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A gene encoding a nonspecific phosphatase, named PhoN-Sf, was identified on the large virulence plasmid
(pMYSH6000) of Shigella flexneri 2a YSH6000. The phosphatase activity in YSH6000 was observed under
high-phosphate conditions. However, it was found that low-phosphate conditions induced a slightly higher level
of activity. The nucleotide sequence of the phoN-Sf region cloned from pMYSH6000 possessing the phoN-Sf gene
encoded 249 amino acids with a typical signal sequence at the N terminus. The deduced amino acid sequence
of the PhoN-Sf protein revealed significant homology to sequences of nonspecific acid phosphatases of other
bacteria, such as Providencia stuartii (PhoN, 83.2%), Morganella morganii (PhoC, 80.6%), Salmonella typhi-
murium (PhoN, 47.8%), and Zymomonas mobilis (PhoC, 34.8%). The PhoN-Sf protein was purified, and its
biochemical properties were characterized. The apparent molecular mass of the protein on sodium dodecyl
sulfate-polyacrylamide gel electrophoresis was calculated to be 27 kDa. The 20 amino acids at the N terminus
corresponded to the 20 amino acid residues following the putative signal sequence of PhoN-Sf protein deduced
from the nucleotide sequence. The PhoN-Sf activity had a pH optimum of 6.6, and the optimum temperature
was 37&C. The enzymatic activity was inhibited by diisopropyl fluorophosphate, N-bromosuccinimide, or
dithiothreitol but not by EDTA. The subcellular localization of the PhoN-Sf protein in YSH6000 revealed that
the protein was found predominantly in the periplasm. Examination of Shigella and enteroinvasive Escherichia
coli strains for PhoN-Sf production by immunoblotting with the PhoN-specific antibody and for the presence
of phoN-Sf DNA by using a phoN-Sf probe indicated that approximately one-half of the strains possessed the
phoN-Sf gene on the large plasmid and expressed the PhoN-Sf protein. The Tn5 insertion mutants of YSH6000
possessing phoN-Sf::Tn5 still retained wild-type levels of invasiveness, as well as the subsequent spreading
capacity in MK2 epithelial cell monolayers, thus suggesting that the PhoN-Sf activity is not involved in
expression of the virulence phenotypes of Shigella strains under in vitro conditions.

The genus Shigella, whose members are gram-negative ba-
cilli belonging to the family Enterobacteriaceae, comprises four
species, Shigella dysenteriae, S. flexneri, S. boydii, and S. sonnei.
Dysentery, in addition to being caused by Shigella spp., is also
caused by a class of pathogenic Escherichia coli strains, named
enteroinvasive E. coli (EIEC), which closely resemble Shigella
spp. Indeed, Shigella spp. and E. coli are closely related bac-
teria which are homologous over 90% of their chromosomal
DNA (13). Shigella spp. and EIEC possess a 180- to 230-kb
virulence plasmid on which major virulence determinants are
located. Additionally, over 20 chromosomal virulence-associ-
ated genetic loci have been identified (34).
Infection by shigellae begins with the ingestion of bacteria,

which, on reaching the colon, invade colonic epithelial cells.
The invading bacteria then multiply and spread continuously to
adjacent epithelial cells, a process which eventually leads to
inflammation and ulceration of the colonic mucosa, resulting
in bloody and mucoid diarrhea. The bacilli are excreted by the
host and exposed to the natural environment. Thus, Shigella
life cycles, including the processes leading to disease, are quite
complicated, requiring numerous gene functions (34). Indeed,

Shigella spp. possess complicated regulatory systems for ex-
pression of the major virulence determinants encoded by the
large plasmid (32, 33), and the bacteria might acquire from
other organisms some other genes apart from the virulence
genes on the large plasmid or on the chromosome.
To date, over 30 virulence genes on the large plasmid of S.

flexneri have been identified as the determinants for (i) pro-
duction of invasins, IpaB, IpaC, and IpaD; (ii) transport func-
tions ensuring the secretion and release of the Ipa proteins;
(iii) intra- and intercellular spreading of invading bacteria; (iv)
tissue invasion; and (v) regulation of plasmid-encoded viru-
lence genes (34). The genetic regions have also been assigned
to the SalI restriction fragment map of the large plasmid of S.
flexneri (38). These genes include ipa (6, 10, 36, 49), icsB (2),
mxi (3, 4), spa (39, 50), virA (48), virK (26), virG (19, 23), virB
(1, 44), virF (28, 29), and sepA (7). On the large 230-kb plasmid
of S. flexneri, however, those genetic regions occupy only one-
fifth of the total DNA, and the rest of the plasmid DNA
remains open for the placement of some other genetic ele-
ments. In fact, genetic elements required for maintenance of
plasmid replication (24, 42); five copies of ipaH genes, encod-
ing the IpaH antigens (15); a gene encoding an ATP diphos-
phohydrolase activity (8); and some insertion-like elements
related to IS1, IS3, or IS4 (35, 38, 48) have been found on the
large plasmid. In this context, we have been seeking genetic
traits presented on the large plasmid (pMYSH6000) of S. flex-
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neri 2a YSH6000 (38) by exploiting various biochemical reac-
tions that are utilized by YSH6000 but not observed by
YSH6200, the large-plasmidless derivative of YSH6000 (29).
In this work, we report a novel-gene-encoded nonspecific

phosphatase activity, thereby named PhoN-Sf, encoded by
pMYSH6000. Cloning and nucleotide sequencing of the
phoN-Sf region revealed that the phoN-Sf gene existed in the
9.6-kb SalI-I fragment of pMYSH6000 and encoded a 27.2-
kDa protein whose deduced amino acid sequence was signifi-
cantly similar to the other nonspecific acid phosphatases such
as PhoN of Providencia stuartii and PhoC of Morganella mor-
ganii (43). The biochemical properties of the purified PhoN-Sf
protein were significantly similar to those of the PhoC enzyme.
The phoN-Sf homologs were distributed among Shigella and
EIEC strains but were found in only one-half of the strains
tested.

MATERIALS AND METHODS

Bacterial strains, plasmid, and culture media. S. flexneri 2a YSH6000 (38) and
its 230-kb-plasmid-free derivative, YSH6200 (29), were used as positive and
negative controls for enzyme assays. A 9.6-kb SalI restriction fragment of
pMYSH6000 cloned into pBR322Tp (35) was used as the source for cloning of
the phoN-Sf gene. S85, M373, and M211 were isolated previously as the
SalI-I::Tn5 insertion mutants of pMYSH6000 (40) and used to determine the
sites of Tn5 in the phoN-Sf sequence. E. coli JM109 (30) was routinely used for
cloning and DNA sequencing. Plasmid pBluescript-IISK1 (Stratagene) was used
as the vector for cloning the phoN-Sf locus.
Bacteria were routinely grown at 378C in LN broth (37). To impose phosphate

limitation, bacteria were grown in the medium described by Levinthal et al. (20)
at 378C. Ampicillin was added to LN broth at 100 mg/ml.
Phosphatase assay. Extracts were made by sonication and were used as a

source for the enzyme preparation. A phosphatase activity was measured at pH
5.0 (0.2 M sodium acetate buffer), pH 7.0 (0.2 M phosphate buffer), and pH 8.5
(0.2 M glycine-HCl buffer) in mixtures containing 20 mM p-nitrophenyl phos-
phate (pNPP) as a substrate. After 15 min at 378C, the reaction was terminated
by the addition of 1 ml of 1 N NaOH. The activity of the enzyme was determined
by measuring the A410 of liberated p-nitrophenol. One unit of activity was defined
as the amount of enzyme providing the formation of 1 mmol of p-nitrophenol per
min (12).
Inhibition assays were performed in 0.2 M sodium acetate buffer (pH 6.6) by

using 20 mM pNPP as a substrate. The enzyme was preincubated at 378C for 20
min with each substance before the assay was started.
Analytical methods for protein. Protein concentration was determined by

using a protein assay kit (Bio-Rad), with bovine serum albumin as the standard.
Sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) was
carried out by the method of Laemmli (18). The gels were stained with Coo-
massie brilliant blue.
Purification of S. flexneri phosphatase from a recombinant strain. Cultures of

E. coli JM109 carrying pKU102-7 (2-liter culture) grown to the mid-log phase
were centrifuged, and the bacterial pellet was washed twice with buffer A (30 mM
Tris-HCl [pH 7.5] containing 30 mM NaCl), suspended in 20 ml of the same
buffer, and then disrupted with an Ultrasonic homogenizer, model GSD-150
(SMT, Co.). Cell debris was removed by centrifugation at 100,0003 g for 60 min
at 48C, and the resulting supernatant was used directly for subsequent enzyme
purification steps. The crude supernatant containing phosphatase enzyme was
applied to a column of DE-52 cellulose (Whatman) and eluted with a linear
gradient of NaCl (0.03 to 0.5 M) in buffer A. The pooled active fractions were
concentrated and chromatographed on a Cellulofine GC-700 (Seikagaku Kogyo)
column equilibrated with buffer A. The elution was carried out with the same
buffer. Subsequently, the active fractions were loaded onto a MonoQ HR (Phar-
macia) column (5/5) and eluted with a linear gradient of NaCl (0.03 to 0.5 M) in
buffer A. The active fractions were concentrated and applied to a Sephadex G-50
(Pharmacia) column equilibrated with 20 mM ammonium bicarbonate buffer
(pH 8.0). The preparation was washed, and then the enzyme was eluted with 20
mM ammonium bicarbonate buffer. The purity of the preparation was checked
by SDS-PAGE.
Determination of the N-terminal amino acid sequence of PhoN-Sf. Purified

PhoN-Sf protein was subjected to SDS-PAGE and transferred to a polyvinyli-
dene difluoride membrane (Immobilon; Millipore) by means of a TransBlot
transfer medium previously described (25). The transferred protein was stained
with Coomassie brilliant blue, and the appropriate proteins were excised. The
N-terminal amino acid sequence was determined by automated microsequencing
by using Edman degradation reactions on an Applied Biosystem model 477A
protein sequencer equipped with an on-line phenylthiohydantoin analyzer.
DNA sequencing. The sequences of both DNA strands were determined by the

chain termination method of Sanger et al. (31), by using a Bcabest dideoxy

sequencing kit (Takara Shuzo Co.), following cloning into pBluescript-IISK1

and -KS1.
Western blotting (immunoblotting). Protein extracts from each of the subcel-

lular fractions were prepared as described previously (48). The protein extracts
were loaded on an SDS–12% PAGE gel, and the electrophoresed protein bands
were transferred to a polyvinylidene difluoride membrane (Millipore) by the
methods described by Towbin et al. (46). S. flexneri PhoN-Sf was detected by
immunoblotting with PhoN-Sf-specific antibodies, obtained by immunization of
rabbits with the purified PhoN-Sf protein. Immunostaining was done with horse-
radish peroxidase-conjugated protein A (Boehringer Mannheim), and blots were
developed with ECL (enhanced chemiluminescence) reagents (Amersham).
Southern hybridization. A 4.7-kb SmaI-XhoI segment containing the phoN-Sf

gene was obtained from the 9.6-kb SalI fragment of pMYSH6000 and cloned in
pBluescript-IISK1. The resulting plasmid clone, pKU102, was used as a template
for PCR amplification with primers 59-TGACCTTTACTACCTGACAA-39 (nu-
cleotides 96 to 115) and 59-CTGATTGTTAGCGAATTCAT-39 (nucleotides 741
to 722) from the 59 end of the phoN-Sf gene. The PCR product, which comprised
646 bp, was used as the phoN-Sf-specific probe for Southern analysis. SalI-
digested chromosomes or plasmid DNAs resolved in a 0.8% agarose gel were
transferred to a nylon membrane and hybridized with digoxigenin (DIG)-labeled
DNA probe (Boehringer Mannheim). The hybridized bands were detected by
using the DIG luminescent detection kit (Boehringer Mannheim) according to
the manufacturer’s protocol.
Nucleotide sequence accession number. phoN-Sf nucleotide sequence data will

appear in the DDBJ, EMBL, and GenBank databases with accession number
D82966.

RESULTS

Identification of a locus encoding a phosphatase activity.
With pNPP as a substrate, phosphatase activity produced by
YSH6000 (wild-type S. flexneri) or YSH6200 (the 230-kb-plas-
midless mutant of YSH6000) grown in LN broth at 378C was
measured at pH 5.0, pH 7.0, and pH 8.5. Phosphatase activity
was detected at each pH in YSH6000, but at pH 5.0 one-third
of the phosphatase activity was revealed in YSH6200 (data not
shown), suggesting that the 230-kb plasmid (pMYSH6000) en-
coded a phosphatase activity preferentially expressed at pH 7.0
and pH 8.5. Hence, to define the genetic locus responsible for
the phosphatase activity, we utilized SalI fragment clones of
pMYSH6000 inserted in pBR322Tp (35) and introduced each
of the SalI clones into YSH6200. The screening for the SalI
clone able to express the phosphatase activity in YSH6200
showed that one of the SalI fragment clones carrying the 9.6-kb
SalI fragment, which was designated the SalI-I fragment (38),
gave a positive result. Since a collection of 304 independent
pMYSH6000 Tn5 insertion mutants that included Tn5 inser-
tions in the SalI-I fragment had previously been constructed
(40), the Tn5 mutants with alterations in the SalI-I fragment
were examined for phosphatase activity. As expected, three of
nine Tn5 insertion mutants greatly diminished the phosphatase
activity. Indeed, the sites of the three Tn5 insertions were
found to be localized in the 4.5-kb SmaI-XhoI segment (Fig. 1).
Furthermore, the introduction of various subclones of the
SalI-I fragments or the deletion derivatives into YSH6200 en-
abled us to localize the DNA region encoding the phosphatase
activity within a 2.1-kb DNA sequence (Fig. 1).
Nucleotide sequence of the phosphatase DNA sequence. To

identify the genetic determinant encoding the phosphatase ac-
tivity, the nucleotide sequence of the 1,010-bp BstEII-Cfr 13I
segment in the 2.1-kb DNA sequence was determined, since
the BstEII-Cfr 13I segment restored to YSH6200 the produc-
tion of the phosphatase activity. The results showed that the
1,010-bp sequence contained an open reading frame (ORF)
encompassing nucleotides 129 through 875 with the 59 end
proximal to the BstEII site (Fig. 2). The protein encoded by the
ORF determined from the nucleotide sequencing was deduced
to consist of 249 amino acids with a molecular mass of 27.2
kDa. The 20 amino acid residues constituting the N terminus
of the protein possessed a characteristic signal sequence (Fig.
2). Interestingly, the search for amino acid homology with
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other proteins revealed this protein to be similar to PhoN of
P. stuartii (83.2%), PhoC ofM. morganii (80.6%), PhoN of Sal-
monella typhimurium (47.8%), and PhoC of Zymomonas mo-
bilis (34.8%) (Fig. 3). The most critical feature found among
the phosphatase domains was the presence of the highly con-
served GSYPSGHT motif located between residues 162 and
169 of the phosphatase protein of YSH6000. The phosphatase
protein encoded by pMYSH6000 was tentatively designated
PhoN-Sf.
Identification and characterization of PhoN-Sf protein. In

order to characterize the enzymatic activity of the PhoN-Sf pro-
tein, sonic extracts of E. coli K-12 JM109 carrying pKU102-7
(cloned phoN-Sf) (Fig. 1) were purified as described in Mate-
rials and Methods. The purified protein appeared as a single
band with a molecular size of approximately 27 kDa on SDS-
PAGE (Fig. 4). To confirm the identity of the purified protein
as the PhoN-Sf protein, the first 20 amino acids at the N
terminus were sequenced by automated Edman degradation.
The results showed that the amino acid sequence was SIPP
GNDVTTKPDLYYLTND, which corresponded to the de-
duced 20 amino acids at the N terminus of the putative mature
PhoN-Sf protein (Fig. 2).

The purified PhoN-Sf protein was investigated for pH-de-
pendent pNPP hydrolysis activity. Among different pH condi-
tions ranging from at pH 2.0 to pH 12.0 (9), the optimum phos-
phatase activity was observed at pH 6.6 and was achieved at
378C. The enzymatic activity was stable up to 408C for 15 min
in a phosphate buffer (see Materials and Methods) and retained
80% activity at 508C. However, at temperatures over 508C the
activity declined rapidly, and activity was lost completely at
708C. The enzymatic activity showed a broad substrate speci-
ficity. The phosphatase activities for various substrates relative
to the activity for pNPP (1.0) were 0.5 (b-glycerophosphate),
0.85 (glucose-6-phosphate), 0.7 (AMP), and 0.86 (UMP). With
pNPP as the substrate, the inhibitory effects of a number of
compounds on PhoN-Sf activity were examined. As shown in
Table 1, the PhoN-Sf activity was decreased to 6.4% of the
original activity (100%) when mixtures were treated with di-
isopropylphosphate an inhibitor for serine enzyme. The en-
zyme activity was also decreased to 8.4% of the original activity
in the presence of 10 mM dithiothreitol and to 58.1% in the
presence of 3 mM N-bromosuccinimide (Table 1), suggesting
that serine and tryptophan residues and disulfide bonds are
involved in PhoN-Sf activity.

FIG. 1. Identification of phoN-Sf locus on pMYSH6000. The top line represents the linearized SalI restriction map of pMYSH6000 (38), and the shaded boxes over
the line indicate the positions of known virulence loci. The line below indicates the 9.6-kb SalI-I fragment cloned into pBluescript-IISK1. The thick line under pKU101
shows the 4.6-kb SmaI-XhoI segment of pKU102, possessing the phoN-Sf locus. Closed circles with vertical bars above the line indicate the sites of Tn5 insertions as
determined by DNA sequencing. The bars under pKU102 show the subclone in pBluescript-IISK1 and the deletion derivatives of pKU102. The thick bar (ORF) at
the bottom indicates the position of the phoN-Sf gene as determined by assaying the phosphatase activity with the deletion derivatives of pKU102 or by nucleotide
sequencing. Abbreviations: C, ClaI; E, EcoRI; S, SalI; Sc, SacI; Sm, SmaI; X, XhoI.
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Subcellular localization of PhoN-Sf. To further assess the
role of the PhoN-Sf protein in YSH6000, its subcellular local-
ization was investigated by immunoblotting with a PhoN-Sf-
specific antibody (see Materials and Methods). The whole-cell,
cytoplasm, periplasm, outer membrane, and culture superna-
tant fractions prepared from YSH6000 were subjected to SDS-
PAGE. A band corresponding to the 27-kDa PhoN-Sf protein
was present in lanes containing the whole-cell, cytoplasm, and
periplasm but not in those containing the outer membrane or
the culture supernatant (Fig. 5). These results, together with
the presence of the signal sequence at the N terminus of
PhoN-Sf protein (Fig. 2), indicate that PhoN-Sf is a typical
periplasmic enzyme.
PhoN-Sf expression in Shigella strains and EIEC. To inves-

tigate whether the ability to express PhoN-Sf protein was a
particular trait of S. flexneri YSH6000, natural isolates of Shi-
gella and EIEC were grown under low-phosphate conditions
(see Materials and Methods) and PhoN-Sf production was
examined by immunoblotting with the PhoN-Sf-specific anti-

body. The results showed that 8 of 18 S. dysenteriae, 2 of 9 S.
flexneri, 12 of 18 S. boydii, 13 of 22 S. sonnei, and 1 of 10 EIEC
isolates were PhoN-Sf positive. The large plasmid DNA, but
not the chromosomal DNA, derived from the PhoN-Sf-positive
strains was shown to hybridize with the phoN-Sf probe.

DISCUSSION

In this study, we have identified a gene encoding a nonspe-
cific phosphatase activity on the 230-kb virulence plasmid
(pMYSH6000) of S. flexneri YSH6000. The genetic determi-
nant, named phoN-Sf, was localized to a 2.1-kb DNA segment

FIG. 2. Nucleotide sequence of the BstEII-Cfr 13I fragment containing the
phoN-Sf gene. The sequence of the sense strand, as well as the deduced amino
acid sequence for the ORF at positions 129 to 875, corresponding to the PhoN-Sf
protein, is shown. The putative Shine-Dalgarno (SD) sequence is shown by a
double line. The putative signal sequence of the PhoN-Sf protein (amino acids 1
to 20) is underlined. The sites of the three Tn5 insertions, M211, M373, and S85
(see Fig. 1) (40), were at 448 (M211), 513 (M373), and 713 (S85) bp from the 59
end of the phoN-Sf gene. The asterisk indicates a stop codon.

FIG. 3. Comparison of the deduced amino acid sequences of S. flexneri
PhoN-Sf with those of P. stuartii PhoN (EMBL accession number X64820), M.
morganii PhoC (43), S. typhimurium PhoN (14, 17), and Z. mobilis PhoC (27).
Amino acid residues identical among the predicted gene products are marked by
asterisks, and conservative amino acid substitutions are marked by dots. Gaps are
indicated by hyphens. The numbers indicate amino acid residue positions.

FIG. 4. SDS-PAGE of purified PhoN-Sf protein. The purified protein was
loaded on an SDS-PAGE gel (12% acrylamide) and stained with Coomassie
brilliant blue. Lane 1, molecular mass markers; lane 2, the purified phosphatase
protein.
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in the SalI-I fragment on pMYSH6000 (38) that was placed;6
kb downstream of the virG gene (Fig. 1). The nucleotide se-
quence of the phoN-Sf locus revealed that the gene encoded a
27.2-kDa protein, and the PhoN-Sf protein occurred predom-
inantly in the periplasm.
Previously, nine strains with Tn5 insertion mutations in the

SalI-I fragment of pMYSH6000 (40) were isolated, and in this
study it was found that three of them (S85, M373, and M211)
had diminished levels of PhoN-Sf production in comparison
with that of the wild type. The sites of the three Tn5 insertions
were subsequently confirmed to be in the phoN-Sf gene (Fig.
1). Significantly, it was found that the three Tn5 insertion
mutants were capable of invading MK2 epithelial cells and
forming plaques on epithelial cell monolayers in the focus-
plaque-forming assay at levels similar to that of the wild type,
YSH6000 (data not shown). Furthermore, when various Shi-

gella and EIEC strains were tested for PhoN-Sf production or
the presence of phoN-Sf DNA as determined by immunoblot-
ting with the PhoN-Sf-specific antibody or by Southern blotting
with the phoN-Sf-specific probe, 53% of the strains were phos-
phatase negative. On the basis of these results, it would appear
that the PhoN-Sf function is not essential for expression of the
virulence phenotypes of Shigella strains under in vitro condi-
tions.
The PhoN-Sf protein was purified to homogeneity, and its

biochemical properties were characterized. When phosphatase
activity was assayed by using pNPP as the substrate, the puri-
fied enzyme revealed a pH optimum of 6.6. In general, phos-
phatases are divided into two major groups according to pH
optima. For example, alkaline phosphatase exhibits a pH op-
timum above 8.0, while acid phosphatase expresses its activity
at an optimum pH of 5.0 or lower. In this regard, PhoN-Sf may
be classified into neither of the phosphatase groups, rather
belonging to a neutral phosphatase family, although this type
of phosphatase has not yet been reported to have been purified
from members of the family Enterobacteriaceae.
Interestingly, the amino acid sequence of the PhoN-Sf pro-

tein revealed significant homology to sequences of PhoN of P.
stuartii (83.2%) and PhoC of M. morganii (80.6%) and some
homology to those of PhoN of S. typhimurium (47.8%) and
PhoC of Z. mobilis (34.8%) (Fig. 3). Although the enzymatic
properties of PhoN of P. stuartii have not been reported, PhoC
ofM. morganii was shown to be expressed as a high-level phos-
phate-irrepressible acid phosphatase activity, termed HPAP
(43), which was also observed in the PhoN-Sf activity expressed
in YSH6000 (data not shown). Indeed, PhoN-Sf and PhoC of
M. morganii shared several properties: (i) both are secreted in
the periplasm, (ii) both possess nonspecific phosphatase activ-
ity, and (iii) both have enzymatic activity resistant to EDTA,
phosphate fluoride, and tartrate. Consequently, the overall
properties of PhoN-Sf and PhoC are similar to each other, or
to those of other nonspecific acid phosphatases, such as PhoN
of S. typhimurium (14, 17), although PhoN-Sf and PhoC are
apparently more active on 59 nucleotides than on 39 nucleo-
tides (47) and are not inhibited by fluoride ions; those prop-
erties are not noted with the PhoN activity in S. typhimurium
(14, 17).
Although the PhoN-Sf protein and phoN-Sf mRNA are suf-

ficiently expressed in YSH6000 under high-phosphate condi-
tions such as those obtained with LN broth (47), under low-
phosphate conditions (20) the levels of PhoN-Sf production, as
well as phoN-Sf expression, are slightly (approximately two-
fold) increased (data not shown). In contrast, in E. coli phos-
phatase activity such as alkaline phosphatase (PhoA) and pro-
duction of the outer membrane protein PhoE or proteins
involved in the active transport of phosphate and sn-glycerol-
3-phosphate have been shown to be greatly induced upon
phosphate limitation (5, 11, 16, 45). The set of pho genes of E.
coli are expressed as the pho regulons, whose expression is
under the control of the phoB-phoR genes (21, 22). In this
control mechanism, the phosphorylated phoB product acts as
the direct transcriptional controller by interacting with the pho
box in the promoter region of the various genes that belong to
the pho regulons. Recently, Scholten et al. (41) reported that S.
flexneri contains a functional PhoB-PhoR regulatory system,
since when the E. coli phoA gene was introduced into S. flex-
neri, PhoA production was induced by phosphate limitation.
However, introduction of phoE on a plasmid did not lead to
the expression of PhoE. Examination of the phoB gene by
nucleotide sequencing revealed that the deduced PhoB se-
quence contained two amino acid changes from the E. coli
PhoB sequence, one of which was involved in the PhoB activ-

FIG. 5. Subcellular localization of PhoN-Sf protein in YSH6000. Detection
of PhoN-Sf was performed by immunoblotting with the PhoN-Sf-specific anti-
body. Lanes 1 and 6, whole-cell protein extracts; lanes 2 and 7, cytoplasmic
protein extracts; lanes 3 and 8, periplasmic protein extracts; lanes 4 and 9, outer
membrane protein; lanes 5 and 10, culture supernatant protein extracts. Lanes 1
through 5 represent SDS-PAGE and staining with Coomassie brilliant blue,
while lanes 6 through 10 are immunoblottings. The arrowhead indicates the
PhoN-Sf protein. Molecular masses are indicated on the left.

TABLE 1. Effects of various inhibitors on the purified phosphatase

Inhibitora (final concn) Residual
activityb (%)

None............................................................................................... 100
NBS (1 mM) ................................................................................. 81.1
NBS (3 mM) ................................................................................. 58.1
Benzamidine-HCl (10 mM) ........................................................ 107.4
DTT (1 mM)................................................................................. 40.9
DTT (10 mM)............................................................................... 8.4
SBTI (1 mg/ml)............................................................................. 103.6
o-Phenanthroline (5 mM) ........................................................... 100.7
EDTA (20 mM)............................................................................ 115.3
DFP (5 mM) ................................................................................. 88.9
DFP (10 mM) ............................................................................... 6.4
Cysteine (10 mM)......................................................................... 105.9
L-Phenylalanine (10 mM)............................................................ 108.1
L-Tryptophan (10 mM)................................................................ 114.5
L-(1)-Tartaric acid (10 mM) ...................................................... 105.6
a NBS, N-bromosuccinimide; DTT, dithiothreitol; SBTI, soybean trypsin in-

hibitor; DFP, diisopropyl fluorophosphate.
b Residual activities were calculated from the amount of p-nitrophenyl formed.

The value for the reaction with no addition was set at 100%. The data are the
averages for three experiments. The reaction was performed as described in
Materials and Methods.
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ity, indicating that S. flexneri PhoB does not recognize the phoE
promoter region (41). In this regard, the phoN-Sf promoter
region may also be less responsive to PhoB activity, since
PhoN-Sf activity in YSH6000 revealed the HPAP phenotype
(see above) and PhoN-Sf expression and its mRNA synthesis
were not remarkably affected by the introduction of phoB-
phoR double mutations in YSH6000 (data not shown). Indeed,
a putative pho box motif was not found in the phoN-Sf pro-
moter region (Fig. 2). These results may suggest that the
phoN-Sf gene, or the DNA region, on the large plasmid of
Shigella spp. is derived from some member of the family En-
terobacteriaceae, such as the genera Providencia and Mor-
ganella, which are taxonomically close to each other (43).

ACKNOWLEDGMENTS

Thanks are due to Robert A. Hendon for critical reading of the
manuscript, to Akiyo Mori for her assistance with the experimental
work, and to KozoMakino for providing a phoB-phoRmutant of E. coli
K-12.
This work was supported by grants 07770208 from the Ministry of

Education, Science, and Culture of the Japanese Government.

REFERENCES
1. Adler, B., C. Sasakawa, T. Tobe, S. Makino, K. Komatsu, and M. Yoshikawa.
1989. A dual transcriptional activation system for the 230 kilobase plasmid
genes coding for virulence-associated antigens of Shigella flexneri. Mol. Mi-
crobiol. 3:627–635.

2. Allaoui, A., J. Mounier, M.-C. Prévost, P. J. Sansonetti, and C. Parsot. 1992.
icsB: a Shigella flexneri virulence gene necessary for the lysis of protrusions
during intercellular spread. Mol. Microbiol. 6:1605–1616.

3. Allaoui, A., P. J. Sansonetti, and C. Parsot. 1992. MxiJ, a lipoprotein in-
volved in secretion of Shigella Ipa invasion, is homologous to YscJ, a secre-
tion factor of the Yersinia Yop proteins. J. Bacteriol. 174:7661–7669.

4. Andrews, G. P., A. E. Hromockyj, C. Coker, and A. T. Maurelli. 1991. Two
novel virulence loci, mxiA and mxiB, in Shigella flexneri 2a, which facilitate
excretion of invasion plasmid antigens. Infect. Immun. 59:1997–2005.

5. Argast, M., and W. Boos. 1980. Co-regulation in Escherichia coli of a novel
transport system for sn-glycerol-3-phosphate and outer membrane protein Ic
(e, E) with alkaline phosphatase and phosphate-binding protein. J. Bacteriol.
143:142–150.

6. Baudry, B., M. Kaczorek, and P. J. Sansonetti. 1988. Nucleotide sequence of
the invasion plasmid antigen B and C genes (ipaB and ipaC) of Shigella
flexneri. Microb. Pathog. 4:345–357.

7. Benjelloun-Touimi, Z., P. J. Sansonetti, and C. Parsot. 1995. SepA, the
major extracellular protein of Shigella flexneri: autonomous secretion and
involvement in tissue invasion. Mol. Microbiol. 17:123–135.

8. Bhargava, T., S. Datta, V. Ramachandran, R. Ramakrishnan, R. K. Roy, K.
Sankaran, and Y. V. B. K. Subrahmanyam. 1995. Virulent Shigella codes for
a soluble apyrase: identification, characterization and cloning of the gene.
Curr. Sci. 68:293–300.

9. Britton, H. T. S., and R. A. Robinson. 1931. Universal buffer solutions and
the dissociation constant of veronal. J. Chem. Soc. Part 1, p. 1456–1462.

10. Buysse, J. M., C. K. Stover, E. V. Oaks, M. Venkatesan, and D. J. Kopecko.
1987. Molecular cloning of invasion plasmid antigen (ipa) genes from Shi-
gella flexneri: analysis of ipa gene products and genetic mapping. J. Bacteriol.
169:2561–2569.

11. Chang, C. N., W. J. Kuang, and Y. Chen. 1986. Nucleotide sequence of the
alkaline phosphatase gene of Escherichia coli. Gene 44:121–125.

12. Dassa, E., M. Chau, B. D. Cherel, and P. L. Boquet. 1982. The acid phos-
phatase with optimum pH of 2.5 of Escherichia coli. J. Biol. Chem. 257:6669–
6676.

13. Falkow, S., H. Schneider, L. S. Baron, and S. B. Formal. 1963. Virulence of
Escherichia-Shigella genetic hybrid for the guinea pig. J. Bacteriol. 86:1251–
1258.

14. Groisman, E. A., and H. Ochman. 1993. Cognate gene clusters govern
invasion of host epithelial cells by Salmonella typhimurium and Shigella
flexneri. EMBO J. 12:3779–3787.

15. Hartman, A. B., M. Venkatesan, E. V. Oaks, and J. M. Buysse. 1990. Se-
quence and molecular characterization of a multicopy invasion plasmid an-
tigen gene, ipaH, of Shigella flexneri. J. Bacteriol. 172:1905–1915.

16. Inouye, H., and J. Beckwith. 1977. Synthesis and processing of an Escherichia
coli alkaline phosphatase precursor in vitro. Proc. Natl. Acad. Sci. USA
74:1440–1444.

17. Kasahara, M., A. Nakata, and H. Shinagawa. 1991. Molecular analysis of the
Salmonella typhimurium phoN gene, which encodes nonspecific acid phos-
phatase. J. Bacteriol. 173:6760–6765.

18. Laemmli, U. K. 1970. Cleavage of structural proteins during the assembly of
the head of bacteriophage T4. Nature (London) 227:680–685.

19. Lett, M.-C., C. Sasakawa, N. Okada, T. Sakai, S. Makino, M. Yamada, K.
Komatsu, and M. Yoshikawa. 1989. virG, a plasmid-coded virulence gene of
Shigella flexneri: identification of the virG protein and determination of the
complete coding sequence. J. Bacteriol. 171:353–359.

20. Levinthal, A., E. R. Signer, and K. Fetherolf. 1962. Reactivation and hybrid-
ization of reduced alkaline phosphatase. Proc. Natl. Acad. Sci. USA 48:
1230–1237.

21. Makino, K., H. Shinagawa, M. Amemura, T. Kawamoto, M. Yamada, and A.
Nakata. 1989. Signal transduction in the phosphate regulon of Escherichia
coli involved phosphotransfer between PhoR and PhoB proteins. J. Mol.
Biol. 210:551–559.

22. Makino, K., H. Shinagawa, M. Amemura, S. Kimura, and A. Nakata. 1988.
Regulation of the phosphate regulon of Escherichia coli: activation of pstS
transcription by PhoB protein in vitro. J. Mol. Biol. 203:85–95.

23. Makino, S., C. Sasakawa, K. Kamata, K. Kurata, and M. Yoshikawa. 1986.
A genetic determinant required for continuous reinfection of adjacent cells
on a large plasmid in Shigella flexneri 2a. Cell 46:551–555.

24. Makino, S., C. Sasakawa, and M. Yoshikawa. 1988. Genetic relatedness of
the basic replicon of the virulence plasmid in shigellae and enteroinvasive
Escherichia coli. Microb. Pathog. 5:267–274.

25. Matsudaira, P. 1987. Sequence from picomole quantities of protein electro-
blotted onto polyvinylidene difluoride membranes. J. Biol. Chem. 262:
10035–10038.

26. Nakata, N., C. Sasakawa, N. Okada, T. Tobe, I. Fukuda, T. Suzuki, and M.
Yoshikawa. 1992. Identification and characterization of virK, and a virulence-
associated large plasmid gene essential for intercellular spreading of Shigella
flexneri. Mol. Microbiol. 6:2387–2395.

27. Pond, J. L., C. K. Eddy, K. F. Mackenzie, T. Conway, and L. O. Ingram.
1989. Cloning, sequencing and characterization of the principal acid phos-
phatase, the phoC1 product, from Zymomonas mobilis. J. Bacteriol. 171:
767–774.

28. Sakai, T., C. Sasakawa, S. Makino, K. Kamata, and M. Yoshikawa. 1986.
Molecular cloning of a genetic determinant for Congo red binding ability
which is essential for the virulence of Shigella flexneri. Infect. Immun. 51:
476–482.

29. Sakai, T., C. Sasakawa, S. Makino, and M. Yoshikawa. 1986. DNA sequence
and product analysis of the virF locus responsible for Congo red binding and
cell invasion in Shigella flexneri 2a. Infect. Immun. 54:395–402.

30. Sambrook, J., E. F. Fritsch, and T. Maniatis. 1989. Molecular cloning: a
laboratory manual, 2nd ed. Cold Spring Harbor Laboratory Press, Cold
Spring Harbor, N.Y.

31. Sanger, F., S. Nicklen, and A. R. Coulson. 1977. DNA sequencing with
chain-terminating inhibitors. Proc. Natl. Acad. Sci. USA 74:5463–5467.

32. Sansonetti, P. J., D. J. Kopecko, and S. B. Formal. 1981. Shigella sonnei
plasmid: evidence that a large plasmid is necessary for virulence. Infect.
Immun. 34:75–83.

33. Sansonetti, P. J., D. J. Kopecko, and S. B. Formal. 1982. Demonstration of
the involvement of a plasmid in the invasive ability of Shigella flexneri. Infect.
Immun. 35:852–860.

34. Sasakawa, C. 1995. Molecular basis of pathogenicity of Shigella. Rev. Med.
Microbiol. 6:257–266.

35. Sasakawa, C. Unpublished data.
36. Sasakawa, C., B. Adler, T. Tobe, N. Okada, S. Nagai, K. Komatsu, and M.

Yoshikawa. 1989. Functional organization and nucleotide sequence of viru-
lence region-2 on the large virulence plasmid of Shigella flexneri 2a. Mol.
Microbiol. 3:1191–1201.

37. Sasakawa, C., and D. E. Berg. 1982. IS50-mediated inverse transposition:
discrimination between the two ends of an IS element. J. Mol. Biol. 159:
257–271.

38. Sasakawa, C., K. Kamata, T. Sakai, S. Y. Murayama, S. Makino, and M.
Yoshikawa. 1986. Molecular alteration of the 140-megadalton plasmid asso-
ciated with loss of virulence and Congo red binding activity in Shigella
flexneri. Infect. Immun. 51:470–475.

39. Sasakawa, C., K. Komatsu, T. Tobe, T. Suzuki, and M. Yoshikawa. 1993.
Eight genes in region 5 that form an operon are essential for invasion of
epithelial cells by Shigella flexneri 2a. J. Bacteriol. 175:2334–2346.

40. Sasakawa, C., S. Makino, K. Kamata, and M. Yoshikawa. 1986. Isolation,
characterization, and mapping of Tn5 insertions into the 140-megadalton
invasion plasmid defective in the mouse sereny test in Shigella flexneri 2a.
Infect. Immun. 54:32–36.

41. Scholten, M., R. Janssen, C. Bogaarts, J. V. Strien, and J. Tommassen. 1995.
The pho regulon of Shigella flexneri. Mol. Microbiol. 15:247–254.

42. Silva, R. M., S. Saadi, and W. K. Maas. 1988. A basic replicon of virulence-
associated plasmids of Shigella spp. and enteroinvasive Escherichia coli is
homologous with a basic replicon in plasmids of IncF groups. Infect. Immun.
56:836–842.

43. Thaller, M. C., F. Berlutti, S. Schippa, G. Lombardi, and G. M. Rossolini.
1994. Characterization and sequence of PhoC, the principal phosphate-
irrepressible acid phosphatase of Morganella morganii. Microbiology 140:
1341–1350.

VOL. 178, 1996 PHOSPHATASE (phoN-Sf) OF SHIGELLA FLEXNERI 4553



44. Tobe, T., S. Nagai, N. Okada, B. Adler, M. Yoshikawa, and C. Sasakawa.
1991. Temperature-regulated expression of invasion genes in Shigella flexneri
controlled through the transcriptional activation of the virB gene on the large
plasmid. Mol. Microbiol. 5:887–893.

45. Tommassen, J., and B. Lugtenberg. 1980. Outer membrane protein e of
Escherichia coli K-12 is coregulated with alkaline phosphatase. J. Bacteriol.
143:151–157.

46. Towbin, H., T. Staehelin, and J. Gordon. 1979. Electrophoretic transfer of
proteins from polyacrylamide gels to nitrocellulose sheets: procedure and
some applications. Proc. Natl. Acad. Sci. USA 76:4350–4354.

47. Uchiya, K. Unpublished data.

48. Uchiya, K., T. Tobe, K. Komatsu, T. Suzuki, M. Watarai, I. Fukuda, M.
Yoshikawa, and C. Sasakawa. 1995. Identification of a novel virulence gene,
virA, on the large plasmid of Shigella, involved in invasion and intercellular
spreading. Mol. Microbiol. 17:241–250.

49. Venkatesan, M., J. M. Buysse, and D. J. Kopecko. 1988. Characterization of
invasion plasmid antigen (ipaBCD) genes from Shigella flexneri: DNA se-
quence analysis and control of gene expression. Proc. Natl. Acad. Sci. USA
85:9317–9321.

50. Venkatesan, M., J. M. Buysse, and E. V. Oaks. 1992. Surface presentation of
Shigella flexneri invasion plasmid antigens requires the products of the spa
locus. J. Bacteriol. 174:1990–2001.

4554 UCHIYA ET AL. J. BACTERIOL.


