AJ o o o o ' ] il
wand 1INy 2549: avwAuRuinRugRssus T InTiatesvesndinh
(Musa acuminata Colla) ﬁnnﬁavﬂqnﬂduﬁiuu A 1a614 Inter - Simple Sequence Repeat Marker.
Uginnmansumitiadia (uenaad) 11y 3Anonth il mednFainedh s
o (a2 ' o a ¥
dsgmunssumsilioe: §9emnoms s ding @eanes, DrAgr. 107w
ISBN 974-16-1430-6

Musa acuminata Housineglugimaedeasusendoslduazgnimunesniiunaiwsiia
Gau8aU Musa balbisiana Tauiufineguinaduduaz 185unmignimnainvesing nauianesriia
feadeifhuduiuiavesnduiuindaogniii nald vinmafuiiedundaoves Musa acuminata
Tualsznainedway 12 dredn aunsosuuaviindesdodnuazdugwinenld 5 sliades fa nda
thwit ndrethaew ndwthuzaza ndminlamdes uazndmadn uazaguituindanlgn 33
fanen sznaudaendloyad lun AA, AAA, AAB, ABB, ABBB Linz BBB s el waziun
FnsedmnnuduiuimatugassufunguiugndinlgniTun A daumatin inter - simple sequence
repeat Tao1¥Inswed 6 naesnnianun 36 Inswed WuauAdweiaunsansaemeu® 128 uou 3
YUINTTRIN 200 — 3,000 bp Niwrudadadenswes 2133 A1 allele frequency ML 0.18 A1
polymorphic percentage (iUt 1.0 A1 heterozygosity 1111 0.29 wanT AT IZR 0 Inswedfand 1ninn
wirdsia i adaielinszimanuiuiui®eds UPGMA uazurana lugUiuYe AN
arwdiuimaRugnssy wuhaansedangudiedial® 2 ngu Ae nquit 1 Uszneudae ndwlna
&usadni ndaomn ndaouan Tuendasiinlamdes uazndudt 2 eansauen’ld 3 nqudes A ngu
douit 1 HIAGOUYEY Musa acuminata V3znoaudan ndaothwiin ndwthaow wazndaithuzazm ngu
douit 2 ndwariinaznguiuindantgnd Tuy B fiilussdilszney (BBB, ABBB 1Az ABB) Hazngudey
i 3 nquiuingaolgniTuy A Riftussfilszneu (AA, AAA) uaznZaotheoidn vaiziindroluyed Tuy
AR limunsadanduanuduius ddanudaetnnes i ¥ lunsdnunadail % 3 ndudesmntundy
#i 2 fmdriinnwuedendunion¥u 062, 072 uay 0.72 awdidu melunguiugndrolganui
ndaeniInuazndaelinesiae duiuindaotgnyes nefifiauduiuimaiugnssulndifssiundae
Jwadnnaindiethaiindessy  TunpAnneidis N Musa ecuminata  ynaviingeui

as al o o J v =) d
AnuduRutnaNugnssuiunguiuindaolgnd Tuu A idluesfszney

‘V”u/ st ’——% sy /] Xo | &9

M4 A aa A
nuyaYIUTA awle¥oUseEunIsuNg



Phruet Racharak 2006: Genetic Relationship among Subspecies of Musa acuminata Colla and
Genome A Cultivated Banana Using by Inter - Simple Sequence Repeat Marker. Master of Science
(Forestry), Major Field: Forest Biology, Department of Forest Biology. Thesis Advisor: Assistant
Professor Wichan Eiadthong, Dr.Agr. 107 pages.

ISBN 974-16-1430-6

The originated areas of Musa acuminata is distributed naturally in South East Asia and caver many
areas in Thailand. As for the originated areas of Musa balbisiana is distributed in India and is cultivated all
parts of Thailand. Edible bananas and plantains are believing hybrid among two banana species; M.
acuminata and M. balbisiana. Twelve wild banana samples were classified into S subspecies which in consist
of Musa acuminata ssp. burmannica, Musa acuminata ssp. siamea, Musa acuminata ssp. malaccensis, Musa
acuminata ssp. banksii and Musa acuminata ssp. microcarpa. Thirty-three cultivated banana samples were in
composed of genome AA, AAA, AAB, ABB, ABBB, BBB and M. balbisiana. All samples were examined by
inter - simple sequence repeat (ISSR). Six primers out of 36 primers revealed a total of 128 alleles, allele size
was 200-3,000 bp with an average of allele per primer was 21.33, average of allele frequency was 0.18,
polymorphic percentage was 1.0 and heterozygosity was 0.29. Similarity index was calculated based on 128
alleles using UPGMA clustering analysis. The results showed the dendrogram dividing into two clusters. The
first cluster was belonging to the outgroup which are Ensete glaucum including M. acuminata ssp. banksii and
the second cluster was belonging to wild M. acuminata complex, M. balbisiana and cultivar group of the
cultivated bananas and plantains. The phylogenetic relationship of second cluster could be divided into 3 sub-
clusters. The first sub-cluster was M. acuminata ssp. burmannica, M. acuminata ssp. siamea and M.
acuminata ssp. malaccensis, the second sub-cluster was M. balbisiana and majority of cultivar group of
cultivated plantains with have genome ‘B’ by containing BBB, ABBB and ABB genome. The third sub-
cluster was containing of M. acuminata ssp. microcarpa and the majority of cultivar group of genome ‘A’ by
containing AA and AAA genome. While the dendrogram of AAB genome cultivar group banana could not be
distinctly classification when examined with ISSR primers in this study. Similarity index of each sub-cluster
within the second cluster was 0.62, 0.72 and 0.72 respectively. The results indicated that *Kluai Nam Thai’
and ‘Kluai Khai Thong Roung’ had shown an old ancestor for Thai cultivated bananas and more closely
phylogenetic relationship to M. acuminata ssp. microcarpa. All subspecies of M. acuminata are related to

cultivar group of genome ‘A’ of cultivated bananas and plantains in Thailand.
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