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A Xgtl 1 library constructed from hepatic mRNA of a 10 week- ACKNOWLEDGEMENTS
old male rat was screened with P450-male specific antibody (1) This work was supported by Grants-in-Aid from the Ministry
and a new cDNA designated P-450Md cDNA, was isolated and of Education, Science and Culture, and from the Japan Health
sequenced. The deduced amino acid sequence of P-450Md cDNA Science Foundations.
displayed the highest similarity (60%) to those of P450 (M-1)
(2) or P-450f (3). The cysteine residue that attached to haem iron REFERENCES
with the enzyme active site and the polyadenylation signal are 1. KaiatakijT. et al. (1983) Arch. Biochem. Biophys. 225, 758-770.
underlined. The mRNA hybridized with a specific oligonucleotide 2. Yoshioka,H. et al. (1987) J. Biol. Chem. 262, 1706-1711.
probe displayed a male dominant expression in adult rats. 3. Gonzalez,F.J. et al. (1986) J. Biol. Chem. 261, 10667-10672.

GTGAGCCAATGGCCCTCTTCATTTTTCTGGGGATTTGGCTTTCTTGTTTGGTTTTTCTTTTTCTATGGAATCAGCACCATGTCAGAAGGAAGCTCCCACCTGGTCCCACTCCTCTACCAA 120
MetAlaLeuPheIlePheLeuGlyI leTrpLeuSerCysLeuValPheLeuPheLeuTrpAsnGlnHisHisValArgArgLysLeuProProGlyProThrProLeuProI 38

TTTTTGGCAATATTTTGCAAGTGGGTGTTAAAAATATCAGCAAATCTATGTGCATGCTAGCAMAGAGTACGGGCCTGTGTTCACCATGTATCTGGGCATGAAGCCCACTGTGGTGCTGT 2240
lePheGlyAsnIleLeuGlnValGlyValLysAsnI leSerLysSerMetCysMetLeuAlaLysGluTyrGlyProValPheThrMetTyrLeuGlyMetLysProThrValValLeuT 78

ATGGATATGAAGTATTGAAAGAAGCTCTGATTGACCGGGGAGAAGAGTTTTCTGATAAAATGCATTCGTCATGCTCAGTAAAGTCAGCCAAGGGTTAGGCATTGTCTTCAGCAATGGAG 3360
yrGlyTyrGluValLeuLysGluAlaLeuI leAspArgGlyGluGluPheSerAspLysMetHi sSerSerMetLeuSerLysValSerGlnGlyLeuGlyI leValPheSerAsnGlyG 118

AAATATGGAAACAAACACGGCGTTTCTCCCTCATGGTCTTAAGGTCTATGGGGATGGGAAAGAGAACTATTGAAAACCGAATTCAGGAGGAAGTTGTTTATCTGCTGGAGCACTGAGAA 4480
luIleTrpLysGlnThrArgArgPheSerLeuMetValLeuArgSerMetGlyMetGlyLysArgThrI leGluAsnArgI leGlnGluGluValValTyrLeuLeuGluAlaLeuArgL 158

AAACCAATGGGTCCCCGTGTGACCCCAGCTTCCTTCTGGCCTGTGTTCCCTGCAATGTGATCTCCAGTGTCATTTTCCAGCACCGTTTTGACTACAGTGATGAGAAATTCCAAAAATTCA 6600
ysThrAsnGlySerProCysAsp ProSerPheLeuLeuAlaCysValProCysAsnVal I leSerSerValI lePheGlnHi sArgPheAspTyrSerAspGluLys PheGlnLys PheI 198

TAGAGAATTTCCATACAAAAATTGAAATTTTAGCATCTCCTTGGGCCCAGTTGTGCAGTGCCTATCCTGTTCTATACTATCTCCCGGGAATCCATAACAAATTCTTAAAAGATGTGACTG 720
leGluAsnPheHi sThrLys I leGluI leLeuAlaSerProTrpAlaGlnLeuCysSerAlaTyr ProVal1LeuTyrTyrLeuProGlyI leHi sAsnLys PheLeuLysAspValThrG 238

AACAGAAAAAGTTCATCTTGATGGAAATAAACAGGCATCGAGCATCTCTGAACCTCAGTAACCCTCAGGACTTTATTGACTATTTCCTGATTAAAATGGAAAAGGAAAAACACAATGAAA 840
luGlnLysLysPheIleLeuMetGluIleAsnArgHi sArgAlaSerLeuAsnLeuSerAsnProGlnAspPheIleAspTyrPheLeuI leLysMetGluLysGluLysHi sAsnGluL 2278

AGTCTGAATTTACCATGGACAACCTGATAGTCACCATAGGTGATCTTTTTGGAGCAGGMACAGAGACAACGAGTTCCACCATAAAATATGGGCTTTTGCTCTTGCTGAAGTACCCAGAGG 960
ysSerGluPheThrMetAspAsnLeuI leValThrI leGlyAspLeuPheGlyAlaGlyThrGluThrThrSerSerThrIleLysTyrGlyLeuLeuLeuLeuLeuLysTyrProGluV 318

TCACAGCTAAAATTCAGGAAGAAATTACTCGCGTGATTGGTAGACACCGGAGACCCTGCATGCAGGACAGGAACCACATGCCCTATACGGATGCTGTGCTGCATGAGATCCAGAGATACA 1080
alThrAlaLys IleGlnGluGluI leThrArgVa leGlyArgHi sArgArgProCysMetGlnAspArgAsnHi sMe tProTyrThrAspAlaVa LeuHisGluI leGlnArgTyr I 3358

TTGATTTTGTTCCCATTCCCTTGCCTCGTAAGACAACGCAGGATGTGGAGTTCAGAGGATACCACATTCCCAAGGGCACAAGCGTAATGGCATGTCTGACTTCTGCCCTGCACGATGACA 1200
leAspPheValPro IleProLeuProArgLysThrThrGlnAspVa lGluPheArgGlyTyrH i s Il1eProLysGlyThrSerValMetAlaCysLeuThrSerAlaLeuHi sAspAspL 3398

AAGAATTTCCCAACCCAGAGAAGTTCGACCCTGGCCACTTTCTCGATGAGAAAGGCAACTTCAAGAAGAGTGACTACTTCATGGCTTTCTCAGCAGGAAGAAGAGCCTGTATTGGAGAAG 1320
ysGluPheProAsnProGluLysPheAspProGlyHisPheLeuAspGluLysGlyAsnPheLysLySerAspTyrPheMetAlaGPheSerAlaGlyArgArgAlaCysIleGlyGluG 438

GTTTAGCCCGCATGGAGATGTTCTTAATCCTGACCAGCATTTTACAGCATTTTACTTTAAAACCTCTTGTCAATCCAGAGGACATCGACACAACCCCAGTTCAACCTGGTTTATTGTCTG 1440
lyLeuAlaArgMetGluMe tPheLeuI leLeuThrSerI leLeuGlnHi sPheThrLeuLysProLeuValAsnProGluAsp I leAspThrThrProValGlnProGlyLeuLeuSerV 478

TGCCCCCACCCTTTGAGCTCTGTTTCATTCCAGTCTGAAGCGGCATAGTCTTTCACACAGATGACTGAGACCCTGCTTCTACTTGTGAGCAAACAGGTCCTCCTGTCCTGTGTACCTGTA 1560
alProProProPheGluLeuCysPheI leProVal 489

ACTGGCAGTCCTTCCTGAATGGCAGGGATGCTACCTCTGAACTGTCCTACATTTTTTTCAATTCTTTGTGAACCAGTTCCAATTTTTCATATGTGAAAAAACTTCACTGTTTTAGCACTA 1680

ATAAAGTTTTTTTGTAGTGTATGTCAGAAAAAAAA 1715


