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We have isolated a cl-cned cDNA (rlug 38) from a rat liver cDNA library in kgtl 1, which
contained the full length coding sequence of a hepatic microsomal UDP-glucuronosyltransferase
(UDPGT, see 1). Comparison of the amino acid sequence obtained by translation of the cDNA
with the amino-terminal sequence of purified 17f, hydroxysteroid UDPGT protein showed an
identical 38 amino acid sequence (underlined) starting at residue 23. This suggests that rlug38
cDNA encodes 17f3-hydroxysteroid UDPGT and that this pre-protein contains a cleaved 23
residue signal sequence.

GAAAGCTACTAGATAAAAGGTCAAGCAGTGACAGAOAGGAACACACTGTGAACAGAAGGTTTTTGATTTTTAG

ATG CCT GGG AAG TGG ATT TCT GCT CTT CTGCTG CTA CAGATA AGT TGC TGT TTC CA TCT GGG AAC TGT GGG MG GTG TTG GTG TGG CCG 90
Mt Pro Gly Lys Trp Ile Ser Ala Leu Lou Leu Lou Gln I1. Ser Cys Cys Phe Gln Ser Gly Asn Cys Gy Lys VGal Leu Gal Trp Pro

10 20 30

ATG GAA T AGC CAC TGG ATG AAT ATA AACA ATACTG GATGA CTT GTA CAG AGG GGC CAT GM GTC ACT GTT CTG AM CCT TCG GCT 180
lMt Glu Phe Ser Ala Trp Mt Asn Ile Lys Thr Ile Len Aso Glu Lou Vel Gln Ara Gly His Glu Val Thr Gal Leu Lys Pro Ser Ala

40 50 s0
TAC TAT GTT CTT GAT CCG AAAAAA TCG CCAGAT CTT AAG TTT GAAACT TTC CCT ACA TCT GTC AGT AAAGAT GAA CTG GMAMT TAT TTC 270

tv Tyr Gal Lou Aep Pro Lys Lys Ser Pro Aep Leu Lys Phe Glu Thr PhA Pro Thr Smr Val Ser Lys Asp Glu Leu Glu Asn Tyr Phe
70 80 90

ATA MG CTT G0G GAT GTG TGG ACT TAT GAG TTG CM AlA GAT ACA TGT TTG TCT TAT TCT CCT TTA CTA CM AAT ATG ATA GAT GAA TTT 360
GIs Lys Leu Gal Aep Val Trp Thr Tyr Glu Len Gln Arg Aep Thr Cys Len Ser Tyr Ser Pro Len Leu Gln Asn Mtt Ile Asp Glu Phw

100 110 120

TCT GAT TAC TATCTAAGT CTT TGT AAA GAC ACC GTT TCA AAC AAG CAG CTC ATG GCA AAA CTA CAG GAA TCC AAG TTT GAT GTT CTT TTG 450

ser Aep Tyr Tyr Lou See Leu Cys Lys Asp Thr Gal Ser Awn Lys Gln Leu Met Ala Lys Leu Gln Glu Ser Lys Phe Asp Gal Leu Lau
130 140 150

TCA GAT CCT GTG GCT GC TGT GGG GAG CTG ATA GCC GAA GTG CTC CAC ATT CCT TTT CTG TAC AGT CTT CGC TTC TCT CCA GGC TAC A 540
Ser Aep Pro Gal Ala Ala Cys Gly Glu Leu Ile Ala Glu Gal Leu His GIn Pro Phe Leu Tyr Ser Leu Arg PhA Ser Pro Gly Tyr Lys

ISA 170 180
ATT GAA AAG TCC AGT GGA AGATTT AT TTACCT CCA TCT TAT GTA CCA GTAATT TTG TCA GGA ATG GGTGC CCA ATG ACA TTC ATA GAC 630
Ile Glu Lys Ser Ser Gly Arg PhA Ile Leu Pro Pro Ser Tyr Gal Pro Gal Ine Leu Ser Gly Mt Gly Gly Pro Mtt Thr Ph&eGIn AP

190 200 210
AG GT AAA AAT ATG ATATGT ACG CTT TAT TTT GAC TTT TGG TTC CAT ATG TTT AAT GCC AAG AM TGG GAT CCA TTT TAC AGT GAG ATT 720

Aeg Val Lys Ann Met Ile Cys Thr Leu Tyr PhA Asp Phe Tap Phe Hislt Phe Asn Ala Lys Lys Trp Asp Pro Phe Tyr Ser Glu Ile
220 230 240

m GGA AGG CCC ACC ACA TTA GCT GAG ACA ATG GGC AM GCA GMA ATG TGG CTC ATT AGO TCC TAC TGG GAT TTG GMA TTT CCC CAC CCA 810

Phe Gly Ag Pro Thr Thr Leu AlP Glu Thr ft Gly Lys AlU Glu ft Trp Lnu Ile Prg Ser Tyr Trp Asp Leu Glu Phe Pro His Peo
250 260 270

ACATTA CCA MT GTT GAC TAT ATT GGA GGA CTC CMTGC AGA CCT CCT AAACCC TTG CCC AAG GAT ATG GMGAT TTT GTC CAG AC TCT 900

The Lou Pro Asn Gel Pep Tyr Ile Gly Gly Leu Gln Cys Peg Pro Pro Lys Pro Lou Pro Lys Pep Ibt Glu Asp Mhe Gal Gln Ser Ser
280 290 300

GGA GAG CAT GGC GIG GTG GTG TTT TCT CTG GG0 TCA ATG GTC AGC AGC ATG ACA GAAGGM A0 GCC MT GCA ATT GCA TGG GCC CIT GCC 990

Gly Glu His Gly Gal Gal Gal Ph Ser Leu Gly Ser Mt Gai Ser Ser lt Thr Glu Glu Lys Ala Asn Ala Ile Ala Trp Ala Leu Ala
310 320 330

CAG ATT CCA CAA AAG GTT CTT 100 AM ITT GAT GC MCAACA GGC ACC TTA GGA CCC MT ACC AGA GTC TAC AAG TGG CTT CCC CAG 1080
Gin Ine Pro Gln Lys Gal Len Trp Lys Me APp Gly Lys Thr Pro Ala Thr Leu Gly Pro Ann Thr Aeg Gal Tyr Lys Trp Leu Pro Gln

340 350 360
MT GAC CTC CTT GGT CAT CC AAA ACC MA GCC TTT GTAACT CAT GT GGA GCC AAT UT GTC TAT GAG GCC ATC TA CAT UA ATC CCT 1170

AIn Pep Leu Leu Gly His Pro Lys Thr LyselaPhi 1A Thr HAs Gly Gly Ala Pen Gly Val Tyr Glu Ain Ile Tyr His Gly Ile Pro
370 380 400

ATG GTT GGC ATT CCT ATG TTT GG GAA CAA CAT GAT AAC ATT GOCC CAC ATG GTG GCCMA GSA GCA GCT GTT ACA CTGA T ATC AGG ACA 1290
Mt Aai Gly Ine Pro t Phe Gly Glu Gln Kal APp en G1i AlaHis Mgt Gal Ala Lys Gly Ala Ala Gal Thr Len Ann Ile Arg Thr

400 410 420
ATGTCAAAGACA GAT TTG TTC MAT GCA CTA AAGGMATA TA AAC MT CCA TTC TATMA AMAM TGCT GTG TGG TT TCA ACC ATT CAC 1350
Mbt Sen Lys Thr Aep Leu PhM ASn Pi Lou Lys Glu In Ile Pen Ann Pro Ph Tyr Lys Lye Ann Ala Gal TSp Leu Ser Thr Ile Hls

430 440 450
C00 0 CO CCTMTATl AAG CCC CTG GAC AAG GCT GT0 SIC TGG ATT GAG TTT GTC 0TG CGC C0C AM 00G GCC 0AG CAC CTG AGA CCA CTT 1440
"is APp Gln Pro Mtt Lys Pro Leu Asp Lys Ala 0al Ph Trp Ine Glu PhM al Mt Arg HLe Lys Gly Ala Lys His Leu Aeg Pro Len

400 470 408
GGACAT GAC CTT CCCTG TAC CAG TAC CAC TCT CTG GAT GTG ATT GGA TTC CTG CTC TCC GT TCG GCA GTCATT CA GTC CTTACT GTA 1530
Gly His ASp Lou Pro Trp Tyr Gln Tyr His Ser Leu Asp Val Ine Gly Ph Leu Leu Ser Cys Ser Ala Gal Ine Ali Gel Leu Thr Gal

40 500 510
AM T1C TTC TTG TTT PITTAC CGO CTC mGTT AAG nAG GM GAM 010 MG MT GAG TAG AGCTCATTTACMTGCACTACAGGAATGAAATTTC 1028
Lys Cys Phe Lu Phe Ile Tyr Arg Leu Mhe Val Lys Lys Glu Lys Lys Mwt Lys SAn Glu

520 530
AGCCACATIUS
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