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Isozyme Pattern Investigation of Durio zibethinus Murr. var. Long Lab-lae

Plantation in Uttaradit Province

2 lanan"

=)

UNARED

ﬂﬁi‘ﬁm:ﬂgﬂLLUUi@Tﬁi‘HﬂLﬁ@Iﬂuﬂﬁi“%ﬁLLuﬂﬂQ’]NLLMﬂ[}h\ﬂJ@\‘WJG‘ﬂuﬁuﬁ:ﬁmﬁuu@ MU 20 AL
luiufiruauiunnn §nneduua Jmingnsnnd lnaldisndezeianludiaadianinsWidalaanisain
laltladfannludae 0.2 M Tris-HCI pH 8.4 Anstawlasfaiuiu 6 sz ldun acid phosphatase (ACP),
esterase (EST), glutamate oxaloacetate transminase (GOT), leucine aminopeptidase (LAP), malate
dehydrogenase (MDH) uaz pero><|dase (POX) W13 VILiﬂuwuﬁM@\‘muLL@IW‘}JLL‘LIUi@TGﬂGﬁWmm@uLL@”
LLE]ﬂE]']\mu‘Vlﬁ‘“‘ﬁ‘Ll 0.75 LLﬂvLNﬂuﬁNﬁQLﬁ?W”MLL@uﬂ’]ﬂQ’WN&NWHﬁ mma‘mm\mamﬂu 7 ngw 1oun n@wn 1
(L06) ﬂmﬂ/] 2 (L14) ﬂ'Z\lNV] 3 (L13,L15, L19 Uay L20) ﬂmm 4 (LO3, LO7 WAz L11) ﬂ@N‘V] 5 (L05, LO8 wax L10)
mgsm 6 (L04, L09, L12, L17 hay L18) LLZ\]“’ﬂ@QJ‘VI 7 (LO1 ey L02)

o o a

Adany: Eeu lalelad aidninglweda

Abstract

Isozyme pattern analysis was carried out to identify 20 samples of Durio zibethinus Murr. var. Long
Lab-lae plantation in. Tambon Na Nok Kok, Lab-lae District, Uttaradit province via polyacrylamide gel
electrophoresis. The leaves were extracted using 0.2M Tris-HCI pH 8.4. Isozyme patterns of 6 enzyme
systems, i.e. acid phosphatase (ACP), esterase (EST), glutamate oxaloacetate transminase (GOT), leucine
aminopeptidase (LAP), malate dehydrogenase (MDH) and peroxidase (POX) were studied. The results
showed that, Long Lab-lae variety produced distinct and different isozyme patterns within 0.75. These were
distincted in 7 groups contained with group 1 (L06), group 2 (L14), group 3 (L13, L15, L19 and L20), group
4 (L03, LO7 and L11), group 5 (L05, L08 and L10), group 6 (L04, L09, L12, L17 and L18) and group 7 (LO1
and L02).
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acid phosphatase (ACP), esterase (EST), glutamate oxaloacetate transminase (GOT), leucine
aminopeptidase (LAP), malate dehydrogenase (MDH) wae peroxidase (POX)
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Foyai lfuvauuanseresataius Faunaeufiameslaaldldsunsy Numerical Taxonomy and
Multivariate Analysis Version 2.21i (NTSYSpc 2.21i) (Rohlf, 2005)
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Figure 1 ACP, EST, GOT, MDH, POX band patterns and zymograms of Durio zibethinus Murr. var.
Long Lab-lae
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Figure 2 Schematic zymogram of representative phenotypes of Durio zibethinus Murr. var. Long Lab-lae
reproduced from ACP, EST, GOT, MDH and POX enzyme systems
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Figure 3 Dendrogram showing genetical relatedness of Durio zibethinus Murr. var. Long Lab-lae
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