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DNA fingerprint of 415 rice (Oryza sativa L.) samples collected from Thailand and
foreign countries were studied using nine microsatellite markers (RM72, RM190, RM264,
RM276, RM287, RM307, RM333, RM334 and RM335) and four specific functional marker
(xa5-RM122, xa5-RM390, Xa21-pTA248 and Wx-X65183). A total of 55 alleles was detected
with an average of 4.23 alleles per locus. Observed heterozygosity (H,) ranged from 0.0072-
0.0410 with an average H_ of 0.0182. Polymorphic Information Contents (PICs) or Expected
heterozygosity (H,) ranged from 0.3665-0.7628 with an average PIC score of 0.6244. Genetic
similarity based on simple matching coefficient (Sneath and Sokal, 1973) ranged from 0.66-1.0.
At genetic similarity of about 0.73, the dendrogram could separate all 415 rice samples into 13
distinct groups. Each group (group [-XIII) contained 19, 126, 7, 13, 19, 35, 4,2, 3,122,2, 1 and
62 rice samples, respectively. Tropical japonica and japonica rice (14 samples) were in group
XIII. The TGMS lines (16 samples) were in group II, V, VI and X. Landraces (110 samples)
were scattered in group I, IT, IV, X and XIII. However, rice samples in each group is still varied.
More markers with high polymorphic detection and involving economically important traits are
still needed in order to scan and cover most genome of rice. This background information will

be useful for differentiation of parental lines for hybrid seed production breeding project in the

future.
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