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Abstract

The objective in this study is that observes oil palm genetic variation with Microsatellite marker
technique. 10 samples of DNA extraction from young leaf in Khopho, Pattani were amplified with 10
primers and observed by agarose gel electrophoresis method. The microsatellite fragments were analyzed
with MEGA program and calculated genetic diversity by Arlquin Program. The UPGMA dendrogram in these
results represent genetic relationship clades in only one group. Nucleotide diversity and Haplotype
diversity values indicate that non genetic variation in theses samples. From these results indicate that
have not different genetic variation in population in Khopho sample. This study might show that
Microsatellite marker technique able to analyze genetic variation diversity in oil palm plant population in

Khopho, Pattani.
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NAINTUUIINIIATIVFRULIUALD ULDAIBINATIA Agarose Gel Electrophoresis  Lalinaudouenlaainng
AATIPYNAINNT5Y Gel Electrophoresis 1131AT1ERAMUAUN UGN TAUIN1TIEIT UPGMA (Unweighted Pair
Group Method with Arithmatic Mean) sglUsunsu MEGA7 (Molecular Evolutionary Genetics Analysis) tag

AnTgAEvanvateniaiugnssulagldlusunsy Arlequin

M19199 1 wansaauiualnsiues 10 @

Primer sequences Tm (C) Size (bp) Motif
1 F: CGCCCTCTGCTAAGTGCTAT 58.4 180 tct(6)
R: TGAAAGAAAACCTTATGTGTCCA
2 F: GACGGCAGCTCCCTTCTT 58.4 238 gcc(7)
R: TGTGTCGATTGGTCCTCTTG
3 F: ATTTGCAGTTGCAGGGTTCT 58.4 202 tet(5)
R: GCAGCAGCAACAGATTCAAA
a4 F: ACTCCAAAACCAAACCACCA 58.4 199 cac(5)
R: CATAAAATCCGGATGCTGCT
5 F: GGCTGGCTTCCCTAATTTTT 58.4 236 tctt(5)
R: CCTGCCCTGTCCATTCTTTA
6 F: TCCCTCTCACGCTCTCTGTT 58.4 202 cct(5)
R: CTGGTGTGCCAACCTAAACC
7 F: CCGGCTCAAGATCCAAAG 58.4 213 cag(6)
R: ACTAGCGAGCCACTGAGAGC
8 F: TAGAAGATGGCTTCCGACGA 58.4 233 ate(5)
R: TTCCTCTCCTCCTCCTCCTC
9 F: ACCTGTTTGCATGGAACCTT 58.4 202 ctc(5)
R: TTTCAACCGCCAAAGTCTTC
10 F: TTCGGTTTGATTGCCGTTAT 58.4 205 a(14)
R: ATCTGTCCTCCCCGGTAACT
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sUamd 1 nudvsseinsundmisfuresiiegidluauiiui o lanlndnuirdneglunduiertuiinisuans
mmﬁuﬁuémﬂmaﬁuqﬂiimﬁﬂﬁwamﬁaﬁu AIBEN Khae Ks AUAI8E19 Ky wae K; 1A110AT18AFININUENTIY
10 deuiiaszinanisiaefiuifisuiovesunduthifudelusunsy Arlequin itouansauuusUsiuves
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UA 3 auun 2 nsnNYAU-SUNAL 2661 Vol.3 No.2 July-December 2018




SnenAacsiainelulag USEJ'

) Journal of Science and Technology

AV 0.3555+0.2437 waz A1 Haplotype diversity SRR 0.955620.0594 (M151991 2) 91nA15IATIZI

v

WU AsaesnddnegluszAugnisaet 01 UdlandnuaeniaiugnssuvessennsUrduiundegialy

fiudl 8.lanlnd a.dnmn1l danuabosnings wazlinnnuudsduniaiugnssureud1ensd waasbiduitdnuaenia

P v

WugnssuvesUszrnsihduihduiianuedieadsiu ensazluiualdiussansanaiudiegidlu o lanlng 4.

saa =

Unendl 9199zan9 ndunediugdeuaaisadmeiugnssudeasdmalinandniudululuiisnasisniu &
asenuduiuNan sAnwIInaIumeg1avasaIuUEdluiug 9.vuesdn 2.0an1ll Nlauweni1aiuveEnye
MeuENTIN (Sefkens Wevas uazane) Nanildyalnswesyniieniu en9astarinlnswesyniiunvsiiesweditnn

TATzrANRUIRUMaTugnssule

K3

K9

K6

‘KT

K5

K4

k1

K10

Il Il 1 !
T T T T

050 0200 0150 0100 0,05 0.000

AN 1 UaRIANFIRUGTENINIRUENTSNYRINgNMBE1Uss N TUduTTN Sunalanlng Jamindnend

M19199 2 wansrnukUsiuveaiugnIselunguussansUduingy gunelantnd Jwdadnai meldsunsu

Arlequin
Sample Khokpho
Nucleotide diversity 0.3555+0.2437
Haplotype diversity 0.9556+0.0594
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aglsimuiinisussyndldvosnaiianiainu Microsatellite 3o SSR Tun1siasngiauuUsiunia
fugnssuvesdsdifinlussfuaeitusauiaUszsanng lunguaneiugiieffamauiflunsudmsumiloufivnszga
Undaniisfu Siripin and Jindasing, 2012) léuaieamung SSR LWINITIATIENAIUNA NNV NAUTNTTUVE
wugdimdesilnan lulideafulissnumsiesgie nuduiusmaiugnssuvesaneiuguzninfemaia ISSR
(Inter-Simple Sequence Repeat) (WAMNS LAIAA kALDUTI wgis, 2012) Ja.el. 2014 Fnrsdnwnieatunis
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2014) sieanlafinsAnwanuuanssseninaeiugneluaetusuesiivaszgatdusmemadanieamung SR
eanunsnustanuasnetugnasufiuandnsseineanewug £.guineensis uazanewus Phoenix dactylifera (Xiao
et al, 2016) fis18aunsITealiindemuney SR lunsiasginsdnduunmaeiugnssy wazdnuvalasaing
fugnssuvesszansUdutitu (Elaeis guineensis) Wisuifisuszwrisituilulssmedu wazanaude (Zhou et
al, 2015) Mnauiingnsazuandiiiuliinnslfiaiomuny Microsatellite anunsnthunldlunsinszini
wUsiumneiugnssy anuduiuimetugnssuuazanuuandemelunguussansvesirduisiuld udaasiasd
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