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Abstract

Banana (Musa L.) is an economically and nutritionally important tropical and subtropical food crops in many
countries. Maintenance and improvement banana germplasm are important to ensure the safety for food crop
production and other uses. However, identification of banana species and cultivars is not very precise and some
still problematic. This usually happens especially in cultivars due to the origin and diversity of edible banana
genetic backgrounds are not well known and rather complex. Banana biodiversity and genetic relationships have
been evaluated with respect to many parameters but still not very decisive. Little contribution of studies has been
done on characterization of Thai bananas. From these problems, it is important to employ more powerful DNA
markers to clarify and utilize that knowledge to manage our genetic resources. Simple Sequence Repeats
(SSRs) or microsatellite DNA markers are among the most powerful markers, not only to clarify banana samples
in clone, variety or cultivar group levels but also able to identify parental relationship in hybrids. Development of
microsatellite markers for Bananas in Thailand will be done by using genomic library of Musa balbisiana ‘Tani Pa
Tadluang’ (BB genome), which will be enrich for (CT),, (GT),, (AAC), and (GAA), repeats using magnetic
particles then clone and select. About 100 positive clones will be selected and designed for at least 50 of
microsatellites loci. Of which, at least effective 28 primer pairs will be tested for about 95 represent Musa species
and cultivars (AA, AAA, AAB, ABB, and BBB genome). The DNA fingerprint patterns form each sample will be
evaluated for the average polymorphism information content (PIC) value, the average expected gene diversity
per loci (Hi), the average numbers of allele and allele frequency of each loci in the test population of wild and
cultivated bananas. Those values and fingerprinting patterns will be standardized and set as references for Thai

bananas for further genetic resource management of the nation and worldwide.
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