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Abstract

Musa (AAA group) ‘Kluai Hom’ is an economic crop that generates a lot of income for Thai
farmers. Nowadays, the area for growing bananas has been expanded with widespread breeding. This
study, the high annealing temperature-random amplified polymorphic DNA (HAT-RAPD) technique was
used to estimate the genetic relationship among 13 cultivars of Kluai Hom, using 72 random primers.

The 18 primers with clear amplified products were selected to use for DNA fingerprinting, resulting in
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240 DNA bands ranging from 250 to 3,000 bp. The number of polymorphic bands was 199 (82.92 %).

Furthermore, a dendogram was constructed based on similarity coefficients using UPGMA together

with the NTSYS-pc version 2.01e. The dendrograms showed three major groups which similarity

coefficients ranging from 0.65 to 0.91. The result of this research could further be useful for planning

conservation and breeding program.
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