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Abstract

Morphoiogical study in twelve Globba species showed high diversity in their
characteristics among the species. A study to find suitable factors for establishing isozyme
patterns in this plant group showed that 0.1 M Tris-HCI1 pH 53, I mM EDTA, 0.5 % w/v PVP 360,
2 mM DTT, 10 mM [-mercaptoethanol and 12.5 % separating gel are most suitable for
polyacrylamide gel electrophoresis (PAGE). Nine enzyme systems (ACO, ADH, ALP, GDH,
GLD, IDH, ME, PGI and PGM) out of the eighteen enzyme systems analysed did not produce
' any isozyme pattern, whereas nine systems, i.c ACP, DIA, EST, GOT, LAP, MDH, POX, SKD
and SOD produced polymorphic isozyme bands. When the isozyme pattern from only the enzyme
SOD or those from the nine enzymes were analysed using UPGMA cluster analysis by SPSS, it is
possible to group together all the five clones within each species. Banding patterns from the
zymograms showed that the twelve studied groups could well be classified into twelve species by
using only 4 and 13 % genetic difference, respectively. The results can be used to support
taxonomical identification, separating similar taxa into different species. Using the isozyme
bands of the 9 enzyme systems cnabled us to group the 12 Globba species into 3 major groups

comprising 9, 1 and 2 species.



