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ABSTRACT The polymerase chain reaction (PCR), from
primers corresponding to conserved sequences within the cat-
alytic domains of the protein-tyrosine phosphatases, was used
to amplify protein-tyrosine phosphatase-related cDNAs from a
HeLa cell library. After probing the same cDNA library with
one of the PCR products, 10 positive clones were identified. The
longest of these clones (3984 base pairs) contained 2739 base
pairs of open reading frame and, after a stop codon, a 3’
nontranslated segment of 1222 base pairs. A 4.3-kilobase
transcript was detected by Northern blot analysis of HeLa cell
poly(A)* RNA. The open reading frame predicts a protein of
913 amino acids (=104 kDa), termed PTPH1. The sequence of
PTPH1 can be described in terms of three segments. (i) The
N-terminal segment displays homology to the domains in the
cytoskeletal-associated proteins band 4.1, ezrin, and talin that
direct their association with proteins at the interface between
the plasma membrane and the cytoskeleton in structures such
as focal adhesions. (i) There is a central segment bearing
putative phosphorylation sites for protein-serine/threonine
kinases. (i) A segment that is homologous to the members of
the protein-tyrosine phosphatase family is located at the C
terminus. The structure is discussed in the light of the potential
role of PTPH1 in controlling cytoskeletal integrity and the
possibility that overexpression of PTPHI may reverse trans-
formation induced by oncogenic protein-tyrosine kinases, such
as the members of the src family.

Protein-tyrosine phosphorylation has been implicated in the
control of many cellular processes including normal and
neoplastic cell growth (1). Since the phosphorylation of
tyrosyl residues in vivo is reversible, a complete understand-
ing of its physiological significance must encompass the
characterization of the protein-tyrosine phosphatases (PTPs;
protein-tyrosine-phosphate phosphohydrolase, EC 3.1.3.48)
in addition to the protein-tyrosine kinases (PTKs; ATP:pro-
tein-tyrosine O-phosphotransferase, EC 2.7.1.112). PTP1B,
a low molecular weight PTP, was first isolated in homoge-
neous form from human placenta (2, 3). After determination
of its amino acid sequence, homology between PTP1B and
CD45 was demonstrated (4), establishing that the PTPs exist
as transmembrane receptor-like proteins as well as low
molecular weight cytoplasmic forms (for review, see ref. 5).

A cDNA for a second low molecular weight PTP, termed
T-cell PTP (TCPTP), was isolated from a human peripheral
T-cell library (6). This species has also been detected in a
variety of tissues and cell lines and is not restricted to
lymphocytes (unpublished observations). A number of stud-
ies involving low-stringency screening have identified further
PTPs that can be classified as transmembrane or receptor-like
(for review, see ref. 5). With one exception, these possess

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

5949

two cytoplasmic domains that are homologous to PTP1B;
however, as yet, few of the proteins have been isolated or
expressed and shown to be active. These receptor-like PTPs
vary considerably in the structure of their extracellular
segments. For leukocyte common antigen-related (LAR)
molecules (7), the extracellular segment is homologous to
both immunoglobulin-like and fibronectin type IIl-like se-
quences in the neural cell adhesion molecules. This suggests
that, analogous to the neural cell adhesion molecules, ho-
mophilic interactions between LAR molecules on adjacent
cells may regulate adhesion phenomena by modulation of the
PTP activity of their intracellular segments. At the present
time, however, there are no data to suggest the identity of the
ligands for the other receptor PTPs.

Recent studies involving CD45-negative T cells have es-
tablished a requirement for CD45 in the stimulation of
antigen-induced T-cell proliferation (8), confirming that this
PTP may play a positive role in initiating signal transduction
events. In addition it has been shown that the activity of
p34°4°2_ a protein-serine/threonine kinase that is required for
progression through both the G,/S and G,/M boundaries of
the cell cycle, is negatively regulated by tyrosine phosphor-
ylation (9). Dephosphorylation of a tyrosyl residue in the
consensus ATP binding site (Tyr-15) activates the kinase and
drives the cell into mitosis (9). These examples indicate that
the PTPs should not be viewed as simply providing an
‘“‘off-switch’’ to counter the activity of PTKs, but rather they
are implicated in the positive regulation of a number of
fundamental cellular processes.

An essential step to understanding fully the scope of the
physiological importance of the PTPs is the identification and
characterization of the members of this family. We have
isolated a cDNA for a nontransmembrane protein from HeLa
cells that is homologous to the PTPs. Its sequencet suggests
that it may act at the interface between the plasma membrane
and the cytoskeleton, for instance at focal adhesion plaques,
and may, therefore, function in maintaining the integrity of
the cytoskeleton. In the light of its structure, the potential of
this enzyme, termed PTPHI1, to reverse transformation by
oncogenic PTKs, such as src, is also discussed.

MATERIALS AND METHODS

Polymerase Chain Reaction (PCR) Conditions. Oligonucle-
otide primers were synthesized based on the conserved
amino acid sequences KCAQYWP [primer 1, equivalent to
residues 120-126 in PTP1B (10)] and HCSAGIG [primer 2,
equivalent to residues 214-220 in PTP1B (10)]. The degen-
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eracy of primer 1 was 64-fold and that of primer 2 was 96-fold.
Phage DNA of a HeLa cell cDNA library (Stratagene;
catalogue no. 936201), isolated by the plate lysate method
(11), was used as template. Primers were phosphorylated
with T4 polynucleotide kinase prior to the PCR and were
added at a final concentration of 1 uM to a mixture containing
10 mM Tris-HCI (pH 8.4), 50 mM KCl, 1.5 mM MgCl,, 0.01%
gelatin, all four dNTPs (each at 0.2 mM), 2.5 units of Taq
polymerase, and 2 ug of phage DNA. Thirty cycles of the
PCR were performed; each was carried out at 94°C for 1 min,
50°C for 1 min, and 72°C for 2 min. The PCR products were
analyzed on a 1% agarose gel and DNA fragments of =0.25
kilobase (kb) were excised, eluted from the gel, subcloned
into the Sma I site of pUC118, and sequenced.

Screening of the HeLa Cell cDNA Library. The same HeLa
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product of the PCR obtained above. Plaques were transferred
to nitrocellulose filters (Schleicher & Schuell) and screened
by hybridization at 65°C in a solution containing 2x SSC (1X
SSC = 0.15 M NaCl/0.015 M trisodium citrate, pH 7.0), Sx
Denhardt’s solution (11), 0.1% SDS, 25 mM sodium phos-
phate (pH 8.0), 1% sodium pyrophosphate, 10% (wt/vol)
dextran sulfate, and denatured calf thymus DNA (12.5 ug/
ml). The filters were washed successively at the same tem-
perature in a series of solutions containing 0.1% SDS with 4 x
SSC, 2x SSC, 1x SSC, and finally 0.1x SSC. Hybridizing
phage were plaque-purified, DNA was prepared, and cDNA
inserts were isolated and subcloned using standard tech-
niques (11). DNA sequencing was carried out by the dideox-
ynucleotide chain-termination procedure (12) using either
manufacturer’s primers (United States Biochemical) or syn-

cDNA library was then probed with the 0.25-kb PTPH1 thetic oligonucleotides derived from the existing sequences.

1 CTGCAGGTTATTCAGCGATAGTTATGACCTCCCGGTTACGTGCGTTGGGTGGAAGAATTAATAATATACGCACCTCGGAGTTACCCAAAGAGAAAACTCGRTCA \TTTGCAGC
M TSRULRALGG G RTINNTIRTS P K K TR SEWV c s

120 ATCCACTTTTTAGATGGCGTGGTACAGACCTT"AAAGTTACTAAACAAGACACTGGCCAGGTTCTTCTGGATATGGTGCACAACCACCTGGGTGTGACTGAAAAGGAATATTTTGGTTTA
I B FLDGYVY VTP KV IT.KQ L DEN'V BN B L 6 V.2 B KR Y PG 1

240 CAGCATGATGACGACICCGTGGACTCTCCTAGATGGCTGGAAGCAAGCAAACCCATCAGGAAGCAGTTAAAAGGAGCPTTCCCCTGTACCCTGCATTTTCGAGTAAGATTTTTTATACCT
Q DDDSsSVDSPRWILEA ASI KTPTIRIE KA QLI KGGTFZPTCTTLH VRFPFIP

360 GATCCCAACACACTGCAGCAAGN\CAMCCAGGCACT"‘GTA’I‘TTCTTACAACTGAAGATGGATATTTGCGAAGGAAGG’I‘TAACCTGCCCTCTTAACTCAGCA(HGGTICT AGCGTCCTAT
DPNTILQQEAQTRUHLYTFLOQLI KMDTITC CETGTRTLTTCH?®P

480 GCCGTACAATC'I‘CA"‘TTTGGAGACTATAATTCTTCCATACATCATCCAGGCTATCT’ITCC(‘ ATAGTCACTTTATACCCGATCAAAATGAGGACTTTTTAACAAAAGTCGAATCTCTGCAT
Q S S I HHPGVYUL SDSHF P DQNEDTPFLTIKTVESTLHSH

600 GAGCAGCACAGTGGGCTAAAACAATCAGAAGCAGAATCCTGCTATATCAACATAGCGCGGACCCTCGACTTCTATGGAGTAGAACTGCACAGTGGTAGGGATCTGCACAATTTAGACCTA
Q G Q E S CYINTIARTULDTFYGVETLUHSGRDILUHNILDIL

720 ATGATTGGAATTGCTTCCGCGGGTGTTGCTGTGTACCGAAAATACATTTGCACAAGTTTCTATCCTTGGGTGAACATTCTCAAAATTTCT1TCAAAAGGAAAAAGTTCTTCATACATCAG
M I GIASAGUVAUVYRK I CTSF YPWVVNTITLIKTISTFI KRIEKIKTFTFTIUHDQ Q

840 CGACAGAAACAGGCTGAATCCAGGGAACATATTGTGGCCTTCAACATGCTGAATTACCGATCTTGCAAAAAL1JujubﬂAAlLijJujAbAGCACCATALbllhlLXLAGGCAAAGAAG
ROQOKXKOQAESREEHTIVAENNDM L K s CVEHHTTF Q A K K

960 CTACTACCTCAGGAAAAGAATGTTCTGTCTCAGTACTGGACTATGGGCTCTCGGAACACCAAAAAGTCGGTMATMCCAATATTGCAMAAGGTGA’ITGGCGGGATGGTGXGGMCCCA
LLPQEXKNUVTLILSOQOYWTMGSRNTIEKTI KTSVNNQOYTCIEKI KVTIGGMUVW

1080 GCCATGCGGAGATCfi F ATCAGTGGAGCACTTAGAAACCN\GAGTCTGCCTTCTCGT@ C"TCCCATTACTCCCMCTGGCG CCTCGGCTCCGGCACGAAATCCGAAAGCCACGC
A I R

M R R S|L S VEHTLETI K STLZP SR

1200  CACTCTTCTGCAGATAACCTTGCAAATGAAATGACCTACATCACGGAAACGGAAGATGTATTTTACACGTACAAGGGCTCTCTGGCCCCTCAAGACAGCGATTCTGAAGTTTCTCAGAAC
HS SADMNL AN E MIT Y T ETEDV P¥ T ¥YIK'6 S:L A'P°Q DS 'D SE V. '8 N

1320 C CCGCACCAAGAGAGTTTATCCGAGAACAATCCGGCACAAAGCTACCTGACCCAGAAGTCATCCAGTTCTGTGTCTCCATCTTCAAATGCTCCAGGCTCCTGCTCACCTGACGGC
R P HQE SLSENNUPAQSTYTLTAGQIEKSSSSVSPSSNAPGS ST CSZPDSG

1440 GTTGATCAGCAGCTCTTAGRTGACTTCCACAGGGTGACCAAAGGGGGCTCCACCGAGGACGCCAGCCAGTACTACTGTGACAAGAATGATAALbuxbACAGCTACTTAbJLAAuAALth
Q L LDDTFHRUVTK QY L VLILTIR

1560 ATCACACCAGATGAAGATGGAMATTTGGATTTAATCTTMGGGAGGAGTGGATCMGATGCCTCTTGTGGTATCAAGGATMACCCAuAGTCACCTGCGGACACCTGCATTCCTMG
I T PDEDGI KT FGTFNTLI KSGG GVDOQIKMP K

1680 CTGAACGAAGGGGATCAAATCGTGTTAATCAATGGCCGGGACATCTCAGAACACACGCATGACCAAGTGGTGATGTTCATCAAAGCCAGCCGGGAGTCCCACTCACGGGAGCTGGCCCTG
LNEGDO QTIUVILTINGRDTISEUHTHDO QVVMFTIIKASRETSUHSR RETILA AL

1800 GTGATCAGGAGGAGAGCTGTCCGCTCATTTGCTGACTTCAAGTCTGAAGATGAACTGAACCAGCTTTTCCCCGAAGCCATTTTCCCCATGTGTCCGGAGGGTGGGGACACTTTGGAGGGA
VIRRRAVRSF FADTFI KSEDETILNGOQLTFPEAIFPMCPEGG GDTTULTESG

1920  TCCATGGCACAGCTAAAGAAGGGCCTCGAAAGCGGGACGGTGCTGATCCAGTTTGAGCAACTCTACAGAAAAAAGCCAGGTTTGGCCATCACGTTTGCAAAGCTGCCTC: TTTGGAC
S MAQLIKKGILESGTVILIQFEQLYRIKIEKPGLATITTFAKTLTP QN D

2040 [AARAACCGATATAAAGATGTGCTGCCTTATGACACCACCCGGETATTATTGCAGCGAAATCAAGATTATAT TAATCCAAGT TACCTGAACATCCARATTCCTCCTGCTAACCTTCTCANL
B B Ak SR SR - R SRR R N SA i il 0 R AR SR R i e R D R R R B SR R SRR R B B mn MR B O G B TR iR

2160 AAGTACATOGCCAC’I‘CAGGGGCCfoTGCCGCATmGTGCACAGTTTTGGCl\GGTTGTCIGGGATCRGAAG'HGTC}\CTCAT"‘GTCATGTTGACGACTCICACAGMC GGACC
P S e Gl B S S Q Q Q ToL T R RaGERET

2280 AMTG‘ICACCAGIACTGGCCAGATCCCCCCGACGTCA‘IGMCCACGGCGGCTT’ICACATCCAGTGTCAG’ICAGAGGAC‘IGCACCA‘ICGCCTATGTGTCCCGAGMATGC‘IG@ICACMAC
¥R ogoralaR o e e RN Bl el e e i B R R e D sl Rk YoogaReRe Mo PN

2400 |ACCCAGALK ACACAGTGACAC AT T AG T AC G T O AT GG TGACCACGE T AT ACCCEATGRACTCCTCCRACT T ICTGGANT T TG TAAACTATG TGACGTCTCTCAGA!
TooQ TG RS Bl P R R g e R R Den G e R S R R R R N R R R

2520 GTGGACAGCGAGCC’I‘GTCCTAGTTCACTGCAGTGCTW' AAT; GAACCGGTGTETTGGTCACTA A CATCTGCCTAACT ACCTGCCCATT CACTGGAT
Yps BEP VL VEH $a6 T oiR TOGV LVET MIBCT RIMEC L ToE RONGL R L EN Poln

2640 AT‘I'GI‘CCGMAAA‘IGGGAGACCAGCGCGCCRTGATGGIGCAGACATCMGCCAGTACMGTTTGPGTGTGWCGATTCTTCGTGTGTATGMGMGGTI’IAM‘CCAM‘I‘MTCCT
RN RED Qs RERSNERE - R S G A oD R O S VR | S A R TR < S R A R [ R VG VR

AGACCTCTCTGGAAGCAGCAAGAGGAACCAGTAGCTGTGGGAAAGGAATGGGCA

2760  [AGTT CAACTGTGAAAAAGTTCATTCCTCTTTCCCAAGGGCATCCTCCTTGAAA!
*

2880 CCTCTGAACCCAGGCACTTTAAACTTCTATAGAAAAGATATCGTGTACATAGGAACTGGTGTAGATAAGCATGCAATTATGGCATCATTTAGGCCTGTATTTCTAT AAGATACAAAA

3000 AGGATCTCAGTTTGGGGCCTGTCCTAATGCCTTCTTCCCTAACATCACCACACACACCCCTGTCGGCATCCTGGAGCAATTGAGACCGGACACCCACAGAGCTGTTGTCCTCCCAGCAAC

3120 AAGATGGTGTGGTTATCTTGGGTCATTTGGATGTTTTGTTTGT TTCTGTGTGTCAGACTGTAAGGGCTGAGCTTTCTGTGCTTCTAGGTGGAGCTGGAACAATTCAGATTCACCCGCCCT

3240  GATGCTAAGGAAACCCTGACGTATGTACTAGATGGCAGGGCACTGGGGGTCAGGCTGAAGGCTGAGCAACACCTCTCTGCCCTCCCTCCCTTTGTCCCATCTCCCAGCGACTTCCAATAT
3360 TCATGTTTCTGAGAATTGTGTCCCTCTTCAGTTCCCTCTTGGTGCCTAACCTGGATTAGTAATGTGCATTCAGGTGAATTTTCAGCTGAGGCTCTGAGAACTGGTACTCTCAGTGTGTTC
3480 TGGTCATCTTGTGGCTTAGTTGTAGAAGCAGGTGTGTCTCTTGCCTCTGCTTGCCTCCTACTGCACACTCAGCACCCAGGACTGGAATCACCGACTACTGAATCTCCTACATGTATTGCT

3600 GCTACTTCAAGCTCCTCCACTTGAAACCTTATGATTTTCCAAGGGGAGATGGGACAGTGTCATCTAAATATTCCGAATGTTTGGCCTTCTGAGAAAAGAGCTTCTAGTAATTGAACCATG

3720  GGTTTCCCAGCTTCTGGAGGGTTGGCCGTGGGCTGTG IACATGTGTGTGCCCAGGGGTGAGTGTTTCTCAGGATTCCTAACGATTCAAATTACCGTTGAGTATATATAAAGAATCGAGTC
3840 GGAAGAACAAATGTGTGCATTCACCCCCAGTCACAATGGTCTCCATTGCATTTCAAAGGAGAGGATCAGACTATCTGAATATAAACACAATCTGATGTTAATTTATTCTAAGAACACCAT

3960 CTGTATTCATTTTGATTGTCCTAAA

Fic. 1. Nucleotide and predicted amino acid sequence of PTPH1. The open box delineates the segment of homology to the N-terminal
domains of band 4.1, ezrin, and talin. The shaded box defines the segment homologous to the catalytic domains of the PTPs. In the intervening
segment, seryl and threonyl residues located in sequences bearing features of sites of phosphorylation by casein kinase II are underlined. In
addition seryl residues that display some of the features of potential sites of phosphorylation of p349<2 are circled.
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Data Base Search for Related Sequences. The GenBank data
base of sequence information was searched with the FASTA
program of Pearson and Lipman (13) to identify proteins with
amino acid sequence similar to PTPH1. The alignment of
similar sequences was optimized using the ALIGN program
from the National Biomedical Research Foundation, the
mutation data matrix, and a gap penalty of 10 (14). The
alignment scores are expressed in units of standard deviation
from the average background scores of 100 randomly gener-
ated sequences of the same composition (14).

Northern Blot Analysis. Total RNA was extracted from
HeLa cells and poly(A)*™ RNA was selected by oligo(dT)-
cellulose chromatography (11). After electrophoresis on a
formaldehyde/agarose (1%) gel, the RNA was transferred to
a GeneScreenPlus membrane and hybridized with the =4-kb
insert of PTPH1. The hybridization and washing conditions
were as described above except that SDS was included at 1%.

RESULTS

To identify the complement of PTPs in HeLa cells, a model
system for the study of the cell cycle, we utilized the PCR and
primers corresponding to conserved segments within the
catalytic domains to amplify PTP-related cDNAs from a
HeLa cell library. The PCR products (=0.25 kb) were sub-
cloned into pUC118; of 77 independent subclones sequenced,
15 corresponded to a PTP isoform termed PTPH1. A total of
4.2 x 10° phage plaques from the same HeLa cell cDNA
library were probed with the PCR product and 10 positive
clones were identified. The sequence of the longest clone
(3984 base pairs) is presented in Fig. 1. The open reading
frame, from the first available ATG, is 2739 base pairs, which
would encode a protein of 913 amino acids with a predicted
molecular mass of =104 kDa. Although the sequence sur-
rounding the putative initiator does not conform well to the
Kozak consensus sequence (15), there is a purine at position
—3 that is an important requirement for an initiation site.
Furthermore, translation of RNA, synthesized from PTPH1
cDNA in areticulocyte lysate, yielded a protein of =120 kDa,
close to the expected size (data not shown). There is a 3’
nontranslated segment of 1222 base pairs; however, the

— 9.5 Kb
— 7.5 Kb

Fi1G. 2. Northern blot analysis of PTPH1 mRNA. Approximately
10 ug of poly(A)* RNA from HeLa cells was subjected to electro-
phoresis on a formaldehyde/agarose gel and transferred to a Gene-
ScreenPlus membrane. After hybridization and washing, the mem-
brane was exposed to film for 7 days at —70°C with intensifying
screens. Numbers on the right indicate the positions of RNA markers

(BRL).
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cDNA contains no consensus polyadenylylation signal or
poly(A) tail. A transcript encoding PTPH1 was detected by
Northern blot analysis of HeLa cell poly(A)* mRNA, as a
low-abundance message of =4.3 kb (Fig. 2). The slightly
larger size of the mRNA may be explained in part by the
absence of a poly(A) tail in the cDNA.

A search of the GenBank data base, using the Pearson and
Lipman FASTA program (13), confirmed the similarity in
sequence between the C-terminal segment of PTPH1 and the
catalytic domains of the members of the PTP family. This is
depicted in Fig. 3A. Although the tyrosine phosphatase
activity of PTPH1 remains to be demonstrated, it should be
noted that in CD45 (16) and LAR (17), which share compa-
rable levels of sequence identity to PTP1B as displayed by
PTPH]1, intrinsic activity has been confirmed.

A comparison of the sequence of the N-terminal 650
residues of PTPH1 with those in GenBank demonstrated
similarity between residues 30 and 357 and the homologous
N-terminal domains in band 4.1, ezrin, and talin that are
believed to be important for localizing these proteins to
junctions between the plasma membrane and the cytoskele-
ton (Fig. 3B).

Using the ALIGN program, the N- and C-terminal segments
of PTPH1 were compared separately with each of their
related sequences. The alignment scores presented in Tables

A

PTPH1 L KN RYKDVLPY] TT@??GN ————————————— i ;g
PTPase 1B NRNRY] IB{EDE SR KLEQED- - —— T g

T-Cell PTPase NRNRY] YDHSR' AE---- SLfp 1
Human CD45 D1 RYVDITEPYDY SE INGDAG--———=—======—=———— S} 1DG
Human CD45 D2 s HELEMSKESEHDSDESSDDDSDSEEP SKH SFIMS

fo}

AL

Human CD45 D2

PTPH1 -BrrD VMNHEEHH 1 0COSEDCT I ARVSREMLVT
EEKEMIFEDTNLKLTLISEDIKSY¥TVROLEL

DBQEMLFKET]
SMEEGTRAFGDV'
---EGKQTYED1T

PTPase 1B

T-Cell PTPase
Human CD45 D1
Human CD45 D2

TR YDY

PTPH1 1P AANLVNKY TATOGP LEHTCAQEWOVVWDPHL s LIVMET T T
PTPase 1B |BEAQR -~ -~ SEIUTOGE LENTCIG HE WEMVWEDKS RG VIVMLNRVMEKGS LKC AL
T-Cell PTPase EAQR----5| QGP L CHFWLM KITKA VRIVEKES
Human CD45 D1 FKEPR----K¥ TAADGBRDE[V DDEWRM IWEQKA TV] CEEGNRINKC

YWKPE-——-VM GPOKEMT GDEWQM I F QRKIV KVILVMETERKHGDQ

= = —~ (=)
5|

PTPH1 pPis sDFHEFvVN Y
PTPase 1B ESPAS[FLNEILF KVR
T-Cell PTPase ESPAS[FLNFILF KVR

LRRRVUN
AEPKELISMIQVMKQKLPQKNS SEGN:

Human CD45 D1 EPPHLL

Human CD45 D2

PTPH1

PTPase 1B
T-Cell PTPase
Human CD45 D1
Human CD45 D2

2%
S 1
PYixHvCERTLR
SYLAV IE
LRESYMATTE
V1 L IHOAL VE
FEQYOFLYDVEAS

B
PTPHI1 s 1EFEDG viVlo T xMrKoPTEgvEL oM 1 FGHoHEDPDS 713N
Human 4.1 HGKVS LLODTMYECVVEKHAKGQD N LLEEDYFGLA T WPNA - TISK TRLDS
Human ezrin ENVRVTTMDAE LEHAIQPNTRGKOLFBOMVKT IGL WEEGLHY VDN F LKL
Mouse talin GITNHDEYSLRE LMEERKBEGTGTHRK DK TLE- R MEKLKQKLHTDPE LNWLDH
PDP QEQEH—@ KMDICEGR 1
PDEIAQLTED I[TRIY Y{Li- ROPIVAGRIPCISF
T

PTPH1 P TRKQLKiGG F JBCETHFRVF
Human 4.1 HKRQVRIGY - —BWNF TEINVIKEY i
Human ezrin K% £ VRK ENBILQF KERAF yPg EELIQDITQKILF]

NV
Mouse talin GRT IGVEE -~ HE[FT)

3
PTPH1 NSEVVEASYAVOSHFGD YNSS I[HHP Bs D] LT
Human 4.1 ATLAL| g{i}: D YDPE LEGVDNMVISDFKL
Human ezrin ETRAVILIGS YAV QR KFGD YNKE ViHKS] SERLTBORVMDOH RIQVW]
Mouse talin DKACE FRIGFQJQIT P HINE O KIBK AGFILID LK DB LIBKE - - -— -~ YVKQKGERKIFQ
Am

PTPH1 OfsGL xQSERE sl I NTARTHD E HNLBEM 1 IAC@ ATARE- -~ -~
Human 4. SYRSMTPA LEF LENJAKKELS M I ILGVCS|SIGIL LW YKD—————
Human ezrin EERGMLKDNAM LEFLK[E Ao DILE LEVDALGLN Y- -D DK
Mouse talin NCGQMSE IEAK VRYVK JARSILK MKGKNKLVPRL LGI TKE CVMRVDE

PTPH1 YICTSFYBWYNE-| KISFKRKKFF IHOR S REH 1 vAFNML NYRS CRiN]
Human 4.1 KLRINR;gWPK‘ X1 SYIKR/S SFEIK IR ST I KLPSEQA

Human ezrin LTPKIG! RN[L SENDKK! P I DIKIK{AIP DF V- - - {EY AP RLIRIT\

Mouse talin KTKEVIQEg LTNIKRWAASPKSHTLDF GDY[@DGYYSVQTTEGEQIAQLIAGYIDIIL
PTPH1 HATE. AKKQLP@NVL, YWT@N@K@N@C@IGMN MRRS
Human 4.1 HHTFH---RITSTDTIPKSKF LALGSK-FRY[SGRTQAQTRQASALIDE HFE

Human ezrin G

LYMRRRKPDTIEVQQMKAQAREEKHQKOLE ROQLE TEKKRRETVERE KEQM
Mouse talin KKKKSKDHF GIJEGDBES TMLED SVSPKK S}

VLQQQYNRV GRVE HESFA LA T

FiG. 3. Alignment of amino acid residues of PTPH1 with the
conserved domains in related proteins. (A) The sequence of the
PTP-like domain in PTPH1 is compared with the catalytic domains
of two low molecular weight PTPs, PTP1B (PTPase 1B) and TCPTP
(T-cell PTPase), and a receptor-linked form (CD45). (B) The se-
quence of the N-terminal segment PTPH1 is compared with the
homologous domains in band 4.1, ezrin, and talin. Only identities
between PTPH1 and the other sequences have been highlighted and
gaps (denoted by hyphens) have been inserted to optimize the
alignment.
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Table 1. Evidence of homology between PTPH1 and members of
the PTP family

PTPH1 PTPIB TCPTP CD45DI CD45 DIl
PTPH1 — 24.8 30.2 23.4 17.6
PTP1B 39% — 50.8 23.8 16.4
TCPTP 2% 73% — 23.9 16.4
CD45 DI 37% 35% 36% — 20.6
CD45 DII 30% 31% 32% 35% —

Numbers above the diagonal express the similarity between seg-
ments in terms of their alignment scores. Residues 669-900 in PTPH1
were compared pairwise with residues 40-276 in PTP1B, 42-274 in
TCPTP, 491-725 in CD45 domain I (DI), and 782-1041 in CD45
domain II (DII) (10). Scores greater than 5 are indicative of homol-
ogy. Numbers below the diagonal represent the percentage identity
expressed as the number of identities out of possible matches
between residues in the aligned sequences depicted in Fig. 3.

1 and 2 establish clearly that the sequence similarities are
indicative of a homologous relationship. The lowest degree of
structural similarity was observed in the comparison of the
N-terminal segment of PTPH1 with the homologous structure
in murine talin; in this case the species difference may
contribute to reducing the alignment score. The sequence of
human talin was not available for comparison.

The intervening central segment of PTPH1 (residues 358-
668) did not display homology with any sequence in the data
base. However, a number of putative phosphorylation sites
are found in this segment. The primary structure require-
ments for phosphorylation by casein kinase II include the
presence of acidic residues surrounding the phosphorylated
serine or threonine. An aspartic or glutamic acid three
residues to the C terminus of the phosphate acceptor site is
particularly crucial (18). The presence of prolyl residues
preceding the phosphorylation site is also common. Six
potential sites are indicated in Fig. 1. In addition, seryl or
threonyl residues phosphorylated by p34°9°? are immediately
followed by a prolyl residue, frequently in a sequence,
Pol-Ser/Thr-Pro-Xaa-Bas (where Pol is a polar residue and
Bas is a basic residue) (19). Ser-372, -381, and -435 display
some of these features. It will be of interest to ascertain
whether these sites are phosphorylated and the effect of
phosphorylation on activity.

DISCUSSION

The structure of PTPH1 is summarized in Fig. 4. Its sequence
implies that PTPH1 may act at junctions between the mem-
brane and the cytoskeleton, such as in focal adhesions. Focal
adhesion plaques are specialized regions of the plasma mem-
brane through which cells in culture adhere to the external
substrate (22). On their internal face these structures anchor
actin stress fibers, which are important in determining cell
shape. Within focal adhesions, the integrins provide the
transmembrane link between components of the extracellular
matrix, such as fibronectin and vitronectin, and the cytoskel-
eton. Their intracellular segments interact indirectly with
actin cables through a multiprotein complex. Talin interacts
with the cytoplasmic segment of the integrin 8 chain and also

Table 2. Evidence of homology between PTPH1 and members of
the talin family of cytoskeletal-associated proteins

PTPH1 Band 4.1 Ezrin Talin
PTPH1 —_ 33.5 17.5 9.9
Band 4.1 37% — 18.9 7.5
Ezrin 27% 29% — 9.1
Talin 20% 16% 16% —_

Residues 30-357 in PTPH1 were compared pairwise with residues
2-323 in band 4.1 (37), residues 4-339 in ezrin (39), and residues
120-45S in talin (36). See Table 1 for other details.
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binds to vinculin. Vinculin has been shown to interact with
a-actinin, which can bind actin directly (for review, see ref.
22). However, this picture is undoubtedly incomplete. Mi-
crotubules and intermediate filaments may also terminate at
focal adhesions, but the nature of the proteins that facilitate
this interaction is unknown. Furthermore, similar but less-
characterized structures have been implicated in attachment
between neighboring cells and adherence to the extracellular
matrix in vivo. Thus, additional focal adhesion-associated
proteins remain to be described and their functions remain to
be established.

Oncogenic transformation is frequently associated with a
less-adherent rounded cellular morphology that results from
a disruption of cytoskeletal integrity and reduction in the
number of focal adhesions (23). Furthermore, residual adhe-
sion plaques are invariably associated with the transforming
PTK, for example, src, yes, or abl (23). In Rous sarcoma
virus-transformed cells, for instance, it has been postulated
that a contributing factor to the generation of the transformed
phenotype is the aberrant phosphorylation by pp60'** of
tyrosyl residues in key focal adhesion proteins (24-28). The
phosphorylation of tyrosyl residues has been demonstrated in
the B subunit of integrin (27), vinculin (29), talin (30), ezrin
(31), and paxillin (32). Although a correlation has yet to be
established between such phosphorylation and the appear-
ance of the morphology of a transformed cell, evidence is
accumulating to suggest that phosphorylation of the integrin
B subunit is important in this regard (33). Staining with
antibodies to phosphotyrosine has indicated that tyrosine
phosphorylation of focal adhesion (34) and apical junction
(35) proteins also occurs in nontransformed cells, suggesting
that PTKs act at these sites during normal cell function.
However, the kinases involved have yet to be identified. In
view of the potentially disastrous effects of aberrant tyrosine
phosphorylation, it is expected that the activity of these
PTKs is tightly controlled. The localization of a PTP to these
structures is one means by which such regulation could be
achieved. We propose that PTPH1 may perform such a
function.

Protein and cDNA sequence analyses have defined a
family of proteins, including talin (36), band 4.1 (37), and
ezrin (38, 39), that participate in the interaction between the
membrane and cytoskeleton. They possess a homologous
N-terminal domain that appears to associate with protein
components in the plasma membrane. In band 4.1, which

C T 7 W W) CD45
™ 37% 30%

(| T-Cell PTP
42%
| PTP 1B
39%
1 s — )]
EgE ] —] Human band 4.1
37%
LT ] Human ezrin

2%

T Mouse tal
20%

FiG. 4. Schematic diagram illustrating the structure of PTPH1
and its relationship to other proteins. PTPH1 comprises three
segments: an N-terminal segment (shaded box) with homology to the
membrane localization domains in band 4.1, ezrin, and talin, a
putative regulatory segment in the middle of the protein (open box),
and a C-terminal PTP-related segment (solid box). TM denotes the
transmembrane domain in CD45. The length of each protein is shown
in proportion to the number of amino acid residues. For PTP1B, the
full-length 435-residue protein (20, 21) is depicted. The molecule
originally isolated from human placenta (2, 3) was a C-terminally
truncated form. The homology among domains is indicated by
percentage identity. The segments are defined in the legend to
Table 1.
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promotes association of actin and spectrin in erythrocytes,
this domain interacts with the transmembrane protein glyco-
phorin (40). A similar model has been proposed for the
interaction of talin with integrin (36). For ezrin, which
displays a submembranous localization in brush border cells,
the details of its interaction with other proteins remain to be
established. The presence of a homologous domain in PTPH1
suggests that this PTP will also be located in submembranous
structures, such as focal adhesions, where it may modulate
the level of phosphotyrosine in proteins.

Considering the apparent correlation between Rous sar-
coma virus-induced transformation and the cytoskeletal as-
sociation of pp60° (24-28), we propose that PTPH1 is also
an excellent candidate PTP with which, through overexpres-
sion, to achieve a reversion of src-induced transformation
and, furthermore, to delineate the precise role of tyrosine
phosphorylation in the morphological changes induced by
src. In addition this PTP clearly has potential to function as
a growth suppressor. It has been noted that treatment of
NRK cells with vanadate, the actions of which include the
inhibition of PTPs, enhanced the level of cellular phospho-
tyrosine and lead to production of a transformed phenotype
(41). Thus, the inactivation or deletion of PTPH1 could
conceivably in itself be sufficient to generate a transformed
cell.

The PTPs form a rapidly expanding family (5) and it is
anticipated that the various isoforms will have specific func-
tions in vivo. The structure of PTPH1 may illustrate a general
theme among the PTPs; within the protein, distinct structural
motifs may, at least in part, control specificity by restricting
intracellular localization. We propose that PTPH1 acts at the
junction between the cytoskeleton and the plasma membrane
and plays a role in controlling cytoskeletal integrity. The
occurrence of a signal peptide sequence and a transmem-
brane domain in CD45 directs it to span the membrane (4).
The C-terminal noncatalytic segment of the low molecular
weight cytoplasmic PTPs also appears to direct association
with the particulate fraction of cell extracts (42). In addition
such structural motifs may determine how the activity of the
catalytic domain is controlled. Thus, for the receptor-like
forms the binding of ligands to the extracellular segments
may modulate activity. The C-terminal segment of the low
molecular weight PTP appears to repress the activity of the
catalytic domain (42). If PTPH]1 is localized to focal adhe-
sions, it should also be regulated to permit normal tyrosine
phosphorylation at such sites in nontransformed cells. Phos-
phorylation of serine/threonine residues in the central seg-
ment of the protein (Fig. 1) may directly modulate activity. In
addition, by analogy with band 4.1 whose affinity for glyco-
phorin is regulated by phosphatidylinositol 4,5-bisphosphate
(43) it is possible that the localization of PTPH1 may be
altered with phosphatidylinositol turnover.
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