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ABSTRACT

The genetic variation study among 96 samples of wax tree (Rhus succedanea L..) was used
five suitable primers of Start Codon Targeted (SCoT) markers; SCoT46, SCoT47, SCoT48, SCoT52
and SCoT55. It could be generated 36 bands of 800 to 3,000 bp. Thirty-four bands (94.44) were
polymorphic. Heterozygosity (H) ranged from 0.21 to 0.39 with the average of 0.28. Polymorphic
information content (PIC) ranged from 0.299 to 0.375. The coefficient of genetic differentiation
(Gst) average was 0.275. The dendrogram was constructed using unweighted pair group method
with arithmetic average (UPGMA) based on Jaccard’s similarity coefficients that were 0.130 to
0.923 and classified into 10 groups. This result demonstrated that genetic variation of wax tree
L. was high. It could be used as a genetic database for wax tree improvement, domestication and

genetic resource conservation in the future.
Keywords: Genetic variation, Wax tree, SCoT marker
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Table 1 Sample sources of Rhus succedanea L. used in this study.

No. Sources Number of samples
1 Nakhon Nayok (NN) 8
2 Phitsanulok (PL) 12
3 Phetchabun (PB) 8
4 Chiang Mai (CM) 9
5 Kamphaeng Phet (KP) 3
6 Nakhon Ratchasima (NR) 56
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Table 2 List and sequences of each primer used in this study.

Primer ID Sequences (5'-3') tem‘gz‘:‘;ﬂ;'e‘g(o O % GIC
SCoT46 ACAATGGCTACCACTGAG 50 50
SCoT47 ACAATGGCTACCACTGCC 50 56
SCoT48 ACAATGGCTACCACTGGC 50 56
SCoT52 ACAATGGCTACCACTGCA 50 50
SCoT55 ACAATGGCTACCACTACC 50 50
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Figure 1 Amplification products generated by primer SCoT48 with thirteen DNA templates.
Lanes 1-13; NNo6, PL4, PLS5, PL6, KP1, KP2, NR1, NR2, NR26, NR34, NR36,
NR47, NR56 and M for 100 bp plus DNA ladder.

Table 3 Polymorphisms, H, PIC and Gst values in 96 samples of Rhus succedanea as revealed

by SCoT markers.

Primer Size of No. of No.of % of
ID bands scoreable polymorphic polymorphic H PIC Gst
(bp) bands bands bands
SCoT46 850-3,000 10 10 100.00 0.21 0.299
SCoT47 800-3,000 9 7 77.78 0.21 0.303
SCoT48 900-2,500 6 100.00 0.39 0.375
SCoT52 1,200-2,700 5 100.00 0.33 0.375
SCoT55 800-3,000 6 6 100.00 0.27 0.374
Total - 36 34 - - - -
Average - 7.2 6.8 94.44 0.28 0.345 0.275
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