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Abstract: The rice (Oryza sativa) blast resistance cultivar * Shennong 606’ was crossed to a susceptible
cultivar ‘ Lijiangxintuanheigu' . Based on the segregation ratios of resistant and susceptible plant in F, populations,
it was deduced that the rice blast resistance gene was encoded by dominant gene. We report here the use of
bulked segregate SRAP (sequence-related amplified pol ymorphism) and SSR (simple sequence repeat) analysis
for rapid identification of DNA markers linked to the resistance gene. Two SRAP markers and one SSR marker
were identified linking to the resistance gene locus. The linkage analysis with three markers using Mapmaker 3.0
software showed that the resistance gene locus was mapped to m5el1-500 (2.8 ctM) tightly and RM 25 (9.8 cM).
Sequenced the m5el-500 fragment linked to the resistance gene and compared with the NCBI databases, the
result proved the gene mapped on chromosome 8. Two ORFs (open reading frame) which was larger than 40
amino acids were coded by the m5e1-500 sequence. This region does not align with the other plantsin NCBI
website.
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a 1 TGATGACGGCCAGTGCAGCTTGCATGCCTGCAGGTCGACGATTTGAGTCCAAACCGGATA
1 M T A &§ A A €¢C M P A G R R F E 5 K P D
61 GAAGGCAAGATATAACATTACCATGTCACTTTTTGTCAATAGATATAAAGTTCTACATAT
20 R R QD I TL P C HVF L S I D I K F ¥ I
121 TTTGGATTTGGATTCGAACCTCCTACCAACATCAATTTCAAACGAAGCTAGACGTTAATT
40 F w I w I R T 38 ¥ Q H  F 0 T K L D ¥ N
181 TAGAAGGAATATCAGAGCTCATGAGTATTTGTTGGAAAGTTTGTGGAATCTACTTTCAGA
60 L E & I 8 E L B 8§ I € W K V € G I Y F Q
241 GTTTTGGTCACAAGTAARAATACCTACAAGCTACCGGGAATCTATARAACAATCCACGTA
80 S F G H K *

301 ACCCAATC TGAGTC TAATC TGGATCTTAGACCTTGTAATTGTTTCGTGGACTAAACCCAL
100

361 TGGGSTGGTGCCTTAGGAC TAACTCTAGGACTTCCCTAATCATATTTATTCAGTAGCCAT
120

421 TATAGTTTAGTGTCAGGTTTCACTTAAATAATTTTITACAATTGCAGTTTCATCGCTATCC
140

481 GGTTTGGACTCAL

160

b 1 TGATGACGGCCAGTGCAGC TTGCATGCCTGCAGGTCGACGATTTGAGTCCARACCGGATA
1
61 GAAGGCAAGATATAACATTACCATGTCACTTTTTGTCAATAGATATAAAGTTCTACATAT
21 H 88 L F VvV N R ¥ K VvV L H I
121 TTTGGATTTGGATTCGAACCTCCTACCAACATCAATTTCAAACGAAGC TAGACGTTAATT
41 L p L D S N L L P T S I 8 N E AL R R *
181 TAGARGGAATATCAGAGCTCATGAGTATTTGTIGGAAAGTTTGTGGAATCTACTTTCAGA
61
241 GTTTTGGTCACAAGTAAAAATACCTACAAGCTACCGGGAATC TATAAAACRAATCCACGTA
81
301 ACCCAATCTGAGTCTAATCTGGATCTTAGACCTTGTAATTGTTTCGTGGACTAAACCCAL
101
361 TGGGGTGGTGCCTTAGGACTAACTCTAGGACTTCCCTAATCATATTTATTCAGTAGCCAT
121
421 TATAGTTTAGTGTCAGGTTTCACTTAAATAATTTTTACAATTGCAGTTTCATCGCTATCC
141
481 GGTTTGGACTCAL
161

4 mb5el-500

Fg.4 Nucleotide and deduced amino acid sequence of m5el-500
a 84 b 40
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