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ABSTRACT
The superiority of hybrid varieties should be

supported by the high quality seeds. Genetic purity is

one of the quality criteria. In producing sweet corn
hybrid seeds, it is frequently contaminated by out-
crossed pollen from another (undetermined) variety or
the occurrence of selfing. In the present study, the
molecular markers were investigated for genetic purity
of Songkhla 84-1 sweet corn hybrid obtained from the
Department of Agriculture, using SSR markers based
on the banding pattern resolved on agarose gel
(3.5%) and capillary electrophoresis. The different
banding pattern of the male and female parent made
a way to identify the hybrid. The markers could be
clearly identified the sweet corn hybrid Songkhla 84-1
form parental inbred lines No.56 and No.38 were Umc
2071, Umc 2293 and Bnlg 1083. These markers are
useful in the verification of genetic purity of sweet

corn hybrid seeds accurately.
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Primer Sequence 5°-3’ Repeat Type Chromoso
me
Umc 2129 F: ACGTGGTCATCACTCACCGC R: AAGGAGGAGCGTTCTCGTGG (CGC)s 2
Bnlg 1443 F: TACCGGAATCCTCTTTGGTG R: TTTGACAACCTCTTCCAGGG (AG),s 6
Umc 1040 F: CATTCACTCTCTTGCCAACTTGA R:AGTAAGAGTGGGATATTCTGGGAGTT  (CT)y4 9
Umc 1109 F: GCAACACAGGACCAAATCATCTCT R: GTTCGGTCCGTAGAAGAACTCTCA (ACG), 4
Bnlg 1350 F: TGCTTCAGCGCATTAAACTG R: TGCTCGTGTGAGTTCCTACG (AG)45 3
Umc 1506 F: AAAAGAAACATGTTCAGTCGAGCG R: ATAAAGGTTGGCAAAACGTAGCCT (AACA), 10
Phi112 F: TGCCCTGCAGGTTCACATTGAGT R: AGGAGTACGCTTGGATGCTCTTC AG 7
Bnlg 1633 F: GTACCTCCAGGTTTACGCCA R: TCAACTTCTCATGCACCCAT (AG)16 2
Umc 2128 F: ACGTGGTCATCACTCACCGC R: AAGGAGGAGCGTTCTCGTGG (TCGTCC), 9
Umc 1620 F: CCTTTCAATGTTCATGTTCTCTTCC R: CCACCGAGTGACTAGTTGTGAGAG (TTC), 4
Umc 1023 F: CAGTTTGGAACAGGGAAAAGTACG  R: CTTGTGCCACCACATGCAGTA (AT)y4 6
Umc 1097 F: CTGTTAGATGTGCGACAACAGAGC  R: CTCGTCAACGTCAACCCAAGTAAG (CA) 5
Umc 1034 F: TCATCCATGTGACAGAGACGACTT R: GTGTTTCCGTTTCGCTGATTTTAC (GA)1, 8
Umc 1331 F: ATATCTGTCCCTCTCCCACCATC R: TTATGAACGTGGTCGTGACTATGG (GGT)qo 1
Umc 1648 F: GCTTGAGCTGTGAGGAAGTTTTG R: CTGCAGTACGTGAGCCTGTACG (TC)g 10
Umc 2071 F: ACTGATGGTGTTCTTGGGTGTTTT R: ATACACGCAGTTACCCGAAGGTT (ATGT)s 3
Umc 1636 F: GTACTGGTACAGGTCGTCGCTCTT R: ATATCAGTCGTTCGTCCAGCTAA (ACTGC)q 9
Umc 1241 F: TGAAGCAAGTCACTGGTAAGAGCA R: TGACACACCCATACTTCCAACAAG (GTCTTTG), 7
Umc 2293 F: ATGTTCCGTTTATTATTTGCCCG R: AAAGAACAGACGGGATCCAATC (TCTCTCTC), 5
Umc 2350 F: CGAATCGAGGATGGTTTGTTTTT R: AGTAGCGACTCCTCTGCGTGAG (GGCCGT), 10
Umc 2383 F:CTCGCAACTGCGCTTCTAGATACT R: CATAGACGTGCCCCTTGTCATC (AGC)s 1
Umc 1363 F:TGTTTAAGTGTTGGCAGAAAGCAA R: TCTCCCTCCCCTGTACATGAATTA (AGG), 1
Umc 1590 F:CAGAGTCTGATAGTCCGAACCCAG R: GTAAAGCTCACAGCTTCCGACAG (AAGGAG)s 1
Umc 1383 F:CACACACATCGATCATGAGCATAC R: GTGTACTACCATCAGACCCATCCA (GACG), 1
Bnlg 1083 F: ACAGTCTGTTGGGGAACAGG R: CAACGCTGGTTTGTCGTTTA (AG),o 1
Umc 1506 F:AAAAGAAACATGTTCAGTCGAGCG R: ATAAAGGTTGGAAAACGTAGCCT (AACA), 10
Umc 1077 F: CAGCCACAGTGAGGCACATC R:CAGAGACTCTCCATTATCCCTCCA (CA);5(CCCA),, 10
Umc 1292 F:GAAGTGGGGAACATGGTTAATGTC R:TCACGGTTCAGACAGATACAGCTC (TGG)s 1
Umc 1736 F:CCATCCACCACTAGAAAGAGAGGA R:TTAATCGATCGAGAGGGTGCTTTTC (CCAT)s 2
Bnlg 1063 F: GGAGACAACCCCGACGAC R: GGTACCAGAGCCACAGATCC (AG),, 3
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lugnuaunuiasvan 84-1 (gﬂ'ﬁ' 2)  luamed
LA3a9Wang Bnlg 1083 uas Umc 2293 ldamnauasia
166, 180 bp uwae 214,169 bp
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