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Mulberry is the best food for silkworm (Bombyx mori L.). Additionally, mulberry plant
part can be used in various commodities. Hence, genetic diversity of mulberry can help the
mulberry breeders to identify mulberry classification for any specific purposes. Classification of
mulberry plants has not been well-established and caused the complexity in nomenclature. This
study was set up to investigate the diversity of 53 mulberry accessions comprising 44 accessions
as cultivated mulberry and 9 accessions as wild mulberry plants based on morphological traits
and Arbitrary Primed Polymerase Chain Reaction (AP-PCR) fingerprint technique. The
experiment was conducted at The Queen Sirikit Sericulture Center (Udonthani), Fruit Crop
Division, Faculty of Agriculture, and the Central Laboratory II Biology Department, Faculty of
Science Khon Kaen University in 2005-2007. The 26 morphological characteristics of mulberry
plants were recorded as follows: bud position, bud form, number of accessory buds, internode
form, branch color, branch texture, sex expression, style length, leaf form, lobe, leaf apex, leaf
margin, leaf base, leaf texture, leaf wrinkle, phyllotaxy, leaf scar, leaf color, leaf size, fruit color,
fruit shape, weight per fruit, fruit width, fruit length, seed shape and seed size. All these
characteristics were analyzed for gene?ic relationships by using NTSYSpc Program Version
2.10p. The comparative of genetic similarity was evaluated by simple matching coefficient
methods which have the genetic similarity coefficient was in the range of 0.4898-1.000. The
entire similarity index was brought to draw dendrogram based on UPGMA cluster analysis. The
results indicated that the wild mulberry accessions was clearly distinguished from the cultivated
mulberry accessions. The mulberry plants can be divided into 3 groups as group A (divided into
subgroup a.1, a.2, a.3), group B and group C (7 wild mulberry aécessions) which shared some
morpholoéical characteristics together.

For AP - PCR fingerprint technique, using 9 (17-20 bases) arbitrary primers. It was found
that a total number of 140 bands were amplified, varying from 236 to 1,885 bp. There were 13
accessions—specific bands from 7 primers. Data analysis as morphological. The genetic similarity
coefficient was in the range of 0.6286-0.9071. The mulberry accessions can be classified into 5
groups as group 1 comprising all cultivated mulberry accessions (divided into sub group as 1.1.
1.2 and 1.3); whereas group 2, 3, 4 and 5 comprising wild mulberry accessions from different
origins. The result also showed that the wild mulberry accessions was clearly different from
cultivated mulberry accessions. The mulberry group a.1 based on morphological traits has closely
relationship with group 1.1 classified by DNA fingerprint analysis. Hence, the results could be

used to future considerations for mulberry improvement.





