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BACKGROUND
* Vietnam is the world’s largest Robusta producer  * Most of Vietnamese accessions are closely-related to » A core set of 10 elite, 4 pure ER, and 31 admixed
and exporter group in DRC (ER), and some are admixed with individuals with different backcross patterns
« Challenges: Climate change, aging tree, abiotic groups in west Africa (D), Cameroon-Gabon (A), and were selected
and biotic stress R CAB-Uganda (OB) : ) o o E—

« Sustainable coffee improvement: new variaties
with better adaptability
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Fig 1: Suitability of Robusta in Vietnam in the present
and future (CIAT)

Ancestry proportion

It is important to understand the
genetic diversity of Robusta coffee
cultivated in Vietnam.

METHODS

* 126 Vietnamese accessions
» 127 African wild accessions (reference)

Vietnam‘

Ancestry proportion

* POpU|ati0n. structure analysis using 261 Fig 2: Population structure analysis of Viethamese and wild accessions,
genome-wide SNPs using 261 genome-wide SNPs

» Selection of a core set (45 accessions) by

maximizing genetic diversity Im onr 11 [
i i ' « Diffusion and hybridization of multiple African sources - 3.3% OB)
* Detection of admixture segments in the core y P Fig 3: Three representative accessions in the core set, and their ancestral

accessions, using whole-genome SNPs + Useful for selection of breeding materials segments on the genome detected by using whole-genome SNPs




