
JOURNAL OF BACTERIOLOGY, Jan. 1993, p. 176-181
0021-9193/93/010176-06$02.00/0
Copyright © 1993, American Society for Microbiology

Vol. 175, No. 1

Cloning, Sequence, and Expression of a Chitinase Gene from
a Marine Bacterium, Alteromonas sp. Strain 0-7
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The gene encoding an extracellular chitinase from marine Alteromonas sp. strain 0-7 was cloned in
Escherichia coli JM109 by using pUC18. The chitinase produced was not secreted into the growth medium but
accumulated in the periplasmic space. A chitinase-positive clone of E. coli produced two chitinases with
different molecular weights from a single chitinase gene. These proteins showed almost the same enzymatic
properties as the native chitinase ofAlteromonas sp. strain 0-7. The N-terminal sequences of the two enzymes
were identical. The nucleotide sequence of the 3,394-bp SphI-HindIII fragment that included the chitinase gene
was determined. A single open reading frame was found to encode a protein consisting of 820 amino acids with
a molecular weight of 87,341. A putative ribosome-binding site, promoter, and signal sequence were identified.
The deduced amino acid sequence of the cloned chitinase showed sequence homology with chitinases A (33.4%)
and B (15.3%) from Serratia marcescens. Regardless of origin, the enzymes of the two bacteria isolated from
marine and terrestrial environments had high homology, suggesting that these organisms evolved from a
common ancestor.

Chitin is a major component of the exoskeletons of insects
and crustaceans, and it is abundantly distributed throughout
nature. This polysaccharide is also an important nutrient
source of both carbon and nitrogen in the marine environ-
ment. Yu et al. (38) pointed out that the oceans would be
completely depleted of carbon and nitrogen in a relatively
short time if chitin could not be returned to the ecosystem in
a biologically usable form. However, marine sediment con-
tains relatively little chitin, despite the production of huge
amounts of this insoluble polysaccharide by crustaceans.
ZoBell and Rittenberg (39) reported that chitinolytic bacte-
ria, which are abundant and widely distributed in the sea,
play an important role in converting insoluble chitin into a
biologically usable form. Chitinases (EC 3.2.1.14) are en-
zymes which degrade chitin, and they have been detected in
various microorganisms (3, 25, 28, 30), plants (1, 18), insects
(5, 13), and crustaceans (19). Alteromonas sp. strain 0-7 is a
gram-negative, flagellated, motile, and aerobic rod-shaped
bacterium of marine origin. This strain excretes chitinase
into the growth medium in the presence of chitin (32). We
have already reported the purification, properties, and par-
tial amino acid sequence of the enzyme from this strain (33).
Recently, bacterial chitinase genes from terrestrial and ma-
rine bacteria such as Serratia marcescens (6, 10), Bacillus
circulans (35, 36), Vibrio harveyi (28), and Vibno vulnificus
(37) have been cloned and sequenced. However, the mech-
anism of hydrolysis, the relationship between structure and
function, and the regulatory system involved in enzyme
induction are still unclear. In this report, we describe the
cloning of a gene coding for chitinase and the purification of
the gene products. The nucleotide sequence of the gene was
determined, and the deduced amino acid sequence of the
chitinase was compared with those of other microbial and
plant chitinases.

* Corresponding author.

MATERIALS AND METHODS
Bacterial strains, plasmids, and culture conditions. Altero-

monas sp. strain 0-7, which was isolated from a sediment
sample collected at Sagami Bay and requires seawater for
growth, was used as the source of chromosomal DNA. The
bacterium was grown at 27°C in Bacto Marine Broth 2216
(Difco). The pH was adjusted to between 7.6 and 7.8 with
NaOH before autoclaving. Escherichia coli JM109 was used
as the recipient strain for recombinant plasmids. E. coli was
grown at 37°C on LB medium for the selection of transfor-
mants. Purified agar (Nacalai Tesque, Kyoto, Japan) was
used at a final concentration of 1.5% (wt/vol) for agar media.
Plasmids pUC18 and pUC19 were used as the cloning
vectors.

Isolation and cloning of DNA. Chromosomal DNA was
prepared from Alteromonas sp. strain 0-7 by the method of
Marmur (21). The DNA was partially digested with HindIII
and electrophoresed on a 0.6% agarose gel. Fragments
between 4 and 6 kb in size were then collected by electro-
elution. These HindIll fragments were ligated into the de-
phosphorylated HindIII site of pUC18. The ligation mixture
was inserted into competent E. coli JM109, and the trans-
formants were screened on LB agar plates containing ampi-
cillin (100 ,ig/ml), isopropyl-,-D-thiogalactopyranoside
(IPTG, 120 jig/ml) and 5-bromo-4-chloro-3-indolyl-,-D-ga-
lactopyranoside (X-Gal, 50 ,ug/ml). The resulting white col-
onies, indicating clones carrying pUC18 with genomic in-
serts, were transferred to LB agar plates containing 0.25%
colloidal chitin. Colonies forming clear halos indicated pu-
tative clones containing hybrid plasmids with genomic in-
serts coding for chitinase activity. Transformants containing
only pUC18 did not form clear halos on colloidal chitin
plates.

Analysis of cloned chitinase gene. Restriction enzyme
cleavage maps were constructed by using single and multiple
digests of hybrid plasmids. Restriction enzymes were pur-
chased from Toyobo (Tokyo, Japan) and were used accord-
ing to the manufacturer's specifications. Plasmid DNA from
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a transformant was prepared by an alkaline lysis procedure
(26).

Localization of chitinase in E. coli. A chitinase-positive
clone of E. coli, designated pCHI997, was grown in 20 ml of
LB medium containing ampicillin (100 Rg/ml). Fractionation
of extracellular, periplasmic, and cellular enzymes was
based on the procedure of Koshland and Botstein (14).
P-Lactamase (27) and malate dehydrogenase (12) were as-
sayed as markers for periplasmic and cellular proteins,
respectively.

Purification of chitinases. E. coli carrying pCHI997 was
cultured to the early stationary phase at 370C with vigorous
shaking. The cells (4.4 g) were collected by centrifugation,
and the periplasmic fraction containing chitinases (162 ml)
was prepared. The enzyme was partially purified by succes-
sive chromatography with DEAE-Toyopearl 650M and
Sephadex G-100 according to the previous report (32).
Ammonium sulfate (final concentration, 1.0 M) was added to
the enzyme solution, and the mixture was applied to a
phenyl-Toyopearl 650M column (1.1 by 25 cm; Tosoh, To-
kyo, Japan) equilibrated with 50mM Tris-HCl buffer (pH 7.5)
containing 1.0 M ammonium sulfate. The column was washed
with the same buffer, and the enzyme was then eluted with a
linear gradient of 1.0 to 0 M ammonium sulfate at a flow rate
of 18 ml/h. Two active fractions were eluted at a concentra-
tion of 0.4 and 0.25 M ammonium sulfate. These purified
enzymes were named Chi-78 and Chi-85, respectively.
Enzyme assay. Chitinase was assayed by the procedure of

Schales (9) with the previously described modification (32).
Enzymatic hydrolysis of chitooligosaccharides from dimer
to hexamer (Seikagaku Corporation, Tokyo, Japan) was
performed by the method previously described (33). P-Lac-
tamase activity was measured by the method of Sawai and
Takahashi (27). Malate dehydrogenase activity was mea-
sured by the method of Kitto (12).
SDS-PAGE. Sodium dodecyl sulfate-polyacrylamide gel

electrophoresis (SDS-PAGE) in a 7.5% gel was done by the
method of Laemmli (17). Low-molecular-weight kit E (Phar-
macia) was used as a molecular weight marker.
Amino-terminal amino acid sequence. The amino acid

sequences of the cloned chitinases (Chi-78 and Chi-85) were
determined on an Applied Biosystems model 477A gas-phase
sequencer, and the phenylthiohydantoin derivatives of
amino acids were identified by an automatic on-line analysis
system.

Nucleotide sequence determination. Restriction fragments
from pCHI997 were subcloned by using pUC18 or pUC19.
Plasmids of subclones were prepared for sequencing by
using a plasmid purification kit (QIAGEN, Hilden, Germa-
ny). Dideoxy DNA sequencing was performed with an Am-
pliTaq sequencing kit (Takara Shuzo Co., Kyoto, Japan) as
specified by the manufacturer. Reactions were performed in a
DNA thermal cycler (Perkin-Elmer Cetus). DNA fragments
were analyzed on a DNA sequencer (Hitachi SQ-3000).

Protein estimation. Protein concentration was measured
by the method of Bradford (2). Bovine serum albumin was
used as the standard.

Nucleotide sequence accession number. The nucleotide
sequence data reported here have been submitted to the
DDBL, EMBL, and GenBank data bases under accession
number D13762.

RESULTS

Cloning of chitinase gene from Alteromonas sp. strain 0-7.
Approximately 1,500 transformants were obtained, and all
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FIG. 1. Restriction map and deletion analysis of pCHI997. The
transformants carrying the plasmids with appropriate deletions were
transferred to an LB agar plate containing 0.25% colloidal chitin and
ampicillin. Production of chitinase was judged by the formation of
clear halos of colloidal chitin around the colonies. +, visible halo;
-, no halo. The arrow indicates the coding sequence for the
chitinase protein.

were transferred to colloidal chitin plates. Four colonies
formed clear halos, indicating the expression of chitinase
activity. Plasmids isolated from the four clones contained
common inserts (5.0-kb HindIII fragment) with identical
restriction maps. Further analysis was performed on
pCHI997, which was one of the four clones. This plasmid
contained a 5.0-kb HindIII fragment from Alteromonas sp.
strain 0-7.

Restriction mapping and subcloning. A restriction map and
deletion analysis of pCHI997 are shown in Fig. 1. To
determine the location of the chitinase gene in the 5.0-kb
inserted DNA, we prepared various subclones. The sub-
clones were inserted into competent E. coli JM109, and
expression of chitinase in E. coli was determined by the
formation of clear halos around the colonies. Deletions of 1.4
kb from left to right (pDL07) and of 1.0 kb from right to left
(pDL03) did not affect the expression of chitinase activity on
the chitin plate. On the other hand, deletions of 1.8 kb from
left to right (pDL08) and of 2.2 kb from right to left (pDL04)
caused the loss of chitinase activity. Thus, the 2.3-kb SphI-
Sau3AI fragment was the region necessary for chitinase
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FIG. 2. Location of chitinase activity in E. coli carrying
pCHI997. E. coli JM109 carrying pCHI997 was grown in LB
medium containing 100 ,ug of ampicillin per ml. Cultivation was done
at 37°C on a rotary shaker. Symbols: 0, bacterial growth. Chitinase
activity in the extracellular fraction ([), the periplasmic fraction
(0), and the cytoplasmic fraction (A) was determined by a modifi-
cation of the Schales procedure (9).
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FIG. 3. SDS-PAGE of the purified chitinases. Lane M, molecu-
lar size standards: phosphorylase b (94 kDa), bovine serum albumin
(67 kDa), ovalbumin (43 kDa), carbonic anhydrase (30 kDa). Lanes:
1, chitinase (Chi-A) from Alteromonas sp. strain 0-7; 2, Chi-78; 3,
Chi-85.

activity. However, pDLO1 did not contain the full-length
insert of the chitinase-encoding gene. The SphI-HindIII
fragment of pCHI997 was subcloned by using pUC18
(pDL07) and pUC19 (pDLO71). The transformants carrying
pDLO7 or pDLO71 showed detectable clear halos on an agar

plate containing colloidal chitin, indicating that transcription
of the gene occurred through the use of its own promoter.

Localization of chitinase activity in E. coli. The location of
the cloned chitinase in E. coli harvested at intervals of 2 to 5
h was determined by separation of bacterial proteins into
extracellular, periplasmic, and cytoplasmic fractions. The
chitinase activity was located mainly in the periplasmic
fraction for up to 21 h of cultivation, as shown in Fig. 2. Low
chitinase activity was detected in both the culture superna-
tant and the cytoplasmic fraction. To ensure correct frac-
tionation, we measured 3-lactamase and malate dehydroge-
nase activities as marker enzymes in the periplasm and
cytoplasm, respectively. When 13-lactamase activity was
determined, 97% was found in the periplasmic fraction, and
82.3% of the malate dehydrogenase was present in the
cytoplasmic fraction after 18 h of cultivation.

Purification of chitinase produced by the clone. E. coli
carrying pCHI997 produced two types of chitinases (Chi-78
and Chi-85) with different molecular masses, 78 and 85 kDa,
respectively, as shown in Fig. 3. E. coli carrying pDLO7 also
produced Chi-78 and Chi-85, indicating that both cloned
chitinases are encoded by the same gene (data not shown).
The two proteins from one gene comigrated like a single
protein on the DEAE-Toyopearl 650M and Sephadex G-100

TGCATGCTCATG CGTTTGACGACC AAAATGACCCAC TAACATTCATTT GGAGTATTCCTG CACCGCTTAGCT TTAGTGGCGAAG GTGACACGATTT CCATCTCAACAC 108
CTGAAGTGACGG CTGATCAAACCT TTGAGGCTGAAC TTAATGTCACCG ATGGCAAAGCAA GCACGACCGTAA GTTTCTCAATTA CCGTTCAAGATA GCACCAATAACC 216
AATACCCAGCTT GGAATAGTACAA CTACCTATGTCG CAGGCGACAGAG TAACGCATCAAC AGAAAGTGTATG AAGCTAAGTGGT GGACGCAGGGAG AAGAGCCCGGCG 324
CATCCGATGff~~GCAATTT AAAGAAAACCCA AAO GGT ACAACATG';AAC TACAATAAGGTT GAAGATATGAAA CTTAATAAAATA ACCAGCTATATA 432

M K L N K I T S Y I
GGATTTGCCTTA CTGAGTGGCGGG GCACTTGCAPGCC CCTTCAACACCA ACATTAGATTGG CAGCCACAACAG TATTCGTTCGTT GAAGTTAACGTA GATGGGCTTGGC 540
G F A L L S G G A L A A P S T P T L D W 0 P 0 0 Y S F V E V N V D G L G
TCTTACAAGCAA CTGGTAAAAGCC AAAGATGTTGTC GATATTAGCATC AAATGGAATGCA TGGAGTGGCTCT GGCGGTGATAAC TATAAAGTATAT TTTGATGATCTC 648
S Y K Q L V K A K D V V D I S I K W N A W S G S G G D N Y K V Y F D D L

CTCGTAAACCAA GGCAGCTTGCCA GCTGGTACTAAA AGTGGGGTAGTA CAATTCCCCTAC ACTAAATCGGGT CGCCATCAGCTT TATTTAGAACTG TGTGAAGGTACC 756
L V N Q G S L P A G T K S G V V Q F P Y T K S G R H Q L Y L E L C E G T

GTATGTGCAAGA AGCGCAGGGAAA GAAATCGTCATT GCCGACACTGAC GGTGCACATCTA GCGCCACTTCCT ATGAATGTAGAT CCGAACAACCGT AATAACGGTACA 864
V C A R S A G K E I V I A D T D G A H L A P L P M N V D P N N R N N G T
ATACCAGGCCGT GTAACGGGTGCA TATTTCGTCGAA TGGGGCATATAT GGCCGTAATTAT GACGTAACTAAG ATCCCAGCTCAT AACTTATCGCAC ATTTTATATGGC 972
I P G R V T G A Y F V E W G I Y G R N Y D V T K I P A H N L S H I L Y G

TTTATTCCGATT TGCGGACCTAAC GAATCACTCAAA TCCATCGAAAAT GGTAATAGTTGG AGAGCGCTTCAA ACTGCATGTGCT GACTCCCAAGAT TATGAAGTCGTC 1080
F I P I C G P N E S L K S I E N G N S W R A L Q T A C A D S Q D Y E V V

ATTCACGACCCT TGGGCTGCAGTG CAAAAATCTATG CCAGGGGTGGAT GCAAAAGATCCT ATTCGCGGTGTA TATTCTCAATTA ATGGCGCTAAAA CAACGTTATCCG 1188
I H D P W A A G Q K S M P G V D A K D P I R G V Y S Q L M A L K Q R Y P

GACCTTAAAATT CTGCCTTCAGTC GGTGGATGGACG CTATCTGACCCA TTCCATGGCTTT ACAAACAAAGCA AACCGCGACACT TTCGTGGCGTCT GTAAAACAATTT 1296
D L K I L P S V G G W T L S D P F H G F T N K A N R D T F V A S V K Q F

CTTAAAACGTGG AAGTTTTATGAC GGTGTAGATATC GACTGGGAATTC CCAGGTGGTGAT GGTCCAAACCCA GACTTGGGCGAT CCAATTAACGAC GGTCCAGCATAT 1404
L K T W K F Y D G V D I D W E F P G G D G P N P D L G D P I N D G P A Y

GTGGCGCTAATG CAAGAACTTCGA GCAATGCTGGAT GAGTTAGAGGCT GAAACCGGACGT CAATATGAGCTC ACTTCTGCAATA GGTGCGGGTTAT GACAAGATTGAA 1512
V A L M Q E L R A M L D E L E A E T G R 0 Y E L T S A I G A G Y D K I E

GATGTAGATTAC CAAGCTGCCCAA CAGTATATGGAT TATATCTTTGCG ATGACCTATGAC TTCTATGGTGCT TGGAACAATGAA ACGGGTCATCAA ACCGGTATCTAT 1620
E V D Y Q A A Q Q Y M D Y I F A M T Y D F Y G A W N N E T G H Q T G I Y

TGTGGCTCTCAT CTCAGCACAGAC GAATGTAACGGT ACAGGCGTTGAC GACAATGGAGTG CCACGTAAAGGC CCAGCATATACT GGCGACCATGCA ATTCAGTTGTTA 1728
C G S H L S T D E C N G T G V D D N G V P R K G P A Y T G D H A I 0 L L
CTTCAACAAGGT GTGCAGCCCTCT AAGCTCGTTATG GGCGTTGCAATG TACGGCCGCGGC TGGGAAGGTGTG CTAGATGCAAAT GCAGCCATTCCA GGTAATCCGATG 1836
L 0 Q G V Q P S K L V M G V A M Y G R G W E G V L D A N A A I P G N P M

ACGGCGCCGGGT AATGGCCCATTG ACAGGTTCTACA AGTGAAGGTGTT TGGGAGCCGGGC ATTATGGATTAC AAGGCTATTGCA GCAAACGCTGTA GGCCAAGGTGGT 1944
T A P G N G P L T G S T S E G V W E P G I M D Y K A I A A N A V G Q G G
TCAGGCGTTAAT GGTTATGAAGTA GGCTACGATGAG CAAGCACAAGCA GCATATGTTTGG AACAGAAGTAAC GGTAAACTCATC ACTTACGATAGC CCACGCAGCGTT 2052
S G V N G Y E V G Y D E Q A Q A A Y V W N R S N G K L I T Y D S P R S V

ATCGCAAAAGGC CAGTATGCAAAC ACTCATCAACTA GCTGGTTTATTT GGTTGGGAAATT GACGCTGATAAT GGCGACATTCTA AATGCAATGTAT GATGGTCTTACA 2160
I A K G Q Y A N T H Q L A G L F G W E I D A D N G D I L N A M Y D G L T

GCAGGTGAAATC CCTAATCGCGCT CCTACTATCGGG GTTTCTGGACCA ATCAATGTGACC TCAGGTCAGGTT GTGAATGTCGAT GCGCAAGCAAGC GATTTAGACAAT 2268
A G E I P N R A P T I G V S G P I N V T S G Q V V N V D A 0 A S D L D N

GATCCATTAACC TATTCATGGGTT GCTGCGCCTGGT TTGGCTTTGTCT GCTAACAACACC GCAGCTGTGGCT GTAACTGCTCCT TCAGTCGCTCAA CAGACAAGTTAC 2376
D P L T Y S W V A A P G L A L S A N N T A A V A 'V T A P S V A Q Q T S Y
GACTTGACTGTA ACGGTCAATGAT GGGGCGTTATCA ACAACCAAAACA ATCGTTGTTGTT GTAAACCCAGAA GGTGCAAATGCA GCGCCTGTCGTT ACACCGGTTTCA 2484
D L T V T V N D G A L S T T K T I V V V V N P E G A N A A P V V T P V S

GATATTTCGGTT AACGAAGGGGCC TCGGCTACTGTC AATGTGTCAGCA ACTGACCCTGAA GGCGCAGCACTT AGCTATAGCTGG AGTGTACCAGCC GAGCTAAGCGTA 2592
D I S V N E G A S A T V N V S A T D P E G A A L S Y S W S V P A E L S V

GCAAATGGTAGC TCAGCGACTATT ACTGCTGCAAAT GTCACAGCCGAC ACAACCGTCCCG GTAACTGTTACC GTATCTGACGGC GTTAACGCTGTT GACACAACATTT 2700
A N G S S A T I T A A N V T A D T T V P V T V T V S D G V N A V D T T F
AATGTCACGATT AAAGACGGTGCT GAATATCCTACT TGGGATCGATCA ACAGTTTATGTC GGTGGCGACCGA GTAATTCATAAC AGCAATGTCTTT GAAGCAAAATGG 2808
N V T I K D G A E Y P T W D R S T V Y V G G D R V I H N S N V L E A K W

TGGACTCAAGGT GAAGAACCTGGA ACCGCAGATGTA TGGAAGGCAGTA ACTAACTAATTC ATAACAGCAATG TCTTTGAAGCAA AATGGTGGACTC AAGGTGAAGAAC 2916
W T Q G E E P G T A D V W K A V T N ***
CTGGAAACCGCA GATGTATGGAAG GCAGTAACTAAC TAATCTAACCAT CCCCAATTAATG AGCTTGCCAGTC AAGCTCATTTTT TATTCACATAAA CATAAAGTTACC 3024
CATTATCTGCCT TTTATCAGCAAT TTCTTCTTTCTT TTTCTGCTTGGT CTTTCATAATGA CATAATGAACT CATAAAAGTCAT AAGTTCTGGCAG TGCTTATTCGTT 3132
TATCCGTTTTAT TATTCGTTTTAG TTTTTTCGAAAA GCTACGCTTCCG ACTGCGGGTCAG TCACCCCTAAAA ATCGGCATTGGC TAGCTGGCCGCC TTTTGTTATGTA 3240
TGGCACTCGTCC TTATGGCATAGA CGTAGATATCAC TAGAGCAGTGTT TGAGCGCGCTGG GTTTTGTATCGA GTTCATTCAACT TCCCTTCGTCGG CACGGGGGATCA 3348
CCGAGCTTGAGA AGGGCTTAATTG ATGTCCTGCCAT CCGCAAGCTT

FIG. 4. Nucleotide sequence of a 3.4-kb DNA fragment from pCHI997. The putative ribosome-binding site (TAAGG) is underlined. The
-10 and -35 regions of a possible promoter sequence are boxed. The deduced amino acid sequence of Chi-85 is given below the nucleotide
sequence. The amino-terminal amino acid sequence of Chi-85 protein was determined by using an Applied Biosystems model 477A gas-phase
sequencer and is underlined. The signal peptide cleavage site is shown with an arrow ( 4). The putative inverted repeat sequence is indicated
by facing arrows with solid lines.
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10 20 30 40 50 60 70 80 90
Chi-85 RF*Z:Z PQQYSFFR-* VDGLGg I AG PNVFDD LLVNT!A GTVtvVYY
SMCHIA LKtIAi NTKFAIIV3P -QAAT kA&jGPWILLNG KEAWS- -j TGS1 ANt Q
SMCHIB ---------- _____ __________

100 110 120 130 140 150 160 170 180
Chi-85 LEEDTG PMNVDPtMN NGTIPM ILYGF SL

SMCHIA VAdrA KEPLLE*WP YKQN YGF IN
SMCHIB _ _ _ _ _______ _ _ _ MS YT

190 200 210 220 230 240 250 260
Chi-85 ifI-G E S niYEVVRq I LMALX QY DLRILP -W----T LSDP GF¶lf
SMCHIA wLILK~~ P DFKIS IG G W----TLSDPFFFMGD
SMCHIB ETDTSVVPFP V ARAK THINFSFL DINSNLECAW D R

270 280 290 300 310 320 330 340
Chi-85 __ __N h E ~rVPPVE RAMLDIILEFP A ETGR E LTS--AIGAG|

SMCHIA --:: KIIML iV IETG--- E LTS--A

SMCHIB AVKT pQAQ
350 360 370 380 390 400 410 420

Chi-85 *K SDf A(p QYIATYDFYGA N-N IYCGSHLSD ECGV ----DNGVPR KGO-AX4i &-OLL
SMCHIA K KWiJIV4SJIf wSYDFY DLB H LNARPGSRHR LHI&RRE-- ---------- ---------- ----CAAQGI
SMCHIB FLSRYYSKLA QIVA P -EK LFGDAAGP? YNALREANLG WSWEELTRAF P&SI&V &VM

430 440 450 460 470 480 490 500
Chi-85 IVAYRLDAMjP PI1 i6BL TGST-SEGE----W G SGGY EVGYDEQAQA
SMCHIA bE,YGRGM NGY2N EF- TcvJRAVKGT -------- QFM -SWQYTYD ATAEAPYVFK
SMCHIB S P SGJGG-QYS SHSlEl8EY PNADY--- LVWDECVRD RDP YRQ LEQNLQiYG YQRLWNDKTK

510 520 530 540 550 560 570 580 590
Chi-85 AYW N -TY S TIDAD-NGDIL N G EIPNRAPTIS -VSGPItS D2V-V----N
SMCHIA ----- S D L IDAD-NGDIL N*AS &NS AGVQ ........................
SMCHIB TRYLYHAQNG DYF4& DYDDSQLDIJ TGLRYT9GGP DiLPIMTAPA

600 610 620 630 640
Chi-85 V-BkQASDLD NDP1y-WV AAPGLAL--- OIN-I&VA rAPSvoQT SYDLTVTVND
SMCHIA.******....

SMCHIB YF0GTTYA-- QGK3V-<QGYVWQTRWGYI BPGDWLR @|R--LI.
680 690 700 710 720 730

Chi-85 SVNEGASATV NVSATDPEGA ALSYSWSVPA ELSVANGSSA TITAANVTAD TTVPVTVTVS
SMCHIA .... ........ ..

SMCHIB ...... .. .. ......... ... .. ...... ..

650 660 670
GALSTTKTIV VVVNPEGANA APVVTPVSDI
.......... ........................ ...............

.......... ........................ ...............

740 750 760
DGVNAVDTTF NVTIKDGAEY PTWDRSTVYV

770 780 790 799
Chi-85 GGDRVIHNSN VLEAKWWTQG EEPGTADVWK AVTN
SMCHIA .......... .......... .......... ....

SMCHIB .......... .......... .......... ....

FIG. 5. Comparison of the amino acid sequence ofAlteromonas chitinase with those of S. marcescens chitinases. The sequence of Chi-85
is compared with those of S. marcescens chitinase A (SMCHIA) and S. marcescens chitinase B (SMCHIB). The numbering above the
sequences refers to Chi-85. Dashed lines represent spacers inserted into sequences for alignment. Amino acids that are identical between
Chi-85 and other sequences are boxed.

chromatograms. However, these two proteins were sepa-
rated by phenyl-Toyopearl 650M column chromatography.
In this procedure, Chi-78 and Chi-85 were purified about
14-fold. The recovery of activity was about 6.0 and 23.2% of
the periplasmic fraction, respectively. The proteins showed
almost the same enzymatic properties as the native chitinase
(Chi-A) from Alteromonas sp. strain 0-7, that is, specific
activities of 9.8 U/mg of protein (Chi-78), 9.9 U/mg of protein
(Chi-85), and 10.0 U/mg of protein (Chi-A); pH and temper-
ature optima of pH 8 to 9 and 500C; and chitobiose as the
main reaction product. The N-terminal sequences of the two
enzymes were found to be identical (APSTPTLDWQ
PQQYSFVEVNVDGLGSY-). This sequence is in good
agreement with the sequence deduced from the nucleotide
sequence and also with the amino-terminal sequence of
Chi-A.

Nucleotide sequence of chitinase gene. The nucleotide se-
quence of both strands of the SphI-HindIII fragment of
pCHI997 was determined by using an automated sequencing
system (Fig. 4). In this sequence, a single open reading frame
starting at base 403 and ending at base 2865 was found, as
shown by the arrow in Fig. 1. The putative Shine-Dalgarno
sequence, TAAGG, was found upstream of the start codon
(ATG) of the open reading frame. The open reading frame of
2,460 bp would encode a protein of 820 amino acids with a
molecular weight of 87,341. The deduced N-terminal 21-

amino-acid sequence showed the typical features of signal
peptides, which are composed of a positively charged re-
gion, a hydrophobic region, and a signal sequence cleavage
site. From the characterization of the cleavage sites, it is
presumable that the putative site of cleavage might be
between alanine residues 21 and 22, which is compatible
with the -3,-1 rule of von Heijne (34). The N-terminal
sequences of Chi-78 and Chi-85 coincided precisely with the
sequence starting from alanine residue 22 of the deduced
amino acid sequence encoded by the chitinase gene. Thus,
we clarified that cleavage of the signal peptide occurred
between alanine residues 21 and 22. The putative -10 and
-35 regions, which showed relatively weak homology to the
consensus sequence in E. coli, were detected in the A+T-
rich region upstream of the Shine-Dalgarno sequence. The
inverted repeat, which was composed of an 8-bp stem and a
loop of five bases, was located downstream of the chitinase
terminal codon (TAA).
Comparison of amino acid sequence of Chi-85 with other

enzymes. The protein sequence of Chi-85 was compared with
available protein sequences from data bases (GenBank and
EMBL) as well as those from the literature. The protein
sequence of Chi-85 particularly showed homology with
chitinasesA (33.4%) and B (15.3%) from S. marcescens (Fig.
5). Although common high sequence homology was not
found in the N- and C-terminal regions from the sequence
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Chi-85
SMACHIA
SMACHIB
BCICHIA
BCICHID
SECHI
ENDO-FLA
ENDO-H
SCECHI
KLAKTX
CSACHI

244 ILPSVGGWL ------ VGVDIDWEFP 298
267 -ILP-WTL---D FMGD-- VDIDWEFP 321
90 DLGVSHANYVpVKT-P IMKDY VDID 147

156 I V------SAAT21E
258 EvGRIETTKKRQQ--------- II SSLSL 309
72 DV SIK-LGEVCQDSQSLA--------- A G TEFEN 122
81 XSIHQGAGIANFPTQAAAE--------- AVSTVSKYGL SDYGT 134

128 X aQgAGFANFPSQQAAS--------- LSDAVAKYGL AEYGN 181
102 FS D S- 4AQTLWDTFGE S EVN 164
441 K SPTYTIFRNAVKTDQNRNT--A I KYNLD 500
98 A SLSSADDAKQVANFIW-- SY GSRAAVL IG F 158

FIG. 6. Sequence comparisons of Alteromonas chitinase with other chitinases and the related enzymes. The middle part of Chi-85 is
aligned with other chitinases or related enzymes. Amino acids that are identical between Chi-85 and other sequences are boxed. SMACHIA,
S. marcescens chitinase A; SMACHIB, S. marcescens chitinase B; BCICHIA, B. circulans chitinase Al; BCICHID, B. circulans chitinase
D; SECHI, S. erythraeus chitinase; ENDO-FLA, Flavobacterium sp. endo-o-N-acetylglucosaminidase; ENDO-H, S. plicatus endo-P-N-
acetylglucosaminidase; SCECHI, S. cerevisiae chitinase; KLAKTX, K lactis killer toxin; CSACHI, C. sativus chitinase.

comparison of the three chitinases, two middle parts of the
proteins (residues 244 to 258 and residues 285 to 298 of
Chi-85) revealed extensive homology. The conservation of
these regions in other chitinases and the related enzymes
was examined by using a protein data bank. As a result of the
computer search, the two regions were found to be well
conserved not only in chitinases from S. marcescens but also
in chitinases from B. circulans (35, 36), Saccharomyces
cerevisiae (15), Streptomyces erythraeus (11), Kluyveromy-
ces lactis (29), and Cucumis sativus (22) and glycosidases
from Streptomyces plicatus (24) and Flavobacterium sp.
(31), as shown in Fig. 6.

DISCUSSION

A 5.0-kb HindIII DNA fragment coding for chitinase
activity from Alteromonas sp. strain 0-7 was cloned in E.
coli by using the vector pUC18. The HindIII DNA fragment
hybridized to chromosomal DNA digests fromAlteromonas
sp. strain 0-7 but not those from E. coli JM109. Only the
5.0-kb band was visible in the genomic HindIII digest (data
not shown). These results indicate that the cloned fragment
was derived fromAlteromonas sp. strain 0-7. In most cases,
when genes encoding foreign extracellular proteins are
cloned in E. coli, the precursor is synthesized, processed,
and exported across the inner membrane but not the outer
membrane. The cloned chitinase was not secreted into the
growth medium but accumulated in the periplasmic space,
indicating that the signal peptide is functional in E. coli. The
native chitinase (Chi-A) of Alteromonas sp. strain 0-7 was
recovered as a single 65-kDa polypeptide from the growth
medium (Fig. 3), but was overestimated as 70 kDa in our
previous paper (33). Alteromonas sp. strain 0-7 is an un-
usual gram-negative bacterium which excretes several en-
zymes such as chitinase, protease, amylase, DNase, and
lipase into the medium (32). It has been reported that the
cholera toxin from Vibrio cholerae (7), several proteins from
Aeromonas hydrophila (8) or Pseudomonas aeruginosa (4),
and the pullulanase from Kiebsiella pneumoniae (23) tran-
siently entered the periplasmic space, and specific helper
proteins play critical roles in their translocation across the
outer membrane. Thus, specific helper proteins produced by
Alteromonas sp. strain 0-7 might participate in the secretion
of chitinase.
A chitinase-positive clone of E. coli, designated pCHI997,

produced two chitinases with different molecular weights.
Chi-85 was considered to correspond to the intact gene
product. On the other hand, Chi-78 appeared to be the
product of partial proteolysis of Chi-85. The N-terminal
sequences of the two proteins and Chi-A were found to be

precisely identical. These results indicate that three forms of
enzyme differing in size were the result of partial proteolysis
occurring in the C-terminal region.
The chitinase gene encoded a prechitinase protein of 820

amino acids that contained a 21-residue signal sequence. The
size of the Chi-85 protein was calculated to be 799 amino
acid residues or 85,190 daltons. The calculated molecular
weight of Chi-85 was in good agreement with that estimated
by SDS-PAGE. The three different forms of chitinases
(Chi-78, Chi-85, and Chi-A) which retained the ability to
hydrolyze chitin seemed to be the same gene product. The
truncated protein encoded by a 2.3-kb SphI-Sau3AI frag-
ment of pCHI997 showed a relatively weak halo on the chitin
plate. These results suggest that the C-terminal portion of
Chi-85 is not essential for chitinase activity.
Comparison of the deduced amino acid sequence of Chi-85

with those of chitinases A and B from S. marcescens (6, 10)
showed considerable homology. In particular, striking ho-
mology was observed in the middle parts of the three
enzymes. Considering that these regions were well con-
served from prokaryote to eukaryote and that the region
(residues 285 to 292 of Chi-85) contained three aspartic acid
residues and one glutamic acid residue involved in the active
site of lysozyme (20), these portions of chitinases may
constitute the catalytic sites of the enzymes. Furthermore,
the clusters of identical amino acids indicate that the genes
probably evolved from a common ancestor.

It was reported that both the Saccharomyces chitinase
(15) and the Bacillus chitinase (35) are composed of four
domains. The chitin-binding domain which exists in both
proteins was not detected in the sequence of Chi-85, as there
was no binding of chitinase to regenerated chitin by the
method of Watanabe et al. (36) (data not shown). Thus, it is
suggested that the Alteromonas chitinase is divided into
three domains, that is, signal sequence, catalytic domain,
and noncatalytic C-terminal domain. The function of the
C-terminal domain is still obscure; however, the region from
amino acid residues 630 to 770 in the C-terminal domain is
thought to form a hydrophobic core on the basis of the
hydropathic profile calculated by the method of Kyte and
Doolittle (16) with a span of 20 amino acid residues. There-
fore, the interaction of this hydrophobic region with the
membrane might play an important role in exporting the
Alteromonas chitinase across the outer membrane.
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