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Abstract

A new member of the matrix metalioproteinase (MMP) family of
enzymes has been cloned from a human breast carcinoma cDNA library.
The isolated cDNA contains an open reading frame 1554 bp long, encoding
a polypeptide of 518 amino acids. The predicted amino acid sequence
displays a similar domain organization as the remaining MMPs, including
a prodomain with the activation locus, the zinc-binding site, and the
hemopexin domain. In addition, it contains a C-terminal extension, rich in
hydrophobic residues and similar in size to those present in the different
membrane-type MMPs (MT-MMPs) identified to date. On the basis of
these structural characteristics, this novel MMP has been tentatively
called MT4-MMP, because it represents the fourth member of this sub-
class of MMPs characterized mainly by the occurrence of putative trans-
membrane domain in their amino acid sequences. MT4-MMP also con-
tains a nine-residue insertion between the propeptide and the catalytic
domain, which is a common feature of MT-MMPs and stromelysin-3. This
amino acid sequence insertion ends with the consensus sequence R-X-R/
K-R, which seems to be essential in the activation of these proteinases by
furin. Northern blot analysis of polyadenylated RNAs isolated from a
variety of human tissues revealed that the MT4-MMP gene (MMP-17) is
expressed mainly in the brain, leukocytes, the colon, the ovary, and the
testis. The expression of MT4-MMP in leukocytes together with its puta-
tive membrane localization suggest that this enzyme could be involved in
the activation of membrane-bound precursors of growth factors or in-
flammatory mediators such as tumor necrosis factor-a. In addition, MT4-
MMP transcripts were detected in all breast carcinomas, as well as in all
breast cancer cell lines analyzed in the present work. On the basis of these
expression data in breast tumors, a potential role for human MT4-MMP
in the tumoral process is also suggested.

Introduction

The MMPs?® form a family of structurally related, zinc-dependent
endopeptidases that are involved in the degradation of the extracellu-
lar matrix and basement membranes. These enzymes play a critical
role in normal tissue-remodeling processes, including embryonic
growth and development, cell migration, uterine involution, and
wound healing. In addition, these proteinases are also involved in a
number of pathological processes, such as rheumatoid arthritis, pul-
monary emphysema, and tumor cell invasion and metastasis (1, 2).

At present, 13 human MMPs have been isolated and characterized
at the amino acid sequence level, including the recently identified
collagenase-3 (3) and three MT-MMPs (4-7). According to structural

Received 11/29/95; accepted 1/17/96.

The costs of publication of this article were defrayed in part by the payment of page
charges. This article must therefore be hereby marked advertisement in accordance with
18 U.S.C. Section 1734 solely to indicate this fact.

! This work was supported by Comisi6n Interministerial de Ciencia y Tecnologia
Grant SAF94-0892. X. S. P. and A. M. P. are recipients of fellowships from Fundacién
para la Investigacién Cientifica y Técnica-Asturias (Spain). The nucleotide sequence
reported in this article has been submitted to the Genbank/EMBL. data bank with accession
no. X-89576.

2 To whom requests for reprints should be addressed, at Departamento de Bioquimica
y Biologia Molecular, Facultad de Medicina, Universidad de Oviedo, 33006 Oviedo,
Spain. Phone: 34-85-104201; Fax: 34-85-103564.

3 The abbreviations used are: MMP, matrix loprotei MT, brane-

L

RT, reverse transcription; poly(A)*, polyadenylated.

and functional characteristics, these MMPs can be classified into at
least four different subfamilies of closely related members: collag-
enases, stromelysins, gelatinases, and MT-MMPs, although there are
some MMPs, such as macrophage metalloelastase (8) and stromely-
sin-3 (9), that do not belong to these groupings. All MMPs charac-
terized to date are similar in that they are synthesized in an inactive
proenzyme form, contain zinc-binding sites, and can be inhibited by
tissue-specific inhibitors and chelating agents. However, MMPs dem-
onstrate distinct or partially overlapping substrate specificities toward
extracellular matrix components. Thus, the collagenases degrade
fibrillar collagens by cleavage of the native helix at a single peptide
bond, generating fragments of about three-fourths and one-fourth of
the size of the original molecule (10, 11). The gelatinases (type IV
collagenases) recognize basement membrane and denatured collagens
and may act synergistically with interstitial collagenases in the deg-
radation of fibrillar collagens (12, 13). Finally, stromelysins exhibit
the widest range of substrates and are able to degrade many extracel-
lular proteins, such as proteoglycans, fibronectin, and laminin (14).

The expression of these different MMP genes is regulated strictly to
maintain the connective tissue homeostasis as well as the rapid and
localized tissue remodeling that occurs during many normal physio-
logical processes. However, in a number of pathological situations,
including cancer invasion and metastasis, these stringent regulatory
mechanisms are lost, and, consequently, different MMPs seem to be
overproduced either by the tumor cells themselves or by the surround-
ing stromal cells to facilitate the invasion of adjacent normal tissues.
On these bases, samples of human tumor specimens seem to be
appropriate starting materials in which to isolate and characterize
putative novel members of the MMP family with potential involve-
ment in the spread of cancer. Recently, in fact, by following this
strategy, we have cloned from human breast carcinomas a novel MMP
(collagenase-3; Ref. 3), as well as other hydrolytic enzymes or inhib-
itors, including cathepsin-O (15), biphenyl hydrolase (16), and
TIMP-3 (17), which could be important in the development and
progression of these tumors. In this work, we have used a PCR-based,
homology cloning approach to examine the possibility that additional
yet uncharacterized members of the MMP family could be overpro-
duced in breast tumors. We report herein the molecular cloning and
nucleotide sequence of a cDNA coding for a novel member of this
family of proteolytic enzymes, which belongs to the MT subclass of
MMPs and which has been called MT4-MMP tentatively. We also
analyze its expression in human tissues and show that the gene
encoding MT4-MMP (MMP-17) is expressed mainly in the brain,
leukocytes, the colon, the ovary, and the testis. Finally, we present
evidence that MT4-MMP is expressed in all examined primary breast
carcinomas and breast cancer cell lines.

Materials and Methods

Materials. Samples of human breast carcinomas were obtained from
women who had undergone surgery for primary breast cancer. The samples
were frozen in liquid nitrogen immediately and stored at —70°C until used. A
human breast carcinoma cDNA library constructed in Agtl1 and two Northern

944

220z ¥snbny pg uo 3sanb Aq Jpd y6050095049/581 2562/ 76/5/95/Pd-al0E/Sa1180UED/BI0"S[EWINOlORE)/:d)Y WOl papeojumoq



HUMAN MMP-17

blots containing poly(A)* RNAs from different human tissues were obtained
from Clontech (Palo Alto, CA). Restriction endonucleases and other reagents
used for molecular cloning were from Boehringer Mannheim (Mannheim,
Germany). Oligonucleotides were synthesized by the phosphoramidite method
in an Applied Biosystems (Foster City, CA) model 381 A DNA synthesizer
and used directly after synthesis. The RNA PCR kit used for the RT of total
RNA and cDNA amplification was purchased from Perkin Elmer/Cetus (Nor-
walk, CT). Double-stranded DNA probes were radiolabeled with [>’P]dCTP
(3000 Ciyfmmol) using a commercial random-priming kit from Amersham
Corp. (Amersham, United Kingdom).

RT and PCR Amplification of Breast Carcinoma RNA. Total RNA was
isolated from a breast carcinoma by guanidinium thiocyanate-phenol-chloro-
form extraction (18) and used for cDNA synthesis with the RNA PCR kit from
Perkin-Elmer/Cetus. After RT using 1 ug total RNA and random hexamers as
primer according to the instructions of the manufacturer, the whole mixture
was used for PCR with two degenerate oligonucleotides corresponding to
conserved regions in MMPs [5'-CCNCGNTG(TC)GGNGTNCCNGA and 5'-
TGNCC(AG)AA(TC)TC(AG)TGNGCNGCNAC, respectively]. The PCR re-
action was carried out in a GeneAmp 2400 PCR system from Perkin-Elmer for
40 cycles of denaturation (94°C, 1 min), annealing (50°C, 1 min), and exten-
sion (72°C, 1 min). The PCR products were phosphorylated with T4 polynu-
cleotide kinase, and the DNA band of the expected size (~0.4 kb) was gel
purified and ligated in the Smal site of pUC18. DNA from 40 independent
clones was isolated and sequenced. RT-PCR experiments were also performed
in similar conditions for analysis of MT4-MMP expression in a series of
primary breast carcinomas and breast cancer cell lines. In this case, the specific
primers for MT4-MMP were 5'-GGCCCTGGTAGTACGGCCGCA and 5'-
CTGGAGCGACATTGCGCCCCT.

Screening of a Human Breast Carcinoma cDNA Library. About
1 X 10° plaque-forming units of a commercially available human breast
carcinoma cDNA library (Clontech) were plated using Escherichia coli Y1088
as a host and screened using as a probe the partial cDNA cloned by RT-PCR
from a breast cancer specimen following the procedure described above.
Hybridization to the radiolabeled probe was carried out at 65°C for 18 h in 5%
saline-sodium phosphate-EDTA [1X = 150 mM NaCl, 10 mm NaH,PO,, and
I mm EDTA (pH 7.4)], 10X Denhardt’s solution (1X = 0.02% BSA, 0.02%
polyvinylpyrrolidone, and 0.02% Ficoll), 0.1% SDS, and denatured herring
sperm DNA (100 pg/ml). Subsequently, the filters were washed twice for 1 h
at 65°C in 1X SSC [0.15 M NaCl and 0.015 m Na citrate (pH 7.0)] and 0.1%
SDS and subjected to autoradiography. Following plaque purification, the
cloned insert was excised by EcoRI digestion and subcloned in pUC18.

Nucleotide Sequence Analysis. Selected DNA fragments were inserted in
the polylinker region of phage vectors M13mpl8 and M13mpl9 and se-
quenced by the dideoxy terminater method using either the M13 universal
primer or cDNA-specific primers and the Sequenase version 2.0 kit (United
States Biochemical Corp., Cleveland, OH). In all cases, both strands were
analyzed to confirm the sequence results. Sequence ambiguities were solved by
substituting dITP for dGTP in the sequencing reactions. Computer analysis of
DNA and protein sequences was performed with the software package of the
University of Wisconsin (Madison, WI) Genetics Computer Group.

Northern Blot Hybridization. Northern blots containing 2 ug poly(A)*
RNA of different human tissue specimens were prehybridized at 42°C for 3 h
in 50% formamide, 5X saline-sodium phosphate-EDTA, 2X Denhardt’s so-
lution, 0.1% SDS, and 100 ug/ml denatured herring sperm DNA and then
hybridized for 48 h under the same conditions, using a 2.1-kb fragment (from
positions 432-2500) of the MT4-MMP cDNA as a probe. Filters were washed
with 0.2X SSC and 0.1% SDS for 2 h at 50°C and subjected to autoradiog-
raphy. RNA integrity and equal loading were assessed by hybridization with an
actin probe as indicated by Clontech.

Results and Discussion

As a previous step to search for novel members of the MMP gene
family that could be overexpressed in human mammary carcinomas,
two degenerate oligonucleotides with sequences based on conserved
domains among the different members of this family of proteinases
were synthesized. The first oligonucleotide corresponded to the
propeptide region containing the cysteine residue that seems to be
essential for maintaining the latency of these enzymes, whereas the
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antisense primer was selected from the conserved amino acid se-
quence involved in the coordination of the zinc atom at the active site
(1). These primers were used then for RT-PCR experiments with total
RNA isolated from a series of independent human breast tumors.
After amplification at low-stringency conditions, a band of about 0.4
kb that contained presumably a portion of different MMPs was
obtained. This material was cloned in the plasmid vector pUCI18, and
DNA from many independent clones was isolated and sequenced.
Systematic nucleotide sequencing analysis of these clones revealed
that many of them corresponded to human MMPs isolated and char-
acterized previously. However, one of the isolated clones (X-24)
showed a nucleotide sequence similar to, but distinct from, the re-
ported sequences for human MMPs, thus suggesting that at least one
of the selected breast carcinomas expressed a putative novel member
of this protein family. Because the limited amount of RNA available
from this breast tumor specimen hampered the preparation of the
c¢DNA library required to isolate a complete cDNA clone for this
presumably novel MMP, we examined the possible occurrence of
these clones in a series of available human breast carcinoma cDNA
libraries. For this purpose, two specific primers (5'-CAGGCTC-
CAGCCCCCACCAAG and 5'-GCGTCGAAGGGGTAGCCGTCG)
corresponding to inner sequences of the nucleotide sequence for clone
X-24 obtained in the original RT-PCR experiment were synthesized
and used for PCR amplification of DNA isolated from the different
breast cancer cDNA libraries. A band of the expected size (229 bp)
was amplified at high levels from cDNA corresponding to a commer-
cially available library prepared from ZR-75-1 breast cancer cells
(data not shown). According to these results, we used this library as
starting material to attempt the isolation of a full-length cDNA for the
putative MMP. On screening of ~1 X 10° plaque-forming units using
the PCR-generated cDNA fragment as the probe, 16 positive clones
were identified. One of them, clone 5.4, had an insert of about 1.7 kb,
which could be large enough to contain the complete coding infor-
mation for a MMP. This insert was subcloned in pUCIS, and its
complete nucleotide sequence was determined as described in “Ma-
terials and Methods.” Computer analysis of this sequence (Fig. 1)
revealed an open reading frame 1554 bp long, starting with an ATG
codon at position 432 and ending with a TGA codon at position 1988.

A detailed comparison of the predicted amino acid sequence with
those corresponding to the other human MMPs characterized to date
showed that the percentage of identities ranges from 38.4% with
MT-MMP2 to 26.7% with M, 92,000 type IV collagenase. In addition,
the deduced amino acid sequence from the human ¢cDNA isolated in
this work displays a number of features characteristic of the members
of the MMP family of proteins (Fig. 2). Thus, it contains a prodomain
region with the activation locus containing the essential cysteine
residue, a catalytic domain of about 170 residues including the zinc-
binding site with the consensus sequence HEXGHXXXXXH, and a
fragment of approximately 200 amino acids with sequence similarity
to hemopexin. Interestingly, the identified sequence contains a C-
terminal extension, rich in hydrophobic residues and similar in size to
those present in the different MT-MMPs characterized to date (4-7).
On the basis of these structural features, this novel MMP has been
called MT4-MMP tentatively, because it represents the fourth member
of this subclass of MMPs characterized mainly by the occurrence of
putative transmembrane domains in their amino acid sequences. Fur-
thermore, and following the nomenclature system proposed by Okada
et al. (19), we would assign number 17 to the novel MMP described
here, MMP-15 and MMP-16 corresponding to the two MT-MMPs
identified recently by Will and Hinzmann (6) and Takino et al. (7). In
this regard, we would like to propose a novel nomenclature system for
MT-MMPs based on the addition of the identification number to the
MT prefix instead of the system used previously for the members of

220z ¥snbny pg uo 3sanb Aq Jpd y6050095049/581 2562/ 76/5/95/Pd-al0E/Sa1180UED/BI0"S[EWINOlORE)/:d)Y WOl papeojumoq



1
76
151
226

301

376

451

526

601

676

751

826

901

976

1051

1126

1201

1276

1351

1426

1501

1576

1651

1726

1801

1876

1951

2026
2101
2176
2251
2326
2401
2476

Fig. 1. cDNA and deduced amino acid sequence of MT4-MMP. The deduced amino acid sequence begins with the first ATG codon of the cDNA. The incomplete Alu sequence

HUMAN MMP-17

GAATTCCGGCGGAGTTTTGCTGTTATTGCCCAGGCTAGAGTCCAATGCTGCEGATCTTGGCTCACAGCAACCTCCA
CCTCCCAGAGTCAAGCAATTCTCCTICCTCAGCCTCCTGAGTAGCTGAIGATTACAGGCGTGTGCCACAGCACCCA
GCCAGGGACATCAGGTTTATTAAGACACTTTTCCGACAGCTGCCCAGGGAAGAGACAAGAGGTGCCTTGTGGGCA
GATAGGGGGCTGGGAGGGGECCTGCCCEGGAAGCAGTAGTGGCCCGTGECAGGCTTCTCACTGGGTAGGACCGGGEC

CCTCTGTTGCACCCCCTCACCCTGCTCTCTGCCCTCAGGAGTGGCTAAGCAGGTTCGGTTACCTGCCCCCGGCTG
ACCCCACAACAGGGCAGCTGCAGACGCAAGAGGAGCTGTCTAAGGCCATCACAGCCATGCAGCAGTTTGGTGGCC
M Q Q F G G L
TGGAGGCCACCGGCATCCTGGACGAGGCCACCCTGGCCCTGATGAAAACCCCACGCTGCTCCCTGCCAGACCTCC
E A T G I L D EATULATLMMIEKTU®PUZRTTCS UL PDILP
CTGTCCTGACCCAGGCTCGCAGGAGACGCCAGGCTCCAGCCCCCACCAAGTGGAACAAGAGGAACCTGTCGTGGA
V L T Q A R RPRUEROQAZPAUPTI KW WNI KR RNILSWR
GGGTCCGGACGTTCCCACGGGACTCACCACTGGGGCACCGACACGGTGCGTGCACTCATGTACTACGCCCTCAAGG
vV R T F P R D S8 P L 6 H DTV RATLM Y Y A L K V
TCTAGAGCGACATTGCGCCCCTGAACTTCCACCGAGGTGGCGGGCAGCACCGCCGACATCCAGATCGACTTCTCCA
W 8 D I A P L NV FHEVAG S TADTIAOGQTIUDVF s K
AGGCCGACCATAACGACGGCTACCCCTTCGACGCCCEGCEGCACCGTGCCCACGCCTTCTTCCCCGGCCACCACC
A D HNDG Y P F D AZRUZ R EBEIRAHRATPFTFUPGH HEHHE
ACACCGCCGGGTACACCCACTTTAACGATGACGAGGCCTGGACCTTCCGCTCCTCAGATGCCCACGAGATGGACC
T A G Y T H F N DD EAWTVFR S 8 D A HGMD L
TGTTTGCAGTGGCTGTCCACGAGTTTGGCCACGCCATTGGGTTAAGCCATGTGGCCACTGCACACTCCATCATGC
F A VvV A V H E P 6 H A I 6 L 8 HV A A A H S I MTZBER
GGCCGTACTACCAGGGCCCAGTGAGTGACCCACTGCAICTACGGGCTCCCCTACGAGGACAAGGTGCGCGTCTGGC
P ¥ ¥ Q 6 P V 66 D P L R Y GG L P Y E DKV R V W Q
AGCTGTACGGTGTGCGEGAGTCTGTGTCTCCCACGGCECAGCCCCGAGGAGCCTCCCCTGCTAGCCAGGAGCCCCCAG
L ¥ 6 V R E 8 V 8 P TAOQPEEUPUPULULUPEUPUPD
ACAACCGGTCCAGCGCCCCGCCCAGGAAGGACGTGCCCCACAGATGCAGCACTCACTTTGACGCGGTGGCCCAGA
N R 8 8 A P P R KDV P HRCS T HV FUD AUV A QI
TCCGUGGTGAAGCTTTCTTCTTCAAAGGCAAGTACTTCTGGCGGCTGACGCGGEACCGECACCTGGTGTCCCTGC
R G E A F F F XK G K Y FWZPRULTURDIZRUEHELYV S L Q
AGCCGGCACAGATGCACCACTTCTGGCGGGECCTGCCGCTGCACCTGGACAGCAGTGGACGCCGTGTACGAGCACA
P A Q M H R F WU ROGUL P L HULD S VDAV Y EIRT
CCAGCGACCACAAGATCGTCTTCTTTAAAGGAGACAGGTACTGGGTGTTCAAGGACAATAACGTAGAGGAAGGAT
S D H K I VvV F F K &G DR Y WV F KDNUNUVEE G Y
ACCCGCGECCCCGTCTCCAACTTCAGCCTCCCGCCTGECAGCATCGACGCTGCCTTCTCCTGAGCCCACAATGACA
P R P V 8 D F S L P P GG G I DA AUVF S WA HNDR
GGACTTATTTCTTTAAGGACCAGCTGTACTGGCGCTACGATGACCACACGAGGCACATGGACCCCAGGCTACCCCG
T ¥ F F X D Q L Y WP R Y DD HTURUHEMDUPG Y P A
CCCAGAGCCCCCTGTGGAGGGGTGTCCCCAGCACGCTGGACGACCGCCATGCGCTEGTCCGACGETGCCTCCTACT
Q 8 P L WR GV P S TLUDUD AMZ®BRWSD G A S Y F
TCTTCCGTGGCCAGGAGTACTGGAAAGTGCTGGATGGCGAGCTGGAGGTGGCACCCGBGGTACCCACAGTCCACGE
F R 6 Q E Y W K VL DG E L E V A P G Y P Q 8 T A
CCCGGGACTGGCTGGTGTGTGGAGACT CACAGGCCAATGGATCTGTGECTECCGECEGTGGACGCCGCAGAGGGGC
R D WL V CGD S Q A DG S V A A GV DA ATEG P
CCCACECCCCTCCAGGACAACATGACCAGAGCCGCTCGGAGGACGGTTACGAGGTCTGCTCATGCACCTCTACGEG
R A P P G Q HD Q 8 R 8 ED G Y E V C S €T 8 G A
CATCCTCTCCCCCGEGEGCCCCAGGCCCACTGGTGECTGCCACCATGCTGCTGCTGCTGCCGCCACTGTCACCAG
S 8 P P G A P G P L V A ATMILIULIULULU®PU®PIUL S P G
GCGCCCTGTGGACAGCGGCCCAGGCCCTGACGCTATGACACACAGCGCGAGCCCATGAGAGGACAGAGGCGAETGG

A L W T A A Q A L T L *
GACAGCCTGGCCACAGAGGGCAAGGACTGTGCCGGAGTCCCTGGGGEGAGGTGCTGGCGCCGGATGAGGACGGEGCC
ACCCTGGCACCAGAAGGCCAGCAGAGGGCACGGCCCGCCAGGGCTGGGCAGCCTCAGGTGGCAAGGACGGAGCTG
TCCCCTAGTGAGGGACTGTGTTGACTGACGAGCCGAGGEGTGGCCGCTCCAGAAGGGTGCCCAGTCAGGCCGCAC
CACCAECCAGCCTCCTCCGGCCCTGAAGGGAGCATCTCOGGECTGEGGGCCCACCCCTCTCTGTGCCGGCGCCACCA
ACCCCACCCACACTGCTGCCTGGTGCTCCCGCCGGCCCACAGGGCCTCCGTCCCCAGGTCCCCAGTGGGGCAGCT
CTCCCCACAGACGAGCCCCCCACATGGTGCCEGCGGCACGTCCCCCCTGTGACGCEGTTCCAGACCAACATGACCTC
TCCCTGCTTTGTAGCGGCCCGGAATTC 2502

present in the 5’ end of the cDNA is underlined.
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Fig. 2. Alignment of amino acid sequences for MT MMPs. Amino acid sequences of MT1-MMP, MT2-MMP, and MT3-MMP were obtained from the EMBL/Genbank databases,
and the multiple alignment was performed with the PILEUP program of the University of Wisconsin Genetics Computer Group package. Identical residues that are common to all

sequences are indicated by asterisks below the sequences.

this subfamily of MMPs, which adds the identification number to the
MMP suffix. In our view, this latter system could generate confusion
by suggesting that MT-MMP?2 corresponds to the putative membrane-
bound form of gelatinase A (MMP-2) rather than to the second
identified member of the membrane-bound MMP subfamily.

It is also worth mentioning that MT4-MMP contains a nine-residue
insertion between the propeptide and the catalytic domain, which is
also a characteristic feature of the remaining MT-MMPs (4-7) as well
as stromelysin-3 (9). This amino acid sequence insertion ends with the
consensus sequence R-X-R/K-R, which Pei and Weiss (20) found
recently to be essential in the activation of stromelysin-3 by furin.
Consequently, it is tempting to speculate that MT4-MMP also could
be subjected to the same activation mechanism.

Finally, and also in relation to the structural analysis of the nucle-
otide sequence of the cDNA coding for MT4-MMP, it is remarkable
that the largest cDNA clone isolated in the present work contains an
Alu repetitive sequence inserted in its 5’ end (Fig. 1). This short,
interspersed element is oriented in the same transcriptional direction
as the MT4-MMP gene and belongs to the Sp subfamily, which is
believed to have been disseminated in the human genome about 35
million years ago. The occurrence of this Alu sequence in the 5’
region is very unusual, because despite the fact that this group of
short, interspersed elements constitute about the 5% of the human
genome, most of them have been found in introns or in spacer DNA,
being spliced out during the process of RNA maturation (21). The
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possibility that its insertion in the MT4-MMP mRNA could be the
consequence of a cloning artifact during the construction of the cDNA
library must be ruled out, because we have found the same Alu
transcript in the cDNAs isolated from a distinct brain cDNA library.
Furthermore, nucleotide sequence analysis of genomic clones encod-
ing MT4-MMP has revealed that this Alu sequence is also present in
the corresponding region of the isolated clones (data not shown). The
biological significance of the presence of this repetitive sequence in
the 5' end of human MT4-MMP mRNA is unknown. In this regard, it
should be remembered that Alu sequences have a high degree of
similarity with the elongation arrest domain of 7SL RNA, a compo-
nent of the signal recognition particle involved in protein secretion
(22). On the basis of this homology, this Alu element detected here
within the MT4-MMP mRNA could have the potential to modulate
MT4-MMP expression, as proposed already for Alu transcripts that
are transported to the cytoplasmic compartment (23). In relation to
this, it is also remarkable that the Alu sequence is inserted in the place
of the putative signal sequence that targets all MMPs to the secretory
pathway; thus, it could compromise the correct secretion or intracel-
lular trafficking of this novel MMP. In relation to this, it should be
mentioned that polyclonal antibodies raised against a synthetic pep-
tide derived from MT4-MMP recognized preferentially a protein of
M_ ~70,000 in a Western blot analysis of human brain extracts,
suggesting that MT4-MMP is a translated protein (data not shown).
Further studies will be required to examine this possibility as well as
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Fig. 3. Northern blot analysis of MT4-MMP 9.5
mRNA in human tissues. About 2 pg poly(A)™
RNA from the indicated tissues were analyzed by 7.5
hybridization with a 1660-bp fragment of the
cDNA (lacking the Alu repeat region) for MT4-
MMP. The positions of RNA size markers are 44 _
shown. Subsequently, filters were hybridized to a
human actin probe to ascertain the differences in
RNA loading among the different samples. 24
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the hypothesis that the occurrence of the Alu sequence in the cDNA
for MT4-MMP is a consequence of an alternative splicing event
resulting in the incorporation of the repetitive element in a significant
portion of the mature MT4-MMP mRNAs.

In the present work, we also have performed an analysis of MT4-
MMP expression in a variety of normal human tissues, as well as in
a series of primary breast carcinomas and breast cancer cell lines. For
this purpose, two Northern blots containing poly(A)™ RNAs extracted
from a wide variety of human tissues, including leukocytes, colon,
small intestine, ovary, testis, prostate, thymus, spleen, pancreas, kid-
ney, skeletal muscle, liver, lung, placenta, brain, and heart, were
hybridized with a fragment of the cDNA coding for MT4-MMP,
which lacked the 5'-flanking region containing the Alu repetitive

Breast Carcinomas

Breast Cancer Cell Lines

§
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B-1037-80
B-0256-91
H78873-93
B-1707-01
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B-2556-63
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Fig. 4. Expression analysis of MT4-MMP in breast carcinomas and breast cancer cell
lines. RT-PCR was performed on 1 pg RNA from the samples. A 317-bp fragment
corresponding to a segment of MT4-MMP was amplified in a volume of 100 ul, and 10
 of the reaction were separated on a 2% agarose gel run in Tris-borate-EDTA. pBR322
digested with Haelll (Marker V; Bochringer Mannheim) was used as a size marker.
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sequence. As can be seen in Fig. 3, a clear, hybridizing band of about
2.7 kb was detected in RNA from the brain, leukocytes, the colon, the
ovary, and the testis. In addition, a minor band of about 7.5 kb could
be detected in the brain and ovary and probably corresponds to an
alternative transcript generated by differential posttranscriptional
processing of the mRNA for MT4-MMP. A similar situation has been
described for other human MMPs, such as collagenase-3, in which the
different transcripts are the result of alternative use of distinct poly-
adenylation sites (3).

The high-level expression of human MT4-MMP in brain, leuko-
cyte, or reproductive tissues suggests that this enzyme could play
some specialized activity in these tissues or cells. Thus, in the case of
the brain, MT4-MMP could be involved in growth cone invasiveness
and neurite extension in a fashion similar to that proposed for strome-
lysin-1 (24). On the other hand, its expression in the ovary could be
indicative of the participation of MT4-MMP in some of the extracel-
lular matrix remodeling processes occurring within this tissue during
the reproductive cycle, including rupture of the follicular wall, cumu-
lus cell expansion, or corpus luteum formation (25). Furthermore, the
expression of MT4-MMP in leukocytes together with its putative
membrane localization suggest that it could play some role in the
activation of some secreted proteinases, membrane-bound precursors
of growth factors, or inflammatory mediators such as tumor necrosis
factor-a (26-28). In this regard, it is also of interest that none of the
remaining MT-MMPs described to date has been found to be ex-
pressed in leukocytes, thus reinforcing the possibility of a potential
and specific role of MT4-MMP in these cells. Finally, because MT4-
MMP was cloned from a breast cancer cDNA library originally, in this
work, we have carried out a preliminary study of its expression in
primary breast carcinomas as well as in breast cancer cell lines. To do
that, we performed RT-PCR analysis with RNAs obtained from a
number of tumors and breast cancer cell lines of different character-
istics, including T-47D, ZR-75-1, Hs-578T, MDA-MB231, and
MDA-MB435. Oligonucleotides 5'-GGCCCTGGTAGTACGGC-
CGCA and 5'-CTGGAGCGACATTGCGCCCCT were used as the
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primer pair to amplify a 317-bp segment corresponding to nucleotides
677-993 of the MT4-MMP cDNA. As can be seen in Fig. 4, a band
of the expected size and confirmed to be MT4-MMP by nucleotide
sequencing was amplified from all examined breast carcinomas and
breast cancer cell lines, suggesting that this enzyme could be involved
somewhat in the lytic processes associated with invasive breast cancer
lesions. The availability of the cDNA coding for MT4-MMP isolated
in the present work will be very useful for examining this question as
well as to elucidate the potential role of this novel MT-MMP in a
series of physiological processes, including activation of precursors of
cytokines and growth factors.
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