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About the Molecular Breeding Platform

The Breeding platform at the BecA-ILRI Hub aims at enhancing plant breeding and livestock research using modern breeding tools. The platform is built
around three key components: the Breeding Management System (BMS), the Integrated Genotyping Support and Service (IGSS) and the Demand-led
variety design. BMS is a suite of comprehensive tools, embedded in a single place, and commonly used by breeders for their day to day breeding
activities. IGSS is an innovative genotyping service and support to local plant/livestock breeding programs and small and medium enterprises in sub-
Saharan Africa to accelerate the rate of genetic gain, development and release of new crop varieties or improved livestock. Through the demand-led
variety design approach, the breeding platform aims at making plant breeding in Africa a business model responsive to market demand. The platform
also generates and manages genomic and marker data and provides support to breeders and other scientists in integrating DNA marker assays and
genomic tools into their breeding program and research activities for both cultivated and orphaned living organisms (crops and livestock). Major fields
covered under the platform include: 1) training of breeders to make efficient use of breeding decision tools (BMS and IGSS), 2) provision of advice and
guidance in elaborating an holistic breeding strategies (demand-led variety design) using modern breeding tools, 3) genome sequencing-based genetic
profiling and generation of various genotyping data types from low to high throughput facilities, 4) support in populations’ development and data
management followed by required analyses, interpretation of result and supporting scientists to get the suitable breeding decision for the next step, 5)
genome wide association study and 6) genomic selection.
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