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ABSTRACT The amino-terminal amino acid sequence and
several internal peptide sequences of angiotensin I-converting
enzyme (ACE; peptidyl-dipeptidase A, kininase II; EC 3.4.15. 1)
purified from human kidney were used to design oligonucleo-
tide probes. The nucleotide sequence of ACE mRNA was
determined by molecular cloning of the DNA complementary to
the human vascular endothelial cell ACE mRNA. The complete
amino acid sequence deduced from the cDNA contains 1306
residues, beginning with a signal peptide of 29 amino acids. A
highly hydrophobic sequence located near the carboxyl-
terminal extremity of the molecule most likely constitutes the
anchor to the plasma membrane. The sequence of ACE reveals
a high degree of internal homology between two large domains,
suggesting that the molecule resulted from a gene duplication.
Each of these two domains contains short amino acid sequences
identical to those located around critical residues of the active
site of other metallopeptidases (thermolysin, neutral endopep-
tidase, and collagenase) and therefore bears a putative active
site. Since earlier experiments suggested that a single Zn atom
was bound per molecule of ACE, only one of the two domains
should be catalytically active. The results of genomic DNA
analysis with the cDNA probe are consistent with the presence
of a single gene for ACE in the haploid human genome.
Whereas the ACE gene is transcribed as a 4.3-kilobase mRNA
in vascular endothelial cells, a 3.0-kilobase transcript was
detected in the testis, where a shorter form of ACE is syn-
thesized.

Peptidyl-dipeptidase A (EC 3.4.15.1) plays an important role
in blood pressure homeostasis by hydrolyzing angiotensin I,
the inactive peptide released after cleavage of angiotensin by
renin, into angiotensin II (1). Accordingly, this Zn metal-
lopeptidase is designated angiotensin I-converting enzyme
(ACE), although being the same enzyme as kininase II, it is
also able to hydrolyze bradykinin and various other peptides
(2, 3). This enzyme is a widely distributed peptidase, occur-
ring, for example, as a membrane-bound ectoenzyme on the
surface of vascular endothelial cells and renal epithelial cells
and as a circulating enzyme in plasma (3-5). We report here
the amino acid sequence of ACE as deduced from the
nucleotide sequence of DNA complementary to the ACE
mRNA.t

MATERIALS AND METHODS
Purification and Sequencing of ACE and Preparation of

Oligodeoxyribonucleotide Probe. The cortex offresh postmor-
tem human kidneys (600 g) was homogenized (54:100, wt/vol)
in 20 mM potassium phosphate buffer (pH 8) containing 250

mM sucrose and a mixture of protease inhibitors, cells debris
was discarded, and the particulate fraction was sedimented
by centrifugation at 105,000 x g for 1 hr. The pellet was
resuspended in 200 ml of 150 mM potassium phosphate buffer
(pH 8; buffer I) and treated for 18 hr with the detergent
3-[(3-cholamidopropyl)dimethylammonio]-1-propanesulfo-
nate (CHAPS, 8 mM; Serva). The supernatant obtained after
centrifugation at 105,000 x g for 1 hr was dialyzed exten-
sively against buffer I and then applied at a flow rate of 24
ml/hr to a 3 x 80-cm column of phenyl-Sepharose 4B (Phar-
macia). Roughly 60% of the enzyme activity was retained on
the column and was eluted as a single peak by a linear
gradient of 0-10 mM CHAPS in buffer 1 (800 ml). ZnSO4 and
KCI were added to final concentrations of 0.1 mM and 330
mM, respectively, and the purification was completed by
affinity chromatography on Lisinopril {Na-[(S)-1-carboxy-
3-phenylpropyl]-L-lysyl-L-proline} coupled to Sepharose 4B
as described (6). The protein isolated after this last step (1.2
mg) was analyzed, after reduction by 5% (vol/vol) 2-mer-
captoethanol and denaturation by boiling, by NaDodSO4,/
6% polyacrylamide gel electrophoresis (7).
Treatment with CNBr (2.0 mg together with 0.5 mg ofACE

in 0.2 ml of 70% formic acid for 16 hr at room temperature)
was used to cleave the enzyme at methionine residues and
generate fragments for sequencing. Peptide fragments were
isolated by reverse-phase HPLC on Vydac C4 (average pore
size, 30 nm; particle size, 5 ,m; column dimensions, 4.6 x
250 mm; The Separations Group, Hesperia, CA), using a
trifluoroacetic acid/water/acetonitrile gradient system. Sev-
eral peptides were separated, Iyophilized, and sequenced
with an Applied Biosystems (Foster City, CA) model 470A
protein sequencer. The native protein was also analyzed to
obtain an amino-terminal sequence.
A 64-fold-redundant mixed oligonucleotide, HACE6,

whose sequence (3'-TACACCCGGTTTCGGACCCTCTT-
GTA-5') was based (8) on the peptide sequence Met-Trp-
Ala-Lys-Ser-Trp-Glu-Asn-Ile (sequence CN8b, see Results)
was synthesized' on an automated DNA synthesizer (Gene
Assembler, Pharmacia) using phosphoramidite chemistry.

Preparation and Screening of cDNA Libraries. A human
umbilical vein endothelial cell cDNA library primed with
oligo(dT) and constructed in bacteriophage Agtll (Clontech,
Palo Alto, CA) was screened with the 32P-labeled HACE6
probe (specific activity -5 x 106 cpm/pmol). Hybridizations
with HACE6 probe were performed in 6x SSC (lx SSC is
150 mM NaCI/15 mM sodium citrate, pH 7) containing 0.1%
NaDodSO4, 50 mM sodium phosphate buffer (pH 6.8), 5 X
Denhardt's solution (lx is 0.02% Ficoll/0.02% polyvinylpyr-

Abbreviation: ACE, angiotensin I-converting enzyme.
tThe sequence reported in this paper is being deposited in the
EMBL/GenBank data base (accession no. J04144).
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rolidone/0.02% bovine serum albumin), and 0.1 mg of dena-
tured salmon sperm DNA per ml at 50'C. Filters were washed
twice in 2 x SSC/O.1% NaDodSO4 at 550C (15 min per wash).
To obtain clones corresponding to the 5' end ofACE mRNA,
another cDNA library was constructed using 5 ,g ofpoly(A)+
RNA from cultured endothelial cells ofhuman umbilical vein.
Cells were grown in the presence of 20% fetal bovine serum,
heparin at 100 ,ug/ml, and fibroblast growth factor (gift of D.
Gosporadowicz, Cancer Research Institute, University of
California, San Francisco) at 2 ng/ml (9). Total RNA was
extracted from the cells after three subcultures (10) and
purified on (dT)7-cellulose (Pharmacia). The cDNAs were
specifically primed with a 17-base oligomer (CP5-21) com-
plementary to a sequence located near the 5' extremity of an
ACE cDNA clone isolated from the first endothelial cell
library (see Results), together with (dT)12_18 (Pharmacia).
Subsequent steps for library construction in AgtlO were
performed according to Koenig et al. (11). Recombinant
phages (1.5 x 106 clones) were screened under high-strin-
gency conditions with a 300-base-pair (bp) human genomic
DNA restriction fragment (see Results) labeled at high
specific activity (12).

Nucleotide Sequencing. Phage inserts were subcloned in
both orientations into the EcoRI site of plasmid vector
pBluescript (Stratagene, San Diego, CA). Single-stranded
DNA was prepared by infection of cultures with M13 helper
phage K07 and sequenced by the chain-termination method
(13). Sequencing reactions were primed either with the
universal primer or with 20-mer primers synthesized accord-
ing to a confirmed cDNA sequence. Both strands of all
regions were sequenced by using the modified T7 polymerase
(Sequenase, United States Biochemicals, Cleveland).
RNA and Genomic DNA Hybridization with ACE cDNA.

Testicular, renal, and endothelial cell poly(A)+ RNAs were
isolated as described above. Northern blots were prepared
with glyoxalated RNA according to the procedure of Thomas
(14). Human high molecular weight DNA from placental
nuclei (14 ,ug) was digested with HindIII, electrophoresed in
a 0.7% agarose gel, and analyzed by Southern blot hybrid-
ization under high-stringency conditions (final washing con-
ditions: O.lx SSC/0.1% NaDodSO4, 45 min at 65°C) (15).

RESULTS
The purified ACE migrated as a single band at 170 kDa on
polyacrylamide gel electrophoresis (data not shown). Deter-
mination of the enzymatic activity with furylacryloyl-
L-phenylalanylglycylglycine as substrate (16) showed appar-
ent kinetic constants equal to 136 ,M for Km and 22,100
min-1 for kcat, similar to those measured for the rabbit
pulmonary enzyme (16). Amino-terminal sequence analysis
revealed a high degree of similarity with amino-terminal
sequences of other mammalian ACEs (Fig. 1). Thirteen
internal peptide sequences were obtained (Table 1). Se-
quence CN8b, completed by the putative preceding methio-
nine, was selected to design oligonucleotide probe HACE6.
Two clones, AHEC1922 [3.3 kilobases (kb)] and AHEC2111

(2.8 kb), were obtained by screening 1.5 x 106 phages of the
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FIG. 1. Amino-terminal amino acid sequence of human kidney
ACE. Alignment with amino-terminal sequences of rabbit lung (17),
calf lung (18), pig kidney (19), and mouse kidney (20) ACEs.
One-letter amino acid notation is used. The aspartic acid shown in
parentheses probably resulted from deamidation of the asparagine
predicted by the nucleotide sequence (see Fig. 2). Boxes indicate
amino acids conserved in all species.

Table 1. Amino acid sequence data for CNBr fragments of
human kidney ACE

HPLC Location
elution in

Pep- time, predicted
tide min Sequence* proteint
CN1 5.6 LKQGWTPRR 882-890
CN2 9.7 GHIQYF 962-967
CN3 10.9 PPEFWEGS 310-317
CN4 12.1 ALEKIAFLPFGYLVDQ-R-GVF 429-450
CN5 12.3 VVPFPDKPNLDVTST-LQ 268-285
CN6 12.8 ETTYSVATV 719-727
CN7 13.0 KLGFSRPWPEA 1143-1153
CN8a 14.0 LE(Q)PTDGREVV-HA 917-930
CN8b 14.0 WA(K)SWENIYD 257-266
CN9 19.3 ATSRKYEDLL 746-755
CN10 20.6 VGLDALDAQ 560-568
CN11a 22.2 LLFAWEGWHNAAGIPLKPL 156-174
CN11b 22.2 YETPSL-QDLERL 800-812
*The two residues assigned from the protein sequence data that differ
from those predicted from the nucleotide sequence are shown in
parentheses (see text). Dashes indicate unidentified residues.

tLocation in the sequence predicted from the cDNA (Fig. 2).

oligo(dT)-primed library. These clones contained a nucleo-
tide sequence identical to the probe HACE6 except for one
base, which changed a lysine to a glutamine residue. All the
other available peptide sequences ofACE, except the amino-
terminal sequence, were present in the protein sequence
deduced from the clones (Table 1). A single inversion in
assignment of amino acids during sequencing of two peptides
that were coeluted in the same HPLC peak (sequences CN8a
and CN8b, Table 1) explains the apparent discrepancies in
position 259 corresponding to HACE6 and in position 919.
The two clones overlapped by 2323 bp and spanned 3840
nucleotides of the ACE mRNA. The cDNA corresponding to
the 5' end of the mRNA was obtained from another endot-
helial cell cDNA library (see Materials and Methods) primed
with the oligomer CP5-21, which is complementary to nucle-
otides 234-250 ofACE cDNA (see Fig. 2) located near the 5'
end of clone AHEC2111, and with oligo(dT). This library was
screened with a 300-bp DNA restriction fragment, isolated in
this laboratory from a human genomic library and selected
because it hybridized both with CP5-21 oligonucleotide and
with a synthetic 44-base oligomer designed after the amino-
terminal sequence ofhuman ACE. From several independent
positive clones obtained, clone ACHDT32, 250 bp long, was
found to overlap by 60 bp with clone AHEC2111 and to
contain the 5' end of the coding sequence of ACE mRNA
together with a short nontranslated region.
The nucleotide sequence of ACE cDNA obtained by

sequencing the three overlapping clones (Fig. 2) comprises
4024 nucleotides. The 3' end of the sequence does not extend
to the polyadenylylation signal. The open reading frame from
the first ATG codon to the stop codon TGA encodes 1306
amino acids. The amino-terminal amino acid, leucine (see
Fig. 1), is located after a signal peptide of 29 residues. The
calculated molecular mass for the mature enzyme is 146.6
kDa.
Clone AHEC1922 was used as a probe to study ACE gene

expression by Northern blot analysis. Cultured endothelial
cells from umbilical veins contained a mRNA with an
estimated size of 4.3 kb that hybridized with the probe (Fig.
3, lane c). In the testis, a mRNA of 3.0 kb was detected (lane
b).

Southern blot analysis of human DNA under stringent
conditions was performed with a 300-bp EcoRI(end)-Bgl II
restriction fragment from the 5' end of clone AHEC2111. This
probe hybridized with a single, 9.5-kb restriction fragment
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GCCGAGCACCGCGCACCGCGTC 22

ATGGGGGCCGCCTCGGGCCGCCGGGGGCCGGGGCTGCTGCTGCCGCTGCCGCTGCTGTTGCTGCTGCCGCCGCAGCCcGCCCTGGCGTTGGACCCCGGGCTGCAGCCCGGCAACTTTTCTGCTGACGAGGCCGGG 15 7
MetGlyAlaAlaSerGlyArgArgGlyP roGlyLeuLeuLeuProLeuProLeuLeuLeuLeuLeuProProGlnProAlaLeuAlaLeuAspP roGlyLeuGlnP roGlyAsnPheSerAl1AspGluAlaGly
-29 -20 -10 +1 10
GCGCAGCTCTTCGCGCAGAGCTACAACTCCAGCGCCGAACAGGTGCTGTTCCAGAGCGTGGCCGCCAGCTGGGCGCACGACACCAACATCACCGCGGAGAATGCAAGGCGCCAGGAGGAAGCAGCCCTGCTCAGC 29 2
AlaGlnLeuPheAlaGlnSerTyrAsnSerSerAlaGluGlnVa lLeuPheGlnSerValAlaAlaSerTrpAlaHisAspThrA~snIleThrAlaGluA~nAlaArgArgGlnGluGluAlaAla LeuLeuSer

20 30 40 50 60
CAGGAGTTTGCGGAGGCCTGGGGCCAGAAGGCCAAGGAGCTGTATGAACCGATCTGGCAGAACTTCACGGACCCGCAGCTGCGCAGGAT'CATCGGAGCTGTGCGAACCCTGGGCTCTGCCAACCTGCCCCTGGCT 42 7
GlnGluPheAlaGluAlaTrpGlyGlnLysAlaLysGluLeuTyrGluProI leTrpGlnAsnPheThrApProGlnLeuArgArgI leIleGlyAlaValArgThrLeuGlySerAlaA~snLeuProLeuAla

70 80 90 100
AAGCGGCAGCAGTACAACGCCCTGCTAAGCAACATGAGCAGGATCTACTCCACCGCCAAGGTCTGCCTCCCCAACAAGACTGCCACCTGCTGGTCCCTGGACCCAGATCTCACCAACATCCTGGCTTCCTCGCGA 562
LysArgGlnGlnTyrAsnAla LeuLeuSerAsnMetSerArg IleTyrSerThrAlaLysValCysLeuProA~snLyvThrAlaThrCysTrpSerLeuAspProAspLeuThrAsnI leLeuAlaSerSerArg

110 120 130 140 150
AGCTACGCCATGCTCCTGTTTGCCTGGGAGGGCTGGCACAACGCTGCGGGCATCCCGCTGAAACCGCTGTACGAGGATTTCACTGCCCTCAGCAATGAAGCCTACAAGCAGGACGGCTTCACAGACACGGGGGCC 69 7
SerTyrAlaMetLeuLeuPheAlaTrpGluGlyTrpHisAsnAlaAlaGlyI leProLeuLysProLeuTyrGluAspPheThrAlaLeuSerAsnGluAlaTyrLysGlnAspGlyPheThrAspThrGlyAlA

160 170 180 190
TACTGGCGCTCCTGGTACAACTCCCCCACCTTCGAGGACGATCTGGAACACCTCTACCAACAGCTAGAGcCCCTCTACCTGAACCTCCATGCCTTCGTCCGCCGCGCACTGCATCGCCGATACGGAGACAGATAC 832
TyrTrpArgSerTrpTyrAsnSerProThrPheGluAspA~spLeuGluHisLeuTyrGlnGlnLeuGluP roLeuTyrLeuAsnLeuHisAlaPheValArgArgAla8LeuHisArgArgTyrGlyAspArgTyr

200 210 220 230 240
ATCAACCTCAGGGGACCCATCCCTGCTCATCTGCTGGGAGACATGTGGGCCCAGAGCTGGGAAAACATCTACGACATGGTGGTGCCTTTCCCAGACAAGCCCAACCTCGATGTCACCAGTACTATGCTGCAGCAG 967
I leAsnLeuArgGlyPro I lcProAlaHisLeuLeuGlyAspMetT rpAlaGlnSerTrpGluAsnIleTyrAspMetValValProPheProAspLysP roAsnLeuAspValThrSerThrMet LeuGlnGln

250 260 270 280
GGCTGGAACGCCACGCACATGTTCCGGGTGGCAGAGGAGTTCTTCACCTCCCTGGAGCTCTCCCCCATGCCTCCCGAGTTCTGGGAAGGGTCGATGCTGGAGAAGCCGGCCGACGGGCGGGAAGTGGTGTGCCAC 1102
GlyTrpAsnAlaThrHisMetPheArgValAlaGluGluPhePheThrSerLeuGluLeuSerP roMetProProGluPheTrpGluGlySerMet LeuGluLysP roAlaAspGlyArgGluValVa lCysHist

290 300 310 320 330
GCCTCGGCTTGGGACTTCTACAACAGGAAAGACTTCAGGATCAAGCAGTGCACACGGGTCACGATGGACCAGCTCTCCACAGTGCACCATGAGATGGGCCATATACAGTACTACCTGCAGTACAAGGATCTGCCC 123 7
AlaSerAlaTrpAspPheTyrAsnArgLysAspPheArgI le.LysGlnCysThrArgVal1ThrMetA~spGlnLeuSerThrVal1HisHisGluMet GlyHis Il1eGlnTyrTyrLeuGlnTyrLysAspLeuPro

340 350 360 370
GTCTCCCTGCGTCGGGGGGCCAACCCCGGCTTCCATGAGGCCATTGGGGACGTGCTGGCGCTCTCGGTCTCCACTCCTGAACATCTGCACAAAATCGGCCTGCTGGACCGTGTCACCAATGACACGGAAAGTGAC 137 2
ValSerLeuArgArgGlyAlaAsnProGlyPhcHisGluAla IleGlyAspVal LeuAlaLeuSerVa lSerThrP roGluHisLeuHisLysIleGlyLeuLeuAspArgValThrAsnA~spThrGluSerAsp

380 390 400 410 420
ATCAATTACTTGCTAAAAATGGCACTGGAAAAAATTGCCTTCCTGCCCTTTGGCTACTTGGTGGACCAGTGGCGCTGGGGGGTCTTTAGTGGGCGTACCCCCCCTTCCCGCTACAACTTCGACTGGTGGTATCTT1 50 7
I leAsnTyrLeuLeuLysMetAlaLeuGluLysIleAlaPheLeuProPheGlyTyrLeuValAspGlnTrpArgTrpGlyValPheSerGlyArgThrProProSerArgTyrAsnPheAspTrpTrpTyrLeu

430 440 450 460
CGAACCAAGTATCAGGGGATCTGTCCTCCTGTTACCCGAAACGAAACCCACT TTGATGCTGGAGCTAAGTTTCATGTTCCAAATGTGACACCATACATCAGGTACTTTGTGAGTTTTGTCCTGCAGTTCCAGTTC1 64 2
ArgThrLysTyrGlnGlyI leCysProProVa lThrArgAsnGluThrHisPheAspAlaGlyAlaLysPheHi sVal1ProAsnVa lThrProTyr Il1eArgTyrPheValSerPheVal LeuGlnPheGlnPhe

470 480 490 500 510
CATGAAGCCCTGTGCAAGGAGGCAGGCTATGAGGGCCCACTGCACCAGTGTGACATCTACCGGTCCACCAAGGCAGGGGCCAAGCTCCGGAAGGTGCTGCAGGCTGGCTCCTCCAGGCCCTGGCAGGAGGTGCTG
HisGluAla LeuCysLysGluAlaGlyTyrGluGlyProLeuHi sGlnCysAsp IleTyrArgSerTh rLysAlaGlyAlaLys LeuArgLysVal LeuGlnAlaGlySerSerArgP roTrpGlnGluVal Leu

520 530 540 550
AAGGACATGGTCGGCTTAGATGCCCTGGATGCCCAGCCGCTGCTCAAGTACTTCCAGCCAGTCACCCAGTGGCTGCAGGAGCAGAACCAGCAGAAC GGCGAGGTCCTGGGCTGGCCCGAGTACCAGTGGCACCC G

1777

1912

LysAspMetVa lGlyLeuAspAla LeuAspAlaGlnProLeuLeuLysTyrP heGlnP roVa lThrGlnTrpLeuGlnGluGlnAsnGlnGlnAsnGlyGluVal1LeuGlyTrpProGluTyrG lnTrpHisPro
560 570 580 590 600

CCGTTGCCTGACAACTACCCGGAGGGCATAGACCTGGTGACTGATGAGGCTGAGGC CAGCAAGTTTGTGGAGGAATATGACCGGACATCCCAGGTGGTGTGGAACGAGTATGCCGAGGCCAACTGGAACTACAAC 2 04 7
ProLeuProAspAsnTyrP roGluGlyI leAspLeuVa lThrAspGluAl aGluAlaSer LytsPheVaGluGluTyrAspArgTh rSerGnValVaTrpAsnGluTyrAlaGluAlaAnT2rpAsnTyrAsn

610 620 630 640
ACCAACATCACCACAGAGACCAGCAAGATTCTGCTGCAGAAGAACATGCAAATAGCCAACCACACCCTGAAGTACGGCACCCAGGCCAGGAAGTTTGATGTGAACCAGTTGCAGAACACCACTATCAAGCGGATC 218 2
ThrA~snI leThrThrGluThrSerLystIleLeuLeuGlnLysAsnMetGlnI leAlaAsnHisThrLeuLysTyrThrG1nAlaArgLysPheAspValAsnG1nLeuGlnAsnThrThr Il1eLysArgGly Il1e

650 660 670 680 690
ATAAAGAAGGTTCAGGACCTAGAACGGGCAGCGCTGCCTGCCCAGGAGCTGGAGGAGTACAACAAGATCCTGTTGGATATGGAAAC CACCTACAGCGTGGCCACTGTGTGCCACCCGAATGGCAGCTGCCTGCAG 231 7
I leLysLysValGlnAspLeuGluArgAlaAlaLeuProAlaGl nGluLeuGluGluTyrAsnLys Il1eLeuLeuAspMetGluThrThrTyrS erVa lAlaThrValCy2HisProAsnGl1SerCysLeuGln

700 710 720 730
CTCGAGCCAGATCTGACGAATGTGATGGCCACATCCCGGAAATATGAAGACCTGTTATGGGCATGGGAGGGCTGGCGAGACAAGGCGGGGAGAGCCATCCTCCAGTTTTACCCGAAATACGTGGAACTCATCAAC 2 4 52
LeuGluProAspLeuThrAsnValMetAlaThrSerArgLysTyrGluAspLeuLeuTrpAlaTrpGluGlyTrpArgAspLysAlaGlyArgAla IleLeuGlnPheTyrProLysTyrValGluLeuIleAsn

740 750 760 770 780
CAGGCTGCCCGGCTCAATGGCTATGTAGATGCAGGGGACTCGTGGAGGTCTATGTACGAGACACCATCCCTGGAGCAA-A;CCTGGAGC GGCTCTTCCAGGAGCTGCAGCCACTCTACCTCAACCTGCATGCCTAC2 58 7
GlnAlaAlaArgLeuAsnGlyTyrVa lAspAlaGlyAspSerTrpArgSe rMetTyrGluThrP roSerLeuGluGlnAspLeuGl uArgLeuPheGlnGluLeuG2lnProLeuTyrLeuAsnLeuHisAlaTyr

790 800 810 820
GTGCGCCGGGCCCTGCACCGTCACTACGGGGCCCAGCACATCAACCTGGAGGGGCCCATTCC TGCTCACCTGCTGGGGAACATGTGGGCGCAGACCTGGTCCAACATCTATGACTTGGTGGTGCCCTTCCCTTCA 2722
ValArgArgAlaLeuHisArgHisTyrGlyAlaGlnHisIleAsnLeuGluGlyProI leProAlaHisLeuLeuGlyAsnMetTrpAlaGlnThrTrpSerAsnI leTyrAspLeuValVa1ProPheProSer

830 840 850 860 870
GCCCCCTCGATGGACACCACAGAGGCTATGCTAAAGCAGGGCTGGACGCCCAGGAGGATGTTTAAGGAGGCTGATGATTTCTTCACCTCCCTGGGGCTGCTGCCCGTGCCTCCTGAGTTCTGGAACAAGTCGATG2 85 7
AlaProSerMetAspThrThrGluAlaMetLeuLysGlnGlyTrpThrProArgArgMetPheLysGluAlaA pAspPhePheThrSerLeuGlyLeuLeuProVaProProGluPheTrpAsnLy2sSerMet

880 890 900 910
CTGGAGAAGCCAACCGACGGGCGGGAGGTGGTCTGCCACGCCTCGGCCTGGGACTTCTACAACGGCAAGGACTTCCGGATCAAGCAGTGCACCACC GTGAACTTGGAGGACCTGGTGGTGGCCCACCACGAAATG2 99 2
LeuGluLysProThrAspGlyArgGluValVa lCyZHisAlaSerAlaTrpAspPheTyrAsnGlyLysAspPheArg Il1eLysGlnCysThrThrValAsnLeuGluA~spLeuValValAlaHisHisGluMet

920 930 940 950 960
GGCCACATCCAGTATTTCATGCAGTACAAAGACTTACCTGTGGC CTTGAGGGAGGGTGCCAACCCC GGCTTCCATGAGGCCATTGGGGACGTGCTAGCCCTCTCAGTGTCTACGCCCAAGCACCTGCACAGTCTC 312 7
GlyHisI leGlnTyrPheMetG1nTyrLysAspLeuProValAlaLeuArgGluGlyAlaAsnProGlyPheHisGluAlaI leGlyAspValLeuAlaLeuSerValSerThrProLysHisLeuHisSerLeu

970 980 990 1000
AACCTGCTGAGCAGTGAGGGTGGCAGCGACGAGCATGACATCAACTTTCTGATGAAGATGGCCCTTGACAAGATCGCCTTTATCCCCTTCAGCTACCTCGTC GATCAGTGGCGCTGGAGGGTATTTGATGGAAGC 3262
AsnLeuLeuSerSerGluGlyGlySerAspGluHisAspI leAsnPheLeuMetLysMetAlaLeuAspLysIleAlaPheI leProPheSerTyrLeuValAspGlnTrpArgTrpArgValPheAspGlySer

1010 1020 1030 1040 1050
ATCACCAAGGAGAACTATAACCAGGAGTGGTGGAGCCTCAGGCTGAAGTACCAGGGCCTCTGCCCCCCAGTGCCCAGGACTCAAGGTGACTTTGACCCAGGGGCCAAGTTCCACATTCCTTCTAGCGTGCCTTAC339 7
I leThrLysGluAsnTyrAsnGlnGluTrpTrpSerLeuArgLeuLysTyrGlnGlyLeuCysP roProValProArgThrGlnGlyAspPheAspProGlyAlaLysPheHis IleProSerSerVa1ProTyr

1060 1070 1080 1090
ATCAGGTACTTTGTCAGCTTCATCATCCAGTTCCAGTTCCACGAGGCACTGTGCCAGGCAGCTGGCCACACGGGCCCCCTGCACAAGTGTGACATCTACCAGTCCAAGGAGGCCGGGCAGCGCCTGGCGACCGCC 3532
I leArgTyrPheValSerPheI1eIleGlnPheGlnPheHisGluAlaLeuCysGlnAlaAlaGlyHisThrGlyProleuHisLysCysAspI leTyrGlnSerLysGluAlaGlyGlnArgLeuAlaThrAla

1100 1110 1120 1130 1140
ATGAAGCTGGGCTTCAGTAGGCCGTGGCCGGAAGCCATGCAGCTGATCACGGGCCAGCCCAACATGAGCGCCTCGGCCATGTTGAGCTACTTCAAGCCGCTGCTGGACTGGCTCCGCACGGAGAACGAGCTGCAT 366 7
MetLysLeuGlyPheSerArgProTrpProGluAlaMetGlnLeuI leThrGlyGlnProAsrnMetSerAlaSerAlaMetLeuSerTyrPheLysProLeuLeuAspTrpLeuArgThrGluAsnGluLeuHis

1150 1160 1170 1180
GGGGAGAAGGTGGGCTGGCCGCAGTACAACTGGACGCCGAACTCCGCTCGCTCAGAAGGGGCCCCTCCCAGACAGCGGCCGCGTCAGCTTCCTGGGCCTGGACCTGGATGCGCAGCAGGCCCGCGTGGGCCAGTGG3 80 2
GlyG1 uLysLeuGlyTrpproGlnTyrAsnTrpThrProAsnSerAlaArgSerG1uGlyProLeuProAspSerGlyArgValSerPheLeuGlyLeuA3pLeuAspAlaGlnGlnAlaArgVal1GlyGlnErm

1190 1200 1210 1220 1230
CTGCTGCTCTTCCTGGGCATCGCCCTGCTGGTAGCCACCCTGGGCCTCAGCCAGCGGCTCTTCAGCATCCGCCACCGCAGCCTCCACCGGCACTCCCACGGGCCCCAGTTCGGCTCCGAGGTGGAGCTGAGACAC 3 9397
LeuLeuLeuPheLeuGly leAlaLeuLeuValAlaThrLeuGlvLeul erGlnArgLeuPheSerIleArgHisArgSerLeuHisArgHisSerHisGlyProGllnPheGlySerGluValGluLeuArgHis

1240 1250 1260 1270
TCCTGAGGTGACCCGGCTGGGTCGGCCCTGCCCAAGGGCCTCCCACCAGAGACTGGGATGGGAACACTGGTGGGCAGCTGAGGCGGT 4024
Ser *
1277

FIG. 2. Nucleotide sequence and deduced amino acid sequence of human endothelial cell ACE cDNA. The nucleotide sequence is numbered
on the right, starting from the first nucleotide of clone ACHDT32. The amino acid sequence, presented below the nucleotide sequence, is
numbered from the leucine found at the amino terminus of the mature protein, which is preceded by a 29-residue signal peptide. The termination
codon TGA is denoted by an asterisk. The peptide sequence used for construction of probe HACE6 is overlined (peptide sequence data had
indicated lysine rather than the glutamine predicted here at position 259; see text). Potential sites of asparagine-linked glycosylation are
underlined (21). The putative transmembrane segment near the carboxyl terminus is boxed.

(Fig. 3, lane a). Similar results were obtained when a cDNA DISCUSSION
fragment located close to the 3' end was used (data not
shown). These results are consistent with the presence ofone A striking feature of the cDNA sequence is the presence of
gene for ACE per haploid human genome. a high degree of internal homology (Fig. 4 Top). Two
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FIG. 3. (Left) Genomic Southern blot analysis (lane a). Human
placental DNA (14 ,ug), digested with Hindll, was hybridized with
a 300-bp EcoRl(end)-Bgl II fragment from the 5' end'of clone
AHEC2111. (Right) Northern blot hybridization. Human testis
poly(A)+ RNA (20 ,ug; lane b) and cultured human endothelial cell
poly(A)+ RNA (15 jig; lane c) were hybridized with clone
AHEC1922.

homologous domains surrounded by nonhomologous regions
can be delimited: a continuous nucleotide sequence identity
>60% is observed between positions 700-1770 and positions
2495-3565 (overall identity, 70.1%). At the amino acid level

the overall similarity calculated for the corresponding 357
residues is 67.7%. The identity is maximal in the central part
of these two domains; for example, an identity of 89% is
observed for amino acids 361-404 and 959-1002, segments
comprising essential residues of the putative active sites (see
below). The number and positions of the cysteine residues
are the same in the two domains (Fig. 4 Middle). There are
17 potential asparagine-linked glycosylation sites (21) in the
molecule, mostly grouped in the amino-terminal region of the
protein and in the region located at the junction between the
two homologous domains (Figs. 2 and 4).
Two particular regions of the protein display a high degree

of hydrophobicity, the signal peptide and the region located
just before the'carboxyl terminus (Fig. 4 Bottom). A search
for membrane-associated helices (24) indicates that these two
regions have the highest probability of being involved in
membrane insertion. Since amino-terminal sequence analysis
of the protein indicates that the signal peptide is cleaved off
during processing, the mature enzyme is most probably
anchored to the cell membrane by its carboxyl-terminal
hydrophobic segment, as suggested by Hooper et al. (19).
A computer-assisted search revealed no clear significant

homology of ACE with any other protein found in the
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_29 +10 90 170
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+1

_1

-3

-5

250 330 410 490 570
HHEMGH

650 730 810 890 970 1050 1130 1210 1277
HHEMGH

CYSTEINE IIf III
*1III 1I I HII' I II I I I
POTENTIAL ASN- LINKED CARBOHYDRATE

1 I MIa'L- -iIA1 AA IIr i1 i A

FIG. 4. (Top) Dot matrix
comparison (22) of the amino
acid sequence ofACE with itself
(horizontal and vertical axes).
Diagonal bars are generated by
segments of 60 amino acids that
show .60%o sequence identity
between the horizontal and ver-
tical axes. The long diagonal line
represents the line of identity
resulting from the comparison of
the enzyme sequence with itself.
The two offset diagonals denote
the internal homology present
within the enzyme sequence.
(Middle) Schematic diagram
showing the cysteine positions,
the potential asparagine-linked
glycosylation sites, and the po-
sitions of the putative residues of
the active site (one-letter code).
(Bottom) Hydropathy analysis
done according to the method of
Kyte and Doolittle (23) with a
window size of 10 residues. Pos-
itive values indicate increasing
hydrophobicity.
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National Biomedical Research Foundation data bank (release
15.0). Alignment with the sequence of another Zn protease,
thermolysin (25), revealed short segmental identities only in
regions comprising residues involved in catalytic activity.
The x-ray structure analysis of thermolysin (26) showed that
the His-142, His-146, and Glu-166 coordinate the Zn atom.
Corresponding residues (His-361, His-365, and Glu-389;
His-959, His-963, and Glu-987) are found within short con-
served regions in the two domains of ACE (Fig. 5). Another
glutamic acid (Glu-143) of thermolysin, which acts as a
general base in catalysis, is again found in the two domains
ofACE (Glu-362 and Glu-960). Another possible homology is
observed around His-231 of thermolysin, which stabilizes the
transition state by formation of a hydrogen bond to the water
molecule with the oxygen of the scissile bond to be cleaved.
This histidine residue is conserved in the two domains of
ACE (Fig. 5). Similar short sequences are also observed in
the corresponding regions of rat or rabbit neutral endopep-
tidase (27, 28) (Fig. 5), a Zn metalloendopeptidase able to
hydrolyze enkephalins, kinins, and several neuropeptides,
like ACE, but with different efficiency and sensitivity to
inhibitors (3, 30). Segmental homology was also found with
the sequence reported (29) for the Zn protease collagenase
from human skin fibroblasts (Fig. 5). The structural similarity
between the active site of true endopeptidases (thermolysin,
neutral endopeptidase, and collagenase) and ACE most likely
explains why this enzyme can act both as a peptidyl-dipep-
tidase and as an endopeptidase (3).

In ACE the regions homologous to active-site sequences of
thermolysin and neutral endopeptidase are present twice in
the molecule, included in regions highly similar in the two
domains. Whether both of these putative active sites ofACE
are involved in catalysis cannot be determined from sequence
analysis. However, it has been reported (31, 32) that each
ACE molecule contains one Zn atom, suggesting that only
one dQmain is able to coordinate the metal. Likewise, binding
studies with competitive ACE inhibitors suggest a single class
of sites (33, 34). These observations may indicate that despite
its repetitive structure, ACE has only one functional active
site per molecule.
The sequence of ACE cDNA indicates that the ACE gene

most likely resulted from a gene duplication. Since other
known mammalian ACEs are of a similar size, it is likely that
they also resulted from a gene duplication that occurred
before mammalian radiation. Our Southern hybridization
results are consistent with the presence of one ACE gene per
human haploid genome, encoding the different forms ofACE.
The plasma enzyme probably originates from the vascular
endothelium and is enzymatically and immunologically iden-
tical to the solubilized membrane-bound enzyme (35, 36). The
sequence described here is that of a protein possessing a
hydrophobic anchor in its carboxyl-terminal region. The

hACE T
hACE V
THERM V
rNEP V
hCOLL V

V H H E M G H
A H H E M G H

V A H E L T l

I G H E I T H
I G [HI EJ L G IH

hACE H Li: H K
hACE H L H S
THERM H I: N S
rNEP H L N -

hCOLL H R Y

365

963 el
146

581/588
222

- I - G 409
- L - N 1007
G I I N 238
G I - N 635/643
R I E LN 120

FIG. 5. Homology among amino acid sequences (one-letter
notation) of human ACE (hACE), thermolysin from Bacillus ther-
moproteolyticus (THERM) (25), rat or rabbit neutral endopeptidase
(rNEP) (27, 28), and human skin fibroblast collagenase (hCOLL)
(29). The first and second lines refer to the first and second domains
ofACE. Numbers refer to the last amino acid position in each protein
segment. Identical residues are boxed; conservative amino acid
changes are indicated by broken lines. Gaps are indicated by dashes.

plasma enzyme may derive from this form by a posttransla-
tional modification or result from transcription of a mRNA
different at its 3' end, although we have not been able, by
Northern blot analysis, to detect a second mRNA species in
human endothelial cells. It may also be that the enzyme is
released by leakage from the plasma membrane. The obser-
vation of a 3-kb mRNA in the testis is in agreement with the
observation that testicular ACE is synthesized as a shorter
polypeptide chain than the vascular endothelial enzyme (37).
The results of the present study suggest that the testicular
ACE mRNA and the endothelial ACE mRNA (4.3 kb) result
from differential splicing of the gene transcript.'
We thank T. Sarda for help in DNA sequencing, F. Pinet and A.

Michaud for cell cultures, I. Sauvaget (Unitd d'Informatique Scien-
tifique, Institut Pasteur) for assistance in the computer search, A. M.
Houot for technical assistance, and E. Clauser for useful suggestions.
We thank B. Roques and F. Rougeon for helpful discussions during
preparation of the manuscript.

1. Skeggs, L. T., Jr., Khan, J. R. & Shumway, N. P. (1956) J. Exp. Med.
103, 295-299.

2. Yang, H. Y. T., Erdos, E. G. & Levin, Y. (1970) Biochim. Biophys. Acta
214, 374-376.

3. Erdos, E. G. & Skidgel, R. A. (1987) Lab. Invest. 56, 345-348.
4. Caldwell, P. R. B., Seegal, B. C., Hsu, K. C. & Soffer, R. L. (1976)

Science 191, 1050-1051.
5. Ryan, U. S., Ryan, J. W., Whitaker, C. & Chiu, A. (1976) Tissue Cell 8,

125-145.
6. Bull, H. G., Thornberry, N. A. & Cordes, E. H. (1985) J. Biol. Chem.

260, 2963-2972.
7. Laemmli, U. K. (1970) Nature (London) 227, 680-685.
8. Lathe, R, (1985) J. Mol. Biol. 183, 1-12.
9. Gosporadowicz, D., Cheng, J. & Lirette, M. (1983)J. Cell. Biol. 97, 1677-

1685.
10. Chirgwin, J. M., Przybyla, A. E., MacDonald, R. J. & Rutter, W. J.

(1979) Biochemistry 18, 5294-5299.
11. Koenig, M., Hoffman, E. P., Bertelson, C. J., Monaco, A. P., Feener,

C. & Kunkel, L. M. (1987) Cell 50, 509-517.
12. Feinberg, A. P. & Vogelstein, B. (1983) Anal. Biochem. 132, 6-13.
13. Sanger, F., Nicklen, S. & Coulson, A. R. (1977) Proc. Natl. Acad. Sci.

USA 74, 5463-5467.
14. Thomas, P. S. (1983) Methods Enzymol. 100, 255-266.
15. Southern, E. M. (1975) J. Mol. Biol. 98, 503-517.
16. Holmquist, B., Bunning, P. & Riordan, J. F. (1979) Anal. Biochem. 95,

540-548.
17. Iwata, K., Blhcher, R., Soffer, R. L. & Lai, C. Y. (1983) Arch. Biochem.

Biophys. 227, 188-201.
18. St. Clair, D. K., Presper, K. A., Smith, P. L., Stump, D. C. & Heath,

E. C. (1986) Biochem. Biophys. Res. Commun. 141, 968-972.
19. Hooper, N. M., Keen, J., Pappirn, D. J. C. & Turner, A. J. (1987)

Biochem. J. 247, 85-93.
20. Bernstein, K. E., Martin, B. M., Striker, L. & Striker, G. (1988) Kidney

Int. 33, 652-655.
21. Bause, E. (1983) Biochem. J. 209, 331-336.
22. Staden, R. (1982) Nucleic Acids Res. 10, 2951-2961.
23. Kyte, J. & Doolittle, R. F. (1982) J. Mol. Biol. 157, 105-132.
24. Eisenberg, D., Weiss, R. M. & Terwilliger, T. C. (1982) Nature (London)

299, 371-374.
25. Titani, K., Hormodson, M. A., Ericsson, L. H., Walsh, K. A. &

Neurath, H. (1972) Nature (London) New Biol. 238, 35-37.
26. Kester, W. R. & Matthews, B. W. (1977) Biochemistry 16, 2506-2516.
27. Malfroy, B., Schofield, P. R., Kuang, W. J., Seeburg, P. H., Mason,

A. J. & Henzel, W. J. (1987) Biochem. Biophys. Res. Commun. 144, 59-
66.

28. Devault, A., Lazure, C., Nault, C., Le Moual, H., Seidah, N. G.,
Chretien, M., Kahn, P., Powell, J., Mallet, J., Beaumont, A., Roques,
B. P., Crine, P. & Boileau, G. (1987) EMBO J. 6, 1317-1322.

29. Goldberg, G. I., Wilhelm, S. M., Kronberger, A., Bauer, E. A., Grant,
G. A. & Eisen, A. Z. (1986) J. Biol. Chem. 261, 6600-6605.

30. Matsas, R., Kenny, A. J. & Turner, A. J. (1984) Biochem. J. 223, 433-
440.

31. Das, M, & Soffer, R. L. (1975) J. Biol. Chem. 250, 6762-6768.
32. Bunning, P. & Riordan, J. F. (1985) J. Inorg. Biochem. 24, 183-198.
33. Strittmatter, S. M. & Snyder, S. H. (1986) Mol. Pharmacol. 29, 142--148.
34. Cumin, F., Alhenc-Gelas, F. & Corvol, P. (1987) Clin. Exp. Hypertens.

11-A9, 1892 (abstr.).
35. Das, M., Hartley, J. L. & Soffer, R. L, (1977) J. Biol. Chem. 252, 1316-

1319.
36. Alhenc-Gelas, F., Weare, J. A., Johnson, R. L., Jr., & Erdos, E. G.

(1983) J. Lab. Clin. Med. 101, 83-96.
37. El-Dorry, H. A., Pickett, C. B., MacGregor, J. S. & Soffer, R. L. (1982)

Proc. NatI. Acad. Sci. USA 79, 4295-4297.

Proc. Natl. Acad. Sci. USA 85 (1988)


