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Introduction

Recently, the sequencing of Cassava genomes has provided the
impetus for genomic/marker based breeding.

Cassava (Manihot esculenta) Crantz (Fig 1.) is one of the most
important root crops worldwide, providing a staple food source
for over 700 million people in Africa, Asia and South America
(www.faostat.fao.org). Despite its widespread use better
varieties with improved tolerance to biotic and abiotic stresses,
enhanced nutritional properties, improved post-harvest
properties and high yields/productivity are required urgently to
address food security needs. Unlike other crops (e.g. tomato)
the tools and resources necessary for the rapid and rational

Metabolomics plays a major role in augmenting modern
breeding programs. This omic technique has the ability to
determine small molecules (metabolites) which represent the
end-point in cellular metabolism/regulation. In the present
study metabolomic platforms have been established for Cassava
and used to assess the biodiversity present in Cassava
germplasm collections and elucidate underlying biochemical
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Results

1. Workflow development. The workflow implemented for the analysis of 2. Analysis of the diversity panel. The diversity panel displayed in Table 1 were

the Cassava metabolome is provided in Figure 2. Standardised in vitro analysed using UPLC, LC-MS and GC-MS. The data was combined in one matrix
cultivation of diverse accessions was performed and metabolite profiles and subjected to Principal Component Analysis as shown in Figure 3. The
obtained from just 10 mg/DW. Solvent extraction was performed to obtain a accessions separated in a reproducible manner . In addition to traits the
polar and non-polar fraction. LC-MS was used in an untargeted mode to geographical origin appears to play an important role in determining chemical
obtain chemical fingerprints of the tissues (accessions). Over 9000 molecular composition.

features were obtained. PCA of these data enabled the separation of the ’ o s
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Cassava metabolome.
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GC-MS metabolite profiling of the polar and non-polar fractions following
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Figure 4. Biochemical network constructed from the metabolomics data.
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