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VLIR-Institutional University Cooperation (IUC) Program research
grant for Strengthening Climate Change Resilience among
Communities and Ecosystems in the Lake Victoria Basin

National Research funds - South Africa: Towards COVID-19
Containment: Serological, Faecal and Wastewater Epidemiological
Surveillance of SARS-CoV-2 in Support of Home-Based Isolation
and Care in Kenya.

Most outstanding international PhD. student
(http://cri.caas.cn/en/newsroom/192701.htm)

Nominated as the most outstanding international student for excellent
research skills and outstanding in terms of scientific research
publications.

Evaluation of upland rice germplasms response to different soil types
under drought conditions funds awarded by the National Council of
Science and Technology (NACOSTI), Kenya.
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Professional Activities
2015 — Present Reviewer, Board Member for the following international journals:

Journal of BMC Genomics; Journal of PeerJ; Frontiers in Plant
Sciences; Scientific Report; Cleaner Materials Journal; PeerJ; BMC
Plant Biology; and Agronomy

Research Interests

Plant genomics, Smart Agriculture, Abio-biotic plant stress evaluation; plant germplasm
evaluation; key research activities includes:

a)
b)

c)
d)

Sericulture: Mass production of mulberry plants with an aim of producing sik fibres
from silkworms (Ongoing)

Rainfed rice: Due to erratic rainfall pattern, coupled with food insecurity, JOOUST
with fundings from NRF, are collaborating on how to scale up the adoption of
rainfed type of rice within the lowland areas of Kisumu, Budalangi and other major
rice growing areas

Upland cotton, cotton industry has drastically declined, and to boost cotton
production, active research is critical.

FAO and JOOUST have partnered to upscale the rearing of black soldier flies (BSF)
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