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Abstract

Oil palm is a value economic crop because of increasingly uses of oil palm products. The

important factor of oil palm fruit production is the development of male and female
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inflorescences. MADS box genes are essential since they are related to development of oil palm
inflorescences. In the present study, Intron Length Polymorphism (ILP) markers of MADS box
genes were developed by aligning 12 expressed sequence tags (EST) of MADS box genes with the
genomic sequence of oil palm in order to design primers for intron amplification. Of 38 ILP
primers designed, 23 primers successfully amplified and were polymorphic in 41 oil palm
accessions. PIC (polymorphism information content) average value and allele number were 0.27
and 3.12 per locus, respectively. Six polymorphic ILP markers showed polymorphism in mapping
population. The ILP markers developed in the present study have been proved to be useful for

genetic diversity assessment and linkage mapping which could be beneficial for oil palm breeding.

Keywords: oil palm; MADS box; ILP marker; genetic diversity; genetic mapping
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Calabar 4
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Deli Dura 8
Ghana 3
Ghana-AVROS 2
Ghana-Yangambi 1
Kazemba 1
La Me-AVROS 2
Nigeria 5
Tanzania 1
Yangambi 1
Yangambi-AVROS 1
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3.0 mM MgCl,), 25 mM MgCl,, 2 mM dNTPs,
Inswededway 0.2 uM waztoulesl Tag DNA
polymerase 1 Unit qm%gﬁﬁi‘ﬂumiﬁmﬁﬁ%m
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AGL2-5, AGL2-6, SQUAZ2,  SQUA3, DEF,
STMADS11 wazausairlieenuuulnswesia

Viaviun 38 Alnsies



Ui 24 avvil 2 1wy - fguigy 2559

215815 Imermansiazinalulad

3.2 n1sUszifiuyszAnsaniase g

ILP
Iwsiwed ILP ava 38 glnsiwes
Yunieseialulng fushegrsndunisiusiu
41 fregre wieldlunisussiiuszansaam

LASD9UUNE ILP wazfnwAunaInnalenig

A

Y

fugnssuvesUndutiy nan1sUssdunuiign
Tnsiedanusafinuiuadidueld wasnuind
25 flwsies (65.79 %) fuanslnduosiduly
Fregrauduttufithumageu aannnsUseiiy
Uszdnsnmiadewmne ILP fuansinauesiguly

F10879U7a8UTY WUIIHIIUIULEARATIY

Qe

vianun 78 ueada S1uduneadanwuagludis 2
fla 7 uoada fidnadsindu 3.12 ueadasie
LA39AMANY LATDINLNY AGL2-2-3 LaRISIUIY
Leadagsiian e 7 ueada 9INNTAATIEITIUIL
Flulnd wudrdsruandlulndvoma 91 3lulnd

=

danaduinnu 3.64 lulndeeinseanune I

WIDIIY 3 13wy Mkand1uiuilulndgs

ﬁqmﬁa 7 3Tulnd laun A3oenune GLO1-1,
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Winfu 0.31 TngLa3eanang GLO1-3 feA1 gene
diversity gegn d1m3uA1 heterozygosity thaiien
521319 0.02 54 0.98 HAnadewiriu 0.30 uway
WUTNATDINUY AGL2-4-4 §iA1 heterozygosity
gefign A1 PIC  flA1sydng 0.07 fs 0.59 Lade
0.27 siewp3oenune tneideanuny AGL2-2-3 fid
PIC gagn 51971 2 wansegaA3omLne ILP 8
\ASeanuIeARauI91InEy 8 Bu A GLOI-3,
GLO2-1, AG2, AGL2-1-3, AGL2-2-3, AGL2-3-1,
AGL-4-4, SQUA3-33
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Usznaume d1uiukeadadesomunus  (AN) 91uudlulnd  (GN) A1 polymorphism

information content (PIC) ALawalslalndf (heterozygosity, H) hazAIAURAINRAIBVDS

U (gene diversity, GD)

Marker Accession No. AN GN GD H PIC
GLO1-3 AF227195.1 4 7 0.65 0.48 0.58
GLO2-1 AF411848.1 3 5 0.61 0.3 0.53
AG2 AY739699.1 2 3 0.45 0.51 0.35
AGL2-1-3 AF411843.1 a4 a4 0.31 0.35 0.29
AGL2-2-3 AF411844.1 7 7 0.62 0.83 0.59
AGL2-3-1 AF411845.1 5 5 0.16 0.17 0.15
AGL2-4-4 AF411846.1 4 3 0.54 0.98 0.44
SQUA3-3 AF411842.1 a4 a4 0.39 0.49 0.34
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