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A 2.8-kbp DNA region of Clostridium acetobutylicum ATCC 824 containing the putative hydrogenase gene
(hydA) was cloned and sequenced. The 1,745-bp hydA encodes a 64,415-Da protein and presents strong identity
with the [Fe] hydrogenase genes of Desulfovibrio and Clostridium species. The level of the putative hydA mRNA
was high in cells from an acidogenic or an alcohologenic phosphate-limited continuous culture, while it was
comparatively very low in cells from a solventogenic phosphate-limited continuous culture. These results were
in agreement with the hydrogenase protein level, indicating that expression of hydA is regulated at the
transcriptional level. Primer extension analysis identified a major transcriptional start site 90 bp upstream of
the hydA start codon. The position of a putative rho-independent transcription terminator immediately
downstream of the termination codon is in agreement with the size of the hydA transcript (1.9 kb) determined
by Northern (RNA) blot experiments and confirms that the gene is transcribed as a monocistronic operon. Two
truncated open reading frames (ORFs) were identified downstream and upstream of hydA and in opposite
directions. The amino acid sequence deduced from ORF2 presents strong identity with ortho phosphoribosyl
transferases involved in pyrimidine synthesis. The amino acid sequence deduced from ORF3 presents no
significant similarity to any sequence in various available databases.

Clostridium acetobutylicum, a strictly anaerobic spore-form-
ing bacterium, usually shows a biphasic batch fermentation
pattern when grown on glucose. After producing acetate and
butyrate, the organism switches to the formation of acetone,
butanol, and ethanol shortly before entering the stationary
phase (23). The change in carbon flow from acids to solvents is
associated with a modification of the electron flow. In the
acidogenic phase, ferredoxin is reduced by the pyruvate-ferre-
doxin oxidoreductase and by the NADH-ferredoxin reductase
to oxidize the NADH produced in excess during glycolysis (21).
Oxidized ferredoxin is regenerated by the hydrogenase, using
the protons as electron acceptors. In the solventogenic phase,
ethanol- and butanol-producing pathways require more
NAD(P)H than can be produced during glycolysis. The reoxi-
dation of reduced ferredoxin to produce NAD(P)H then com-
petes with the oxidation of ferredoxin by hydrogenase, and as
a consequence the rate of hydrogen production is decreased
(23). Two other roles have been assigned to the hydrogenase of
C. acetobutylicum: (i) at neutral pH it is involved in the removal
of protons from the cytoplasm, limiting the expenditure of
ATP to generate the proton motive force (20), and (ii) a
decrease of its in vivo activity is sufficient to modify product
distribution from acid toward alcohol formation. The latter
role has been demonstrated in several manners: (i) by increas-
ing hydrogen partial pressure (14, 44, 52); (ii) by sparging the
culture with carbon monoxide (11, 25, 28, 29), a reversible
hydrogenase inhibitor (45); (iii) by limiting iron in cultures to
decrease active hydrogenase concentration (24, 35); (iv) by
addition of an artificial electron carrier (19, 34, 37); and (v) by
growth on mixtures of glucose and glycerol used as the sub-
strate (46). Although the regulation of hydrogenase activity at
the enzymatic level has been clearly established (46), its regu-

lation at the genetic level in the ATCC 824 strain has never
been studied. Cloning of the hydrogenase gene is required
before the molecular mechanism(s) of regulation of expression
can be elucidated and is also necessary for the development of
strains with low levels of expression of this gene.
In this report, the cloning, sequencing, molecular character-

ization, and expression of the putative hydrogenase gene of C.
acetobutylicum ATCC 824 are described.

MATERIALS AND METHODS

Bacterial strains and plasmids. C. acetobutylicum ATCC 824 was obtained
from the American Type Culture Collection (Rockville, Md.). Escherichia coli
ER2275 [trp-31 his-1 tonA2 rpsL104 supE44 xyl-7 mtl-2 metB1 e141 D(lac)U169
endA1 recA1 R(zgb-210::Tn10) Tets D(mcr-hsd-mrr)114::IS10/F9 proAB lacIqZ
DM15 22::mini-Tn10 (Kmr)] was used as a host for all cloning steps and was
obtained from New England Biolabs (Beverly, Mass.). The plasmid pUC18 (51)
was used for the construction of the genomic libraries. The plasmid pCPH11
containing an EcoRI insert with a fragment of the Clostridium pasteurianum
hydrogenase gene (hydI) was kindly provided by J. Meyer, DBMS-Metallopro-
teines, Commissariat à l’Energie Atomique, Grenoble, France (31).
Growth conditions. Batch cultures of C. acetobutylicum ATCC 824 for DNA

preparation were grown anaerobically at 378C in 23 YT medium (39) supple-
mented with 2% glucose. Continuous cultures (dilution rate of 0.05 h21) for
Northern (RNA) experiments were grown at 358C in phosphate-limited synthetic
medium as previously described (46). E. coli was grown aerobically at 378C in
Luria-Bertani (LB) medium (39) supplemented when needed with ampicillin
(100 mg/ml), isopropyl-b-D-thiogalactopyranoside (IPTG) (50 mg/ml), and 5-bro-
mo-4-chloro-3-indolyl-b-D-galacto-pyranoside (X-Gal) (40 mg/ml).
Preparation of cell extract and hydrogenase activity assay. The extracts were

prepared entirely by the anaerobic procedure of Vasconcelos et al. (46). Hydro-
genase activity in the hydrogen evolution direction was measured by the gas
chromatography method of Girbal et al. (19).
Nucleic acid isolation and manipulation. Chromosomal DNA of C. acetobu-

tylicum was extracted as previously described (7). Isolation of plasmids from E.
coli was performed by the alkaline method of Birnboim and Doly (6) or with
Wizard miniprep columns (Promega, Charbonnières, France). Restriction and
modification enzymes were purchased from New England Biolabs or Gibco BRL
(Eragny, France) and used according to the recommendations of the manufac-
turer. DNA fragments were purified from a low-melting-point agarose gel (FMC,
Rockland, Maine) and phenol extracted (39). Total RNA was extracted by the
hot-phenol-chloroform method, as previously described (17).
Hybridization. Chromosomal DNA of C. acetobutylicum was digested to com-
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pletion with restriction enzymes corresponding to suitable cloning sites in pUC18
and separated by agarose gel electrophoresis in 0.53 TAE buffer (20 mM Tris,
20 mM acetate, 0.5 mM EDTA). Southern blots (42) were performed by capillary
transfer and fixation of the separated DNA fragments to Hybond-N1 mem-
branes (Amersham, Les Ulis, France). Labeling of probes and hybridizations
were performed by using the ECL Random Prime Labeling and Detection
System (Amersham) according to the manufacturer’s directions.
A DNA probe consisting of a 656-bp internal fragment of the C. pasteurianum

hydI gene (bp 882 to 1538) (31) was synthesized by PCR (8) by using specific
oligonucleotides derived from the C. pasteurianum hydI sequence and plasmid
pCPH11 (31) as a template. This probe was fluorescein labeled by random
priming using the ECL Random Prime Kit (Amersham). Low-stringency condi-
tions were used for hybridization: blots were prehybridized for 1 h at 408C in the
hybridization buffer recommended by the manufacturer, and the probe was then
added to the hybridization buffer and DNA was allowed to hybridize overnight
at 408C. Three washing steps were performed at the same temperature in 53
SSC buffer (13 SSC is 0.15 M NaCl plus 0.015 M sodium citrate). Hybridization
signals were detected by autoradiography using the ECL Detection Kit of Am-
ersham.
Stringent conditions were used for hybridizations when DNA of C. acetobu-

tylicum (fluorescein labeled with the ECL Random Prime Labeling Kit) was used
as a probe. Prehybridization, overnight hybridization, and washing steps were
then performed at 628C. Blots were successively washed for 15 min with 13 SSC,
13 SSC–0.1% sodium dodecyl sulfate (SDS), and 0.13 SSC–0.1% SDS and
detected by autoradiography by using the ECL Detection Kit of Amersham.
Colony screening was performed under the same hybridization conditions.
For Northern blot experiments, total RNA of C. acetobutylicum was separated

on 1% (wt/vol) denaturing formaldehyde agarose gels and transferred to nylon
membranes (Nytran; Schleicher and Schuell Inc., Keene, N.H.) as described by
Sambrook et al. (39). The 1.1-kbp HindIII-HincII fragment of the hydrogenase
gene (see Fig. 1) was radiolabeled with [a-32P]dATP (specific activity, 3,000
Ci/mmol; Amersham) by the random-primer method (39). Prehybridization (for
1 h) and hybridization (overnight) reactions were performed at 658C in 63
SSC–23 Denhardt solution–0.1% SDS buffer. Washing steps were performed at
room temperature in 23 SSC–0.1% SDS and then in 13 SSC–0.1% SDS buffers
if necessary.
Construction and screening of gene banks. Partial gene banks were con-

structed with completely restriction enzyme-digested chromosomal DNA of C.
acetobutylicum. The 1.5- to 2.2-kbp fraction of HindIII fragments and the 1.8- to
2.5-kbp fraction of HincII fragments were isolated by low-melting-temperature
agarose gel electrophoresis. Once ligated to HindIII- or SmaI-digested (and
dephosphorylated) pUC18, the preparation was used to transform competent E.
coli ER2275 obtained by the rubidium chloride method (39). The mixture was
then spread on LB plates supplemented with ampicillin, X-Gal, and IPTG. The
transformants were grown overnight at 378C and then transferred to Hybond-N1
membranes (Amersham) by replica plating, after which they were lysed by
alkaline treatment as recommended by the manufacturer. DNA was fixed by
heating at 808C for 2 h. The membranes were then screened by hybridization as
for Southern blot experiments. Positive clones were tested by restriction analysis
and sequencing reactions.
DNA sequencing. Sequencing of both strands of DNA was done by the dideoxy

chain termination method of Sanger et al. (40), by using [a-35S]dATP (specific
activity, 1,000 Ci/mmol; Amersham) and the T7 Sequencing Kit (Pharmacia, St.
Quentin Yvelines, France) with M13 reverse or universal primers or synthetic
oligonucleotide primers (17- to 20-mer). The different subclones were obtained
by cloning different restriction fragments of the plasmids pMF110 and pHc2 in
pUC18.
Determination of the transcription start site. Primer extension reactions were

performed as previously described (17), by using avian myeloblastosis virus
reverse transcriptase (Promega). The 19-mer oligonucleotide HYDPE (59-CTG
TATGCACTTCATTGCC-39) complementary to the 59 end of the hydA tran-
script (bp 726 to 708) (see Fig. 2) was end labeled with [g-32P]dATP (specific
activity, 5,000 Ci/mmol; Amersham) by using T4 polynucleotide kinase (Phar-
macia) for primer extension reactions. The cDNA was analyzed on an 8%
polyacrylamide sequencing gel. To map the exact transcriptional start site, the
same primer was used for the sequencing reactions on the corresponding DNA
region.
Computer programs. DNA and amino acid analyses were performed by using

the PCGene program (Intelligenetics, Inc.). Sequence comparison and homology
searches were done by using Blast and Fasta programs (3, 33). Multiple align-
ment was performed by using the PileUp program of the Wisconsin Genetics
Computer Group sequence analysis software package, version 6.2 (13).
Nucleotide sequence accession number. The sequence data reported here (see

Fig. 2) have been submitted to the GenBank database and assigned accession
number U15277.

RESULTS

Cloning of the DNA region encoding the hydrogenase. Our
aim was to isolate and characterize the gene coding for the
hydrogen-producing hydrogenase of C. acetobutylicum ATCC

824. C. pasteurianum has a GC content similar to that of C.
acetobutylicum (9), it evolves hydrogen via [Fe] hydrogenase I,
and the gene coding for this enzyme has been cloned and
sequenced (31). It was therefore tempting to speculate that the
C. acetobutylicum hydrogenase gene would exhibit sequence
similarity with the C. pasteurianum hydI gene. Attempts to
amplify the hydrogenase gene of C. acetobutylicum ATCC 824
by PCR were thus performed with primers with sequences
from conserved domains of [Fe] hydrogenase genes. However,
this approach was not successful, and so the hydrogenase gene
was cloned by genomic library screening by using the [Fe]
hydrogenase I gene (hydI) of C. pasteurianum as a probe. A
0.7-kbp fragment of the hydrogenase gene of C. pasteurianum
cloned by Meyer and Gagnon (31) was PCR amplified, with the
same primers as used for the amplification of C. acetobutylicum
DNA, and fluorescein labeled. Southern blot experiments with
various digestions of C. acetobutylicum chromosomal DNA
were performed under low-stringency conditions. Single hy-
bridization bands were obtained for most of the digestions, and
some of the bands were of a size suitable for further cloning
steps. The restriction enzymes giving suitable bands were AflII
(3.3 kbp), HincII (2.2 kbp), HindIII (1.8 kbp), and BglII (5.5
kbp), indicating that only one hydrogenase gene could be de-
tected with our probe.
A partial HindIII library (fragments between 1.5 and 2.2

kbp) was thus constructed in pUC18 and screened under the
same conditions. One positive clone of 1,500 was obtained. The
physical map of the insert of the positive plasmid (pMF110),
containing the 1.8-kbp HindIII fragment, is shown in Fig. 1.
Preliminary sequencing with M13 primers indicated that the
hydrogenase gene was only partially encompassed by the insert
of pMF110 (Fig. 1). By using the internal 0.7-kbp HindIII-AflII
fragment of pMF110 as a probe, the 2.2-kbp HincII chromo-
somal DNA fragment was shown to give a hybridization signal
by Southern blot analysis. A partial HincII library (from 1.8 to
2.5 kbp) was then constructed and screened with the same
probe. One positive clone with 1.1-kbp overlaps to the frag-
ment previously cloned was obtained from 600 colonies tested
under high-stringency conditions. The physical map of the in-
sert of the positive plasmid (pHc2) is shown in Fig. 1. It con-
tained the first 1.5 kbp of the gene, the promoter region plus

FIG. 1. Cloning of C. acetobutylicum ATCC 824 1.8-kbp HindIII (pMF110)
and 2.2-kbp HincII (pHc2) fragments containing part of the hydrogenase gene
(hydA) and reconstruction in pMFH1. The relationship between the two frag-
ments has been established according to the restriction sites and the DNA
sequences.
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FIG. 2. Nucleotide sequence of the DNA fragment containing the entire transcribed region of the C. acetobutylicum ATCC 824 hydA gene. ORF2 and ORF3 are
heavily underlined. The deduced amino acid sequence of hydrogenase is represented in single-letter code below the nucleotide sequence. The major transcriptional start
site of hydA is indicated (1). The corresponding210 and235 regions of hydA as well as the putative ribosome-binding sites (RBS) for hydA and ORF3 are underlined.
The inverted-repeat sequences upstream of the235 promoter region and downstream of the210 promoter region are underscored (1). The putative rho-independent
transcriptional terminator (forhydA and ORF2) is indicated by opposing arrows. The complementary sequence of the HYDPE primer (bp 726 to 708) is written in bold letters.
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0.4 kbp upstream of the hydrogenase gene (hydA). The entire
hydA gene was then reconstructed by ligation of the 4.6-kbp
AflII-BamHI fragment of pHc2 with the 1.1-kbp AflII-BamHI
fragment of pMF110 to finally get the plasmid pMFH1 with an
insert of 2,815 bp (Fig. 1).
Nucleotide sequence of the hydA region. Sequencing of both

strands of the 2,815-bp insert of the pMFH1 plasmid was
performed. The nucleotide sequence revealed a complete open
reading frame (ORF) surrounded by two partial ORFs tran-
scribed in the opposite direction (Fig. 1 and 2). Searches of the
protein and DNA sequence databases allowed identification of
the complete ORF (1,745 bp, bp 687 to 2435) as a putative
hydrogenase gene (hydA). A putative ribosome-binding site
(GGGAGG, bp 675 to 680) is located upstream of the hydA
ATG start codon (Fig. 2). Its sequence and location match well
those found for other clostridial genes (32, 53). A 20-bp in-
verted-repeat sequence that would be capable of forming a
stable stem-loop structure (DG, 2124 kJ/mol) is followed by a
run of T’s that resembles a rho-independent transcriptional
terminator (38). This region is located immediately down-
stream of the termination codon (TAA) of the hydA gene (Fig.
2). This putative terminator, also found in ORF2, immediately
follows its TAG stop codon (Fig. 2). A putative ribosome-
binding site (GGGAGG, bp 456 to 451) was also identified 6
bp upstream of the ATG start codon of ORF3 located up-
stream of hydA on the opposite strand (Fig. 2).
Interestingly, two inverted-repeat sequences are located in

the hydA promoter region. The first one, of 29 bp (59-
AAtATTtACGTTgAtTaAACGTtAATtTT-39) (bp 603-631),
is found downstream of the 210 region (as identified below).
The second (59-aTTTGTgcttcttttaACAAAa-39) appears up-
stream of the235 promoter region (bp 521 to 544) (Fig. 2). As
for other clostridial genes, the GC content is much higher in
the coding region (34%) than in the intergenic region (about
22%) (53).
Amino acid sequence analysis. An amino acid sequence for

hydrogenase was deduced from the hydA nucleotide sequence.
hydA encodes a polypeptide containing 582 amino acid resi-
dues with a calculated molecular mass of 64,415 Da, which is in
good agreement with the molecular weight of many [Fe] hy-
drogenases or hydrogenase subunits (2). Amino acid sequence
comparison with other [Fe] hydrogenases was performed (Ta-
ble 1). The hydrogenase of C. acetobutylicum ATCC 824 is
about 70% identical and 80% similar to [Fe] hydrogenases of
the other clostridial species tested, i.e., C. acetobutylicum P262
(41) and C. pasteurianumW5 (31). Comparison of C. acetobu-
tylicum ATCC 824 hydrogenase with hydrogenases of the Des-
ulfovibrio species, i.e., D. fructosovorans (27), D. vulgaris
Hildenborough (43, 47), and D. vulgaris Monticello (49), gives
a lower level of identity (about 40%), although more than 50%
similarity is reached. The secondary structure of the hydroge-
nase of C. acetobutylicum ATCC 824 was estimated by the
method of Garnier (16). The hydrogenase would consist 55%
of an a-helical structure, 29% of an extended structure, 11% of
a turn structure, and 5% of a random-coil structure.
ORF2 encodes the C-terminal part of a protein whose se-

quence showed similarity (35% identity, 20% similarity) to the
C-terminal region of ortho-phosphoribosyl transferase, in-
volved in pyrimidine synthesis (data not shown). In Bacillus
subtilis, this enzyme is encoded by the pyrE gene, the last gene
of the pyr operon (36). This location is probably conserved in
C. acetobutylicum since a strong transcription terminator fol-
lows ORF2. We can thus presume that the beginning of the pyr
operon might be located upstream of ORF2.
ORF3 showed no significant similarity to any sequence in

the EMBL, Swissprot, or GenBank databases.
Expression of hydA. Northern blot analyses were conducted

with total RNA isolated from cells grown in phosphate-limited
continuous cultures producing acids (glucose as the substrate)
(pH 6.5) (46), solvents (glucose as the substrate) (pH 4.4) (18),
or alcohols (mixture of glucose and glycerol as the substrate)
(pH 6.5) (46). The fermentation product profiles of these three

TABLE 1. DNA and amino acid comparisons of C. acetobutylicum
ATCC 824 hydrogenase with other [Fe] hydrogenasesa

Organism
% Identity % Protein

similarityDNA Protein

C. acetobutylicum P262 70.8 67.8 10.3
C. pasteurianum W5 72.8 71.6 9.1
D. vulgaris Monticello 45.7 39.7 13.1
D. vulgaris Hildenborough hydA 46.4 41.1 12.6
D. vulgaris Hildenborough hydC 44.1 38.7 14.6
D. fructosovorans 45.0 41.0 13.7

a Comparisons were performed for monomeric proteins (C. pasteurianum, C.
acetobutylicum P262, and D. vulgaris Hildenborough [hydrogenase C]), for the
large subunit of dimeric proteins (D. vulgaris Hildenborough [hydrogenase A]
and D. vulgaris Monticello), and for the fourth subunit of D. fructosovorans
NAD-reducing hydrogenase.

FIG. 2. Continued.
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cultures (data not shown) were within the experimental error
margin of our previously published data (18, 46). A single
hybridization signal of 1.9 kb was detected when an internal
radiolabeled fragment of the hydA gene was used as a probe
(Fig. 3). This implies that the promoter and terminator regions
are located close to hydA and that hydA thus constitutes a
monocistronic operon. The level of the putative hydA mRNA
was high in cells from both acidogenic and alcohologenic che-
mostat cultures, while it was comparatively very low in cells
from a solventogenic chemostat culture (Fig. 3), although the
ethidium bromide-stained agarose gel used for the Northern
blot showed no degradation of 23S and 16S RNAs in this
extract (data not shown). These Northern blot results are in
agreement with the hydrogenase activity (in the physiological
direction) of cell extracts (Fig. 3), indicating that expression of
hydA is regulated at the transcriptional level. As a positive
control, the pyruvate-ferredoxin-oxidoreductase activity was
measured and was found to be close to 5 (60.4) U/mg of
protein in all three extracts. Since this enzyme is very sensitive
to oxygen and ultrasonic treatment (46), this demonstrates that
the cell extracts were of high quality.
Primer extension analysis on RNA extracted from acid-pro-

ducing cells was performed to identify the transcriptional start
site of hydA (Fig. 4). Two major transcription start sites, cor-
responding to positions 90 (more intense band) and 92 bp
upstream of the hydA start codon, respectively, were detected.
Additional, weaker signals, most likely representing nonspe-
cific break-off products of the reverse transcriptase reaction
because they differ in size, appeared. Northern hybridization
and primer extension experiments performed with total RNA
from E. coli(pMFH1) revealed that hydA is transcribed in E.
coli and that the two major transcription start sites are located
22 and 23 bp upstream of the hydA start codon (data not

shown). However, no hydrogenase activity using reduced ferre-
doxin as a substrate could be detected. Similar results have
already been found for two [Fe] hydrogenase genes expressed
in E. coli (43, 48).

210 (59-TATAAT-39) and 235 (59-TTTAGA-39) regions
deduced from the major transcription start site in C. acetobu-
tylicum (Fig. 2) are homologous to clostridial consensus re-
gions that correspond to elements recognized by B. subtilis
(s43) and E. coli (s70) RNA polymerases (53). Young and
coworkers (53) proposed an extended recognition sequence
between 210 and 235 regions: 59-AAtATga-39. This pattern
was also observed for the hydA gene (positions 576 to 582)
(Fig. 2).

DISCUSSION

The C. acetobutylicum putative hydrogenase shows a high
degree of similarity with [Fe] hydrogenases but no sequence
similarity with hydrogenases of the [Ni-Fe] or [Ni-Fe-Se] fam-
ilies. The [Fe] hydrogenase family is one of the six classes of
hydrogenases defined by Wu and Mandrand (50) on the basis

FIG. 3. Northern blot analysis of hydA transcript and hydrogenase activity in
extracts of cells grown in phosphate-limited steady-state continuous cultures
(dilution rate, 0.05 h21).

FIG. 4. Primer extension analysis. Experiments were done by using primer
HYDPE complementary to hydA (see text) on total RNA from C. acetobutylicum
cells from steady-state chemostat cultures grown on glucose at pH 6.5. The
asterisk and arrow indicate the transcriptional start site and the direction of
transcription. The deduced210 and 235 promoter regions are given on the right.
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FIG. 5. Protein sequence alignment of [Fe]-hydrogenases done by using the Pile Up program from the Genetics Computer Group software package. Boldface letters
indicate a conservation in at least four of the seven proteins. Abbreviations: CaA, C. acetobutylicum ATCC 824 hydrogenase (this study; accession number U15277);
Cp, C. pasteurianum W5 hydrogenase (accession number M62754); CaP, C. acetobutylicum P262 hydrogenase (accession number U09760); DvH-C, D. vulgaris
Hildenborough hydrogenase C (accession number X57838); Df, D. fructosovorans NAD-reducing hydrogenase (fourth subunit) (accession number U07229); DvH-A,
D. vulgaris Hildenborough hydrogenase A (accession number X02416); DvM-A, D. vulgaris Monticello hydrogenase A (accession number M27212).
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of physiological, genetic, and chemical properties of this en-
zyme. It consists either of monomeric proteins, as for the
cytoplasmic hydrogenases of other clostridial species (31, 41),
D. fructosovorans (27), and D. vulgaris Hildenborough (43), or
of dimeric proteins, as for the periplasmic hydrogenases of D.
vulgaris Hildenborough (47) and D. vulgaris Monticello (49).
The identity of the C. acetobutylicum ATCC 824 hydrogenase
at the DNA as well as at the amino acid level is higher for
clostridial species than for Desulfovibrio species: about 70%
versus 40 to 45%, respectively (Table 1). The amino acid com-
position of the protein is in fact highly dependent on the GC
content of the encoding DNA. For clostridial species, the
codon usage is very biased toward those containing A or T
bases, while the opposite is observed for Desulfovibrio species.
For hydA, 64 and 82% of AT bases were found in the central
and the wobble positions of the codons, respectively.
The common features found among the amino acid se-

quences of [Fe] hydrogenases are also present in the C. aceto-
butylicum ATCC 824 hydrogenase sequence (Fig. 5). A very
conserved domain of about 300 amino acids is found in the
C-terminal part of the proteins (Fig. 5). It is proposed to
contain the active center of the enzyme, consisting of an atyp-
ical [Fe-S] cluster (named the H cluster). The structure and
function of this H cluster have been extensively reviewed by
Adams (1), and it is believed to consist of an atypical [6Fe-6S]
cluster. Five cysteine residues are conserved within this domain
and are supposed to be the ligands for this H cluster, although
Meyer and coworkers proposed that the conserved methionine
residues located in the neighborhood of the cysteine residues
could also participate in cluster formation (31). The conserva-
tion of those methionine residues is confirmed in our se-
quence, as in C. acetobutylicum P262 (41). In the central part of
the C. acetobutylicum ATCC 824 hydrogenase, a domain of ca.
70 residues (positions 140 to 210) contains eight conserved
cysteine residues which are implicated in two ferredoxin-like
[4Fe-4S] clusters. Those F clusters channel electrons from the
external carrier, i.e., ferredoxin, to the catalytic site where
hydrogen production occurs (2). The N-terminal domain of C.
acetobutylicum ATCC 824 (positions 1 to 120) is an extensive
fragment that is found only in the monomeric hydrogenases.
Eight more cysteine residues are present in this domain, seven
of them in a conserved position. They are also proposed to be
ligands for two [4Fe-4S] clusters (31). Such atypical sequence
patterns for [4Fe-4S] clusters have already been reported (5,
10, 22).
Numerous studies with solventogenic clostridia have shown

that a correlation exists between the decrease in hydrogen
production and the induction of solventogenesis. In C. aceto-
butylicum ATCC 824, a change in the hydrogenase level (26)
during the shift from acid to solvent production occurred. In
contrast, it was reported that the hydrogenase activity of C.
acetobutylicum DSM 1731, measured in the direction of hydro-
gen consumption, was constant (4) but could only be measured
in solventogenic cells after activation by hydrogen flushing.
Our results concerning hydrogenase activity in the direction of
hydrogen production show that (i) the activity level is lower in
solventogenic cells and (ii) hydrogenase cannot be activated by
hydrogen flushing. The discrepancy with the results of Ander-
sch et al. (4) might be explained in two ways. The first relates
to the preparation of the cell extract, which was done in an
anaerobic workstation under very low redox potential in this
study. A second explanation could be that, as in C. pasteuria-
num, two hydrogen-consuming hydrogenases exist (while there
is only one hydrogen-producing hydrogenase) and the mea-
surement of hydrogenase activity in the hydrogen consumption
direction may not be specific. Furthermore, the transcriptional

regulation of the putative hydA gene was confirmed in this
study by analyzing the hydA mRNA transcripts, whose levels
are lower in solvent-producing continuous cultures than in
acid- or alcohol-producing cultures. In contrast, Santangelo et
al. (41) found that in C. acetobutylicum P262 the levels of the
putative hydA mRNA were the same in acid- and solvent-
producing cells. An inverted-repeat structure is present 6 bp
downstream of the major transcription start site of the hydA
gene of C. acetobutylicum ATCC 824. A similar structure has
been reported to occur upstream of the a subunit of the D.
vulgaris Hildenborough [Fe] hydrogenase gene and was sup-
posed to repress its transcription (47). Another inverted-repeat
sequence (59-ATTTGTGCTTCTTTTAACAAAA-39) is found
upstream of the235 promoter region of hydA (positions 521 to
543). This sequence is homologous to the consensus sequence
(59-AA-TGTGA- - - - -TCACA-TT-39) found at a similar posi-
tion in E. coli genes subjected to catabolite repression (15).
This sequence is the binding site for the catabolite gene acti-
vator protein-cyclic AMP complex involved in activation of the
transcription (12). Since a similar sequence is also found up-
stream of the C. pasteurianum hydI promoter (59-AATTGTGA
ATATTTTCACATT-39) (30), this particular structure might
be implied in activation of hydA transcription. Future experi-
ments will be aimed at elucidating the possible function of
these inverted repeats in the regulation of hydA expression.
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