
Perspective Published: 08 July 2024

Establishing African genomics and bioinformatics programs
through annual regional workshops

Abdoallah Sharaf, Lucky Tendani Nesengani, Ichrak Hayah, Josiah Ochieng Kuja, Sinebongo

Mdyogolo, Taiwo Crossby Omotoriogun, Blessing Adanta Odogwu, Girish Beedessee, Rae

Marvin Smith, Abdelhamid Barakat, Acclaim M. Moila, Adil El Hamouchi, Alia Benkahla, Amal

Boukteb, Amine Elmouhtadi, Antoine Lusala Mafwila, Asmaa Mohammed Abushady, Assem

Kadry Elsherif, Bulbul Ahmed, Charles Wairuri, Charlotte C. Ndiribe, Chukwuike Ebuzome,

Craig J. Kinnear, Deborah-Fay Ndlovu, … ThankGod Echezona Ebenezer  

Show authors

Nature Genetics  56, 1556–1565 (2024)

4230 Accesses 8 Citations 124 Altmetric Metrics

Abstract

The African BioGenome Project (AfricaBP) Open Institute for Genomics and

Bioinformatics aims to overcome barriers to capacity building through its

distributed African regional workshops and prioritizes the exchange of grassroots

knowledge and innovation in biodiversity genomics and bioinformatics. In 2023, we

implemented 28 workshops on biodiversity genomics and bioinformatics, covering

11 African countries across the 5 African geographical regions. These regional

workshops trained 408 African scientists in hands-on molecular biology, genomics

and bioinformatics techniques as well as the ethical, legal and social issues

associated with acquiring genetic resources. Here, we discuss the implementation of

transformative strategies, such as expanding the regional workshop model of

AfricaBP to involve multiple countries, institutions and partners, including the

proposed creation of an African digital database with sequence information relating
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to both biodiversity and agriculture. This will ultimately help create a critical mass of

skilled genomics and bioinformatics scientists across Africa.
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