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Abstract: RFPCR and RACE(rapid amplification c(DNA ends )

WANG Guang hua'?, LI Jian-lin', WU Ting ting'
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were used for the isolation of the full length ¢cDNA of DMO gene

from ovary of Oreochromis aurea. Sequence analysis revealed a 1571 bp ¢DNA containing the 148 bp 5 - untranslated region, 193 bp

3 — untranslated region and 1230 bp open reading frame encoding 409 amino acid. Sequence analysis revealed the identiy rate of

deduced amino acid of DMO in O. aurea and O. nilolicus is

96. 3% , which showed high homology in species. However, we

compared the alignment of deduced amino acid sequences between DMO ¢DNA from O. aurea and DMRT1 ¢DNA from O. niloticus,
fugu, minbow trouw, medaka, rat and human. The score was 25. 7%, 25. 8%, 24. 3%, 29. 7%, 22. 5% and 22. 0%,
respectively. These results indicated that DMO and DMRT1 gene may be different genes.
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Fig.3 Aligument of DMO and DMRT1 amino acid sequences
e , = DMO, DMRT1 Genebank : DMO
(AY487938),  DMRTI(AF130728),  DMRTI(AF202778), DMO ( AF203489) , DMRT 1( AF203490) ,
DM RTI( AF209095) , DMRTI (AJ295039), DMRTI( ABO91696)

Comparison of DM proteins from Oreodiromis aurea, human,rat, Oreochromis niloticus, rainbow trout, fugu, medaka, Identical and similar amino acid
residues are marked by asterisks and dots respectively. The GenBank accession numbers of the sequence used in the figure were as follows: AY 487938
( Oreochromis aurea DMO) , AF130728( human DMRT1), AF202778(rat DMRT1), AF203489 ( Oreochromis nilotiats DMO) , AF203490( Oreochromis
rilotiaws DMRT1) , AF209095( rainbow trout DMRT1), AJ295039(fugu DMRT1), AB091696 medaka D MRT 1)
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