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The gene encoding kumamolysin, a thermostable pepstatin-insensitive carboxyl protein-
ase, was cloned and expressed. (i) Kumamolysin was synthesized as a large precursor
consisting of two regions: amino-terminal prepro (188 amino acids) and mature pro-
teins (384 amino acids). (ii) The deduced amino acid sequence of the mature region
exhibited high similarity to those of such bacterial pepstatin-insensitive enzymes as
Pseudomonas carboxyl proteinase (PSCP; EC 3.4.23.37, identity = 37%), Xanthomonas
carboxyl proteinase (XCP; EC 3.4.23.33, identity = 36%), and human CLN2 gene product
(identity = 36%), which is related to a fatal neurodegenerative disease. (iii) The pre-
sumed catalytic triad, Glu78, Asp82, Ser278 [three-dimensional structure of PSCP:
Wlodawer, A. et al. (2001) Nature Struct. Biol., 8, 442-446], was found to be conserved in
the amino acid sequence of kumamolysin. (iv) Kumamolysin was inactivated by such
aldehyde-type inhibitors as Ac-Ile-Pro-Phe-CHO (K, = 0.7 + 0.14 pM). In PSCP, it has been
clarified that these inhibitors form a hemiacetal linkage with the catalytic serine resi-
due and inactivate the enzyme. (v) Mutational analysis of the Ser278 residue revealed
that the mutant lost both auto-processing activity and proteolytic activity. These results
strongly suggest that kumamolysin has a unique catalytic triad consisting of Glu78,

Asp82, and Ser278 residues, as previously observed for PSCP.

Key words: catalytic triad, kumamolysin, pepstatin-insensitive carboxyl proteinase,
serine-carboxyl proteinase, thermostable proteinase.

Carboxyl proteinases, which have their optimal pH in the
acidic region, are classified into two groups on the basis of
their sensitivity to inhibitors, pepstatin-sensitive and pep-
statin-insensitive (I-3). Pepstatin-sensitive carboxyl pro-
teinases, called aspartic proteinases, are inhibited by such
affinity labeling reagents as diazoacetyl-DL-norleucine
methyl ester (DAN) (4) and 1,2-epoxy-3-(p-nitrophenoxy)-
propane (EPNP) (5). The consensus catalytic site sequence
(-Asp*-Thr-Gly-, Asp*: catalytic residue) is well conserved
among the enzymes belonging to this group (6).

In 1972, pepstatin-insensitive carboxyl proteinases, A, B,
and C, were found in the culture filtrate of Scytalidium
lignicolum (7, 8). Pepstatin (9), acetyl-pepstatin (10), and
DAN did not inhibit these enzymes, and EPNP inhibited
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only carboxyl proteinase B (11). Carboxyl proteinases hav-
ing similar properties to those of Scytalidium-type protein-
ases have been found to be widely distributed among fungi
(12, 13) and bacteria (14-20).

In 1997, the CLN2 gene encoding a pepstatin-insensitive
lysosomal peptidase was found in human brain (21). The
primary structure of the CLN2 gene product (CLN2 pro-
tein) showed high sequence similarity to those of such pep-
statin-insensitive carboxyl proteinases from prokaryotes as
Pseudomonas carboxyl proteinase (PSCP/PCP) (22) and
Xanthomonas carboxyl proteinase (XCP) (23). The human
CLN?2 protein, which was identical to tripeptidyl peptidase
I (24), is related to a fatal neurodegenerative disease, clas-
sical late-infantile neuronal ceroid lipofuscinosis (LINCL).
Rawlings and Barrett pointed out in 1999 that PSCP, XCF,
and the CLN2 protein might be serine proteinases based on
their conserved Gly-Thr-Ser sequence (catalytic motif of
serine proteinases) (25). However, a conserved histidine, ex-
pected for the catalytic triad of serine proteinases, was not
observed.

Kumamolysin is the first example of thermostable and
pepstatin-insensitive carboxyl proteinase from a thermo-
phile, Bacillus novosp. MN-32 (16). It shows its maximum
proteolytic activity at 70°C and pH 3.0, and a pair of car-
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boxy! groups is involved in its catalytic function (17). Its
substrate specificity is notably different from those of PSCP
and XCP (26). Kumamolysin preferentially hydrolyzes pep-
tides having an Ala or Pro residue in the P, position. In
contrast, PSCP and XCP preferentially hydrolyze peptides
having a Leu or Ala residue in the P, position (27). This is
one of the reasons why kumamolysin is insensitive to tyro-
statin (N-isovaleryl-tyrosyl-leucyl-tyrosinal), a naturally-
occurring inhibitor of PSCP (28).

To further our understanding of the structure—function
relationship of bacterial pepstatin-insensitive carboxyl pro-
teinases, the kumamolysin gene was cloned, and its expres-
sion system in Escherichia coli cells was constructed. The
results of inhibition studies, mutational analysis, sequence
homology, and the three-dimensional structure of PSCP
(29) strongly suggest that a unique catalytic triad consist-
ing of Glu78, Asp82, and Ser278 residues is essential for
catalytic function of kumamolysin.

MATERIALS AND METHODS

Materials—Restriction endonucleases, Klenow enzyme,
T4 DNA ligase, deletion kit, calf intestine alkaline phos-
phatase, and KOD-Dash polymerase were purchased from
Nippon Gene (Toyama) or Toyobo (Osaka). P?P-y]ATP was
from Muromachi Chem. (Tokyo). AmpliTaq DNA polymer-
ase Stoffel fragment and Ampli Cycle Sequencing Kit were
obtained from Perkin-Elmer (Chiba). Fast Start Tag DNA
polymerase was obtained from Roche (Tokyo). Lysozyme,
RNase, and AEBSF [4-(2-aminoethylbenzene sulfonyl fluo-
ride] were obtained from Sigma (St. Louis, MO). Oligonu-
cleotides for cloning and sequencing were either synthe-
sized by the phosphoamidite method using an Applied Bio-
systems DNA synthesizer model 391, or purchased from
Kurabo (Osaka) and Kiko-tech (Osaka). DEAE-Sepharose
Fast Flow and Sephadex G-75 were purchased from Amer-
sham Pharmacia Biotech. (Buckinghamshire, UK). Polyvi-
nylidene difluoride (PVDF) membrane was obtained from
Bio-Rad Laboratories (Hercules, CA). All other materials
were purchased from Wako Pure Chemicals (Osaka).

Bacterial Strains, Plasmids, and Media—Bacillus
novosp. MN-32 was used as a DNA donor. E. coli JM109
(endAl, recAl, gyrA96, thi, hsdR17, relAl, supE44, A(lac-
proAB), ¥ [traD36, proA*B*, laclq, lacAM15] and E. coli
DH5a [deo R, end Al, gyr AS6, hsd R17(rk-, mk*), rec Al,
rel A1, sup E44, thi-1, (lac ZYA-arg F)U169, s80lacZAM15,
F-, Il were used as hosts. Plasmids pUC18 and pUC19
were used for cloning and sequencing. Plasmid pKK223-3
was used for expression (30). MN medium (0.75% Polypep-
ton S, 0.75% Polypepton Y, 0.1% yeast extract, 0.3% sodium
chloride, 0.05% MgSO,-H,O, 0.01% CaClL-H,0, 0.001%
ZnS0O,-H,0, 0.001% MnCL-H,0, 0.001% FeSO, H,0, pH
3.5) was used for the cultivation of Bacillus novosp. MN-32.
E. coli strains were grown in Luria-Bertani broth (LB-
broth, 1% Polypepton, 0.5% yeast extract, and 1% sodium
chloride, pH 7.0) or super broth (1.2% Polypepton, 2.4%
yeast extract, 0.5% glycerol, 1.25% K,HPO,, and 0.38%
KH,PO,, pH 7.0).

Preparation of Anti-Kumamolysin Antibody—An antise-
rum was prepared by using an authentic kumamolysin.
Two milliliters of the emulsified antigen (0.5 to 2 mg/ml) in
complete Freund’s adjuvant was injected into the hind leg
muscles of rabbit. Booster immunization was repeated at
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two weeks interval after initial sensitization. An anti-
kumamolysin antibody was partially purified from the
high-titer serum by DEAE-cellulose chromatography. The
antibody was stored at -80°C until use.

Determination of Partial Amino Acid Sequence—Kuma-
molysin (2 mg) was digested with trypsin (12 pg) in 100
mM potassium phosphate buffer, pH 7.8 for 24 h at 37°C.
For cyanogen bromide (CNBr) cleavage, the enzyme (1 mg)
was incubated in 70% formic acid solution containing 0.1%
CNBr under N, gas in the dark for 15 h at room tempera-
ture. Peptide mixtures obtained by enzymatic or CNBr
cleavages were separated by reverse-phase high pressure
liquid chromatography. Amino acid sequences of the amino-
terminal region of kumamolysin and of peptides derived
from trypsin or CNBr cleavages were determined by the
Edman degradation method (31).

Preparation of DNAs and Transformation—Bacillus
novosp. MN-32 chromosomal DNA was prepared by the
method of Saito-Miura (32). Plasmids were isolated by
alkaline lysis followed by polyethylene glycol 6,000 precipi-
tation. Competent cells for transformation were prepared
by the method of Hanahan with a slight modification (33).

DNA Manipulation—The general procedures for DNA
manipulation were based on those described in Sambrook
et al. (34). PCR and sequencing were carried out according
to the protocols recommended by the respective manufac-
turers.

Cloning of the Kumamolysin Gene—Two probes, K4K5
(5-TAICAIGCIGGICCIGGITGGGAICCIGA-3") and R3 (5-
CCACGACAT(G/C)ACGGA(G/C)GGGAACAACGACAT3"),
were labeled with [P?P-y]ATP for hybridization. Bacillus
novosp. MN-32 chromosomal DNAs digested with various
restriction enzymes were separated on a 0.7% agarose gel
and transferred to a nitrocellulose filter. The filter was pre-
hybridized for 2 h at 60°C in a solution comprised of 0.75 M
NaCl, 75 mM sodium citrate, 50 mM sodium phosphate, 1x
Denhardt’s solution, 0.1% SDS, and 0.1 mg/ml salmon tes-
tis DNA. Hybridization was carried out in 10 ml of the
same solution containing a radioactive probe for 16 h at
60°C. After incubation, the filter was washed twice with 20
ml of a solution comprised of 0.3 M NaCl, 30 mM sodium
citrate, and 0.1% SDS for 156 min and twice with 20 ml of
the same solution for 1 h at 60°C. After drying, the filter
was wrapped and exposed to an X-ray film with an intensi-
fying screen at —80°C.

DNA Sequencing—Nucleotide sequence was determined
by the chain termination method with AmpliTaq DNA poly-
merase Stoffel fragment by using an Applied Biosystems
DNA sequencer model 373S. The reaction mixture was
loaded on a 5.25% denatured polyacrylamide gel. Nucle-
otide sequence was analyzed using the DNASIS software
programs (Hitachi) for prediction of an amino acid se-
quence.

Construction of Kumamolysin Expression Plasmids—
pK2 was digested with Sphl and the resultant 5.6-kbp frag-
ment was self-ligated. The kumamolysin gene including N-
Prepro region was located downstream from the lac pro-
moter. The resultant plasmid, pK2S1, was transformed into
E. coli JM109. To construct a superior kumamolysin ex-
pression plasmid, a 1.9-kbp fragment of pK2 was amplified.
Four sense primers containing an EcoRlI site, 5-TTTGAAT-
TCATGCCCATCCCGACTAG-3’ (S1), 5-TTTGAATTCATG-
GAGTGGAAGGCGAT-3’ (82), 5-TTTGAATTCATGAGCG-

J. Biochem.

2702 ‘62 Joqueides uo AlsieAlun pezy olwes| ke /Bio'speulnolpioxorql//:dny wouy pspeojumoq


http://jb.oxfordjournals.org/

A CLN2-Related Serine-Carboxyl Proteinase, Kumamolysin

ACATGGAGAA-3 (S3), and 5-TTTGAATTCATGGAGAA-
GCCTTGGAA-3 (S4); and an antisense primer containing
a HindIl site, 5-TTTAAGCTTGGCCAAGTTGTGCTCTC-
3’ (A1), were used. PCR (S1 and Al, S2 and Al, and S4 and
Al) was performed for 25 cycles of denaturation (36°C, 60
8), annealing (65°C, 90 s), and extension (72°C, 90 s) using
pK2 as a template DNA. For PCR using primers S3 and
Al, annealing and extension were carried out at 60°C for
90 s and at 67°C for 90 s, respectively. The amplified frag-
ments were digested with FcoRI and HindIIl, and each
resultant fragment was cloned into the same site of
pKK223-3. The resultant plasmids, pS1-Al, pS2-Al, pS3-
Al, and pS4-A1 were transformed into E. coli JM109 cells.

Construction of Mutant Plasmid, pS278A—A 300-bp
fragment of pS3-Al was amplified with a sense primer
SAL, 5-CACGTCGACTTTCCCGCGGCG-3, and an anti-
sense primer, 5-GGCGGCCGTCCCGCCGATGA-3". A 460-
bp fragment of pS3-Al was amplified with a sense primer,
5-ATCGGCGGGACGGCCGCCGT-3, and an antisense pri-
mer Al containing a HindIII site, 5-TTTAAGCTTGGCCA-
AGTTGTGCTCTC-3". PCR was performed for 25 cycles of
denaturation (96°C for 60 s), annealing (60°C for 90 s), and
extension (67°C for 90 s) using pS3-Al as a template DNA.
These fragments were combined and subjected to the sec-
ond-step PCR using the SAL and Al primers under the
conditions described above. A 760-bp fragment was ampli-
fied with a sense primer SAL and an antisense primer Al.
The resultant fragment was digested with Sall and Hin-
dIT, and the fragment was inserted into the Sall-HindIII
site of pS3-Al. The mutant plasmid designated as pS278A
was transformed into E. coli JM109 cells.

Expression of Recombinant Enzyme in E. coli Cells—E.
coli JM109 cells harboring the expression plasmid (pK2S1
and its derived plasmids) were cultured at 27°C in 100 ml
of super broth containing 50 pg/ml of ampicillin until opti-
cal density at 660 nm reached 0.5. Isopropyl-g-D-thiogalac-
topyranoside (IPTG) was added to a final concentration of
1.0 mM, and the cultivation was continued for an addi-
tional 5 h. Harvested cells were washed twice with 20 mM
phosphate buffer, pH 6.5 and resuspended in the same
buffer. The suspension (1g wet cells per 10 ml) was dis-
rupted with an Ultrasonic model Astrason XL (output 1
kHz, 2 min at intervals of 1 min, 10 times at 4°C). The re-
sultant suspension was centrifuged at 20,000 xg for 20 min
at 4°C. The supernatant was diluted 6-fold with 50 mM
gsodium acetate, pH 4.7, then incubated at 25°C for 5 h.
Western hybridization of the expressed proteins was car-
ried out according to the method of Towbin et al. (35), by
using rabbit anti-kumamolysin antibody and alkaline phos-
phate-conjugated rabbit IgG antibody.

Processing of the S278A Mutant Precursor by Authentic
Kumamolysin—Cell-free extracts of E. coli JM109 cells
harboring pS3-A1 and pS278A were prepared by the meth-
od described above. The supernatants were diluted 6-fold
with 50 mM sodium acetate buffer, pH 4.8, then incubated
at 25°C for 1 h with or without authentic kumamolysin.
The final concentrations of kumamolysin were 1.4 and 0.14
pg/ml, respectively. After incubation, these samples were
placed on an ice bath and their proteinase activities were
measured at 60°C for 20 min using casein as a substrate. A
10-pl portion of each sample was mixed with 10 pl of 2 M
Tris-HCl, pH 9.5 and 5 pl of SDS loading buffer (250 mM
Tris-HCI, pH 6.8, 5 mM EDTA, 5% 2-mercaptoethanol, 5%
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SDS, 0.125% bromophenol blue, and 50% glycerol). The
mixtures were loaded onto a 12.5% SDS=polyacrylamide
gel after heat denaturation.

Purification of the Enzyme—E. coli JM109 cells harbor-
ing pK2S1 or pS3-Al was used for the production of recom-
binant kumamolysin. Each strain was aerobically cultured
in super broth containing 50 pg/ml of ampicillin at 27°C.
When the optical density at 660 nm reached 4.0 (pK2S1) or
2.0 (pS3-Al), IPTG was added to a final concentration of 1
mM, and then the cultivation was continued for an addi-
tional 5 h. Harvested cells were washed twice with 20 mM
phosphate buffer, pH 6.5 and resuspended in 0.1 g wet cells
per milliliter of the same buffer. The cells (pK2S1: 114 g;
pS3-Al: 3 g) were disrupted with a Ultrasonic model Astra-
son XL (pK2S1: output 1 kHz, 2 min at intervals of 1 min,
10 times; pS3-Al: output 1 kHz, 3 s at intervals of 30 s, 80
times) at 4°C. For activation of kumamolysin precursor,
each supernatant was diluted 5 to 6-fold with 50 mM sodi-
um acetate, pH 4.8 (buffer A), then incubated at 25°C for 5
h (pK2S1) or 3 h (pS3-Al). For purification of recombinant
kumamolysin derived from the pK2S1, a half portion of the
activated sample was loaded onto a column of DEAE-
Sepharose Fast Flow ($3.2 x 12 ¢m) equilibrated with 50
mM acetate buffer, pH 5.5 (buffer B). The adsorbed enzyme
was eluted with a linear gradient in buffer B from 0 to 0.8
M NaCl. The concentrated enzyme was loaded onto a col-
umn of Sephadex G-75 ($2.5 x 43 cm) equilibrated with
buffer B. The enzyme was eluted with buffer B at a flow
rate of 18 mlh. Active fractions were loaded onto a column
of MonoQ 5/5 ($5.0 x 50 mm) equilibrated with 50 mM ace-
tate buffer, pH 4.7. The enzyme was eluted with 0 to 0.4 M
NaCl linear gradient at a flow rate of 60 ml/h. Active frac-
tions were pooled and stored at —20°C until use.

For purification of recombinant kumamolysin derived
from the pS3-Al, the activated sample was fractionated by
80% ammonium sulfate saturation. After dialysis, recombi-
nant enzyme was purified by chromatographies on DEAE-
Sepharose Fast Flow (¢3.2 x 17 ¢cm) and Sephadex G-75
($1.6 x 50 cm), as described above. Active enzymes were
stored at —20°C until use.

Protein Concentration—Protein concentration was calcu-
lated from the absorbance at 280 nm by use of the factor

= =126 (17).

Homogeneity—Sodium dodecyl sulfate polyacrylamide
gel electrophoresis (SDS-PAGE) was carried out according
to the method of Laemmli (36), using a 12.5% polyacryla-
mide gel in 0.375 M Tris-HCI buffer, pH 8.8, containing
7.3% acrylamide, 0.2% N,N'-methylenebisacrylamide, and
0.1% SDS. Electrophoresis was carried out at a constant
current of 20 mA at room temperature. The gel was stained
with Coomassie brilliant blue R-250 in order to detect pro-
tein bands.

Assay for Proteinase Activity and Tripeptidyl Peptidase
Activity—Proteinase activity was determined by the folin
method with a slight modification using casein as a sub-
strate (17). One unit of enzyme was defined as the amount
that liberates 1 pg of tyrosine per ml of reaction mixture.
Tripeptidyl peptidase activity was assayed as described by
Ezaki et al. with a slight modification (37). The reaction
mixture comprised 0.1 pM Ala-Ala-Phe-7-amido-4-methyl-
coumarin (Ala-Ala-Phe-MCA), 0.1 M sodium acetate buffer,
pH 4.0, and enzyme (kumamolysin, 0.42 pg; CLN2, 0.5 pg),
in a final volume of 0.2 ml. After incubation for 20 min at
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60°C (kumamolysin) or 37°C (CLN2), the reaction was ter-
minated by adding 0.8 ml of 0.1 M TCA containing 30 mM
sodium acetate, pH 4.4. One unit of the activity was defined
as the enzyme amount that gives fluorescence intensity
(excitation, 380 nm; emission, 460 nm).

Inhibition Studies—Ac-Tle-Ala-Phe-CHO (N-acetyl-isole-
ucyl-alanyl-phenylalaninal, 38), Ac-lle-Pro-Phe-CHO (N-
acetyl-isoleucyl-prolyl-phenylalaninal, 38), tyrostatin (V-
isovaleryl-tyrosyl-leucyl-tyrosinal, 28), iodo-tyrostatin, (V-
isovaleryl-phenylalanyl(4-I}-leucyl-tyrosinal, 38), and pseu-
do-tyrostatin (N-isovaleryl-tyrosyl-tyrosinal, 38) were syn-
thesized in our laboratory. The reaction mixture comprised
of kumamolysin and each inhibitor was incubated at 60°C,
37°C, or 22.4°C for 10 min. The remaining activities were
assayed. K| values of each inhibitor for kumamolysin were
calculated from Lineweaver-Burk plots.

A reaction mixture (50 pl) containing 100 mM sodium
formate buffer (pH 3.5), 10 mM AEBSF (4-(2-aminoethyl)-
benzenesulfonyl fluoride), and 0.1 uM kumamolysin was
incubated at 60°C for 1 h. The remaining activity was mea-
sured by the casein-folin method.

RESULTS

FPartial Amino Acid Sequence of Kumamolysin—The
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amino-terminal amino acid sequence of kumamolysin was
determined to be A-A-P-T-A-Y-T-P-L-D-V-A-Q«(X)-Y. Amino
acid sequences of seven peptides derived from trypsin or
CNBr digestion were also determined. Based on these par-
tial amino acid sequences of kumamolysin, two oligonucle-
otide probes (K4K5 and R3) were designed and synthesized
for further experiments.

Cloning of Kumamolysin Gene—The location of the
kumamolysin gene was determined by Southern blot analy-
ses of the restriction enzyme-digested chromosomal DNA.
A 5.8-kbp Pstl fragment hybridized with both probes, K4K5
and R3. The fragment had been extracted from agarose gel

Hindll SphL bt Smal Sphl EcoRV Sall Pst1
\\ Sall
lacZ i EcoRI
pUC19
N.P'[epm Mature
1-kb region  region
Sequenced

Fig. 1. Partial restriction map of the 5.8 kb chromosome DNA
fragment inserted into Pstl site of pUC19. The restriction map
of pK2 is shown. N-Prepro and mature regions are indicated by
shaded and closed boxes, respectively.
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CCGACTGCGTACACGCCGCTCGACGTCGCGCAGGCATACCAATTTCCCGAGGGGCTCGACGGACAGGGACAGTGCATCGCCATCATCGARTTGGGCGGCGGCTAC
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ARTGGCCCGGACGGCGAGGTCGRGCTCGATATCGAAGTGGCGGGAGCGCTCGCCCCGGGCGCCAAGATTGCCGTGTATTTCGCGCCGAACACGGACGCCGGCTTC
N G P DGEVZETLTDTITEVA AGA AL BATPGA AKX I AV Y F A P NTTUDAGH
CTGAACGCCATCACGACCGCCATTCACGATCCCACCCACAAGCCGTCCATCGTGTCCATCAGCTGGGGTGECCCTGAGGACAGTTGGGCGCCGGCTTCCATCGCG
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CGCGGCGTGCCGGATGTGGCTGGCAATACCAATCCGGCCACGGGGTACGAGETCATGATC GACGGCGAGACTACGGTC ATCGGCGGGACGAGCGCCGTGGCGCCG
R GV PDVAGUNA ADTPA ATGYZ EVVIDGETTVTIGS GTS SA AV ATP
CTTTTCGCCGCGCTGATGGCCCGCATCARCC AGRAGC TCGGCARGCCAGTCGGC TATTTGAACCCGACACTCTACC AGTTGCCTCCGGAGATATTTCACGACATC
L P AALVARTIUNOG Q[ETLT 6 K P VG ¥ L NP T L ¥ QL P P EV F H D 1
ACCGAGGGCAACAACGACATCGCGAACCGGGCGAGGATCTATCAGGC GGAGCCGGGATGERATCCGTGCACGGGGCTCGGGAGCCCCATTGGGATCCGATTCGCT
P P G N ¥~ Db I A N R A R I Y Q A G P G W PP CTGUEL G 8 P I G I RJFA
Tcmcecracmccmecmcmcccmcccmmccscmccmecrmmmmmcamarmcmcmm'rmmmscGc
8 GAAAERTFEFTGPA AV TRUDTLA ASBG GEKTETYUNTC CTESTLQAUHMTL *
CACGTAGAGATGGCGTCGGCACATGQC_“G_A_Q_QC_C_CQG_QCGAACATCCGGGCGCCGCHGWAMMGGCCTGTTGCCCATCGCGGCGCCAGCCI‘I‘GATICNC
GAAGGAGGAGAGCACARCTTGGCCTTCACCGCCTCARTCGGATTTCCCCGCATGAGGCCTCACCGCGAGCTCARGCGGATGGTGGARCAGTTTTGGCAGGGCARA
ATTGGGGAGGACGAGCTCACGTCCCGTGCCGCGAAAL TGCGAAAACTGCGCTGGCAGGTGCAAARGGACCGCGGCGTCAAGTGGATCGTCGCGAACGACTTTTCC

206
311

416

521

626

731

836

941

1046

1151

1256

1361

1466

1571

1676

17681

1886

1991

2096

2201

2306
2411

Fig. 2. Nucleotide sequence and the deduced amino acid se-
quence of kumamolysin precursor. The nucleotide sequence is
numbered from Smal site of the 5’ terminus of pK2. Numbering of
amino acid residues was started at the amino-terminus, Ala, of the

mature enzyme. Amino acid sequences determined by protein se-
quencing are boxed. Predicted Shine-Dalgarno sequence and putative
transcription terminator is indicated by an underline and a dashed
line, respectively. The termination codon is indicated by an asterisk.
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and cloned into E. coli DH5a cells by using pUC19. After
the restriction sites of the fragment had been determined,
each small fragment was sequenced in both strands (Fig.
1). Within the DNA sequence, four ATG start codons at
positions 336, 357, 372, and 381, were found (Fig. 2). The
translational initiation site of kumamolysin was deduced to
be ATG at position 372, since a Shine-Dalgarno sequence
(GGAQ) similar to the putative E. coli ribosome-binding
site (39) was present 10 nucleotides upstream from the ini-
tiation site. A palindromic sequence was located down-
stream from the stop codon TAG at position 2088. These
data revealed that the open reading frame of the kumamol-
ysin gene was composed of 1,716 base pairs and encoded
572 amino acid residues with a molecular mass of 59,866
Da. By comparing the amino-terminal amino acid sequence

PR

Fig. 3. SDS—polyacrylamide gel electrophoresis of purified re-
combinant kumamolysin. Samples were loaded onto a 12.6%
SDS—polyacrylamide gel after denaturation with SDS and 2-mercap-
toethanol. After electrophoresis, proteins were stained with Com-
massie Brilliant Blue R-250. Lane 1, molecular weight standards,
bovine serum albumin (62 kDa), ovalbumin (45 kDa), carbonic anhy-
drase (31 kDa), and soybean trypsin inhibitor (21.5 kDa). Lane 2,
purified enzyme (3 ug).
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of authentic enzyme with that deduced from the kumamol-
ysin gene, it was revealed that kumamolysin was synthe-
sized as a precursor comprised of N-Prepro (188 amino
acids) and mature proteins (384 amino acids), as observed
in PSCP (22) and XCP (23).

Purification and Some Properties of the Recombinant En-
zyme—We constructed an expression vector for the kuma-
molysin gene, pK2S1. E. coli cells harboring pK2S1 pro-
duced an immunoreactive protein (K2S1). The expression
of K251 was induced by the addition of IPTG. From 114 g
(wet weight) of the cell paste, 5.4 mg of the purified recom-
binant kumamolysin having a specific activity of 6,600 un-
its/mg was obtained (Table I). The purified enzyme showed
a single protein band on a SDS-PAGE (Fig. 3). After incu-
bation at 70°C and pH 4.0 for 10 min, the recombinant
enzyme retained 70% of its original activity. The amino-
terminal amino acid sequence of recombinant kumamol-
ysin was determined to be A-A-P-T-A-. Other sequences, S-
A-A-P- and S-Q-S-A-A-P- were also detected. These se-

kumamolysin —p»

Relative

proteinase 11 20 98 80 1 0

activity (%)

Fig. 4. Western blot analysis of N-Prepro deletion mutants ex-
pressed in E. coli cells. E. coli cell extracts after acidic activation
were electrophoresed in a 12.5% SDS—polyacrylamide gel and ana-
lyzed by Western blotting using rabbit anti-kumamolysin antise-
rum. Proteinase activities of each cell-free extract were measured
using casein as a substrate. Relative activity was estimated based
on the proteolytic activity per wet cell weight. Lane 1, cell-free ex-
tract of pS1-Al—expressed cells; lane 2, cell-free extract of pS2-Al1—
expressed cells; lane 3, cell-free extract of pS3-Al—expressed cells;
lane 4, cell-free extract of pS4-Al—expressed cells; lane 5, cell-free
extract of pK2S1-expressed cells; lane 6, cell-free extract of pKK223-
3-expressed cells.

TABLE I. Summary of the purification of recombinant kumamolysin.

Procedure Total activity (U) Total protein (mg) Specific activity (U/mg) Purification (-fold) Yield (%)
Activation 79,400 4,900 16 1 100
DEAE-Sepharose 61,5600 270 230 14 76
Sephadex G-75 48,800 27 1,800 110 62
MonoQ 35,600 5.4 6,600 410 45
E. colu cells harboring pK2S51 were used for the production of recombinant kumamolysin.
TABLE II. Inhibition constants of aldehyde-type inhibitors for kumamolysin.
Inhibitor K, (uM)*
P, P, P, P, 60°C 37°C 224°C
Ac Tle Ala Phe-CHO >2 2.2 +£0.30 09 +0.14
Ac lle Pro Phe-CHO >2 1.5+ 0.11 0.7+0.14
Isoval Phe(4-1) Leu Tyr-CHO >2 1.9 £ 0.12 1.2 £0.24
(iodo-tyrostatin)
Isoval Tyr Tyr-CHO >2 >8 17 £ 3.0
(pseudo-tyrostatin)
Isoval Tyr Leu Tyr-CHO >2 >8 2805
(tyrostatin)

*Kumamolysin and inhibitors were incubated for 10 min at pH 3.5 before adding substrate. Reactions were performed at 60°C, 37°C, and
22.4°C. Lys-Pro-Ile-Glu-Phe-Nph-Arg-Leu was used as a substrate (K, = 69 + 11 pM at 60°C, K, =24 + 3pM at 37°C,and K =17 + 2 uM

at 22.4°C).
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quences correspond to the amino acid residues from -1 to 3
and -3 to 2 of the kumamolysin precursor, respectively. The
specific activity of kumamolysin for Ala-Ala-Phe-MCA was
0.2% of that of the CLN2 protein. Ala-Ala-Phe-chlorometh-
ylketone, an inhibitor of the CLN2 protein, showed no
effect on the proteolytic activity of kumamolysin (data not
shown).

Construction of High Expression System—To improve the
expression system using pK2S1, we focused our attention
on Met residues at the amino-terminal of the kumamolysin
precursor. Their N-Prepro truncation mutants were cloned
into an expression vector, pKK223-3. E. coli cells harboring
pS1-Al (sequence number: 336 to 2088), pS2-Al (357 to
2088), pS3-Al (372 to 2088), or pS4-A1 (381 to 2088) pro-
duced a 43 kDa immunoreactive protein (S1-Al, S2-Al, S3-
Al, or S4-Al) against the anti-kumamolysin antibody (Fig.
4). E. coli cells harboring pS3-Al showed the highest ex-
pression level among them, which was two orders of magni-
tude higher than that of E. coli cells harboring pK2S1.
When E. coli cells harboring pS3-Al were used for enzyme
production, 25 mg of the purified enzyme (specific activity:
6,300 units/mg) was obtained from 2.4 liter of culture medi-
um.

Inhibition Studies—As reported previously, kumamol-
ysin is insensitive to tyrostatin (N-isovaleryl-tyrosyl-leu-
cyl-tyrosinal), a specific inhibitor of PSCP and XCP (28).
The reason for this insensitivity is that kumamolysin has a
unique preference for the P, position of a substrate, prefer-
entially hydrolyzing peptides having an Ala or Pro residue
at this position, while PSCP and XCP prefer peptides hav-
ing hydrophobic and bulky amino acid residues such as Leu
at the P, position. Based on this substrate specificity of

H. Oyama et al.

kumamolysin, two aldehyde inhibitors were synthesized:
Ac-Tle-Ala-Phe-CHO and Ac-Ile-Pro-Phe-CHO, which have
an Ala or Pro residue at the P, position (38). Their inhibi-
tory activities against kumamolysin are summarized in
Table II, along with those of tyrostatin derivatives. These
aldehyde-type inhibitors showed temperature-dependent
inhibition: inhibitory activity was detected at 22.4 and 37°C
but not at 60°C. Ac-Ile-Pro-Phe-CHO, Ac-Ile-Ala-Phe-CHO,
and iodo-tyrostatin showed inhibition in the pM range for
kumamolysin at 22.4°C. Tyrostatin and pseudo-tyrostatin

Wwild S278A

Activation —~ - 4 } S
Addition of 1 "
kumamolysin .

Prepro —»

Mature —j»
Relative
proteinase 100 0 8 0 5
activity (%)

Fig. 5. Western blot analysis of the S278A mutant expressed
in E. coli cells. Cell-free extracts of pS3-Al-expressed and
pS278A-expressed cells were incubated for 1 h at 25°C and pH 4.8
with or without authentic kumamolysin. These samples were elec-
trophoresed in a 10% SDS-polyacrylamide gel and analyzed by
Western blotting using rabbit anti-kumamolysin antiserum. Pro-
teinase activity was measured using casein as a substrate. Acidic ac-
tivation: before (=), after (+); kumamolysin concentration: 1.4 pg/ml
(1), 0.14 pg/ml (2); authentic kumamolysin: 1.4 pg/ml (C).

KUMA 1 E- SAPQVESVSDGATNQPTG 70
PSCP 1 IQTGSSNGDYSD 73
XCp 1 HORFE SI SFT5G—- snmﬁcs--crrmn 68
CLN2 1 msvxmmmsonvascrmsmﬁmn&omsnmmm QASVAREVGQQGRGRAG--- 75
L ]
KUMA 71 " m ------ P e THKE 137
PSCP 74 RoUR-ERWIIRSQSIVGSEGRRVOQLT - FRMADQSASGNTGLEOR - ——— F 143
XCP 69 VKQLI— safGpsssse ITAS 142
CLN2 76 —-I ssﬂGRHEGQEPFLQWDQLSNESALPE---- TR 138
KUMA 138 195
PSCP 144 206
XCP 143 220
CLN2 139 198
KUMA 196 251
PSCP 207 260
XCp 221 280
CLN2 199 255
KUMA 252 321
PSCP 261 333
XCP 281 353
CLN2 256 327
KUMA 322 384
PSCP 334 372
XCP 354 398
CLN2 328 368

Fig. 6. Comparison of the primary structure of kumamolysin
with those of related carboxyl proteinases. The amino acid se-
quence was numbered from the amino-terminal residue of mature en-
zymes. The sequences are: KUMA, kumamolysin (this work); PSCP,
Pseudomonas serine-carboxyl proteinase; XCP, Xanthomonas car-
boxyl proteinase; CLN2, human CLNZ2 protein. Heavy shading indi-

cates identical amino acid residues. Abbreviations for the amino acid
residues are as follows: A, Ala; C, Cys; D, Asp; E, Glu; F, Phe; G, Gly;
H, His; I, Ile; K, Lys; L, Leu; M, Met; N, Asn; P, Pro; Q, GIn; R, Arg; S,
Ser; T, Thr; V, Val; W, Trp; and Y, Tyr. The asterisks indicate the cata-
lytic residues identified by a three-dimensional structure of PSCP
(29).
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did not show inhibitory activities at 37°C. In addition,
kumamolysin was not inhibited at all by AEBSEF, a typical
serine proteinase inhibitor, even at 10 mM concentration of
inhibitor.

Mutational Analysts of Ser278 Residue—The Gly-Thr-Ser
sequence, a typical catalytic motif of serine proteinases, is
found in PSCP, XCP, and the CLN2 protein (25). The corre-
sponding serine residue in kumamolysin is Ser278. To clar-
ify the involvement of the Ser278 residue in the catalytic
function, mutational analysis was carried out. As shown in
Fig. 5, E. coli JM109 cells harboring pS3-Al and pS278A
produced immunoreactive proteins (wild-type and S278A)
against the anti-kumamolysin antibody. E coli JM109 har-
boring pS3-Al produced a 64 kDa precursor protein and
the partially processed protein before acidic activation.
These proteins were autocatalytically converted to a 43
kDa active form after incubation under acidic conditions. In
contrast, E. coli JM109 cells harboring pS278A produced
only the 64 kDa precursor protein, and this was not pro-
cessed to an active protein after incubation under acidic
conditions. The precursor protein of the S278A mutant was
converted to a mature form by addition of catalytic
amounts of authentic kumamolysin, but the mature pro-
tein lacked proteolytic activity.

DISCUSSION

Kumamolysin is the first thermostable and pepstatin-
insensitive carboxyl proteinase isolated from prokaryotic
cells. To clarify the structure-function relationship of kuma-
molysin, we have cloned the gene from Bacillus novosp.
MN-32 and determined its nucleotide sequence.

Kumamolysin was synthesized as a large precursor con-
sisting of two regions: N-Prepro (188 amino acids) and
mature proteins (384 amino acids). The N-Prepro region
might have a chaperone-like activity that causes the
mature protein to fold correctly, as observed in PSCP (K.
Oda et al., unpublished data). The mature region of kuma-
molysin showed no significant sequence similarity to any
pepstatin-sensitive carboxyl proteinases (aspartic protein-
ases) reported so far or to those of the thermophile enzyme,
thermopsin (40, 41), and the fungal pepstatin-insensitive
carboxyl proteinases (42, 43). However, it showed signifi-
cant sequence similarities to PSCP (22), XCP (23), and the
CLNZ2 protein (21) (Fig. 6). The identity was 37% for PSCP,
36% for XCP, and 36% for the CLN2 protein.

E. coli cells harboring pK2S1 and pS3-A1l produced about
1.2 and 25 mg of recombinant kumamolysin per liter of cul-
ture medium, respectively. These amounts were about 7
and 150 times higher than that of authentic kumamolysin
produced in Bacillus novosp. MN-32 (17). In pS3-Al, the
length of the N-Prepro part was adjusted to get a higher
expression level. Specific activity of recombinant kumamol-
ysin (6,600 units/mg) was also 2.6 times higher than that of
authentic enzyme (2,500 units/mg) (17). One reason for
such differences might be the simple purification of recom-
binant kumamolysin, by which self-degradation was pre-
vented. Enzymatic properties of recombinant kumamolysin
were similar to those of the authentic enzyme, despite a
slight difference in the amino-terminal amino acid se-
quence. During destruction of E. coli cells and/or acidic acti-
vation, the precursor protein might be cleaved by E. coli
proteinases and/or kumamolysin.
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We demonstrated previously that kumamolysin preferen-
tially hydrolyzed such peptides as Lys-Pro-lle-Pro-Phe-
Nph-Arg-Leu and Lys-Pro-lle-Ala-Phe-Nph-Arg-Leu, hav-
ing a Pro or Ala residue at the P, position (26). The CLN2
protein could not cleave such octa-peptides, but it cleaved
shorter peptides such as P,-P,P,-P/-P,-P, effectively
(B.M. Dunn and K. Oda, unpublished data). In this study,
we confirmed that the recombinant kumamolysin showed
very weak tripeptidyl peptidase activity. The specific activ-
ity of kumamolysin for Ala-Ala-Phe-MCA was 0.2% of that
of the CLN2 protein. In addition, Ala-Ala-Phe-chlorometh-
ylketone, an inhibitor of the CLN2 protein, did not inhibit
kumamolysin. Thus, it was strongly suggested that the
subsite structure of kumamolysin, especially the S, and S,
subsites, was very different from those of PSCP (27) and
the CLN2 protein (37).

Kumamolysin is a thermostable enzyme from a thermo-
philic bacterium (I6). In the case of the neutral proteinase
of Bacillus stearothermophilus, its thermostability was im-
proved by the introduction of proline into its primary struc-
ture (44). The proline content (8.3%) of kumamolysin was
2.6 times higher than that of PSCP (identity with kumamo-
lysin = 37%). It was suggested that the high proline content
contributed to the thermostability of kumamolysin.

The molecular mass (43 kDa) of recombinant kumamol-
ysin on SDS-PAGE was clearly different from the predicted
M. of 39,092. The same phenomenon was observed in anal-
ysis of scytalidopepsin B (45). The percentages of Asp and
Glu residues in kumamolysin were 6.3 and 4.7%, respec-
tively. Those in scytalidopepsin B were 9.2 and 6.3%, re-
spectively (45). Zirwes et al. reported that the negatively
charged amino acid residues weakened SDS binding effi-
ciency (46). This might be one of the reasons for low electro-
phoretic mobility.

To identify the catalytic residue, we studied the effect of
aldehyde-type inhibitors, which were designed and synthe-
sized based on the chemical structure of tyrostatin and the
substrate specificity of kumamolysin (26, 28). In PSCP (29),
such aldehyde-type inhibitors form a hemiacetal linkage
with the catalytic serine residue and inactivate the enzyme.
This will be further discussed below, in conjunction with
the catalytic triad of PSCP. The inhibitory activities of the
aldehyde-type compounds were temperature-dependent.
The strongest inhibition was observed at 22.4°C (Table II).
At higher temperature, the binding ability of the inhibitors
for kumamolysin may have been decreased due to rapid
dissociation of the hemiacetal product, or the binding affin-
ity may have been too low to provide a productive complex.
Kumamolysin was inhibited by Ac-Tle-Pro-Phe-CHO, Ac-Tle-
Ala-Phe-CHO, and iodo-tyrostatin with inhibition constants
at 22.4°C in the pM range. Tyrostatin is a competitive in-
hibitor for PSCP with a K value of 2.6 nM (47). The K, val-
ues of the inhibitors for kumamolysin were three orders of
magnitude lower than that of tyrostatin for PSCP. This
suggested that the preference of kumamolysin at the P,
position, as well as the P, position, was also different from
that of PSCP.

The inhibition studies described above showed that
serine residue was crucial for the catalytic function of
kumamolysin. Based on the sequence similarity among
PSCP, XCP, and the CLN2 protein, the Ser278 residue was
selected as the likely catalytic residue of kumamolysin, and
its involvement in the catalytic function was confirmed by
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78 82
kumamol NEGDPEONVEQCLIGON GE
PSCP QQGQOEAWDOROISQS I VG
XCp PDS NEEBWSOBESQD I VG
CLN2 GRAGIFBASQBIEIVOQYLMS
Sulfolobus TEWAEQD! SIEVOHORHR
Thermoplasma SHW 1T ERTSODEVIWRHE
Physarum DEWG VIETA{JELQI 8 HE
Amoeba TSEQ1@3ATO@EIQQY I LG
278
kumamolysta PO TVIEEOREVEGD
PSCP QLOQOQ [ EEOGSLSODGD
XCP SOEQVEEDGSLAS GO
CLN2 PI1 PWVSEOSESTEYVY
Sulfolobus THGI TERDONEAS[ED
Thermoplasma KAYDARBEDODRLAS GO
Physarum gL EGIREBEDSLADGO
Amoeba NI QTVER®DRERS S !

Fig. 7. Partial sequence alignment for selected members of
the family of serine-carboxyl proteinases. Abbreviations for the
enzymes are as follows: CLNZ2, human tripeptidyl peptidase I (21);
Sulfolobus, protease-related protein in Sulfolobus solfataricus (48),
Thermoplasma, XCP-related protein in Thermoplasma acidophilum
(49); Physarum, cell-specific php protein from the slime mold Phys-
arum polycephalum (50); Amoeba, lysosomal pepstatin-insensitive
carboxyl proteinase from Amoeba proteus (51). Heavy shading indi-
cates identical amino acid residues.

mutational analysis. Precursor protein of the S278A mu-
tant was not converted to mature protein after acidic acti-
vation (Fig. 5). By addition of catalytic amounts of authen-
tic kumamolysin, the precursor protein was converted to a
43 kDa mature form, but the processed protein showed no
proteolytic activity. These results indicated that the S278A
mutant lost both auto-processing activity and proteolytic
activity. Thus, it was elucidated that the Ser278 residue
was essential for the catalytic function of kumamolysin.

Finally, catalytic residues of kumamolysin will be dis-
cussed based on the sequence homology and the structure
of PSCP. In 2001, Wlodawer et al. reported a three-dimen-
sional structure of PSCP (29). The following unique fea-
tures were elucidated: (i) the unexpected fold of PSCP was
a superset of the subtilisin fold, (ii) the catalytic residues
were composed of a unique triad of Glu80, Asp84, and
Ser287 residues. The catalytic triad of subtilisin is com-
posed of Asp32, His64, and Ser221 residues. The Glu80 res-
idue of PSCP, equivalent to the His64 residue in subtilisin,
works as a general base. This is the one of the unique fea-
tures of PSCP. Thus, PSCP was classified into a novel fam-
ily (MEROPS S53) of serine-carboxyl proteinases with a
catalytic triad consisting of Glu80, Asp84, and Ser287 resi-
dues.

PSCP-related proteins were detected in a BLAST search
of the SwissPlot database. As shown in Fig. 7, a unique cat-
alytic triad comprising Glu, Asp, and Ser was found to be
conserved in kumamolysin and other homologous proteins
such as PSCP (22), XCP (23), the CLN2 protein (21), pro-
tease-related protein in Sulfolobus solfataricus (48), XCP-
related protein in Thermoplasma acidophilum (49), cell-
specific php protein from the slime mold Physarum poly-
cephalum (50), and lysosomal pepstatin-insensitive car-
boxyl proteinase from Amoeba proteus (51).

The results of inhibition studies, mutational analysis, se-
quence alignment, and the structure of PSCP strongly sug-
gest that kumamolysin has a unique catalytic triad com-
prising Glu78, Asp82, and Ser278 residues (corresponding
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to Glu80, Asp84, and Ser287 residues in PSCP).
Three-dimensional structure analyses of kumamolysin
with and without inhibitors are currently underway. We
hope to obtain more information on the structure-function
relationship of kumamolysin from these studies.

We appreciate the assistance of Dr. Ken-ichi Fukuhara (Ajinomoto)
in the determination of peptide sequences.

REFERENCES

1. Murao, S. and Oda, K. (1985) Pepstatin-insensitive acid pro-
teinases in Aspartic Proteinases and Thewr Inhibitors (Kostka,
V., ed.) pp. 379-399, Walter de Gruyter, Berlin
2. Oda, K. and Murao, S. (1991) Pepstatin-insensitive carboxyl
proteinase in Structure and Function of the Aspartic Protein-
ases, Genetics, Structures, and Mechanisms (Dunn, BM., ed)
pp. 185-201, Plenum Press, New York
3. Oda, K., Takahashi, S., Shin, T, and Murao, S. (1995) Pepsta-
tin-insensitive carboxyl proteinases in Aspartic Proteinases:
Structure, Function, Biology, and Biomedical Implications
(Takahashi, K., ed.) pp. 529-542, Plenum Press, New York
4. Rajagopalan, T.G., Stein, W.H., and Moore, S. (1966) The inacti-
vation of pepsin by diazoacetyl-DL-norleucine methyl ester. JJ.
Biol. Chem. 241, 42954297
5. Tang, J. (1971) Specific and irreversible inactivation of pepsin
by substrate-like epoxides. J. Biol. Chem. 246, 45104517
6. Subramanian, E., Swan, I.D.A., Liu, M., Davies, D.R., Jenkins,
JA., Tickle, L.J., and Blundell, TL. (1977) Homology among
acid proteases: comparison of crystal structures at 3 A resolu-
tion of acid proteases from Rhizopus chinensis and Endothia
parasitica. Proc Natl. Acad. Sci. USA 74, 556-559
7. Murag, S., Oda, K, and Matsushita, Y. (1972) New acid protein-
ases from Scytalidium lignicolum M-133. Agric. Biol. Chem. 36,
1647-1650
8. Oda, K, Torishima, H., and Murao, S. (1986) Purification and
characterization of acid proteinase C of Scytalidium lignicolum
ATCC 24568, Agric. Biol. Chemn. 50, 651658
9. Umezawa, H., Aoyagi, T., Morishima, H., Matsuzaki, M.,
Hamada, M., and Takeuchi, T. (1970) Pepstatin, a new pepsin
inhibitor produced by actinomycetes. J. Antibiot. 28, 259-262
10. Murao, S. and Satoi, S. (1970) New pepsin inhibitor (S-PI) from
Streptomyces EF-44-201. Agric. Biol. Chem. 34, 1265-1267
11. Oda, K. and Murao, S. (1974) Purification and some enzymatic
properties of acid protease A and B of Scytalidium lignicolum
ATCC 24568. Agric. Biol. Chem. 88, 2435-2444
12. Chang, W.J., Horiuchi, S., Takahashi, K., Yamasaki, M., and
Yamada, Y. (1976) Effects of acid protease-specific inhibitors on
the acid proteases from Aspergillus niger var. macrosporus. J.
Biochem. 80, 975-981
13. Terashita, T, Oda, K., Kono, M., and Murao, S. (1981) Strepto-
myces pepsin inhibitor-insensitive carboxyl proteinase from
Lentinus edodes. Agric. Biol. Chemn. 45, 1937-1943
14. Oda, K., Sugutani, M., Fukuhara, K., and Murao, S. (1987)
Purification and properties of a pepstatin-insensitive carboxyl
proteinase from a Gram-negative bacterium. Biochim. Biophys.
Acta 923, 463469
15. Oda, K., Nakazima, T, Terashita, T., Suzuki, K., and Murao, S.
(1987) Purification and properties of an S-PI (pepstatin Ac)-
insensitive carboxyl proteinase from a Xanthomonas sp. bacte-
rium. Agric. Biol. Chem. 61, 3073-3080
16. Murao, S., Ohkuni, K, Nagao, M., Oda, K, and Shin, T. (1988)
A novel thermostable, S-PI (pepstatin Ac)-insensitive acid pro-
teinase from thermophilic Bacillus novosp. strain MN-32.
Agric. Biol. Chem. 52, 1629-1631
17. Murao, S., Ohkuni, K., Nagao, M., Hirayama, K., Fukuhara, K,
Oda, K., Oyama, H., and Shin, T. (1993) Purification and char-
acterization of Kumamolysin, a novel thermostable pepstatin-
insensitive carboxyl proteinase from Bacillus novosp. MN-32. J.
Biol. Chem. 288, 349-355
18. Toogood, H.S., Prescott, M., and Daniel, R.M. (1995) A pepsta-

J. Biochem.

2702 ‘62 Joqueides uo AlsieAlun pezy olues| ke /Bio'sfeudnolpioxoql//:dny wouy pspeojumoq


http://jb.oxfordjournals.org/

A CLN2-Related Serine-Carboxyl Proteinase, Kumamolysin

19.

20.

21.

22.

23.

24,

25.

26.

217.

28.

29.

30.

31.

32.

33.

35.

36.

tin-insensitive aspartic proteinase from a thermophilic Bacillus
sp. Biochem. J. 307, 783-789

Prescott, M., Peek, K, and Daniel, R.M. (1995) Characterisa-
tion of a thermostable pepstatin-insensitive acid proteinase
from a Bacullus sp. Int. J. Biochem. Cell Biol. 277, 729-739
Shibata, M., Dunn, B.M., and Oda, K. (1998) Substrate specific-
ity of pepstatin-insensitive carboxyl proteinase from Bacillus
coagulans J-4. J. Biochem. 124, 642647

Sleat, D.E., Donnelly, R.J., Lackland, H., Liu, C., Sohar, I, Pil-
larkat, R.K., and Lobel, P. (1997) Association of mutations in a
lysosomal protein with classical late-infantile neuronal ceroid
lipofuscinosis. Science 277, 1802-1805

Oda, K., Takahashi, T., Tokuda, Y., Shibano, Y., and Takahashi,
S. (1994) Cloning, nucleotide sequence, and expression of an
isovaleryl pepstatin-insensitive carboxyl proteinase gene from
Pseudomonas sp. 101. J. Biol. Chemn. 269, 26518-26524

Oda, K., Ito, M., Uchida, K., Shibano, Y., and Takahashi, S.
(1996) Cloning and expression of an isovaleryl pepstatin-insen-
sitive carboxyl proteinase gene from Xanthomonas sp. T-22. J.
Biochem. 120, 564-572

Vines, D.J. and Warburton, M.J. (1999) Classical late infantile
neuronal ceroid lipofuscinosis fibroblasts are deficient in lysoso-
mal tripeptidyl peptidase I. FEBS Lett. 433, 131-135

Rawlings, N.D. and Barrett, A.J. (1999) Tripeptidyl-peptidase I
18 apparently the CLN2 protein absent in classical late-infan-
tile neuronal ceroid lipofuscinosis. Biochim Biophys. Acta 1429,
496-500

Oda, K, Ogasawara, S., Oyama, H., and Dunn, B.M. (2000)
Subsite preferences of pepstatin-Insensitive carboxyl protein-
ases from prokaryotes: kumamolysin, a thermostable pepsta-
tin-ingensitive carboxyl proteinase. J. Biochem. 128, 499-507
Ito, M , Dunn, B.M., and Oda, K. (1996) Substrate specificity of
pepstatin-insensitive carboxyl proteinases from gram-negative
bacteria. JJ Biochem. 120, 845-850

Oda, K., Fukuda, Y., Murao, S., Uchida, K., and Kainosho, M.
(1989) A novel proteinase inhibitor, tyrostatin, inhibiting some
pepstatin-insensitive carboxyl proteinases. Agric. Biol. Chem.
53,405415

Wlodawer, A., Li, M., Dauter, Z., Gustchina A., Uchida, K,
Oyama, H., Dunn, BM,, and Oda, K. (2001) Carboxyl protein-
ase from Pseudomonas defines a novel family of subtilisin-like
enzymes. Nature Struct. Biol. 8, 442-446

Brosius J., Dull T.J., Sleeter D.D., and Noller H.F. (1981) Gene
organization and primary structure of a ribosomal RNA operon
from Escherichia coli. J. Mol. Biol. 148, 107-127

Matsudaira, PT. (1989) in A Practical Guide to Protetn and
Peptide Purification for Microsequencing, Academic Press, New
York

Saito, H. and Miura, K. (1963) Preparation of transforming
deoxyribonucleic acid by phenol treatment. Biochim. Biophys.
Acta 72, 619-629

Ausubel, F.,, Brent, R., Kingston, R.E., Moore, D.D., Seidman,
J.G., Smith, JA., and Struhl, K. (1995) in Short Protocols in
Molecular Biology, 3rd ed, John Wiley, and Sons, Ontario

. Sambrook, J., Fritsh, E.F.,, and Maniatis, T. (1989) in Molecular

Cloning: A Laboratory Manual, 2nd ed., Cold Spring Harbor
Laboratory, Cold Spring Harbor, New York

Towbin, H., Staehelin, T,, and Gordon, J. (1979) Electrophoretic
transfer of proteins from polyacrylamide gels to nitrocellulose
sheets: procedure and some applications. Proc. Natl. Acad. Sci.
USA 78, 4350-4354

Laemmli, UK. (1970) Cleavage of structural proteins during
the assembly of the head of bacteriophage T4. Nature 227, 680—
685

Vol. 131, No. 5, 2002

37.

39.

40.

41.

42.

45.

47.

49.

50.

51.

765

Ezaki, J., Takeda-Ezaki, M., Oda, K., and Kominami, E. (2000)
Characterization of endopeptidase activity of tripeptidyl pepti-
dase-I/CLN2 protein which is deficient in classical late infantile
neuronal ceroid lipofuscinosis. Biochem. Biophys. Res. Com-
mun. 268, 904-908

. Wlodawer, A., Li, M., Dauter, Z., Gustchina A., Dauter, Z.,

Uchida, K., Oyama, H., Goldfarb, N.E., Dunn, B.M., and Oda,
K. (2001) Inhibitor complexes of the Pseudomonas serine-car-
boxyl proteinase. Biochemistry 40, 15602—-15611

Shine, J. and Dalgarno, L. (1974) The 3’-terminal sequence of
Escherichia coli 16S ribosomal RNA: complementarity to non-
sense triplets and ribosome binding sites. Proc. Natl. Acad. Sci.
USA 71, 1342-1346

Lin, X. and Tang, J. (1990) Purification, characterization, and
gene cloning of thermopsin, a thermostable acid protease from
Sulfolobus acidocaldarius. J. Biol. Chem. 2685, 1490-1495

Lin, X., Liu, M., and Tang, J. (1992) Heterologous expression of
thermopsin, a heat-stable acid proteinase. Enzyme Microb.
Technol. 14, 696-701

Maita, T., Nagata, S., Matsuda, G., Maruta, S., Oda, K., Murao,
S., and Tsuru, D. (1984) Complete amino acid sequence of
Scytalidium lLignicolum acid protease B. J Biochem. 95, 465—
475

. Huang, X.P, Kagami, N., Inoue, H., Kojima, M., Kimura, T,

Makabe, O., Suzuki, K. , and Takahashi, K. (2000) Identifica-
tion of a glutamic acid and an aspartic acid residue essential
for catalytic activity of aspergillopepsin 11, a non-pepsin type
acid proteinase. J. Biol. Chem. 275, 26607-26614

. Suzuki, Y, Oishi, K, Nakano, H., and Nagayama, T. (1987) A

strong correlation between the increase in number of proline
residues and the rise in thermostability of five Bacillus oligo-
1,6-glucosidases. Appl. Microbiol. Biotechnol. 28, 546551
Shimuta, K., Oda-Ueda, N., Washio, M., Oyama, H., Oda, K,
and Tsuru, D. (2000) Expression and secretion of scytalidopep-
sin B, an acid protease from Scytalidium lignicolum, in yeast.
Biosct. Biotechnol. Biochem. 64, 15421546

. Zirwes, R.F.,, Schmidt-Zachmann, M.S., and Franke, WW.

(1997) Identification of a small, very acidic constitutive nucle-
olar protein (NO29) as a member of the nudeoplasmin family.
Proc. Natl. Acad. Sci. USA 94, 11387-11392

Oda, K., Nakatani, H., and Dunn, B.M. (1992) Substrate speci-
ficity and kinetic properties of pepstatin-insensitive carboxyl
proteinase from Pseudomonas sp. No. 101. Biocham. Biophys.
Acta 1120, 208-214

. She, Q., Singh, R.K., Confalonieri, F., Zivanovic, Y., Allard, G.,

Awayez, M.J., Chan-Weiher, C.C., Clausen, 1.G., Curtis, BA,,
De Moors, A., Erauso, G., Fletcher, C., Gordon, PM., Heikam-
De J.1., Jeffries, A.C., Kozera, C.J., Medina, N., Peng, X., Thi-
Ngoc, H.P, Redder, P, Schenk, M.E., Theriault, C., Tolstrup, N.,
Charlebois, R.L., Doolittle, W.F., Duguet, M., Gaasterland, T,
Garrett, R.A., Ragan, M.A_, Sensen, C.W,, and Van Der Oost, J.
(2001) The complete genome of the crenarchaeon Sulfolobus
solfataricus P2. Proc. Natl. Acad. Sci. USA 98, 7835-7840
Ruepp, A., Graml, W., Santos-Martinez, M.L., Koretke, KK,
Volker, C., Newes, HW.,, Frishman, D., Stocker, S., Lupas, AN.,
and Baumeister, W. (2000) The genome sequence of the ther-
moacidophulic scavenger Thermoplasma acidophilum. Nature
407, 508-513

Benard, M., Pallotta, D., and Pierron,G. (1992) Structure and
identity of a late-replicating and transcriptionally active gene.
Exp. Cell Res. 201, 506-513

Ahn, TI., Kwon, HK,, and Kim, H.J. (1999) Pepstatin-insensi-
tive carboxyl proteinase: a biochemical marker for late lyso-
some in Amoeba proteus. Korean J. Biol. Sci. 3, 533-540

2T0Z ‘62 Joquieidss uo AlsieAlun pezy olwes| e /Bio'sfeuinolpioxoql/:dny woly pspeojumoq


http://jb.oxfordjournals.org/

