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Abstract ; Comparative analysis of the mitochondrial DNA (mtDNA ) from three isonuclear alloplasmic
CMS lines of wheat was conducted by RAPD technique. The results showed :1. Three kinds of wheat
CMS lines presented obvious difference in mtDNA. 2. Three special fragments abtained from three
male sterile lines were successfully cloned and sequenced, the results showed that the sequences of
OPY01-1517 and OPP02-750 had higher homology with the mitochondrial DNA of wheat (triticum
aestivum) s the homology were 99% and 98% respectively, which provided theoretical and technical
support for further identifying the wheat male sterile lines with cytoplasm of T. spelta and Ae. bicornis
at the molecular level.
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TACGAATCAC GAGGAGCCCC ACAGAGGATC TCAGGGAACC GGTATCCTAA GCCTGGGGTT
TGCATGAACT TGAGGGCTGA GATTGGATCT CGTTCAGGGG CGGACCCTAT AGGAAAACGC
CAGCCACGCG CCTTTTACGT TTCTGCCTTG CTGGCTTTGG TCACCATTTC TTTCCTGCGT
TATCCCTGAT TCTTGGGATA ACCGTATTAC CGCTTTGAGT GAGCTGATAC CGCTCGCCGC
AGCCGACGAC CGAGCGCAGC GAGTCAGTGA GCGAGAAGCG AAGAGCGCCC AATACGCAAA
CCGCCTCTCC CCGCGCGTTG GCCGATTCAT TAATGCAGCT GGCACGACAG GTTTCCCGAC
TGGAAAGCGG GCAGTGAGCG CAACGCAATT AATGTGAGTT AGCTCACTCA TTAGGCACCC
CAGGCTTTAC ACTTTATGCT TCCGGCTCGT ATGTTGTGTG GAATTGTGAG CGGATAACAA
TTTCACACAG GAAACAGCTA TTGACCATGA TTACGCCAAG CTTGCATGCC TGCAGGTCGA
CGATTGGTGG CATCTGGCTC TATGCGATGA AAGCAATGGG AAATGAGATT CTGGGTTTGA
TTACTGGTAC AAACAAGTTC AAAGCTAGCG AGAGCATAAA GAACGGTAGA TTCCATTCAA
CTGGTAGGTC AAGCCCTTAC CCATAACACT TATTCAAAAT GGGCTATCCG AAAGAGGAGA
TCAATAATTC CACTATCAAT ATGGGTAGGC TGCTATATCT AGAAAGAGAA GATGAAAGGT
TTTGGATTAT TAGCAAAGGT ACTTATCTTA TTACTCAGCT AGGCACTTAC AAACCTATTT
ATTTACAAGT TCCACATGGG TCTGGTCAGG AAGACTCGGA ATCATTCTCA CGGCCACCCC
ACACGGGAGC GGCTTCTCCG CCAATCGATC ATCACTTGCA TACAAAAAAA AGCCCCTTTT
CCAATGGAAA CCTGGGGAAA TACAGTTGCT CAATTCATTC GATTTCGAAA TAGCGTATAA
AGTGATTCTT GCAATTTCAC TGCAGGCAGC GTAGCAATTC TCGCGGGAAT CTCGGTCCTG
TTTGGGCCGA TTCCTTAACG AGAGCCTAGT CGAAAGCGCC CATAAAAAGA GTAAATCGTT
TTCGGTATGG GTACGCTGGC CCCTACGAGG GGCGGTAAGC AAGGTAGAGA CCAGGGAGCA
GGACCGCGAA GGGTCTTCCC ATCTCTTCTT GTTATTGTCT TTGTCTGAGA TGCCACCAAT
CTCTAGAGGA TCCCCGGGTA CCGAGCTCGA ATTCACTGGC GCGTCGTTTT ACAACGTCGT
GACTGGGAAA ACCCTGGCGT TACCCAACTT AATCGCCTTG CAGCACATCC CCCTTTCGCC
AGCTGGCGTA ATAGCGAAGA GGCCCGCACC GATCGCCCTT CCCAACAGTT GCGCAGCCTG
AATGGCGAAT GGCGCCTGAT GCGGTATTTC TCCTTACGCA TCTGTGCGGT ATTTCACACC
GCATATGGTG CACTCTC

2 ERAFBR cBHWEAM

Fig. 2 Base composition of differential fragment c

TAGGCGGTAC GCGCAGTGAT TCGAGCTCGG TACCCGGGGA TCCTCTAGAG ATTGGTGGCA
TCTGGATACC TCATAAATAA ATCAAGCAGG CCGGCTAGTA AGCGATCCCG AGGGGCTATC
TTCTCTCCCA TGCTGGTGCC TTGCTTAACT CAAGTATAAA GTGGAAATTC AAGCCAAAAT
CCGGGGTGAT AAAATTCCAT TTGAATCTTG AGATCCAAGA AGAAGGATAG CTTCATGAGT
TCGTTCTGAC TCCTAGCTTA GCTGGAAAGC TTTTGCTTGT ATCTGGCAGT GGGTATAACA
TCCATCATAC TCAAACAGAA GAAGGTTTGC TTATCTAGCT CCAAGGCAGT TATAATCATT
TACAGAACCA GGGTTTGCAC CTACTGAGGA GGAGAAAGGG CCGACGACCC ATACTAGAAC
TCCAAGATAA GATCTTTCAG TCGATCAGAC GGCCGAGGCC TTTAATAAGG TCCGGTTGTG
CCAACGAGTT CTTCTAGTTA TGAATCCCCG TAGGGAGGTA GCATTACATT TGTATTAGCA
AAATAGAGCT CCTCATAGAA AAGAATGGCG AATAAAGTGT TAGAGTACTT TCTTTCTGTT
CAGTCCTGGA ACTTATTCTT TTCCGATCGA CCTATCAACA GTAGCGATCA TACTACGTCG
ACGAGTTTGG ATCTGCTTAG TACAATCTGC TCTGATGCCG CATAGTTAGC CAGCCCCGAC
ACCCGCCAAC ACCCGCTGAC GCGCCCTGA
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Fig. 3 Base composition of differential in fragment b
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