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Abstract : Based on 402 co-dominant rice candidate RGA markers developed by bioinformatics methods,
40 pairs of primers were randomly selected to test the polymorphismsin rice two subspecies, japonica
and indica. The results showed that 87. 5% (35 markers) of the total number of markers obtained the
clear bands, which 31 markers were co-dominant and 4 markers were dominant. In addition, 31 primer
pairs were used to analyze 24 different japonica and indica varieties, and the result showed the markers
have good commonality and subspecies specificity. The averaged Polymorphism Information Content
(PI1C) of RGA markers was Q. 46, indicated that the RGA markers have good polymorphism.
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Table 1 Chromosoma distribution, primer sequences, types of conserved domain, Tm and type of RGA markers

5-3 5-3 / PIC
RGA1 8 ATGCATGCCAGGGTATGTG GTGAACGATCGTGA GGACAC PK TD-PCR  Co-dominant 0.36
RGA2 1 TCCTA GGGGCGACTAAATCGA TTTGTTGCTCGTTCACCTGT PK TD-PCR Co-dominant 0.42
RGA3 4 GCCGCAGAATATCCTTCTTG CACAATGCCACTGTCACAAA PK TD-PCR Co-dominant 0.40
RGA4 1 CTGAAGCGGTCGTTCACC TGGTGA GGCGTCCTATACCT LRR 50 Co-dominant 0.47
RGAS5 7 GTCTGACCCACACGTCATTG CCGGTCGCTGTAGCCTGTACG PK TD-PCR Co-dominant 0.50
RGA6 2 GAACTTGTGGAGTGGGTTGG TCAAA GACCAAAGCACCTCTG NBSLRR TD-PCR Co-dominant O.56
RGA7 2 TCTATGCTGCTTGTGCCATC TGCTTTCACATCCTTTGACG NBSLRR TD-PCR Co-dominant 0.52
RGA9 4 CGAAGAGGCTCTCAAACACTG  CGGTACGGTTGGTTCGTAAA RVT TD-PCR  Co-dominant 0.49
RGA10 2 TGTTGGCAAGGTCATGTGAT GCA GAGGGAAAAAGATTGTTG NBSLRR TD-PCR Codominant 0.39
RGA11 7 GCTCTACGACTTCGACCAGA GATGA GCATCTTCTCGTCAGC PK TD-PCR  Co-dominant 0.57
RGA12 1 AAGGACCCGAAAGCAAAAGT GAACCTGCAAATACCAAA GCA PK TD-PCR Co-dominant 0.54
RGA13 11 TGATGCAACTAAGAAGTGTGTGG GTGTCTTCA GGTGGGGAAAA NBSLRR TD-PCR Co-dominant 0.49
RGA14 5 GAGTTCCGCATCGAGGTAAG CGGTTGGTATACGAATTGAAGA PK TD-PCR Co-dominant 0.58
RGA15 11 ACCGGA GGACCCTGATAGAT GGGCTAATGACAA GGTGCAT NBSLRR TD-PCR Codominant 0.35
RGA16 11 TTCCCTCGTTATTTGCATGTT TTTGGTA GCCCTACATCATCA LRR 50 Co-dominant 0.37
RGA20 10 CCGCAACGCTAAGTTAATCA GCAAAAA GAACACACACATATTCC ABC TD-PCR Co-dominant 0.50
RGA21 10 GTGCAAGCACACCTGGAATA CAAAACCATTGACAAGCCAAC NBSLRR TD-PCR Co-dominant 0.51
RGA22 8 ACCAGCGCATGTATTGTTCA TTCGTTCGATGTCCTCCTCT ABC TD-PCR Co-dominant 0.39
RGA23 2 GGTGGTGTTGGTGATTGGAT CGTCAATGCTAATCCTTGGA NBSLRR TD-PCR Co-dominant 0.48
RGA24 10 CCGCAACGCTAAGTTAATCA GCAAAAAGAACACACACATATTCC MLO 50 Co-dominant 0.46
RGA26 7 CCAGGTCGTCACTGGGTACT GCATCCGTTTGCTGTATTGA NBSLRR 50 Co-dominant 0.50
RGA27 8 CAAAGCTCACCACGCTCAT GTATCTCACGCGACGCTCAT NBS TD-PCR  Co-dominant 0.44
RGA28 2 TACTCCATAATCGCGAA GCA TCTCCGCAAACTATCAGACG RVT TD-PCR Dominant -
RGA29 8 TCCATCACTGTGAACGGAAA CCCGATTGAAAACAAGTCGT NBS TD-PCR Dominant -
RGA30 3 AGGATCCTTGAAGGTGATGG TACCA GTGCGCAACAATCAT PK-NBS 50 Co-dominant 0.51
RGA31 7 GGGCCTTATGGCCAACTAT GCAAA GCAACTGTCAACACC PK 52 Co-dominant 0.48
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1 RGA
Continuation of Table 1 Chromosomd distribution, primer sequences, typesof conserved domain, Tm and type of RGA markers
5-3 5-3 / Pic
RGA32 2 ACGGGATCATGCTTCTTGAG CCTTCTA GCATCCGAACCAC PKLRR TD-PCR Co-domnant 0.44
RGA33 2 GGAAGGCTTTGTCATGGAGA ATATTCCCTTGA GCCCCAAA NBS TD-PCR Dominant -
RGA34 3 CAACGCTCCAGGCTAACTCT AA GATCA GAACGCGGTAA GC PK TD-PCR  Co-dominant 0.48
RGA35 6 CAGCTGCTGCAGAGATAAGC GCTTTCAACACGCCTGGGTTT NBS TD-PCR Dorminant -
RGA36 12 AAGCCCTAGATCCTGCACCT TTTGTCAA GCAGATGA GA GCA NBSLRR TD-PCR Co-dominant 0.43
RGA37 12 GAGACTTTTAAGGCACATGCAA AAAACAAATACTCCGTTTTTCCA NBS TD-PCR  Co-dominant 0.47
RGA38 12 CTCTTTGGACTTCTCGAAGCA  GTGATCACCTCCA GCA GCA PKLRR TD-PCR Co-dominant 0.48
RGA39 12 TGGAGATACATTCCTGCCATT TTGAGTGGCTCAAGATGCAG NBS TD-PCR  Co-dominant 0.48
RGA40 4 CTACGTGAGCTCGCTGGAAT CACACCAATTCTCACTTGGCTA PK TD-PCR  Co-dominant 0.15
22 RGA Lemont , 5 3
31 RGA , 24 )
( Nipponbare  93-11) 31 24
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