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ABSTRACT

Musa acuminata Colla and Musa balbisiana
Colla are expected to be ancestors of cultivated
bananas which are highly variable throughout
Thailand. Four genome types of Musa are reported
as A, B, S and T. A new and highly effective
method, suppression subtractive hybridization
(SSH), has been introduced to develop markers for
edible banana genome identification. Four primer
pairs, SSH14, SSH21, SSH23 and SSH255, are
specific to A, genome with the size of 250, 228, 572
and 376 bp, respectively, 4 primer pairs, SSH20,
SSH26, SSH66 and SSH214, are specific to A,
genome with the size of 540, 473, 393 and 534 bp,
respectively. Moreover, one primer pair, SSH10,
could identify the common A and B genomes with
the size of 433 and 700 bp, respectively. This
proved that SSH is an effective technique for

identification of closely related organism.
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Primer Sequence 57°> 3’ PCR product (bp) T, (°C)

SSH14 SSH14F AGCTAGGACGAAAGCGAG 165 55
SSH14R GTTACCCTCTGTCTTTGTTG

SSH21 SSH21F GCTCCATTAGAGACGAGTTG 228 57
SSH21R ACCTACTGAGGGCAGAAAGA

SSH23 SSH23F ACTTGGGTCAGTAGGCAAACTCCA 572 63
SSH23R AGAAG CTGGTTACACTACGCCAG

SSH255  SSH255F GCTCCATTAGAGACGAGTTGCT 376 63
SSH255R GCAGTTCCAAAGTCCAAAGTGCT

SSH20 SSH20F GCAAGTCTAAGCTGCAGTGTC 559 55
SSH20R GTTGAAGTCCTTTTGTACAGG

SSH26 SSH26F GGCGGAATTGAGCTAGTGCT 473 55
SSH26R GGGGTTCCGTTTCCGTTTCA

SSH66 SSH66F TGGCGGAATTGAGCTAGTGCT 393 63
SSH66R CAGACTCAAGTGCTAGGTGTT

SSH214  SSH214F CCTTTTCGCAAGTCTAAGCTGCA 534 55
SSH214R TTTCTACAGGGGGTAATGCTCGAT

SSH10 SSHI10F GTTTCTCGGGGTCGACTAATTT 433 57
SSH10R GGCAAATCTTCAGCAAATGCTC
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Figure 1 Electrophoretic analysis of PCR specific fragments from 4, genome using primers SSH14 (A),
SSH21 (B), SSH23 (C) and SSH255 (D). M, 1 kb marker; Lane 1, Kluai Pa-Phrae; 2, Kluai
Homchumpa; 3, Kluai Khai Kasetsart 2; 4, Kluai Khai Kham Phangphaet; 5, Kluai Sa; 6, Kluai
Homchan; 7, Kluai Pa Rayong (M3); 8, Kluai Pa Rayong (M10); 9, Kluai Hom Thong; 10, Kluai
Hom Grand Naine; 11, Kluai Namwa Pakchong 50; 12, Kluai Namwa Khom; 13, Kluai Namwa
Ngoen; 14, Kluai Namwa Sai Laung; 15, Kluai Roiwi; 16, Kluai Klai; 17, Kluai Nga Chang; 18,
Kluai Tani Dum; 19, Kluai Tani Esan; 20, Kluai Tani Tai
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Figure 2  Electrophoretic analysis of PCR specific fragments from 4, genome using primers SSH20 (A),
SSH26 (B), SSH66 (C) and SSH214 (D). M, 1 kb marker; Lane 1, Kluai Pa-Phrae; 2, Kluai
Homchumpa; 3, Kluai Khai Kasetsart 2; 4, Kluai Khai Kham Phangphaet; 5, Kluai Sa; 6, Kluai
Homchan; 7, Kluai Pa Rayong (M3); 8, Kluai Pa Rayong (M10); 9, Kluai Hom Thong; 10, Kluai
Hom Grand Naine; 11, Kluai Namwa Pakchong 50; 12, Kluai Namwa Khom; 13, Kluai Namwa
Ngoen; 14, Kluai Namwa Sai Laung; 15, Kluai Roiwi; 16, Kluai Klai; 17, Kluai Nga Chang; 18,
Kluai Tani Dum; 19, Kluai Tani Esan; 20, Kluai Tani Tai
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Figure 3  Electrophoresis analysis of PCR specific fragments from primer SSH10.

M, 1 kb marker; Lane 1, Kluai Pa-Phrae; 2, Kluai Homchumpa; 3, Kluai Khai Kasetsart 2; 4,

Kluai Khai Kham Phangphaet; 5, Kluai Sa; 6, Kluai Homchan; 7, Kluai Pa Rayong (M3); 8, Kluai

Pa Rayong (M10); 9, Kluai Hom Thong; 10, Kluai Hom Grand Naine; 11, Kluai Namwa

Pakchong 50; 12, Kluai Namwa Khom; 13, Kluai Namwa Ngoen; 14, Kluai Namwa Sai Laung;

15, Kluai Roiwi; 16, Kluai Klai; 17, Kluai Nga Chang; 18, Kluai Tani Dum; 19, Kluai Tani Esan;

20, Kluai Tani Tai
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