Comparison of homo(eo)logous regions containing clusters of
duplicated RGAs within Musa species and with rice
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Introduction
- Cultivated bananas are highly sterile, parthenocarpic, vegetatively propagated and very susceptible to diseases (e.g. fungi, virus).
- Two wild diploid species: Musa acuminata ‘Calcutta 4’ (AA, Ma4) and Musa balbisisiana ‘Pisang Klutuk Wulung’ (BB, MbP) and
one triploid cultivar Musa acuminata ‘Cavendish — Grande naine’ (AAA, MaC) are studied [1].
- The probe Musa Resistance Gene Analog MARGAOQS8, corresponding to NBS-LRR type RGA [2], was used to screen high density filters from three
banana BAC libraries. Fingerprint analysis revealed that MARGAOS is organized in clusters in the three banana clones [3].
- One BAC per banana clone containing the MARGAOS cluster has been sequenced and compared.
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Conclusion & Prospects

- The MARGAOQOS8 ancestor seems to be mono-exonic.

- Microsatellites seems to bring biodiversity.

- Compute Ka/Ks to define which MARGAOQS8 are pseudogenes and which are functional
- Compute Ks to estimate the degree of MARGAOS8 divergence within Musa clones.

- Complete the entire MARGAOS locus in banana including haplotypes.
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