standardized high-
quality samples for genomic research, a major bottleneck for many sequencing initiatives. Presently 
GGBN’s core activity is enabling access to searchable DNA and tissue collections across natural history 
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museums and botanic gardens. Activities are gradually being expanded to encompass all kinds of 
biodiversity biobanks such as culture collections, zoological gardens, aquaria, arboreta, and 
environmental biobanks, etc. providing these collections with additional opportunities for making 
samples discoverable for research, increasing their value and relevance. GGBN facilitates sample search 
and discovery for its distributed member collections through a single entry point. It stores standardized 
information on mostly geo-referenced, vouchered samples, their physical location, availability, quality, 
and the necessary legal information on over 70,000 species of Earth’s biodiversity (predominantly 
eukaryotes), from unicellular to multicellular organisms. The GGBN Data Portal and the GGBN Data 
Standard are complementary to existing infrastructures such as the Global Biodiversity Information 
Facility (GBIF) and International Nucleotide Sequence Database (INSDC). GGBN continues to grow 
its collections strategically, based on the needs of the research community, adding over one million 
online records in 2019 alone, and today over three million sample data are available through GGBN. 
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