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Molecular Analysis of the Poly(3-Hydroxyalkanoate) Synthase
Gene from a Methylotrophic Bacterium, Paracoccus denitrificans
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A 3.6-kb EcoRI-Sall fragment of Paracoccus denitrificans DNA hybridized with a DNA probe carrying the
poly(3-hydroxyalkanoate) (PHA) synthase gene (phaC) of Alcaligenes eutrophus. Nucleotide sequence analysis
of this region showed the presence of a 1,872-bp open reading frame (ORF), which corresponded to a
polypeptide with a molecular weight of 69,537. Upstream of the ORF, a promoter-like sequence was found.
Escherichia coli carrying the fusion gene between lacZ and the ORF accumulated a level of poly(3-hydroxybu-
tyrate) that was as much as 20 wt% of the cell dry weight in the presence of B-ketothiolase and acetoacetyl-
coenzyme A reductase genes of A. eutrophus. The ORF was designated phaCp,. A plasmid vector carrying the
phaCp,'-'lacZ fusion gene downstream of the promoter-like sequence expressed (3-galactosidase activity in P.
denitrificans. When a multicopy and broad-host-range vector carrying the ORF along with the promoter-like
sequence was introduced into P. denitrificans, the PHA content in the cells increased by twofold compared with

cells carrying only a vector sequence.

Poly(3-hydroxyalkanoates) (PHAs) synthesized by bacteria
have received great attention as sources for biodegradable
plastic materials (4). Poly(3-hydroxybutyrate) [P(3HB)] is the
most investigated PHA (4, 8, 16). Interest in a copolyester
composed of 3HB and 3-hydroxyvalerate (3HV) [P(3HB-co-
3HV)] has been growing recently because its physical proper-
ties are suitable for developing biodegradable plastics with
wide utility.

Methylotrophic bacteria able to grow on methanol as a sole
carbon and energy source are attractive for producing useful
metabolites because methanol is an inexpensive feed stock.
Some researchers have used methylotrophic bacteria for pro-
ducing P(3HB) on the basis of biological engineering (30, 31).
Recently, we first found that a facultatively methylotrophic
bacterium, Paracoccus denitrificans, was able to synthesize the
P(3HB-co-3HV) copolyester extremely rich in its 3HV unit
(more than 98 mol%) in the presence of both methanol and
n-amyl alcohol (34, 35).

Genes responsible for PHA synthesis have been isolated and
characterized from several bacteria (8, 9, 12, 13, 15, 16, 19, 23,
24, 26, 28, 36). In Alcaligenes eutrophus, three enzymes, B-ke-
tothiolase, acetoacetyl-coenzyme A (CoA) reductase, and
PHA synthase, function to synthesize P(3HB) (15, 18). They
are encoded by phaA, phaB, and phaC, respectively. Although
these genes are closely located on a chromosomal DNA in A.
eutrophus, their organization seems to be different in microor-
ganisms. Recently, Valentin et al. isolated and characterized
the PHA synthase gene of a methylotrophic bacterium, Methy-
lobacterium extorquens (36), which was the first instance in
which this was done for methylotrophic bacteria. However,
very little is known regarding PHA synthesis at the molecular
level. In this study, we report the characterization of the PHA
synthase gene of P. denitrificans and the increase in synthesis of
PHA by its recombinant strain.
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MATERIALS AND METHODS

Bacterial strains, plasmids, and growth conditions. The bacterial strains used
were P. denitrificans (ATCC 17741), Escherichia coli XL-1 Blue (2) and E. coli
HBI101 (1). Table 1 lists the plasmids used in this study. P. denitrificans was
aerobically grown in an inorganic salt medium containing 1% (vol/vol) methanol
or 0.2% (vol/vol) n-amyl alcohol at 30°C (34, 35). E. coli was grown at 37°C in
Luria-Bertani medium (21). When needed, tetracycline (12.5 wg/ml), kanamycin
(25 pg/ml), or ampicillin (50 wg/ml) was added to the medium. Isopropyl-B-p-
thiogalactopyranoside (IPTG) and 5-bromo-4-chloro-3-indolyl-B-p-galactopyr-
anoside were used at concentrations of 20 and 40 pg/ml, respectively.

DNA manipulation. Total genomic DNA of P. denitrificans was isolated ac-
cording to the procedure described by Wilson (37). Plasmid DNA isolation,
agarose gel electrophoresis, and transformation of E. coli were carried out as
described by Sambrook et al. (21). Conjugative transfer of plasmids into P.
denitrificans was carried out by a triple mating procedure with E. coli HB101
harboring pRK2013 as a helper strain (6). All DNA-manipulating enzymes were
used as recommended by the manufacturers.

Southern blotting and colony hybridization analysis. Hybridization was car-
ried out as described by Southern (27). The DNA probe used was a 1.5-kb
EcoT141 fragment of pSK2665 which contained the phaC gene of A. eutrophus
(phaC,,) (24). Preparation of a digoxigenin-labeled probe and its visualization
on the membrane were carried out with the digoxigenin nucleic acid labeling and
detection kit (Boehringer Mannheim Biochemicals, Indianapolis, Ind.).

Nucleotide sequence analysis. DNA fragments to be sequenced were sub-
cloned into pBluescript II SK* and used for making serial deletions. DNA
sequencing was carried out by the dideoxy chain-termination method described
by Sanger et al. (22) with an ALF DNA sequencer (Pharmacia, Uppsala, Swe-
den). Computer analysis of the nucleotide sequence was performed with SDC-
GENETYX genetic information processing software (Software Development
Co., Tokyo, Japan).

Electrophoresis of proteins. Proteins were separated by sodium dodecyl sul-
fate (SDS)-12.5% (wt/vol) polyacrylamide gel electrophoresis as described by
Laemmli (11) and were visualized with Coomassie brilliant blue G-250. Protein
concentrations were determined by a method described by Lowry et al. (14).

Preparation of partially purified PHA synthase. PHA granules were obtained
from a 500-ml culture of P. denitrificans as described by Pieper et al. (19) and
boiled for 5 min in a mixture of 8% (wt/vol) SDS, 20% (vol/vol) mercaptoetha-
nol, and 40% (vol/vol) glycerol. After centrifugation at 15,000 X g for 10 min, the
supernatant obtained was used as a partially purified PHA synthase.

Western blot (immunoblot) analysis. The B-galactosidase-PHA synthase fu-
sion protein was recovered from E. coli XL-1 Blue harboring pAS1.8 (see below)
grown in the presence of 1 mM IPTG. Western blotting was done as described
by Burnette (3) with polyvinylidene difluoride membrane. Antibody of the fusion
protein was prepared by immunizing a rabbit with the fusion protein as described
by Sambrook et al. (21). In immunoblot analysis, the secondary antibody was
peroxidase-conjugated anti-rabbit immunoglobulin G (Bio-Rad Laboratories,
Richmond, Calif.). The blot was developed with 4-chloro-1-naphthol (21).

PHA analysis. PHA in the cells was analyzed by gas chromatography (35).
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TABLE 1. Plasmids used in this study

Plasmid Relevant descriptions Reference or source
pBluescript II SK* or KS* Ap"; lacPOZ’; cloning vectors Stratagene
pRK2013 Km" Tra*; ColE1 replicon 6
pSK2665 pBluescript 11 KS™ carrying the phaC-phaA-phaB operon of A. eutrophus 24
pES3.6 pBluescript IT SK* carrying 3.6-kb EcoRI-Sall fragment of P. denitrificans This study
pAS1.8 pBluescript IT KS* derivative; lacZ'-'phaCp, fusion This study
pEE2.0 pBluescript IT KS* derivative; lacZ'-'phaCp, fusion This study
pACYC177 Ap" Km'; cloning vector; P15A replicon 20
pAcAB pACYC177 carrying phaA-phaB genes of A. eutrophus This study
pGD926 Tc" Tra* Mob™; broad-host-range promoter probing vector 5
pGDAO0.9 pGD926 derivative; phaCp,'-'lacZ fusion This study
pBBRIMCS Cm’"; broad-host-range cloning vector; Tra* Mob™ IncP 10
pBBRKm Km" Cm®; pBBRIMCS derivative carrying Km" determinant of Tn5 This study
pBBRKm::AS2.7 pBBRKm carrying 2.7-kb Apal-Sall fragment of P. denitrificans (Fig. 1) This study

Nucleotide sequence accession number. The nucleotide sequence data re-
ported here will appear in the EMBL, GenBank, and DDBJ nucleotide sequence
databases under accession number D43764.

RESULTS

Cloning and nucleotide sequence analysis of the P. denitri-
ficans PHA synthase gene (phaCp,). Southern blot hybridiza-
tion analysis showed that Sa/l-EcoRI fragments of P. denitrifi-
cans DNA hybridized with the probe at an approximate size of
3.6 kb. The fragments of approximately that size were recov-
ered from an agarose gel and cloned into pBluescript IT SK™*.
A colony hybridization of E. coli transformants with the probe
revealed the presence of one positive clone. A recombinant
plasmid (pES3.6) harbored by the transformant contained a
3.6-kb insert of P. denitrificans DNA. In Fig. 1, the nucleotide
sequence of a 2,712-bp region of the 3.6-kb insert is shown.
The G+C content of the determined sequence was 66.5 mol %,
which was close to that (66 to 68 mol%) reported for P. deni-
trificans DNA (29). From computer analysis for protein-coding
regions, one open reading frame (ORF) was found. It started
with the ATG start codon at nucleotides 662 to 664 and ended
with the TAA stop codon at nucleotides 2,534 to 2,536. The
ORF was preceded by a putative translational start signal (5'-
GGCGGCG-3') proposed for several genes from P. denitrifi-
cans (29) with a reasonable spacing of 8 nucleotides. An in-
verted repeating structure able to form a potential stem-loop
structure was found downstream of the ORF. The free energy
of the structure was calculated to be —39.9 kcal (ca. —167
kJ)/mol according to the method described by Tinoco et al.
(33).

Gene product encoded by the ORF. The ORF was analyzed
for the product encoded. There were two possible start codons
of ATG at nucleotide positions 662 and 890. As described
below, the ATG codon at the nucleotide position of 662 was
selected as the start site of the ORF. The putative gene prod-
uct translated from the ORF was composed of 624 amino acids
and had a molecular weight of 69,537. Figure 2 shows the
comparison of a translated gene product of the ORF with
known PHA synthases from eight microorganisms (8, 12, 17,
19, 23, 25, 32, 36). Calculated identities ranged from 21 to 56%.
The highest identity was obtained with the PHA synthase of
Rhodobacter sphaeroides; however, the identities with the en-
zymes of other bacteria were as high as 35%.

Expression of the lacZ'-'phaC,, fusion gene in E. coli cells.
To examine whether the translation product of the ORF could
actually exhibit PHA synthase activity, two plasmids carrying
lacZ'-'phaCp, fusion genes were constructed as follows. One
of them, pAS1.8, was constructed by ligating a 1.8-kb Apal-Sall

fragment (Fig. 1) of pES3.6 at the Apal and Sall restriction
sites of pBluescript I KS™. Another plasmid, pEE2.0, was
produced by inserting a filled-in 2.0-kb EcoT14I fragment (Fig.
1) of pES3.6 into the EcoRV site of pBluescript I KS™. There-
fore, pAS1.8 and pEE2.0 should produce B-galactosidase—
PHA polymerase fusion proteins with molecular weights of
63,815 and 73,106, respectively. Figure 3A shows the results of
SDS-polyacrylamide gel electrophoresis of cell-free lysate from
recombinant E. coli cells harboring pAS1.8 or pEE2.0. In the
presence of IPTG, both plasmids produced extra proteins with
molecular weights of 64,000 and 73,000, respectively. These
proteins reacted with anti-B-galactosidase-PHA synthase fu-
sion protein antibody (lanes 1 and 3 in Fig. 3B). As shown in
Fig. 3B (lane 5), the molecular weight of the PHA synthase
produced by P. denitrificans was approximately 69,000. This
value closely agreed with the molecular weight of the ORF
estimated by nucleotide sequence analysis.

The PHA synthase activity of the ORF was examined with E.
coli cells harboring pAeAB and pAS1.8, which were compati-
ble in a single E. coli cell. Since pAeAB contains a phaA-phaB
operon of A. eutrophus downstream from the promoter of the
Tc' gene of pACYC177, it can express B-ketothiolase and
acetoacetyl-CoA reductase activities in E. coli. Table 2 shows
P(3HB) synthesis by recombinant E. coli cells grown on
sodium lactate, which was used instead of glucose to avoid
catabolite repression for the lacZ promoter in pAS1.8.
P(3HB) accumulated only in the cells harboring pAeAB and
pASL.8.

Analysis of the promoter region of phaCp, In nucleotide
sequence analysis of the upstream region of the phaCp, gene,
the E. coli o’%-dependent promoter-like sequences (7) could
not be found. Instead, sequences resembling promoter regions
of several genes from P. denitrificans (29) were found; the most
plausible promoter regions for the ORF were 5'-TCGGGC-3’
(nucleotides 554 to 559) for the —35 region and 5'-GCAGGC-3'
(nucleotides 577 to 582) for the —10 region, respectively. These
regions were separated by 17 nucleotides. To examine whether
these sequences could function as a promoter, a plasmid
pGDAO.9 was constructed as follows. A 0.9-kb Apal fragment
(nucleotides 1 to 897 in Fig. 1) was inserted into the Apal site
of pBluescript II SK*. The recombinant plasmid was digested
to recover a 0.9-kb Sacl-Kpnl fragment. The fragment was
treated with T4 DNA polymerase to fill in and was ligated with
Smal-digested pBluescript II SK*, which was followed by re-
covering a 0.9-kb BamHI fragment from the construct. The
BamHI fragment was finally inserted into the BamHI site of
pGD926 to produce pGDAO.9. If any promoter sequence ex-
isted in the upstream region of the phaCp, gene, pGDAO0.9
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Apal

J. BACTERIOL.

1 GGGCCCGCGCGCTEGCGCCCATCCATTCATTGGTGTTGCGGATCGTCTCCATCGCATCATAGAGAGATGATCCCTC TCAAACCCTTGTACGTCGTCATTG
101 CAACCTTCTCCCATGAACCCGCCGEATTCGGCCTTGCCGGGGAAGGACACGGCTTTACCTGCGTATTGTGCTGGGCATAATGATTTTACGGTTCA A
201 GATTGTCAATTATGGCGGGCAAGGACGAARARCCGGAAGCTGCGGGCGCGGCCGARGCCGGGGGCARACCACGCAGGGGCCGCGEGGCAGGGGCCAAGGE
301 CCGTACCGGGGACAGCGAAACAGGAGCCGAAGCCTGCCGATTCGGAARAGCCGGCGCGACCGCGGCGCGARAAGGCCGCGGTGAAGACCCCGCCCGAGCT
401 CGTGCCGGAGCCCGCGGCECCTGCCAGGTCCAAGGCGGCCGCGGCCTCCGATCCCGCCAAGCCTGCCGCCAAGGCCGGCACACGCARACGCCGCGTTGCG

50

-

-35 -10
TCGGGN.. (16 to 18 bp)..GATNG(C/G)

CGCGEGCEEGEECCEETCGCAGCGATCCGCGCCCCGGTCCGCGCCGAAAGCCCTCGGGCARGGCCGCCGCGAAGGCGCAGGCCGAGACCGCCTCGCTCAG

EcoTl4I

60

Py

TATGGCCGACGAGGCGCTGCGTCCGCTGGGCGCCETCGGACCGEGCEECEGCGTGCCGCCCATGGCCGCGCCCCGCGCCCAGGCTGCCGCCCCGGCGGGE

M A A P RAQAA AWM ATPDZAG

701 ACCGGCCAGTCTGCCGGACTCGCTGCCGAGCCGCATCCAGCCCGAACACCGCCGCCTTCGTCGAGGCGGCCTTCGGTCCCGGCAGCCGCCTCCCAACAGT
T 6 Q S A GLAA AEUPHUPARTU®PUPUPS S RURPS V PAAASIOQQTL

80

iy

Apal

TGGCCCAGAACATCGAGCGCATCGRATCGCTGACCCAGCGCCTGATCAGCGCGCTGGCGCAGCGCCGTCCCTCGAATCCCGGCGTCGAGATGCCGGGCCT

A Q NI ERTIZESTILTUG®QR®RILTISALA AGQRZ®RZPSUNDPGVEMMTPG?P

20

-

CGACCTTTTCGCCACCGCGACCTCGGCCTGGATCAAGCTTCTGGCCGAGCAGCCCGAGCGGGTGATCGGCCAGCAGGTCAGCTATTGGGGCGARACCTTG

DL F AT AT SAWTII KTU LULAEUZGQ?PEURUYVIGS EQQV S Y W GETL

1001 CGCCATTTCGCCGAGGCCCAGGCCGCCTTTGCCCGCGGCACCGTGACGCCGCCGCCCAGCGAA

CGCGGGACCGGCGCTTTGCCAACCCGCTGTGGG

R H F A E A QA AT FARGTUVTUPUP P S EGPRUDI RI RV FANUPTILWE

1101 AGGCGCATCCCTTCTTCAACTTCATCAAGCGGCAATACCAGATCAACGCCCAGGCCCTGCAGGAGGCGGCCAGCACACTGGACCTGCCCGAGATGACCGA
A HPF F NTFTII KR RQYQQIDNA ASQ QA ALUGQEH AHASTTULDILUZPUEMMTD

1201 CCGGCGCCGGATCGAATGGTTCACCCGCCAGATGATCGACATGATGGCGCCGACGAATTTTCTGGCCACCAATCCCGACGACAGCTGGAAAAGGCGCTGG
R RRIEWTV FTRQMTITUDMMATPTWNTFTILATUNZPUDU DS W KU RTZ RW

1301 AGACCGAGGGACGAAAGCCTGGTCAGGGGCCTTGAGAACCTGGTGCGCGACGTCGAGCAGAACAGCGGCGAGCTGATCGTGTCGCTGGCCGACCGCGATG
R P RDE S LV RGULENZ LV RDVETZGQUHNSGETLTIVSULADTR RTDA

1401 CCTTCCGTGTGGGCGAGAACATCGGCACCACCGAGGGCACGGTGGTCGCGCGCACCAAGCTTTACGAGCTGATCCAGTACARGCCCACCACCGCGCAGGT
F RV GEWNTIGTTETGTVVARTI KTILYZETZLTIUGQYIZ KT PTTH®AZGQUV

1501 GCATGAGATCCCGCTGGTGATCTTTCCGCCCTGGATCAACARATTCTACATCCTCGACCTCARGCCGCAGAACAGCCTGATCAARATGGATCGTGGACCAG
H EI PL VI F PPWIWNI KT FYTIIULDIULIEKU?®POQNSTILTII KU WTIUVDQ

1601 GGCCATACGCTGTTCGTGGTGGCCTGGAAGARCCCCGACCCCAGCTATGGCGACACCGGCATGGACGATTACGTCAGCGCCTATCTGGAGGTGATGGACC
G H TLF V V AWI XKD NZPUDUPSY GGDTGMDUD YV S A Y L EUVMDR

1701 GGGTTCTGGATCTGACCGACCAGAAAAAGCTGAATGCGGTGGGCTATTGCATCGCCGGCACCACCCTGGCGCTGACCCCTGTCGTGCTGAAGCAGCGCGG
VL DIL TD @ KKULNA AV G Y CIAGTTU LA ATLT®PVVULIKGQR G

1801 CGACGACCGGGTGAACGCGGCCACCTTCTTCACCGCGCTGACCGATTTCGCCGACCAGGGCGAGTTCACTGCCTATCTGCAGGAGGATTTCGTCTCAGGC
D DRV NAATTFV FTATLTUDT FAD GQGETFTA AZTYTULOGQETUDTFV S G

1901 ATCGAGGAGGAGGCGGCGCGGACCGGCATCCTGGGCGCGCAGCTGATGACGCGCACCTTCAGCTTCCTGCGCGCCAACGACCTGETCTGGGGECCAGCGA
I EEEAARTGIULGAUGQULMTR®RTTFS ST FULIRANIDILUVYVUWSGU?P? A I

2001 TCCGCAGCTACATGCTGGGCGAGACGCCGCCGGCCTTCGACCTGCTGTTCTGGAACGGCGACGGCACCAACCTGCCCGGGCGCATGGCCGTGGAATACCT
R s ¥Y¥YM L G ETUPUPATFUDULTLTFUWDNGDGTNTLZP?PGZRMH®BAUVE Y L

2101 GCGCGGCCTGTGCCAGCAGAACCGCTTCGTCAA

TTCGATCTGATGGGCCACCGCCTGCATGTCGGCGACGTGACCETGCCGCTTTGCGCCATC

R 6 L €C Q Q NRF V KEGFDILMGHRTILUBHKVYVGDVT TV ?PIULTCA ATI

2201 GCCTGCGAGACCGACCATATCGCGCCCTGGAAGGACAGCTGGCGCGGCATCGCGCAGATGGGCTC CAGGGACAAGACCTTCATCCTGTCCGAATCGEGCC
A CETDH I APWI KD S WRGTIAQMGS S RDIE KTT FTIIULSESGH

2301 ATATCGCCGGCATCGTCAACCCGCCCAGCAAGAAGAAATACGGCCATTATACCTCGGACGCCGGTTTCGGTCAGEGGCGAGCAGCACTGGCTGGACAAGGC
I A 66 I VN PP S KK KUY GG H VY TS DAGTFGS QG E Q HWUL DK A

2401 CAGCCATCACGAGGGCAGCTGGT

CGCTGGGGCGAATGGCTGGCCCGGCGGGC

ATGGTCGATGCCCGCGACCCGGGCGAGGGCTTCGGC

8 H HE G S WWGRWGEWTILA ART RAGGMV VDA ARTDTZPGTEGTF G

2501 CCTGCGCCGGGCCTTTACGTCCACGAGCGGGCGTAAAATTTTTCTGCACCGCAGCAAGAAQﬁCCEEGCAATGCTGCGGTGCAGAAAGTATATGTTGGACA

P A P G L Y V HUER A *
EcoT14T

2601 GAACAGTTCARCCGGTGCCGAAGCTTCGCGCCGACCTAGGAGAGAGCAAATGGCCAAGACCCCTGACTTTACCAAGACCATGCAAGAAGTTATGGCGAAR

Sall
2701 TTCCCGGTCGAC

FIG. 1. Nucleotide sequence of a 2,712-bp region containing the phaCp, gene, along with the deduced amino acid sequence. The potential ribosomal binding site
is doubly underlined. The facing arrows indicate a potential stem-loop structure. Possible —35 and —10 regions are in italics, along with consensus promoter sequences

of P. denitrificans.

should have produced a fused B-galactosidase as a reporter
enzyme in P. denitrificans. When the plasmid was introduced
into P. denitrificans, transconjugants exhibited blue on an agar
plate containing 5-bromo-4-chloro-3-indolyl-B-p-galactopyr-
anoside (data not shown).

PHA production from n-amyl alcohol by recombinant P.
denitrificans. To examine the effect of an increased amount of
the phaCp,; gene on the PHA synthesis in P. denitrificans,
pBBRKm::AS2.7 was constructed by introducing the 2.7-kb
Apal-Sall fragment of pES3.6 into a multicopy and broad-host-

range plasmid vector, pBBRKm, at its multiple cloning sites.
Table 3 shows PHA production from n-amyl alcohol by the P.
denitrificans recombinant cells. Since the PHA samples to be
analyzed were obtained from exponentially growing cells,
PHA was synthesized in a growth-associated fashion. The
PHA content in the cells harboring pPBBRKm::AS2.7 was
1.9-fold higher than that in the cells harboring pBBRKm.
The compositions of the synthesized PHAs were almost the
same for all strains examined; the PHAs were extremely rich
in the 3HV unit.
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1:MAAPRAQAAAPAGTGQSAGL AAEPHPARTPPPSSRRPSVPAAASQQLAQNIERTESLTQRL ISALAQRRPSNPGVEMPGPDLFATATSAWIKLLAEQPERVIGQQVS YNGETLRHFAEAQ

P.d.

A.e. «TGK-G. . . STQE.K.QPFKVT . ~mm=rmmemmmmcm e e e e o GPFD~PATWLEWS . - -QNQGTEGNGH . AASGIPGLDALAGVKIAPAQ. GDIQQ. YMKDFSAL . QAMAEGK. .. T
A.sp. =--N---.--NS-~--FQ---FKENILQFF.V-HDDIWKKL .EFY--YGQ-SP -~ mmmm=" INEA-LAQLNK-EDM--SLF-F -EAL SKNPARMMEMQWSWNQGQIQI YQNVEMR
C.v.

M.e SVGTE.TN---. . -APD---FET --IARNANQLAEVFRQSA. . SLKPFEP-AGQ-GA. - ~LPGANLQ.ASEIDEMTRTLTRV . ETW. KDPEKALQAQTKLGQSFAA .WASTLTR

QKNNNEL . KQAAENTLNLNPVIGIRGKDLL TS . RMVLLQAVR . PLHSARHVA. . SLEL

MREKQESGSVPV . AEF . SAQSAIVGLRGKDLLTTVRSLAVHGLR . PLHSARH . VA. GGQL

M NNDELQRQASENTL . LNPVIGIRRKDLLSS.RTVL .QAVR. PLHSAKHVA. . GLEL

MKDKP.KGT.TL.ATS .NVQNAILGLRGRDLISTLRNVS . QSLRHPLHTAHH . LALGGQL

——————————————————————— STLD-P---IGNG---P-AVTSVAGR-A.RN.QAVTA-ATAEYA-GR. .KI.AAATRVFNA--ND-PDA-PMPY
TEEQSPG. GRD.QFER. MA.LT..DE.SK..TA..TK.KL.D.ALHG.SG.V.LK.MT. YMAEMMQN .AKILEH.I.F. .KS.K.YV..

P.d. 121:AAFARGTVTPPPSEGPRDRRFANPLWEAHPFFNF IKRQYQINAQALQEAASTL DLPEMIDRRRIEWF TRQMI DMMAPTNFL ATNPDDSWKRRWRPRDE SLYRGLENLYRDVEQNSGEL IV
A.e.  95:GPLHDRRFAGDAWRTNLPY., --~-- ~AA.YLENA. A . ++.-EAQRLLIESGG. . .RA.VR.MME ,---LTRGK.S
A.sp 84 SVAKDVAPFIQ --ESG. --QE..N.DLLSQS. .E-VIQQTVAEQG.N. . ..MQVFHD. .MNSGKY.SI
C.v. -MFPIDIRPOKL TQEM-LDYSRKLGQG
M.e. 101 MQG.VTEPVVQ. --P.T.K. . .HAD.S.N.V.DL . .QS .LLLGRWAE .MVE . AEGIDEHT .HKA . FYL. .LLSAYS.S. . VM. . .E-LLRQTLEEGGAN.M, -MKM.QE.L.AGG.Q.R.
P.a.1l 61:KNVLL.QSELR.--. .SD.A.SQN.LYKRYMQT.LAWRK—ELHSWISHSDLSPQ.IS.GQFVINLLTEA.S. . -SLS..-AAV..FFETGGK. .LD. .GH.AK.LVN.G. -MPS
P.0.Z 61:GKVLL.DTLHQ.--N.Q.A..QD.S.RLN..YRRTLQA.LAWQK-QLL .WIDESNLDCD. .A.ARFLVALLS .AV..S.-SLI, . -LAL.ELFNTGGI. .LN.VRH,LE.LVH.G. -MPS
P.o.1 -««.ND.A,SNN.LYRRYLQT.LAWRK -ELQUWIGNSDLSPQ. IS . GQFVINL . TEA. . ... ~TLS..-AAV..FFETGGK. .LD..S..AK.LVN.G. -MPS
P.0.2 RVIL.DTPLQ.--N...P..SD.T.SQN. . YRRGLQA .LAWQK-QTRLWIEESHLDDD. .A. AHFLFNLIN.AL..S.-SLL. . -LAV.ELFNSGGQ. . ... VAH.LD.LRH.D.-.PR
R.r. P-RDRRFSDTANQENPAY - -SLLQSY-LAT.A. ~~~~--VE . LTEAGSGDPLQ. GKARQFA-NL .F.AL..S...-W..-GVLT.AFETGGA. .L..ARYAAH. ~-ILNRGGLP
R.s.  93:HQLVK.ELK...DVT.K... «.LM..E.VNQ.VEG.EHI.PS.KK.V.Y.S..IV.LFS....FG...~.ALE.AIATDG....Q.. <. ILANGD.L.
T.v. 1: M. PIDIRPDKLAQEM-LDYT.KLGQG
P.d. TLBLKPQNS LIKWIVDQGHTLFWAWKNiDPSYGDTGMDDYV—SAYLEVMDRVLDLTDQKKLNA
A.e. -Q.ES¥.VRHV.E....V.L.S.R.5. A.MAGSTW. . . IEH.AIRAIEVAR.ISG.D.I.V
A.sp. 201:RMVNS.S.SL KDLAY P A FENDIFQ L EA EN YQ JE.RELEVNLLRQ. .. V. EMS . R.ENAEQKELTFA.LITQGSYV. ALRVIEEI . GE.EA.C
C.v.  26:MENLLN.EAIDTGVSPKQAVYSEDKLVLYRYDRPEGAPEAQI SMTSIQEDRET . . GLLAT .QDVYLID. GY: +QGDRALTL.. . . INGYIDRCV.YLREAHGVD.V.L
M.e. 218:RQT.LS..TF.KDVAV.P.E.IF.ND.M.. SoE.NCKEL.G.M.S, IV, IS. V.5 ERHR . KDFES .MREGIETAI .MIGVA. GETDVA.
P.a.1 175:QV-.M.. . E..K.LA....A..F.NDVL Fi.S. DK ARFCLRN.VQT . I.S.R.ETK.QREW.LTT . IEAL-K. AIEV. . 5I.GS5.D. .L
P.a.2 175:QV-NKT..EI.R.LA. .Q.A..F.NEVL <F%.S.EKGFVQYALKNNLQV. .IS.R. 5. AQHREW.LST. . EAL-DQATEVSREI.GSRSV.L
P.0.1 175:QV-NM...E..K.L..S..A..Y.NDVL Fi.S.EK:. ARYCLRSQQQT . IIS . R.5TKAQREW, LST. IDAL-K.AV.A, . AL, GS.D. .M
P.0.2 175:QV-.ER..E..G.LAA.A.A. .F.NE.L JFi . SST.XFVQYMLKN.LQV.M.S.R.&. .RHREW.LSS. .QAL-E.ALNACRSISGNRDP.L
R.r. 171:LKV.S...T....LAA.P.K..F.ND.I. +A.GR3.AE.A.QH.R.V.MISYR.5.E.MRHIT. .. . YVDGIATAL .V.EEI.GSP.IEV
R.s. 212:T...PE..Q..Q.LA. «.Y.NRMF, RS- Leele oo FVL LS VUEKLLAGT. ... IREG.MRA.AE.RSI.R..QI..
T.v.  26:MENLLN. DAIDTGVSPK AVYSEDKLVLYRYDTPAGV TPQK 4MTEIQEDRET . . GLLAT . QDVYLID. GY. QADSALTL. . .INGYIDSCV.YLCETHEVDQV.I
lipase-box like sequence
P.d. H —TTLALTPVVLKQRGDDRVNAAT-FFTALTDFADQGEFTAYLQEDFVSGIEEEAARTGILGAQLMTRTFSFLRANDLVWGPAIRSYMLGETPPAFDLLF:ﬁN ficTNLP -G
A.e. H IVS.A. .VLAARGEHPAASVTLLT.LLDF.D.GIL.VFVDEGHY . LREATLGGGAG .PCAL .RGLELAN. .. ...P.....NYVVDN.LK.N. .VP.. ..GP
A.sp. 321:I..3. TLLA. TQAYYVAK.LKNH.KS. . -YMATII. .ENP.SLGVFIN.PV. . .L.NLNNQL.YFDGRQLAV. ..L..E.T.Y.NYY.DN.LK.KE.SD..I. I.AK
C.v. 146:L.I3-G - -GAF'S .MYSALHPDKVRNLYTMVTPVD . KTPDNLL SAWVQNVDIDLAVDTMGNIPGELLNWTFLS . KPFSLTGQKYVNM. DLLDDPDKVK ~NF -LRME. SPDQA.
M.e. 33B:A..3VG5---TLLAVTLAYQAATG-NR.IKS..~.L.TQV..THA.DLKVFAD.GQIKA. . .RM.EH.Y .EGAR.ANA.NM. .P. . .I.SYVVNN.VR.KA.A. . . RM. AA
P.a.l 293:L.A35Gz-~-I. . AT .VGHYVASGEKK-. ..F.-QLVSVL. .ELNTQVALFAD.KTLEAAKRRSYQS.V.EGKD . AKYV . AWM.P. . . T.NYWVNN.L. NQ.. A
P.a.2 293:A.AZAG L.VA. .LGHLQVR.QLRK.SSV.-YLVS.L.SQMESPAMLFAD.QTLESSKRRSYQH. V.DGRD . AKV . AWM.P. . .I.NYWVNN.L . -RQ.. --A
P.0.1 293:L.A3SGE---I.CT. .VGHYAALGENK-. ..L. -LLVSVL . TTMONQVALFVD.QTLEAAKRHSYQA.V.EGSE .AKV . AWM.P. . .I.NYWVNN.L. .NE..V..I. Y
P.o.2 M.A L .MA. .QGHLQAKHQLR. .RS. . -YLVS.L.SKFESPASLFAD.QTIEAAKRRSYQR.V . DGAEVA. 1. AWM.P. . .T NYWVNN.L. .K......I. -A
R.r. H LGZAMAAMAA. RAFA., GDK.VSAFTMLN, LLDYSQVGELGLLTDP. T, DLVEFRM-RQQG---~F . SGKE ,AGS .DMI. .K. . .FNWVSW.K. K.AL LT . AE
R.s. =.«.T..LAH.QKA..PS.RS..~-.,.T....S.P..VGVF.ND...D.. .RQV.VD.. .DKTF.S....Y..5...IYQ.\ .K.. .M. .A. .. e
T.v. -GAFS .MYASLHPOKVKNLVTMYTPVD KTPGNLLSAVNQNVDIDLAVDTNGNIPGELLNWTFLS KPFSLTGQKYVNM DMLDDPDKVK-NF -LRME: SPDQA
P.d. 474:RMAVEYLRGLCQQNRFVKEGFDLMGHRLHVGDVTVPLCATACET] APKKDSWRGIAQMGSRDKTFIL SESGHIAGIVNPP- - -SKKK- - -YGHYTSDAGFGQGEQHNLDKASHHE GSW
A.e. 436:WYCWYLRHTYL.NELK.PGKLTVC.VPVDLASID. . TYIYGSREFS. V. . TAAYAST, LL-ANKLR.V.GA I...AKN---.---RS.W.N.-ALPESP.Q. .AG.IE.H...
A.sp. 437:THNFLLRNLYLNNELISPNAVKVN.VG.NLSR.KT.SFF. . TQEES. .L.DTCF. . ADYL. -GES.LV.G. .5V, ...... -==.RN.---,-GCYTN.AKFENTKQ. ..G.EY.PE..
C.v. 258:ETFRQFIKDFY.N.G.LNG.VV.G.QEVDLK.I.C.VLN.FALQ{ LY .PDA.RALKGLTS.P,Y . ELAFP! +GIV. SGKAQKEVTPAIGKWLNER-
M.e. 453:NHSFYLRNCYLNNTLAKGQMV~.GNV. .DLKK.K. .VFNL.TRE: ALSVFE.S.KF.-GKVDYV.AG -, -GFRTGGPARGRFED .VAA.TE.P...
P.a.1 407:ALHG.FVELFKSNPLNRPGALEVS . TPIDLKQ. . CDFYCV. GLNSE. T, .ESCYKSARLL . G-KCE. .. .N --ARFMTNPELPAEPKA. .EQ.GK.AD. .
P.a.2 4@8:AFHG.L.DLFKHNPLTRPGALEVS. TAVDL .K. ATDSFHV.GI. T..DAVY.SALLL.G-QRR....N --AC.FENDKLSSDPRA.YYD.KRE. ...
P.o.1 407:AFHGDLIEMFKSNPLTRPDALEVC. TPIDLKQ.KCDIYSL . GTNGE. T. .QSCY . SAHLF . G-KIE.V. .N ARFMTG . DRPGDPVA . QEN. TK. AD. .
P.0.2 4@8:ALHGDL .DFFKLNPLTHPA.LEVC, TPIDLQK.ELDSFTV.GSNiEE. T. .DAVY . SALLL.G-.RR.V.AN «~==-AY .LANPKLSSDPRA. .HD.KRS... .
R.r. 406:MHSHYLRSLYGRNEL-AEGLYV.D.QP.NLH.IACDTYWGAINGE. V. . TS. YQAVNLL-GG. VRYV, TN - GKRVWF . AVGAPDAE . GTPLPADP.V . DEA.TRY . H. .
R.s. 446:Q............ D.LAGGT.PVL.SPVGLK...L.V..... S.SOFNGFRUFLLT. Ll Q =~.RN.-—-..... NEGPA.TP.SFR-EG.EF.A.
T.v. 257:ETFRQFTKDFY.K.G.ING.VK. G KEIDLKN.DC.VLN. YALQ3LV .PDA . KALNPHSAA. TY .ELAFP GIY SGKAQKEVTPALGKWLNERS — - == = ==~ e e oo
P.d. 588:WGRNGEWLARRAGGMVDARDP-GEG--~-FGPAPGLYVHERA-~ 624
A.e. 548:.PD.TA...GQ..AKRA.PANY.NARYRAIE....R..KAK.-- 583
A.sp. S49:.L..QA.-VTPYT.EQVPARNL .NAQYPSIEA. . .R..LVNLF- 590
C.v. 355: 355
M.e. 565:.PY.YK.-LEEQAPERVPARIP.T.ALPSEA. ... 605
P.a.1 519:.LH.QQ...E.S.KTRK.PASL .NKTYPAGEA. . . 559
P.a.2 520:.PV.LG..QE.S.ELGNPDFNL.SAAHPPLEA. ..T. 56@
P.0.1 519:.LH.QS..GE...ELEK.PTRL.NRAYAAGEAS. .T. 559
P.0.2 520:.PL.L..ITA.S.PLKAP.SEL . NATYPPL. .... 56¢
R.r. 524:.ED.TA.SNK...-ELV.PPAM.STAHPPLED...T.. 562
R.s. 559:.P...A...E.S.KQ.P..Q.-.DSKHPELA....S..AAVGGA 601
T.v. 355: 355

FIG. 2. Alignment of the deduced amino acid sequence of the PHA synthase from P. denitrificans (P.d.) with those from A. eutrophus (A.e.) (16, 24), Acinetobacter
sp. (A.sp.) (23), Chromatium vinosum (C.v.) (12), M. extorquens (M.e.) (36), Pseudomonas aeruginosa (P.a. 1 and 2) (32), I?.‘oleovomny (P.o. 1and 2) (8),'Rh0d0coccus
ruber (R.r.) (19), R. sphaeroides (R.s.) (9), and Thiocystis violacea (T.v.) (13). Dots, amino acids identical to the P. denitrificans sequence; dashes, gaps _mtrodqced to
maximize alignment of the sequences; shading, identical residues present in all the sequences. Cysteine residues marked by asterisks and the methionine residue at
position 77 in the P. denitrificans sequence are discussed in the text. A lipase box-like sequence is indicated by a double line above the sequence.

DISCUSSION

In the nucleotide sequence analysis of the P. denitrificans
PHA synthase gene, two possible initiation codons were found.
Western blot analysis showed that the ATG codon at nucle-
otide 662 was more plausible as the initiation codon of phaCp,
gene. Since both pAS1.8 and pEE2.0 could produce P(3HB) in

E. coli cells, it is certain that the region needed for expressing
the activity of the enzyme is located after the 77th amino acid
residue of the protein. When P(3HB) synthesis in E. coli cells
was examined with pAS1.8, approximately 20 wt% of P(3HB)
was accumulated in the cells. However, when pEE2.0 was used,
the content of PHB accumulated was only 6 wt% (data not
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FIG. 3. Expression of a B-galactosidase-PHA synthase fusion protein in E.
coli (A) and Western blot analysis with anti-B-galactosidase-PHA synthase fu-
sion protein antibody (B). In lanes 1 and 3, E. coli cells were grown in the
presence of IPTG, whereas in lanes 2 and 4, IPTG was omitted. As a plasmid,
PpASL1.8 (lanes 1 and 2) or pEE2.0 (lanes 3 and 4) was used. Proteins dissociated
from PHA granules of P. denitrificans were loaded in lane 5. Molecular weights
(MW) are indicated to the left (in thousands).

shown). Although it is difficult to clearly explain this phenom-
enon, the N-terminal region of P. denitrificans PHA synthase
might influence the expression of the enzyme activity.

The P(3HB) synthesis from 3-hydroxybutyryl-CoA includes
the formation of an acyl-S enzyme intermediate and the trans-
esterification to a primer acceptor (8). Two cysteine residues
conserved in the A. eutrophus and Pseudomonas oleovorans
PHA synthases (marked with asterisks in Fig. 2) have been
proposed to be involved in the two catalytic steps (8). The
cysteine residue at the amino acid position of 363 was also
conserved in the P. denitrificans PHA synthase, whereas an-
other cysteine residue was absent at the corresponding amino
acid position of 497. Therefore, the latter residue might not be
included in PHA synthesis. The conserved Cys-363 was found
in the lipase box-like sequence (Fig. 2). It is interesting that the
lipase box-like sequence of the R. sphaeroides PHA synthase
was completely identical to that of the P. denitrificans enzyme
because the two enzymes were very homologous.

The existence of the promoter for the phaC,, gene was
demonstrated upstream of the gene. Sequences coding for
B-ketothiolase and acetoacetyl reductase could not be found
upstream and downstream of the phaCp, gene. Very recently,
we found that they were organized very closely but were lo-
cated separately from the phaCp, gene on the chromosomal
DNA of P. denitrificans. Therefore, the phaCp, gene must be
expressed independently in this bacterium. P. denitrificans pro-

TABLE 2. P(3HB) synthetic activity in recombinant E. coli XL-

1 Blue
Accumulation
Plasmid Relevant marker(s) of P(3HB)
(% wt)*
pAecAB + pAS1.8 phaAB,, and 18.9
lacZ'-'phaCp,
pAeAB + pBluescript IT KS* phaAB,,, <0.1
pACYC177 + pAS1.8 lacZ'-"phaCp, <0.1
pACYC177 + pBluescript IT KS™ <0.1

“ P(3HB) content was analyzed for the cells grown on Luria-Bertani medium
containing 2% (wt/vol) sodium lactate and 1 mM IPTG for 50 h.

J. BACTERIOL.

TABLE 3. PHA production from n-amyl alcohol by
recombinant P. denitrificans

Dry cell PHA 3HV content

Plasmid Ctlil;za(tigg concn content (1)r11 ::}qlfer
(ghiter)  (Wt%) p (WY% )
None 22.8 0.84 24.3 95.9
pBBRKm 23.5 0.88 26.1 96.2
pBBRKm::AS2.7 28.8 0.77 48.4 94.0

“ Cells were harvested at the late exponential growth phase.

duced a copolyester of P(3HB-co-3HV) extremely rich in the
3HV unit in the presence of methanol plus n-amyl alcohol (35).
Here, we examined the effect of an increased level of the
phaCp, gene on PHA synthesis from n-amyl alcohol. As ex-
pected, the PHA content in a recombinant P. denitrificans
strain harboring pBBRKm::AS2.7 increased by approximately
twofold. This result suggests that more effective PHA synthesis
with a recombinant P. denitrificans strain should become pos-
sible by employing an elaborate cultivation technique.
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