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Abstract

A study on morphology in eleven Thai Lady’s Slipper (Paphfopedilum) sho“;'ed that Thai Lady’s
Slipper are highly variable in their characteristics, both within and between species.
A series of study to find suitable factors for establishing isozyme patterns in this plant group
showed that 0.1 M Tris-HCI pH 7, 1 mM EDTA, 1 % w/v PVP-360, 2 mM DTT, 10 mM
p-mercaptoethanol and 11% separating gel are most suitable for polyacrylamide gel
electrophoresis (PAGE). Fourteen enzyme systems (ACO, ACP, ADH, ALP, DIA, FDH, GDH,
GLD, IDH, ME, POX, PGI, PGM and URE) out of the twenty enzyme systems analysed did not
produce any isozyme pattern, whereas six systems (EST, GOT, LAP, MDH, SKD and SOD)
produced polymorphic isozyme bands.

Using isozyme patterns from the six enzyme systems to identify a species, more than one
enzyme should be used. When all the isozyme patterns from the six enzyme system; were
analysed using UPGMA cluster analysis by SPSS, it is possible to group all the five clones within
each species, and separately from other species at 17.5 % different distance when all the isozyme
bands were analysed, but when only the major bands were used, each species could be separated
at only 1 % distance. In this study, the analysis of the species genetic relationship did not show

the same pattern as previously shown in taxonomic study elsewhere.



