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Drought-tolerant ability of salt-tolerant Leung Pratew (LPT123) rice line, LPT123-
TC171, in vitro selected from somaclonal variegated LPT123 rice line under salt stress
pressure with additional selection under salt stress condition for 10 generations, was
determined by growth comparison between the original and the resistant rice lines,
when they were grown in WP nutrient solution, containing 200 g/l PEG 8G00 for 6 weeks.
The significant higher shoot and root dry weights, including shoot height, were detected
in LPT123-TC171 rice line. These suggested the overlapping between salt and drought
resistant genes in rice. After selection under drought stress condition, LPT123-TC171 in
the 11" generation showed the relatively higher drought tolerant ability compared to
LPT123-TC171 in the 10" generation.
Genetic variation between the original and the stress-resistant lines, detected by
RAPD method indicated the difference between these two lines at molecular level. The
different RAPD fragments between the resistant and the original lines were cloned, and
named 171_A_13, 123_B_18 and 123_UBC_80 respectively. Then they were used as
probes for the Southern blot analysis to distinguish the genomic patterns between the
two rice lines. The different genomic patterns were found which suggested the
differences between these two lines at DNA level. Genomic DNA hybridization using
171_A_13 and 123_B_18 fragments as probes reflected the patterns of the repeated
sequence hybridization, while the hybridization using 123_UBC_80 fragment as a probe
suggested that this fragment might be a part of a small gene family in rice. Northern blot
analysis using genetic markers as probes revealed that the gene expression might be
too low to be detected in all samples analyzed, or the obtained fragments were not the
coding region. Further analysis for the association between the genetic markers and

stress tolerant ability i$ required.



