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QTL associated with resistance to cassava brown streak and cassava mosaic diseases in a bi-parental
cross of two Tanzanian farmer varieties, Namikonga and Albert. Theoretical and Applied Genetics, 2017,
130, 2069-2090.

A global overview of cassava genetic diversity. PLoS ONE, 2019, 14, e0224763. 2.5 39

A time series transcriptome analysis of cassava (Manihot esculenta Crantz) varieties challenged with
Ugandan cassava brown streak virus. Scientific Reports, 2017, 7, 9747.

Molecular Markers and Their Application to Cassava Breeding: Past, Present and Future. Tropical Plant 19 34
Biology, 2012, 5, 95-109. ’

Genetic diversity of cassava (<i>Manihot esculenta</i>Crantz) landraces and cultivars from

southern, eastern and central Africa. Plant Genetic Resources: Characterisation and Utilisation, 2013,
11, 170-181.

An EST-derived SNP and SSR genetic linkage map of cassava (Manihot esculenta Crantz). Theoretical

and Applied Genetics, 2012, 125, 329-342. 3.6 81



20

22

24

26

MORAG E FERGUSON

ARTICLE IF CITATIONS
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