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INCREASED CELL RESISTANCE TO TOXIC
ORGANIC SUBSTANCES

This application claims priority benefit from pending
U.S. provisional application Ser. No. 60/301,353, filed on
Jun. 27, 2001, the entirety of which is incorporated herein by
reference.

The United States government has certain rights to this
invention pursuant to Grant Nos. BES-9632217 and BES-
9911231 from The National Science Foundation and
R-82856201-0 from the Environmental Protection Agency
to Northwestern University.

BACKGROUND OF THE INVENTION

A wide variety of commercially important commodity or
specialty chemicals are produced through metabolic
engineering, the manipulation of living organisms to achieve
desirable metabolic substrates, products and/or byproducts.
The advent of recombinant DNA technology has enabled
metabolic pathway modification using targeted genetic
modifications instead of and/or in addition to the traditional
mutagenesis and selection approach. Since the mid 1980s,
numerous examples of metabolic engineering have been
reported. In addition to manipulating the genetic code,
variables such as temperature and aerobic conditions can
also be engineered or manipulated to achieve the desired
results. One of the major limitations in such bio-production
processes is the toxic effect of many of the desired
substrates, products and/or byproducts. This is a problem of
both specific and general significance because it is encoun-
tered in the production of commodity chemicals from
renewable sources, bioremediation technologies, and the use
of cells in biocatalysis involving toxic organic molecules.

The strictly anaerobic, Gram-positive, solventogenic
clostridia (C. acetobutylicum, C. beijerinckii and related
species) are excellent candidates for generating metaboli-
cally engineered strains for several potential applications.
The fermentation byproducts of these species may lead to
industrial processes for production of butanol, butyric acid,
acetone, butanediol, propanol, 1,3-propanediol,
polysaccharides, and enzymes, or for biotransformations
and bioremediation. For example, clostridia grow under a
low redox potential, enabling a variety of stereospecific
reductions yielding chiral products that are difficult to syn-
thesize chemically. In addition, these and related clostridial
species can degrade a number of toxic chemicals and are
thus good candidates for bioremediation applications. A
major advantage of solventogenic clostridia is their ability
to utilize an unusually large variety of substrates: mono-,
oligo- and poly-saccharides, including the most common
pentoses and hexoses, and as such to utilize biomass
hydrolysates.

Important potential applications of solventogenic
clostridia include production of butanol and acetone.
However, such production is affected by poor process eco-
nomics; for example, a typically low butanol titer in the
product stream. Low butanol titers are due to the low
tolerance of these organisms to butanol, with final butanol
concentrations rarely exceeding 12-13 g/l. As a result,
butanol separation costs are high. Economic analyses show
that if the final butanol concentration was raised from 12 to
19 g/1, the separation costs would be cut in half.

As mentioned above, butanol toxicity is quite severe.
Butanol concentration in the final product stream usually
cannot exceed 12-13 g/l, before cellular degradation. At
high concentrations, butanol inhibits active nutrient
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transport, membrane bound ATPase, glucose uptake, par-
tially or completely abolishes the membrane ApH and Ay,
and lowers the intracellular pH. To date, butanol toxicity has
been attributed to its chaotropic effect on the cell membrane.
However, the membrane model may not afford a complete
explanation for butanol toxicity, as a clostridia strain with
the inactive buk gene produces 230 mM (17 g/1) butanol, 83
mM (4.8 g/l) acetone and 69 mM (3.2 g/l) ethanol (total
solvents of 25 g/1) [Harris, L. M., Desai, R. P., Welker, N. E.,
Papoutsakis, E. T. “Characterization of recombinant strains
of the Clostridium acetobutylicum butyrate kinase inactiva-
tion mutant: need for new phenomenological models for
solventogenesis and butanol inhibition?”, Biofechnol.
Bioeng., 67: 1-11 (2000)]. This strain overcame the 12-13
g/l butanol-toxicity limit without any specific selection or
adaptation for increased butanol tolerance.

Stress-response proteins are a collection of specialized
proteins that are essential to cellular function and are present
in non-stressed cells under normal growth conditions, play-
ing an important role in cell physiology as a protective
cellular response to environmental stress. A common family
of these stress response proteins are termed heat shock
proteins (HSPs) due to their abundance following heat
shock. The stress response proteins bind normative states of
other proteins and assist in proper folding by recognizing
exposed hydrophobic surfaces on normative protein species,
which ultimately end up buried when the protein is in its
properly folded, functional state. Generally, stress response
proteins form noncovalent interactions with the hydrophobic
regions of misfolded proteins, thereby stabilizing them from
irreversible multimeric aggregation, misfolding of nascent
polypeptides, unfolding during exposure to stress and even-
tual degradation. The stabilized and properly folded proteins
are therefore available to perform their cellular function(s).

The major heat shock protein classes are the 90-kDa heat
shock protein (HSP90), the 60-kDa heat shock protein
(HSP60; including GroEL), the 70-kDa heat shock protein
(HSP70; DnaK in E. coli) and 40-kDa heat shock protein
(HSP40 or the DnaJ family). Another important protein
involved in the heat shock response is a co-chaperone of
HSP60 called chaperonin 10 (cpnl0; GroES in E. coli).

DnaK operates by binding to nascent polypeptide chains
on ribosomes, preventing premature folding, misfolding, or
aggregation. DnaK is composed of two major functional
domains. The NH,-terminal ATPase domain and the COOH-
terminal domain. The NH,-terminal ATPase domain binds
ADP and ATP and hydrolyzes ATP, whereas the COOH-
terminal domain is responsible for polypeptide binding.
Dnal is a co-chaperone for DnaK. GrpE is another chaper-
one involved in the DnaKJ folding pathway by facilitating
the exchange between ADP and ATP. The genes for DnakK,
DnaJ and GrpE are organized as an operon (the dnaK
operon).

Another class of HSPs is the GroEL/ES family of proteins
that bind partially folded intermediates, preventing their
aggregation, and facilitating folding and assembly. In
addition, it has been suggested that GroEL, with the assis-
tance of its co-chaperonin GroES, may allow misfolded
structures to unfold and refold. The GroEL of E. coli consists
of 14 identical subunits in two-stacked heptameric rings,
each containing a central cavity. The size of the GroEL/ES
complex cavity suggests that proteins of up to 50-60 kDa
can be handled by this chaperone system. The genes for
GroEL/ES are also organized as an operon (the groE
operon). In B. subtilis, expression of the dnaK and groE
operons is negatively regulated by a repressor protein
through a CIRCE DNA element (a palindromic sequence
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between the promoter and the initiation codon). For

example, in B. subtilis inactivation of this repressor protein

(HrcA)—whose activity is modulated by GroEL/ES—

results in constitutive expression of the two HSP operons,

and this enhances the folding and secretory production of
proteins which are difficult to fold.

HSPs have also been detected in solventogenic clostridia.
Terracciano, et al. showed that a moderate increase in
butanol concentration can cause a response in C. acefobu-
tylicum similar to that obtained from heat shock. Using a
chemostat, Pich, et al. demonstrated that the synthesis rates
of HSPs, as well as solventogenic proteins, increased several
hours before solvents were detected in the medium. It was
also noted by Bahl that some of the factors necessary for the
initiation of solventogenesis in C. acefobutylicum may also
be responsible for the induction of stress response, namely
lowered pH, low growth rate, and excess carbohydrates.

The preceding studies only allude to the presence of
heat/shock stress response proteins in solventogenic
bacteria, but without conclusive evidence regarding the role
of such proteins or guidance as to their use in solvent
production. The viability of solventogenic bacteria has been
a long-standing, unresolved concern of the prior art. There
remains a need in the art to provide an organism and/or
related method to enhance fermentation by such bacteria and
increase solvent production.

The foregoing background information, together with
other aspects of the prior art, is described more fully and
better understood in light of the following publications.
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DESCRIPTION OF THE DRAWINGS

FIG. 1 provides a schematic representation (prior art)
showing the major biochemical pathways for C. acerobu-
tylicum. Genes that have been cloned are labeled in italics.
Enzyme names indicated in bold and are abbreviated as
follows: LDH, lactate dehydrogenase, HYDA, hydrogenase,
PTA, phosphotransacetylase, AK, acetate kinase, THL,
thiolase, CoAT, CoA transferase, AADC, acetoacetate
decarboxylase, BHBD, p-hydroxybutyryl DH, CRO,
crotonase, BCD, butyryl-CoA DH, PTB,
phosphotransbutyrylase, BK, butyrate kinase, AAD,
alcohol/aldehyde DH, and BDHA & BDHB butanol DH
(isozymes A & B).

FIGS. 2A-E plot graphically, in comparison with wild
and control strains, solvent/product formation as a function
of time, employing a recombinant bacterium carrying a
representative plasmid constructed to overexpress the
groESL operon genes, in accordance with this invention.
Wild type (open circles); 824(pGROE1) (closed squares);
824 (pSOS95del) (open squares).

FIG. 3 provides comparative time course profiles of
specific in vivo fluxes for stains 824(pGROE1) (solid
squares), 824(pS0OS95del) (solid circles), and wild type 824
(open circles). Data is average of two fermentations. rGLY1,
glucose utilization; rTHL, acetyl-CoA utilization; rHYD,
hydrogen formation; rPTBBK, butyrate formation;
rPTAAK, acetate formation; rBYUP, butyrate uptake;
rACUP, acetate uptake; rACETONE, acetone formation;
rBUOH, butanol formation.

SUMMARY OF THE INVENTION

In light of the foregoing, it is an object of the present
invention to provide a method of increasing cellular resis-
tance to toxic organic molecules, thereby addressing various
issues and concerns of the prior art, including those outlined
above. It will be understood by those skilled in the art that
one or more aspects of this invention can meet certain
objectives, while one or more other aspects can meet certain
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other objectives. Each objective may not apply equally, in all
its respects, to every aspect of this invention. As such, the
following objects can be viewed in the alternative with
respect to any one aspect of this invention.

It is an object of the present invention to provide an
organism genetically manipulated to permit increased resis-
tance to toxic organic molecules.

It is an object of the present invention to provide an
organism genetically manipulated to either elevate expres-
sion of solvent-tolerance genes or to overexpress stress
response and/or heat shock proteins to increase cellular
resistance to toxic organic molecules.

It is another object of the present invention to achieve
higher cell densities of bacteria capable of withstanding
increased levels of toxic organic molecules.

It can also be an object of the present invention, alone or
in conjunction with any other objective, to provide a method
for enhanced fermentation by solventogenic bacteria.

It can also be an object of the present invention, alone or
in conjunction with any other objective, to provide a method
of using protein expression to increase solvent titer levels
from solventogenic organisms, such protein expression as
can be provided through the recombinant bacteria described
herein.

Other objects, features, benefits and advantages of the
present invention will be apparent from this summary and its
descriptions of various preferred embodiments, and will be
readily apparent to those skilled in the art having basic
knowledge of gene expression, peptide structure, molecular
genetics, biochemistry and other related fields. Such objects,
features, benefits and advantages will be apparent from the
above as taken in conjunction with the accompanying
examples, data, figures and all reasonable inferences to be
drawn therefrom.

In part, the present invention includes an organism, either
prokaryote or eukaryote, with manipulated genetic code or
material to increase cellular resistance to toxic organic
molecules. In particular, a strain of bacteria may be con-
structed by transforming a plasmid containing genes for a
stress response protein into a bacteria strain for gene
expression, such bacteria as can be used for solventogenesis,
bioremediation, biocatalysis, or other types of production
and/or biotransformation of toxic organic molecules. It will
be readily apparent to the skilled artisan that the plasmid
may be either episomal or integrating. Plasmid construction
and transformation may be accomplished by common meth-
ods known by those of ordinary skill in the art. The con-
structed plasmid contains genetic code which permits the
expression of stress response proteins, such material which
may include but is not limited to heat shock proteins
GroES/EL or DnaK, and/or a combination of the same.

In a preferred embodiment, the constructed plasmid
allows for the overexpression of such stress response pro-
teins. This may be accomplished by methods known in the
art, such as providing the genetic sequence for a stress
response gene or by expressing a gene for an inducer protein
for the endogenous stress response protein operon. For
example, the genetic sequence of the constructed plasmid
may include the groE operon of C. acerobutylicum. In the
alternative, or in combination with the groE operon, the
constructed plasmid may contain the dnaK operon, or the
genetic sequence for other stress response proteins from
other bacteria having similar characteristics. The operons
coding for the stress response proteins may be under the
control of their own natural promoters or other promoters
designed to overexpress the operons. The manipulated bac-
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teria having the constructed plasmid should then exhibit
enhanced and prolonged fermentation and reduced cell lysis,
both resulting in elevated levels of toxic organic molecules
such as butanol compared to control or wild type strains.

In an alternative embodiment, a strain of bacteria may be
designed by removing or inactivating genetic material which
normally suppresses expression of solvent tolerant genes
that confer increased resistance to toxic organic molecules
and/or compounds. For example, the removal of a negative
regulatory element such as CIRCE or the inactivation of the
genes which encode repressor proteins of solvent tolerant
proteins also leads to elevated expression of specific solvent-
tolerance genes. Expression of such genes provides
increased tolerance to solvents or other toxic organic mol-
ecules and produces increased titers of solvent during bio-
production. Examples of such solvent-tolerance genes are
those which increase cellular resistance to toxic organic
molecules and may also include proteins of the multi-drug
efflux pump family. Regardless, whether manipulation is by
downregulation, overexpression or a combination thereof,
preferred recombinant species can be but are not limited to
those of the genus Fscherichia, genus Clostridum, genus
Lactobacilli or genus Bacillus. As provided below, other
such recombinant bacteria are also included, as part of this
invention.

In part, the present invention also includes a method of
solvent production and/or of using protein expression to
enhance solvent titers by providing a cell line such as
solventogenic clostridia and manipulating the genetic code
of the cell to overexpress stress response proteins. Upon
providing media and/or conditions suitable for cell growth
and the production of solvent by-products from cellular
metabolism, the manipulated cells demonstrate increased
resistance to the solvents and thereby enhanced solvent titers
are achieved. Although solventogenic clostridia are
described herein, the methodologies of this invention can be
extended to include other types of cells to produce solvents
such as, but not limited to, butanol, methanol, ethanol, and
acetone. The genetic manipulation of such cell lines are in
accordance with the teachings herewith and will be under-
stood by those skilled in the art. In addition, conditions
suitable for cell growth and the production of useful meta-
bolic by-products may be varied depending on the cell and
the particular need for nutrients, temperature and/or oxygen,
such variations also known by those skilled in the art.

In part, the present invention is also directed to one or
more methods of obtaining increased solvent titer levels
from solventogenic organisms. This may be accomplished
by alternate, but related methods including prolonging the
fermentation stage of solventogenic cells such as solvento-
genic clostridia or other anaerobic, Gram-positive bacteria.
Such solventogenic cells can be introduced to a variety of
culture or fermentation systems, batch or otherwise, the
constitution of which will be well-known to those skilled in
the art. The fermentation stage of solventogenic cells may be
increased by the overexpression of heat shock proteins. As
discussed above, genetic sequences encoding heat shock
proteins include the groE operon and dnaK operon. The
dnaK operon is made up of the genes orfA, grpE, dnaK,
dnal, orfC, and orfD. OrfA is apparently similar to the
repressor protein HrcA of CIRCE regulated heat shock
genes of B. subtilis, and its overexpression may be undesir-
able. In addition, the orfC and orfD genes are of unknown
function. With this, a genetic sequence constructed with the
genes grpE, dnaK and dnal can be transformed into solven-
togenic cells by either a plasmid or through other methods
known by those skilled in the art. These genes may be
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overexpressed by a promoter functional during both the
exponential and stationary phases of culture. As would be
apparent to one of ordinary skill the art, other genetic
sequences encoding different stress response proteins may
be used in combination or alone to obtain the same results,
including overexpression of the groE operon (ca. 2.2 kB in
size), and groE and the dnaK, dnaJ, and grpE genes of the
dnaK operon (thus, total size, for all 5 genes, of ca 6 kb)
simultaneously from one plasmid but with different, pro-
moters. Overexpression of the stress response proteins pro-
vide the solventogenic cells increased tolerance to the sol-
vent byproducts produced during fermentation. With
increased tolerance, the solventogenic cells are able to
produce greater yields of solvents or other products.

Alternatively, stress response proteins may also be over-
expressed by suppressing the expression of the gene which
codes for a putative repressor using either the gene-knockout
or antisense RNA techniques. For example, the putative
repressor protein orfA of C. acerobutylicium ATCC 824 acts
through the CIRCE DNA element which is found in front of
the structural genes of both the groE and dnaK operons (as
also in B. subtilis and E. colf). Such a method would be also
of practical significance since the increased HSP production
is achieved by a single gene inactivation rather than the
overexpression of several structural genes.

While several aspects of this invention have been
discussed, in the preceding, with respect to certain bacteria
and/or recombinant strains thereof, it will be understood by
those skilled in the art made aware of this invention that such
aspects can be applied more generally to a wide variety of
bacteria including, but not limited, to the following: solven-
togenic bacteria and/or related clostridia (e.g., C.
acetobutylicum, C. beijerickii, C. cellulolyticum, C.
thermocellum, C. butyricum, C.
saccharoperbutylacetonicum, and others), Escherichia
(including E. coli), Zymomonas mobilis, Enterobacter,
Serratia, Erwinia, acetic acid bacteria, Bacillus (including
B. subtilis), Lactobacilli, Pseudomonas, methylotrophic
bacteria, Acetobacter, Lactococcus, Arthrobacter, Ralstonia,
Gluconobacter, Klebsiella, Propionibacterium,
Eubacterium, Streptomyces, and Rhodococcus.

Likewise, the present invention and related methodolo-
gies can be effected, as would be understood in the art,
through use of all major yeast genera and/or recombinant
strains thereof, including, but not limited, to the following:
Saccharomyces, Schizosaccharomyces, Kluyveromyces,
Candida, Pichia and methylotropic yeast. Alternatively, and
without limitation, various filamentous fungi and/or recom-
binant strains thereof can be employed: Aspergillus,
Trichoderma, Rhizopus, Microsponon, Fusarium, Neuro-
spora and Penicillium, using techniques described herein or
straightforward modifications thereof, as would be under-
stood by those skilled in the art made aware of this inven-
tion.

More generally, the present invention can relate to one or
more methods of using a heat shock protein or the expres-
sion thereof to increase microorganism tolerance to a toxic
substance. Such a method includes (i) providing a recom-
binant microorganism transformed by a plasmid comprising
genetic code to increase expression of a heat shock protein;
(ii) providing an appropriate fermentation system; and (iii)
contacting the recombinant microorganism with the system
over a time sufficient for expression of the heat shock
protein. Microorganisms useful for such a method include,
but are not limited to those provided above, depending upon
a particular system and desired fermentation effect. For
instance, various solventogenic bacteria can be utilized
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where the toxic substance may be the solvent or a solvent
by-product of such a system, such toxins/products/solvents
including, but not limited to, butanol, acetone, ethanol and
other substances of the sort described herein.

Various other microorganisms and/or recombinant strains
thereof can include, but are not limited to, those provided
above, depending upon a particular bioremediation system,
in which this invention can be used to increase/enhance
tolerance of a toxic substance such as, but not limited to, a
wide variety of organic compositions (e.g., alcohols, car-
boxylic acids, ketones, aldehydes, hydrocarbons and
derivatives, derivatives of carboxylic acids, ethers, amines,
phenols, glycols, epoxides, keto acids, hydroxy acids, het-
erocyclic compounds, others), but also organometallic com-
pounds and inorganic toxic substances that can be metabo-
lized by organisms. Of the available recombinant
microorganisms, a species from the genus Aspergillus is
preferred, although other bacteria, yeast or fungi could be
used as described herein. In a similar fashion, such micro-
organisms or recombinant variations thereof can be
employed as part of a biocatalytic system, wherein expres-
sion of a heat shock protein increases tolerance to the
starting substrate material, byproduct, the resulting product
or a combination of the three. With reference to the preced-
ing biomediation discussion, such substrates and/or products
can include those listed therewith, the identity of which will
determine the microorganism employed. In light of such
considerations, preferred recombinant microorganisms
include but are not limited to species from the genus
Escherichia, genus Saccharomyces and genus Pichia, each
of which can be provided as described herein and/or through
recombinant techniques well known to those skilled in the
art.

Preferred embodiments of this invention have been
described using a plasmid in conjunction with the recom-
binant techniques. However, as would be understood by
those skilled in the art, bacteriophage can be used as cloning
vectors. The feasibility of phage-cloning vectors in C. acefo-
butylicum was discussed in the prior art in a non-related
context. See, Jones and Woods, “Acetone-Butanol Fermen-
tation Revisited,” Microbiological Reviews, 1986, 50:
484-524. Accordingly, the present invention also contem-
plates use of a bacteriophage appropriate for increased
expression of a heat shock protein, in conjunction with the
methodologies and/or recombinant microorganisms
described herein.

While various examples, tables, figures and supporting
data are provided, for purposes of general illustration, in the
context of solvent production and increased tolerance
thereto, it will be understood by those skilled in the art that
the present invention can be readily extended to a variety of
bioremediation and biocatalytic systems. For instance, the
availability of microorganisms to perform bioremediation
and/or biocatalysis has been, in both instances, shown to be
limited by the toxic effects of the substrate, target molecule,
product and/or byproduct—in a manner analogous to that
described herein for solvent production. With regard to
biocatalysis and the effect of such toxins on microorganisms,
consider, for example, “Production and Biotransformation
of 6-pentyl-alpha-pyrone by Trichoderma harzianum in
Two-phase Culture Systems,” Serrano-Carreon L, Balderas-
Ruiz K, Galindo E, Rito-Palomares M Applied Microbiol-
ogy and Biotechnology 58 (2): 170-174 February 2002; and
“Organic Solvent Toxicity in Photoautotrophic Unicellular
Microorganisms,” Leon R, Garbayo I, Hernandez R, Vigara
J, Vilchez C Enzyme and Microbial Technology 29(2-3):
173-180 Aug. 72001. With regard to bioremediation and
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resulting toxicity, among other references, see “Detoxifica-
tion of Reactive Intermediates During Microbial Metabo-
lism of Halogenated Compounds,” Vlieg JETV, Poelarends
G J, Mars A E, Janssen D B Current Opinion in Microbi-
ology 3 (3): 257-262 June 2000; and “In situ Bioremedia-
tion through Mulching of Soil Polluted by a Copper-Nickel
Smelter,” Kiikkila O, Perkiomaki J, Barnette M, Derome J,
Pennanen T, Tulisalo E, Fritze H Journal of Environmental
Quality 30 (4): 1134-1143 July—August 2001. While the
prior art acknowledges such concerns, no solution is forth-
coming.

Accordingly, it will be understood that the effectiveness of
a bioremediation or biocatalytic process can be enhanced by
increased tolerance to a corresponding toxic substance—
through a straightforward extension of the methodologies
and recombinant microorganisms of this invention.
Whereby overexpression of heat shock proteins are shown
herein to increase solvent production, such expression can
also be used to mitigate various other toxic effects. As a
result, use of the present invention can provide for biore-
mediation or biocatalysis under conditions which might
otherwise preclude such processes.

IMustrating the design and development of several pre-
ferred embodiments of this invention it is first important to
more completely understand two common stress response
proteins useful for the above-identified methods and con-
structs. GroESL and DnaKJ are two stress response proteins
of the type commonly referred to as heat shock proteins. The
two corresponding operons were cloned from C. acetobu-
tylicum. The groE operon consists of two genes, groES and
groEL. The dnaK operon consists of seven genes, orfA,
grpE, dnaK, dnal, orfB, orfC, and orfD. The groE operon is
transcribed as a bicistronic message that is 2.2 kb in length
with a transcription terminator site downstream of groEL
and a transcriptional start site located upstream of groES.
Two transcription start sites were identified for dnaK operon.
One transcriptional start site was located upstream of orfA,
while the other is upstream of grpE. The sizes of the four
different transcripts were 5.0, 3.8, 3.8, and 2.6 kb, respec-
tively. Putative ribosome-binding sites for both the groE and
dnaK operons showed homology to the ones in E. coli, and
to those of gram-positive bacteria. Putative promoter
sequences were also determined and were shown to bear
homology with consensus promoter sequences of gram-
positive bacteria. Recently, the DnaK, Dnal, GrpE, and OrfA
of C. acertobutylicum were shown to refold guanidium
hydrochloride-denatured firefly luciferase in vitro.
Furthermore, the DnaK system from C. acefobutylicum was
also shown to prevent the aggregation of OrfA from C.
acetobutylicum. orfA codes for a putative repressor of the
dnaK operon through a CIRCE regulatory element similar to
the one in B. subtilis.

The bacteria C. acetobutylicum ATCC 824 has been used
to illustrate this invention because all of the genes shown on
FIG. 1 have been cloned and its physiology is by far the most
widely studied among C. acetobutylicum strains. The US
DOE has gone as far as publishing the physical and genetic
map of this organism. Although solventogenic clostridia
such as C. acetobutylicum ATCC 824 has been tested as
more fully described below, it should be apparent that these
same principles apply more broadly to other anaerobic
prokaryotes, both for producing solvents like butanol and
acetone, or for producing other chemicals and enzymes for
biotransformations and applications in bioremediation.

Further, research with other microorganisms has shown
that proteins of the multi-drug efflux family play a role in
solvent tolerance. Multi-drug efflux pumps serve to detoxify
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the intracellular environment via the export of toxic organic
components. In E. coli, the actAB operon forms a multi-drug
efflux pump that has been found to be highly expressed in
solvent tolerant mutants. In addition, deletion of acrAB has
been found to result in loss of tolerance to both n-hexane and
cyclohexane. Expression of acrAB and other related genes
are modulated by the transcriptional regulators encoded by
marR, marA, soxR, and soxS. In fact, overexpression of
marA and soxS was found to elevate organic solvent toler-
ance of several E. coli strains. In B. subtilis, two multi-drug
efflux proteins have been found to confer resistance to
various organic compounds (ethidium bromide, acridine
dyes, fluoroquinolone antibiotics, etc.). blt and bmr are
genes coding for these highly homologous transporters
whose expression is controlled by the regulators encoded by
bltR and bmrR respectively. In Pseudomonas aeruginosa,
antibiotic resistance and solvent tolerance has been linked to
the action of several efflux pumps: MexA-MexB-OprM,
MexC-MexD-OprJ, and MexE-MexF-OprN. These pumps
are comprised of a periplasmic linker protein (MexA, MexC,
and MexE), a cytoplasmic protein (MexB, MexD, and
MexF), and an outer membrane protein (OprM, OprJ, and
OprN). Similar efflux systems have been found in P. putida
strains and were shown to impact solvent tolerance. Several
of these genes are collectively shown in Table 1 below. The
same methodologies and constructs discussed herein may be
used to develop solvent resistant strains of bacteria by the
overexpression of these same or similar proteins.

TABLE 1
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related methods provide results and data which are
surprising, unexpected, and contrary to the prior art. While
the utility of this invention is illustrated through the use of
several constructs and methods which can be used therewith,
it will be understood by those skilled in the art that com-
parable results are obtainable with various other constructs
and/or methods, as are commensurate with the scope of this
invention.

General Methods.

Stoichiometric Flux Analysis Using a Physiological Con-
straint.

The underlying assumption that product yields are only
affected by the enzymes involved in the final steps of
product synthesis may be too simplistic. Significant
enhancement of product yields may only be realized by
taking a more global approach to quantitatively understand-
ing cellular metabolism. A most useful approach, metabolic
flux analysis (MFA), using metabolic pathway balances to
develop a model of cellular metabolism was proposed by
Papoutsakis in 1984. This model takes the form of a system
of linear equations based on species balances and in vivo
metabolic pathway fluxes. The system of equations is typi-
cally underdetermined and must be further manipulated to
be useful, typically using biological constraints in the form
of pseudo-steady state approximations on metabolic inter-
mediates. However, the presence of an unresolved singular-
ity has prevented the calculation of some pathway fluxes
critical in the metabolism of C. acetobutylicum. Thus, a

Organic solvent tolerance homologs in the
C. acetobutylicum ATCC824 gnome

Protein
Organism & Size C. acetobutylicum ATCC824 Homolog Percent
Gene (aa) Function/Role of Protein Identity (Similarity) & Position
E. Coli actB 1049 Transmembrane component of a 23% (44%) over 782 aa @ 89613-91907
major efflux pump
E. Coli actR 215 Regulator of acrAB operon 25% (54%) over 159 aa @ 3525884-3526357
E. Coli marA 129 Transcriptional activator of the ~ 30% (60%) over 98 aa @ 152061-152354
mar (multiple antibiotic 30% (58%) over 97 aa @ 1131958-1132245
resistance) operon (responsible  29% (54%) over 91 aa @ 1258122-1257850
for environmental stress factors) 28% (51%) over 97 aa @ 2605268-2604981
28% (43%) over 99 aa @ 3235580-3235287
E. Coli soxR 125 Repressor of the mar operon 27% (47%) over 106 aa @ 3166960-31667274
25% (46%) over 96 aa @ 664993-665280
E. Coli soxR 154  Transcriptional activator of the  30% (46%) over 95 aa 3269119-3269403
AraC subfamily 24% (52%) over 113 aa @ 664993—-665280
E. Coli soxS 107 Transcriptional activator of the ~ 31% (62%) over 98 aa @ 152061-152354
AraC subfamily 31% (55%) over 91 aa @ 1258122-1257850
27% (56%) over 103 aa @ 2605286—2604981
B. subtilis bltR 273 Regulator of blt expression 28% (53%) over 268 aa @ 3306158-3306973
B. subtilis blt 400 Multi-drug efflux protein 24% (44%) over 379 aa @ 543493-542330
B. subtilis bmr 389 Multi-drug efflux protein 19% (39%) over 353 aa @ 543430-542330
B. subtilis bmR 279 Regulator of bmr expression 25% (45%) over 275 aa @ 3306164-3306970

P, aeruginosa

1046

Cytoplasmic component of

MexB multi-drug efflux pump
P. aeruginosa 1043 Cytoplasmic component of
MexD multi-drug efflux pump
P. aeruginosa 1062 Cytoplasmic component of
MexF multi-drug efflux pump

25% (46%) over 765 aa @ 89730-91973
22% (45%) over 692 aa @ 89931-91973

20% (40%) over 781 aa 89724-91988

60

EXAMPLES OF THE INVENTION

The following non-limiting examples and data illustrate
various aspects and features relating to the constructs and/or
related methods of the present invention, including organ-
isms and/or the development of cells resistant to toxic
organic compounds and achieving increased solvent titers,
as are available through the methodologies described herein.
In comparison with the prior art, the present constructs and

65

novel technique has been developed using a physiological
nonlinear constraint relating the fluxes around the singular-
ity through a software code utilizing a model independent
heuristic global optimization approach to solve the resultant
nonlinear problem. The use of the nonlinear constraint has
been validated by correlating calculated butyrate production
pathway flux profiles with measured intracellular pH pro-
files. This model was used to analyze fermentation data from
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several C. acetobutylicum strains. Flux analysis revealed
previously obscured roles for the acid formation pathways.
The acetate formation pathway supported significant fluxes
throughout the stationary phase while the butyrate formation
pathway was found to uptake butyrate.

Antisense RNA (asRNA) as a Metabolic Engineering Tool.

AsRNA strategies may offer a number of advantages over
gene inactivation for metabolic engineering, such as rapid
implementation, and the ability to inducibly repress protein
production using inducible promoters. For example, asRNA
has been implicated in the regulatory mechanisms of a
number of genes, most notably the glutamine synthetase of
a Clostridium species. Strain 824(pRD4) was developed to
putatively produce a 102 nucleotide asRNA with 87%
complementarity to the buk gene and exhibited 85%—-90%
lower BK and AK specific activities and 45%—-50% lower
PTB and PTA specific activities. Strain 824(pRD4) also
exhibited earlier induction of solventogenesis resulting in
50% and 35% higher final titers of acetone and butanol,
respectively. Strain 824(pRD1) was developed to putatively
produce a 698 nucleotide asRNA with 96% complementarity
to the ptb gene, and exhibited 700/0 and 80% lower PTB and
BK activities respectively. Strain 824(pRD1) also exhibited
300% higher levels of a lactate dehydrogenase. While levels
of acids were unaffected in 824(pRD1) fermentations,
acetone and butanol titers were reduced by 96% and 75%,
respectively. This reduction in solvent production by 824
(pPRD1) was compensated by ~100 fold higher levels of
lactate production. The lack of significant impact on butyrate
formation fluxes by reduced PTB and BK enzyme levels
suggests that butyrate formation fluxes are not controlled by
the levels of the butyrate formation enzymes. Such strategies
and related technologies can, of course, be applied to
methods for downregulation of genes that interfere with the
expression of heat shock proteins in microorganisms.

Phenomenological Regulation of Solvent Formation.

In batch fermentation, the growth phase of solventogenic
clostridia is acidogenic, i.e., producing acetate, butyrate and
H, to meet cellular needs for ATP (FIG. 1). In the non-
growth associated solventogenic phase, acetone and alcohol
formations are accompanied by reduced H, production and,
frequently, uptake of butyrate and acetate. Several fermen-
tation conditions have been found to effect product forma-
tion and the initiation of solvent formation, and include the
beneficial effects of low pH, carboxylic-acid additions,
phosphate, iron, and nitrogen limitations, and inhibitors
(such as CO) of H, formation. Some of the conditions that
bring about the metabolic switch involved in solventogen-
esis were also found to induce the stress (heat shock)
response.

Transformation, Vectors & Host-Plasmid Interactions.

Electrotransformation has become the method of choice
for introducing DNA. In the present invention, a restriction
system (Cac824I) in strain ATCC 824 has been identified
which frequently cuts DNA originating from £. coli or other
G+C rich DNA and prevents efficient transformation. An in
vivo system has been developed for methylating DNA (in E.
coli) specifically at Cac824I recognition sites thereby pro-
tecting it from restriction. Several E. coli-C. acetobutylicum
shuttle vectors, with various origins of replication and
promoters have been reported. They have copy numbers of
7 to 14 per cell, which appears suitable for ME applications,
and are segregationally quite stable. Various vectors elicit
unique and unusual (but beneficial for solvent production)
host-plasmid interaction effects.
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Confirmation and Quantitation of Successful Transforma-
tion.

Expression (mRNA and protein) of the groE & dnaK
operon genes by recombinant 824 strains constructed in the
present invention must be confirmed in order to correlate
enhanced butanol production with increased levels of these
HSPs. In addition, strain 824 and the controls for plasmid-
carrying strains, 824(pIMP1) and 824(pS0OS95del) will also
contain levels of the GroESL & DnaKJ proteins, but the
levels may be very different between these strains. The
concentration of dnaK, dnal, grpE, groEL, and groES
mRNA can be determined by Northern blot, RT-PCR or
microarray analyses.

Further, the amount of groE and dnaK operon proteins can
be measured by quantitative Western blot (immunoblot)
analysis experiments. These experiments will require poly-
clonal (or monoclonal) antibodies for these proteins. It has
been found that polyclonals used with the corresponding F.
coli proteins cross-react with the C. acetobutylicum proteins,
believed to be a result of the fact that homologous HSP
proteins in the two organisms share very high identity.
Polyclonal and/or monoclonal antibodies for all major F.
coli HSPs (as well as pure proteins) are commercially
available by StressGen Biotechnologies, Victoria, BC,
Canada. With an interest in relative amounts of proteins,
protein quantitation through Western analysis can be thus
carried out using the commercially available E. coli HSP
proteins.

Example 1

The following illustrates a representative construction of
a cell, in accordance with this invention, having increased
resistance to toxic organic molecules, namely butanol. A
plasmid (pSR1) is constructed using common methods
known by those skilled in the art containing the groE operon
of C. acetobutylicum under the control of its own natural
promoter. pSR1 was electrotransformed into strain ATCC
824. After verifying plasmid integrity in this strain, a series
of fermentations with strain 824(pSR1) and its respective
control strain 824(pIMP1) were carried out. Plasmid pIMP1,
a plasmid naturally occurring in C. acefobutylicum ATCC
824, is the backbone plasmid into which the groE operon
was inserted. Strain 824(pSR1) exhibited a prolonged sol-
vent formation stage, reduced cell lysis and reached a
butanol titer of 227 mM (16.8 g/1) against a titer of 175 mM
(13 g/1) for the control strain 824(pIMP1).

Example 2

The following illustrates another aspect of this invention,
the elevated expression of solvent tolerant genes to increase
cell resistance to toxic organic compounds. A gene (solR),
identified upstream of aad was found to encode a repressor
of the sol locus (aad, ctfA, ctfB, and adc) genes (located on
the large pSOL1 plasmid) for butanol and acetone formation
in strain ATCC 824. Overexpression of solR in 824 (pCO1)
resulted in a solvent-negative phenotype due to its delete-
rious effect on the transcription of the sol locus genes.
Inactivation of solR via homologous recombination yielded
strains B and H, which exhibited deregulated solvent pro-
duction characterized by increased yields and fluxes towards
butanol and acetone formation, earlier induction of aad, and
lower overall acid production as compared to the wild-type
strain. Strains B and H were characterized by Southern and
PCR analysis to confirm the recombination events and in
controlled pH fermentations for product formation and flux
analysis. Strain B exhibited a 32-fold and 2.1-fold increase
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in the final butanol and acetone concentrations, respectively
compared to the wild-type. Similarly high butanol levels
were exhibited by strain H. Final solvent titer increases were
even higher in the strain with solR inactivation as well as
overexpression of plasmid encoded aad. In total, 255 mM of
butanol, 162 mM of acetone, and 43 mM of ethanol were
produced by strain H(pTAAD). At 30 g/L of solvents, these
are believed to be the highest solvent levels ever reported in
a clostridial fermentation. Equally interesting and quite
unexpectedly, this strain exceeded the level of ca 180 mM
butanol which has been viewed as the upper toxity level for
this solvent.

The procedures, data and results of examples 3—-10 dem-
onstrate various methodologies of this invention, as can be
affected through use of the groESL operon as representative
of genetic materials and plasmids constructed therefrom,
such materials and plasmids as can be used in recombinant
microogranisms for application to a number of other solvent
production, bioremediation or biocatalytic systems.

Example 3a

GroESL Overexpressing Strain

A recombinant C. acetobutylicum strain carrying a plas-
mid constructed to overexpress the groESL operon genes
(groES and groEL) under control of the clostridial thiolase
promoter was created. The groESL operon genes were PCR
amplified from the chromosome using primers designed to
exclude the operons natural promoter and associated regu-
latory element. (The regulatory element, termed CIRCE
(Controlling Inverted Repeat of Chaperone Expression),
controls expression of the groESL operon through interac-
tion with a putative regulatory protein orfA. OrfA is the first
gene in the dnaKJ operon, the other major member of the
chaperone familiy. The CIRCE element was omitted to
liberate expression of the groES and groEL genes on the
plasmid from control of the orfA protein produced from the
chromosomal copy of the orfA gene.) The groESL operon
genes were inserted into the C. acerobutylicum/E. coli
shuttle vector pSOS95del. The shuttle vector was created by
removing the clostridial acetone operon (ace) genes from
pSOS95 (unpublished results), leaving the thiolase promoter
for use in expression of cloned genes. The resulting groESL
overexpression plasmid, pGROE1, was transtormed into C.
acetobutylicum ATCC 824 and used in subsequent charac-
terization experiments.

Example 3b

Description of E. Coli Transformation Used in
Construction of GroESL and DnaKJ Plasmids

Construction of plasmids for use in C. acetobutylicum is
routinely carried out in £. coli due to the ease of DNA
manipulation in . coli and the difficulties in DNA manipu-
lation in C. acetobutylicum. Plasmids created in E. coli can
then be transformed into C. acefobutylicum by electrotrans-
formation. Initial efforts to identify an E. coli clone in which
the GroESL and DnaKJ genes were successfully inserted
into the shuttle vector failed to produce a positive clone. It
has been shown that excessive overproduction of heat shock
proteins is toxic in a number of hosts (including E. coli and
B. subtilis). It was hypothesized that transformation and
growth of E. coli at a lower temperature (25° C.) may lessen
the impact of increased heat shock protein production. This
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hypothesis proved to be correct in so far as use of ambient/
room temperatures resulted in the identification of positive
clones. It was subsequently shown that positive clones grew
up to 1000 times better at 25° C. versus cells grown at 37°
C., as determined by CFU/ml counts.

Example 4

Fermentations with 824(pGROE1) and 824
(pSOS95del)

Construction of Shuttle Vector pSOS95del. Plasmid
pSOS95 (available per S. B. Tummala and E. T. Papoutsakis,
1999. Development and characterization of a ene expression
reporter system for Clostridium acetobutylicum ATCC 824.
Appl. Environ. Microbiol. 65:3793-3799) was digested with
Ehel, purified with GFX DNA Purification column, and
subsequently digested with BamHI. The large fragment (5.0
kb) was isolated with a GFX Gel Band Purification column
and blunt-ended using Klenow fragment, Re-ligation of the
large fragment resulted in the formation of the pSOS95del
shuttle vector.

A series of duplicate fermentations with the 824
(pGROE1), 824(pS0OS95del) control strain, and wild type
824, were carried out to examine the effects of groES and
groEL overexpression on solvent formation, metabolic
fluxes, and on transcriptional and protein expression pat-
terns. In addition, the effects of the host-plasmid effect (wild
type versus plasmid control) were examined. The fermenters
were kept anaerobic with nitrogen and a low end pH value
of 5.0 was maintained with ammonium hydroxide. Glucose
was fed once during the fermentation to prevent complete
depletion of glucose. Supernatants were collected for prod-
uct formation analysis by HPLC, cell pellets were harvested
for use in Western Blot analysis, and RNA samples were
taken for use in microarray and RT-PCR analysis.

Example 5

Product Formation and Metabolic Fluxes

The presence of the pGROE1 plasmid had dramatic
effects on solvent/product formation, particularly in the
formation of acetone and butanol, when compared to both
the wild type and control strains (Table 2, FIG. 2). The
824(pGROE1) strain produced 148 mM and 231 mM of
acetone and butanol, respectively, compared to 107 mM and
178 mM in the control strain and 96 mM and 175 mM in
wild type. This represents an increase in final acetone and
butanol titers of 66% and 56%, respectively, relative to the
824(pS0S95del) control strain. It is also interesting to note
that the onset of solvent production is delayed and appears
to occur in two distinct phases for both recombinant strains.
This is likely due to a frequently observed host-plasmid
interaction. Final ethanol titers were slightly lower in the
824(pS0S95del) and 824(pGROE1) strains (23 mM and 21
mM, respectively) compared to the wild type 824 strain (28
mM). Acctate levels showed no statistical difference
between strains, while butyrate levels were slightly lower in
the two recombinant strains (73 mM and 70 mM) compared
to the wild type (80 mM). The 824(pGROE1) strain grew to
higher optical densities than the 824(pSOS95del) control
strain, but was slightly lower than the wild type strain. The
doubling time for the two recombinant strains were nearly
identical (2.01 and 1.99 hours), both exhibiting slower
exponential growth than the wild type (1.24 hours).
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TABLE 2

Product Concentrations

Wild Type 824 824 (pSOS95del) 824 (pGROE1)

Acetone, mM («3) 96 107 148
Butanol, mM («2) 175 178 231
Ethanol, mM (1) 28 23 21
Acetate, mM (£7) 80 93 83
Butyrate, mM (£3) 80 73 70
Acetoin, mM (+1.1) 11.6 52 7.8
Max. O.D. (A600) 8.88 5.38 7.18
Doubling time, (hrs) 1.24 2.01 1.99
(xS.D)

Example 6

An examination of specific in vivo fluxes for a number of
key metabolic reactions provides an excellent portrait of
differences in carbon flows between various strains, while
accounting for differences in cell densities. A metabolic flux
analysis program, CompFlux (based on Desai et al, 1999),
was utilized to calculate the metabolic in vivo fluxes for the
wild type and recombinant strains. FIG. 3 shows time course
profiles for nine key fluxes. The specific in vivo fluxes show
drastic differences between the wild type 824, 824
(pSOS95del), and 824(pGROEL) strains. As previously
mentioned, both recombinant strains exhibit two distinct
phases, while the wild type exhibits only one. This pattern
has been observed for other plasmid carrying strains as well,
and appears to be a generalized plasmid effect. Strain
824(pGROE1) exhibited an elevated glucose utilization
(rGLY1) and acetyl-CoA utilization (rTHL) relative to the
control strain. The acetate and butyrate uptake rates were
also higher in strain 824(pGROE1), which results in an
increased acetone formation (rACETONE). Acetone, as it
appears, can be formed through the uptake of either acetate
or butyrate. For strain 824(pGROEL), acetate uptake
(rACUP) appears to play a larger role in increased acetone
production than butyrate uptake. The increases in both
butyrate uptake (rBYUP) and butyrate formation (rPTBBK)
are relatively small when compared to the increases in
acetate uptake and acetate formation (rPTAAK). Strain
824(pGROE1) also exhibited butanol (rBUOH) formation
fluxes that were significantly higher than in strain 824
(pSOS95del). The differences observed in the in vivo fluxes
are in agreement with the observation of higher final solvent
titers in strain 824(pGROE1), and further illustrate the delay
in solvent production in both recombinant strains.

Example 7a
Microarray Analysis

Large scale transcriptional analysis has emerged as an
important tool to help better understand the differences in the
global genetic programming of various cell types and
growth conditions. DNA microarrys with spots representing
more than 1000 genes, approximately one fourth of the C.
acetobutylicum genome, have been printed using the TIGR
protocol (Hegde et al, 2000). In brief, PCR primers were
designed to amplify gene fragments with an average size of
500 bp such that non-specific hybridization is minimized.
The resulting PCR products were dried, redissolved in a
water-DMSO solution, and spotted in triplicate on Corning
CMT-GAPS™ glass microarray slides with a BioRobotics
DNA arrayer. Spotting in triplicate provides for much more
rigorous statistical analysis of microarray data. The slides
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are hybridized overnight with cDNA that has been fluores-
cently labeled with Cy-3 and Cy-5 and then scanned with a
GSI Lumonics ScanArray analyzer. Spot intensities are
quantitated with Quantarray Microarray analysis software.
The data is normalized and genes which show significant
expression differences are determined with a novel normal-
ization and filtering method (currently unpublished method).
In the context of the present invention, the effects of
chaperonin (GroESL) overexpression, as well as the effects
of other common stresses such as heat, oxygen, and solvents,
are investigated.

Example 7b

Gene Clustering and Self Organizing Map (SOM)
Analysis

Microarray analysis produces a large amount of data.
Analyzing the data to understand the patterns of gene
expression is made difficult by the fact that no two genes are
likely to exhibit precisely the same response, and the behav-
iors present can vary tremendously. There are a number of
mathematical techniques which have been previously devel-
oped which can be used to identify patterns of gene expres-
sion. Perhaps the most common method to this point has
been hierarchical clustering, whereby data points are forced
into a strict hierarchy of nested subsets. While useful,
hierarchical clustering has shortcomings: hierarchical clus-
tering is 1) better suited for data which is of a true hierar-
chical nature, such as the evolution of species, 2) suffers
from a lack of robustness, nonuniqueness, and inversion
problems, 3) deterministic, resulting in clustering based on
local decisions without the ability to reevaluate the cluster-
ing. An alternative method, Self Organizing Maps (SOMs),
are better suited to clustering and analysis of gene expres-
sion patterns. SOMs have proven themselves as significantly
more robust and accurate than hierarchical clustering and are
easy to implement, reasonably fast, and scalable to large data
sets.

Example 8

SOM analysis was performed on the three sets of data
from the experiements described above [WT824 v. 824
(pSOS95del); 824(pSOS95del) v. 824(pGROE1); and
WT824 v. 824Butanol] using GENECLUSTER (Tamayo et
al, 1999). Only genes which were overexpressed at one or
more time points at the 95% confidence level were included
in the cluster analysis. The number of clusters was deter-
mined by decreasing the number of clusters until all the
clusters were unique and had no overlap in patterns. Samples
from the WT824, 824(pS0S95del) and 824(pGROEL) fer-
mentations labeled A, B, C, and D represent samples taken
throughout the exponential growth phase at optical densities
(A600) of 0.40, 0.88, 1.83, and 3.01 (S.D.=0.06), respec-
tively. To date, isolation of intact RNA at later time points
has not been possible due to apparent RNA instability in the
stationary phase.

Example 9

Transcriptional Analysis of GroESL Overexpression

Overexpression of the GroESL operon genes appears to
result in a dramatic shift in transcriptional programming
when compared to the plasmid control strain. SOM analysis
resulted in the identification of 3 gene clusters. Each cluster
represent a set of genes which have elevated expression in
the 824(pGROE1) culture at one of the three time points



US 6,960,465 B1

25

(B,C,D; time point A has yet to be hybridized/analyzed).
Examination of the genes belonging to each cluster provides
the following. First, a number of sporulation genes
(primarily spolll and spoV family genes) show an early,
increased expression level in the 824(pGROEL) strain.
Sporulation in wild type Clostridium acetobutylicum is
specific to the transition to the stationary phase, and is
accompanied by a shift to solvent formation, granulose
accumulation, and the expression of heat shock proteins.
(The extent to which these processes share common control
mechanisms is largely unknown. It may be possible that
overexpression of the heat shock proteins groES and groEL
is involved in the regulation, either directly or indirectly, of
some of the key sporulation genes. It is also possible that
overexpression of the groES and groEL genes represents a
stress in addition to the presence of a plasmid. Stresses in
general are thought to induce sporulation.) Second, a num-
ber of chemotaxis (Che) genes are upregulated at each of the
three time points. Third, there is early and enhanced expres-
sion of the flagellar genes, primarily at time point C (mid-
late exponential). Increased expression of these latter two
sets of genes is somewhat unexpected. Many of the sporu-
lation genes which show increased expression in the
GroESL overexpressing strain have been show to be up
regulated by SpoOA. SpoOA levels were 1.1-1.4 times
higher in the GroESL overexpressing strain (while these
expression levels were not high enough to be included in the
cluster analysis, the nine spots on the DNA-array slides
representing SpoOA had an intensity correlation (Cy3 vs.
Cy5) value of 0.93). However, SpoOA has also been shown
to down regulate many of the chemotaxis and flaggelar
genes listed above (Fawcett et al, 2000). The presence of two
distinct cell populations may explain the two distinct phases
of growth observed over the course of a fermentation (see
FIG. 1) for this and other plasmid carrying strains (see
“Transcriptional analysis of the host-plasmid effect” below).
Genes also showing significant upregulation include AADC
(key solvent formation enzyme), numerous histidine kinases
(signaling pathways), glycolysis genes, electron transport
genes, and pyruvate-formate lyase. Finally, both groES and
groEL were upregulated at all three time points (1.8 to 14
fold higher).

Example 10

Transcriptional Analysis of the Host-Plasmid
Interaction Effect

Comparison of the plasmid control strain, 824
(pSOS95del), to the wild type 824 strain reveals that the
host-plasmid interaction is quite significant at the transcrip-
tional level. SOM analysis resulted in the identification of 5
gene clusters. Four of the clusters represent sets of genes
which have elevated expression in the 824(pSOS95del)
plasmid control strain, while the fifth represents a cluster of
genes which are down regulated. Many of the same trends
are apparent in the plasmid control strain (when compared to
the wild type) as were discussed above for the GroESL
overexpressing strain (when compared to the plasmid con-
trol strain). Namely, many of the sporulation genes and
flagellar and chemotaxis genes show early and enhanced
expression. In addition, many of the heat shock proteins are
upregulated early, suggesting the cells respond to the pres-
ence of a plasmid as they would to many other stresses.
Several key metabolic genes were upregulated as well: an
acid formation gene, butyrate kinase (buk); the solvent
formation genes alcohol dehydrogenase (ADH) and acetoac-
etate decarboxylase (AADC); and several glycolytic genes,
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phosphofructokinase, GAPDH, triose phosphate isomerse,
and a transcriptional regulator of sugar metabolism. Many
response and transcriptional regulators are also upregulated.
The gene cluster representing the downregulated genes
includes hrcA (negative transcriptional regulator of chap-
eronin expression) and several primary metabolism genes.
The inclusion of hrcA in the downregulated gene cluster
would suggest that one would expect to see an upregulation
of the chaperonins which it negatively regulates. We in fact
see this with the presence of groES, groEL, and grpE genes
in the upregulated gene clusters. Use of a priori gene
regulation information provides for additional validation of
the microarray data.

While the principles of this invention have been described
in connection with specific embodiments, it should be under-
stood clearly that these descriptions are added only by way
of example and are not intended to limit, in any way, the
scope of this invention. For instance, butanol and acetone
have been described as the toxic organic molecules in this
invention, but the methods and constructs described herein
may be used to increase microorganism/cellular resistance to
other toxic molecules or compounds including hexane
derivatives and aromatic compounds like toluene as would
otherwise be known to those skilled in the art for various
solventogenic purposes or for application in other biopro-
cesses associated with such endeavors as bioremediation and
biocatalysis. Other advantages, features and benefits will
become apparent from the claims to be filed hereafter, with
the scope of such claims determined by their reasonable
equivalents, as would be understood by those skilled in the
art.

We claim:

1. An isolated solventogenic bacterium having a recom-
binant plasmid comprising genetic code material to increase
expression of a heat shock protein, said bacterium compris-
ing a recombinant strain of solventogenic Clostridia.

2. The bacterium of claim 1 wherein said genetic material
comprises a DNA sequence selected from the group con-
sisting of the groE operon, the dnaK operon and combina-
tions of said operons.

3. The bacterium of claim 1 wherein said genetic material
comprises DNA encoding proteins selected from the group
consisting of GroESL proteins, the DnaKJ proteins and
combinations thereof.

4. The bacterium of claim 1 comprising constructed
pSR1.

5. The bacterium of claim 1 comprising genetic code for
expression of the GroESL heat shock proteins.

6. The bacterium of claim 5 comprising the pSOS95del
shuttle vector and the groESL operon genes.

7. The bacterium of claim 6 wherein said plasmid com-
prises the pSOS95del shuttle vector and said bacterium is a
recombinant strain of C. acetobutylicum.

8. A method of using expression of a heat shock protein
to enhance solvent production, said method comprising:

providing a recombinant solventogenic C. acetobutylicum

bacterium, said bacterium transformed by a plasmid
comprising genetic code to increase expression of a
heat shock protein;

providing a fermentation system conditioned for solvent

production; and

contacting said recombinant bacterium with said system

over a time sufficient for expression of said heat shock
protein and enhanced solvent production compared to
production by said bacterium absent said transforma-
tion.

9. The method of claim 8 wherein said plasmid comprises
genetic code for expression of the GroESL heat shock
proteins.



US 6,960,465 B1

27

10. A method of using expression of a heat shock protein
to increase tolerance to a toxic substance, said method
comprising:

providing a recombinant microorganism, said microor-

ganism selected from recombinant strains of solvento-
genic Clostridia, Aspergillus, Pichia, species of the
genus Lactobacilli, and species of the genus Bacillus,
said microorganism transformed by a plasmid compris-
ing genetic code to increase expression of a heat shock
protein;

providing a fermentation system; and

contacting said recombinant microorganism with said
system over a time sufficient for expression of said heat
shock protein said increased tolerance compared to
tolerance of said recombinant microorganism absent
said transformation.

11. The method of claim 10 wherein said recombinant
strain comprises genetic code for expression of the GroESL
heat shock proteins.

12. The method of claim 10 wherein contacting said
recombinant microorganism with said system provides for
bioremediation of a toxic substance.

13. The method of claim 10 wherein contacting said
recombinant microorganism with said system provides for
the biocatalysis of a target compound.

14. The method of claim 13 wherein said microorganism
comprises a recombinant microorganism selected from the
group consisting of recombinant microorganisms of the
genus FEscherichia, recombinant microorganisms of the
genus Saccharomyces, and recombinant microorganisms of
the genus Pichia.

15. A method of using expression of a heat shock protein
to increase tolerance to solvent production, said method
comprising:

providing a recombinant microorganism, said microor-

ganism transformed by a plasmid comprising genetic
code to increase expression of a heat shock protein
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providing a fermentation system; and

contacting said recombinant microorganism with said
system over a time sufficient for expression of said heat
shock protein, said increased solvent tolerance com-
pared to tolerance of said recombinant microorganism
absent said transformation.

16. The method of claim 15 wherein said microorganism
is selected from the group consisting of bacteria, yeast, and
filamentous fungi.

17. The method of claim 15 wherein said microorganism
comprises a recombinant strain of C. acerobutylicum.

18. The method of claim 15 wherein said microorganism
is a recombinant bacterium species selected from the group
consisting of species of the genus Fscherichia, species of the
genus Lacrobacilli and species of the genus Bacillus.

19. The method of claim 17 wherein said recombinant
strain comprises genetic code for expression of the GroESL
heat shock proteins.

20. The method of claim 15 wherein contacting said
recombinant microorganism with said system provides for
bioremediation of a toxic substance.

21. The method of claim 20 wherein said microorganism
comprises a recombinant species selected from the group
consisting of species of the genus Aspergillus.

22. The method of claim 15 wherein contacting said
recombinant microorganism with said system provides for
the biocatalysis of a target compound.

23. The method of claim 22 wherein said microorganism
comprises a recombinant microorganism selected from the
group consisting of recombinant microorganisms of the
genus Fscherichia, recombinant microorganisms of the
genus Saccharomyces, and recombinant microorganisms of
the genus Pichia.
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