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Description

[0001] The presentinvention relates to a new form of the transcription promoter associated with the gene encoding
a P-450 cytochrome present in Streptomyces carbophilus, vectors containing this promoter, the use of such vectors
in the expression of proteins, especially P-450,.,_,, host cells containing such vectors, expression systems comprising
such cells and the use of such proteins and expression systems. The present invention further allows industrial scale
production of useful proteins using this promoter.

[0002] In recent years, progress in the field of genetic engineering has made it readily possible to introduce and
express foreign genes in various micro-organisms. A particular area of progress has been in respect of Escherichia
coli (E. coli) for use as a host for the production of recombinant proteins, and the resulting techniques are being put
into commercial use throughout industry. More recently, considerable progress has been made in research on yeasts
as industrial alternatives to E. coli.

[0003] Actinomycetes (and particularly the genus Streptomycetes) are prokaryotic micro-organisms commonly used
in the production of antibiotics. Heterologous DNA is generally introduced into Actinomycetes using a host-vector sys-
tem developed by Hopwood et al. in the 1980's [c.f. Hopwood, D.A., et al., (1987), "Methods in Enzymology", 153;
116-166, Academic Press, New York]. This technique enabled considerable research and development to proceed on
expression vector systems in the Actinomycetes. An example of a transcription promoter useful in Actinomycetes
expression vectors is tipA, a promoter inducible by the antibiotic thiostrepton [c.f. Murakami, T., et al., (1989), J. Bac-
teriol., 171, 1459].

[0004] Pravastatin sodium, used in the treatment of hyperlipidaemia, has the useful pharmacological effect of being
able to reduce serum cholesterol [c.f. Arai, et al., (1988), Ann. Rep. Sankyo Res. Lab., 40, 1-38]. Pravastatin sodium
is primarily produced by microbial hydroxylation of ML-236B sodium, a substance produced by the filamentous fungus,
Penicillium citrinum. The hydroxylation is generally performed in the presence of the actinomycete Streptomyces car-
bophilus. It has been proven that the agent responsible for the hydroxylation activity is a cytochrome of the P-450,,
type (hereinafter abbreviated as "P-450,.,") [c.f. Serizawa, et al., (1990), Biochimica et Biophysica Acta, 1084, 35-40].
[0005] Matsuoka et al. purified a P-450,., cytochrome from Streptomyces carbophilus which was capable of cata-
lysing the hydroxylation of ML-236B sodium at the 6-position. This P-450,., was characterised as occurring in three
forms, P-450,, 4, P-4504,., and P-450,, 3 [c.f. Matsuoka, et al., (1989), Eur. J. Biochem., 184, 707-713 and EP-A-
0 281 245], although it was not established whether these represented isotypes, or products of different genes.
[0006] Serizawa et al., cloned and expressed DNA encoding P-450,_, from Streptomyces carbophilus [c.f. Japa-
nese Patent Kokai No. Hei 6-70780 and Watanabe, I., et al., (1995), Gene, 163, 81-85]. The DNA, along with a 1 kbp
portion of the 5'-noncoding region of the P-450,,_, gene, was cloned into a multicopy plasmid, plJ702, and used to
transform Streptomyces lividans TK21. The transformed Streptomyces lividans TK21 converted ML-236B to pravastatin
sodium even faster than S. carbophilus, thereby demonstrating that the 1 kbp fragment contained strong promoter
activity. The 1 kbp 5'-noncoding region was not sequenced.

[0007] At the same time, it was also established that expression of P-450, is subject to substrate induction of
transcription, that is, ML-236B and phenobarbital were found to enhance expression of P-450 by as much as 30-fold.
This was established by Northern blotting, which found no transcription in the absence of ML-236B, but which found
three transcripts when ML-236B sodium was present. The levels of transcription increased over a period of six hours
to a maximum rate when in the presence of a substrate.

[0008] The DNA encoding P-450,.,., is 1233 bp long, while the promoter region is very nearly the same length,
being 1013 bp long, making transformation considerably more difficult than if only the Open Reading Frame (ORF)
were being used for the transformation. However, reducing the length of such a complex, substrate-induced promoter
would be exceedingly likely to render the promoter useless. In addition, transformation of a host with a vector containing
both the ORF and the 1 kbp region has already successfully been performed, so that no need to shorten the ORF or
the 5'-noncoding region was perceived.

[0009] However, the time lag of six hours until maximal production of P-450 is reached remains a problem, this time
lag being a major problem in industrial applications.

[0010] We have now discovered that a reduction in the length of the 5'-noncoding region associated with the gene
encoding P-450., ., surprisingly not only removes the substrate enhancing effect of ML-236B, but also increases the
effectiveness of the promoter.

[0011] Thus, in a first aspect, the present invention provides DNA having transcription promoter activity, the DNA
corresponding to: (i) a part but not all of a 1013 bp long 5' noncoding region immediately adjacent an open reading
frame of Streptomyces carbophilus encoding the P450,.,., cytochrome, or (ii) a mutant or variant of said DNA; the
said DNA at least comprising the 74 bp sequence from nucleotide 355-428 of SEQ ID NO. 1; the said DNA having a
higher promoter activity than said 1013 bp long 5' noncoding region, and not requiring substrate induction of transcrip-
tion.

[0012] The DNA particularly preferably has transcription promoter activity in at least one strain of Streptomyces
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carbophilus and/or in at least one strain of Streptomyces lividans.

[0013] Advantageously, the present invention provides a transcription promoter for a protein to be expressed in an
actinomycete, preferably a streptomycete, which allows significant expression of the protein in a suitable expression
system without transcription having to be induced by a substrate for the protein. Such expression is advantageously
constitutive.

[0014] The present invention also provides: a DNA sequence for all or part of such a promoter; DNA having all or
part of the activity of such a promoter; vectors comprising such promoters; host cells transformed by such vectors; and
processes for producing recombinant protein using such host cells.

[0015] Itis a particular advantage of the present invention that there is provided a process for producing pravastatin
sodium by using a host expressing a recombinant P-450 protein whose transcription is controlled by such a promoter.
[0016] Essentially, the present inventors have established that reducing the size of the 5-noncoding region associ-
ated with a P-450 gene of S. carbophilus, particularly the 5'-noncoding region associated with the P-450,.,., gene,
has little or no effect on the maximal rate of transcription promotion, and that the reduction in size also advantageously
removes the requirement for substrate induction. The effect of substrate induction is a positive effect, so that removing
this effect would be expected to leave a promoter which only promoted transcription at a basal level. Instead, the
shortened promoter regions perform significantly better than the basal level associated with the 1013 bp long promoter.
Even lengths as short as 74 bp still have advantageous activity compared with the 1013 bp long promoter.

[0017] Furthermore, the transcription rate of the reduced length promoters appears to be constitutive, so that high
rates of transcription are achieved immediately, instead of having to wait for maximal rates of expression to occur over
a period of six hours after exposure to ML-236B, or other appropriate substrate. This is particularly important in industry.
[0018] The 1013 bplong 5'-noncoding region having transcription promoter activity and which is immediately adjacent
a P-450 ORF is also referred to herein as the 5' promoter; it is the promoter associated with the P-450,.,_, gene of S.
carbophilus.

[0019] Although the 5' promoter is referred to as being of a length of 1013 bp, this is only the approximate length of
a region extending 5' from the transcription start region (tsr) of the ORF. The tsr is located at about position 384 of
SEQ. ID. NO. 1, and the ATG initiation codon immediately follows position 428. The end of the region containing the
5' promoter is the Sacl site located 1013 bp upstream of the ORF. The Sacl site of this region was described by
Watanabe et al. (supra), who did not determine the length of the 5' promoter. For ease of reference, the 5' promoter is
referred to herein as being 1013 bp, as this is very substantially correct and does not form an essential feature of the
present invention, as will become more clear hereinunder. In any event, the promoters of the present invention must
be shorter than the full 1013 bp length of the 5' promoter.

[0020] The 1013 bp 5' region adjacent the P-450,., » gene does not necessarily contain the entire promoter region
for this gene, although the size of the region is suggestive that it does. In fact, the promoter does not appear to occupy
a well-defined region, owing to the fact that we have established that a region as small as 74 bp in length still has
comparable, or better, activity than the original 1013 bp 5' promoter. However, it is also the case that the promoters of
the present invention have considerably better promoter activity when they have in excess of about 160 bp, preferably
300 bp, or more.

[0021] The DNA's of the present invention, also referred to herein as the promoters of the present invention, corre-
spond to the 1013 pb 5' promoter, provided that they are shorter than the 5' promoter's 1013 bp length. The reduction
in length can be effected by any suitable means, such as the removal of portions by means of restriction endonucleases,
by engineering specific, but shorter, sequences, or by digestion from either the 3' or 5' end of the sequence, said means
including combinations of the foregoing.

[0022] It will be appreciated that the promoters of the present invention must generally be double stranded (ds) in
order to exhibit promoter activity, although it will be appreciated that the present invention also envisages either of the
complementary strands making up the promoters of the invention. The present invention further extends to portions
of the promoters of the invention, or portions of either or both of the complementary strands which can ultimately be
used to construct a promoter of the invention.

[0023] We have particularly found that 5' digestion yields excellent results, so that even a 74 bp portion located at
the 3' end of the promoter sequence still has superior activity. Accordingly, in a preferred embodiment, the DNA of the
present invention corresponds to the 5' promoter partially digested in the 5' — 3' direction. There is no minimum length
of promoter DNA, provided that the DNA still possesses the requisite promoter activity.

[0024] Although good promoter activity is seen at promoter lengths of less than 100 bp, especially at the 3' end,
there appears to be a significant improvement in activity at lengths between 158 and 320 bp. The 320 bp fragment has
promoter activity of around 5x greater than the 158 bp fragment. Both fragments are 3' terminal fragments of the 1013
bp 5' promoter. This difference in promoter activity is not crucial to the present invention, owing to the fact that a length
of 152 bp (the difference in the two lengths) has minimal effect on transformation or expression.

[0025] If the person skilled in the art desired to identify the precise length of promoter where the transition between
greater and lesser activity occurred, then the necessary procedure would be entirely straightforward and readily ap-
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parent to the skilled person. However, there can be no advantage in the identification of such a length, as there is no
practical difference nor advantage to be gained between using 158 bp and 320 bp as a promoter sequence.

[0026] It will be appreciated that it is generally preferred to use a promoter with significantly higher activity, rather
than lower activity, so that maximum transcription can be achieved. However, it may be that the rate of transcription
using a promoter with higher activity is undesirably high, and that too much of the host's resources are being exhausted
in protein manufacture. In such a case, a less active promoter would be desirable.

[0027] We have also established that there is a length of promoter somewhere between 428 bp and the full 1013
bp, where the dependence on substrate induction is lost. Although this specific length of 428 bp was obtained by 5'
terminal digestion, it is entirely possible that any 428 bp sequence, or similar, within the overall 1013 bp sequence may
equally serve as a promoter.

[0028] As described above, the loss of the dependence on substrate induction is highly advantageous. However, at
the same time, the precise length at which this happens is not important. We demonstrate that the activity of a promoter
having a length of 428 bp is equivalent to, or slightly higher than, the full activity of the 1013 bp &' promoter, at least
after substrate induction for one hour. Thus, a promoter of less than half the length of the original promoter works at
least as well as the original, but without the requirement for substrate induction. This means that any process in which
the rate of expression is a factor is immediately advantaged. Lengths of greater than 428 bp become increasingly
unwieldy, without benefiting the user. In addition, at some point, the longer promoters also become subject to substrate
induction once again, thereby negating any advantage gained by the shorter promoters of the present invention.
[0029] Accordingly, the DNA of the present invention is preferably of such a length that it demonstrates promoter
activity substantially equivalent to, or greater than, that of the 320 and/or the 428 bp 3' fragments of the 5' promoter.
In particular, we prefer that the length of the promoter should not be so long that it is subject to substrate induction.
[0030] The term "substrate induction" is well known in the art. Essentially, certain expression products are frequently
only required in nature when a certain substrate is present on which they can act. In the absence of said substrate,
the organism would be wasting resources by expressing the product. Accordingly, various systems have evolved in
nature so that expression of the product only occurs in the presence of the substrate.

[0031] In the case of the P-450,.,, this is achieved by a substrate, such as ML-236B, acting at the promoter site
to induce mRNA transcription. It is by no means certain that ML-236B is the natural substrate for the P-450., cyto-
chromes. There may well be other substrates, including any which are the intended substrates, if these are different
from ML-236B, which can induce the 5' promoter. A further example of a suitable substrate to induce the 5' promoter
is phenobarbital, as described above. However, the precise nature of the inducer for the 5' promoter is not important
to the present invention, and will not be discussed further herein.

[0032] Although the present invention is not bound by theory, it seems likely that, surprisingly, the induction of the
P-450,.,., cytochromes by the substrate somehow overcomes a block on transcription. Reduction in the size of the
1013 bp promoter region, especially by digestion of the 5' end of the promoter, then seems to serve to remove the
block. For this reason, we believe that there is no particular length of promoter at which substrate induction resumes,
rather that promoter activity decreases with increasing length, after a certain point, as the transcription promotion block
is regenerated. Substrate induction may begin to be effective in a manner directly proportional to the regeneration of
the transcription promotion block, or may only be possible once a certain length is reached. In any event, promoters
with unreduced activity owing to increased length beyond about 500 bp are preferred. In other words, promoters which
have a length in excess of about 500 bp, more particularly in excess of 428 bp, and which show a reduction in activity,
are not preferred.

[0033] The DNA of the presentinvention corresponds to a part, or parts, of the 5' promoter. By the term "corresponds"
it is meant that the DNA of the invention has a similar type of promoter activity to that of the 5' promoter, in that it can
serve to promote transcription of a P-450,., cytochrome ORF. The level at which such promotion occurs is not an
essential feature of the present invention, and levels of promoter activity of the promoters of the present invention are
described herein. The only requirement is that the promoters of the present invention have activity which is, in some
way at least, better than that of the 5' promoter, as described herein.

[0034] The promoters of the invention may correspond directly to a part or parts of the 5' promoter. In a simple
embodiment, the 5' promoter may be digested from the 5' end, so that the resulting promoter of the invention has the
same sequence as the remaining 3' portion of the 5' promoter. If the 5' promoter is digested from the 5' end and a
portion is also removed by endonuclease digestion and ligation, then the resulting promoter of the invention will cor-
respond directly to the relevant two parts of the 5' promoter. In both of these examples, the resulting promoter has
identical sequences to one or more portions of the 5' promoter.

[0035] The promoter of the present invention will generally have one or more similar or identical sequences to that
or those of the 5' promoter. However, the nucleotide sequence of the promoters of the invention need not correspond
directly to those of the 5' promoter. Although it is generally preferred that the promoters of the invention share very
substantial sequence homology with the relevant portions of the 5' promoter to which they correlate, this is not essential.
The only requirement is that the requisite promoter activity is shown.
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[0036] The promoters of the present invention can vary as much as is desired from the original 5' promoter, provided
that the resulting promoter still exhibits the requisite promoter activity. In general, there will be little advantage to be
gained by varying the sequence, and there is no guarantee that altering the base sequence will achieve anything other
than to destroy or diminish promoter activity. However, a certain amount of modification of the base sequence is unlikely
to have any significant effect, especially as it is not required for the base sequence to encode a protein.

[0037] Modifications to the base sequence will generally occur through the transformation procedure, or be made
for convenience, such as to introduce a restriction site, for example. Thus, the present invention envisages promoters
which vary from that part, or those parts, of the 5' promoter sequence to which they correlate by, for example, deletions,
inversions, insertions and substitutions. Variations on the naturally occurring 5' promoter sequence may also occur in
nature, and promoters of the invention based on such variants are also envisaged.

[0038] Other differences and alterations in the sequence and means for effecting them will be readily apparent to
those skilled in the art, and the present invention envisages all of these. The promoters of the present invention which
vary in such a way, other than by natural variation, are also referred to herein as mutants, so that both mutants and
variants are envisaged. However, it will be appreciated that the expression, "corresponding to a part but not all of a
1013 bp 5'-noncoding region immediately adjacent an open reading frame of Streptomyces carbophilus encoding the
P-450,.,., cytochrome" encompasses such mutants and variants as long as the DNA comprises at least the 74 bp
sequence from nucleotide 355-428 of SEQ ID No. 1.

[0039] As a general rule, suitable mutants and variants can hybridise at 60°C in 6 x SSC with DNA having the
nucleotide sequence 1 to 428 of SEQ ID NO. 1 of the sequence listing. The DNA to which the mutants and variants
hybridise may or may not form part of a longer sequence.

[0040] As has been discussed, the promoters of the present invention exhibit superior activity to the 1013 bp 5'
promoter. This does not necessarily mean that the level of transcription of the ORF subject to promotion by a promoter
of the invention is higher than that promoted by the 1013 pb 5' promoter when induced by substrate. Instead, it is often
the case that constitutive promotion by a promoter of the invention serves to ensure that levels of protein activity are
still higher after a period of one hour, for example, than compared with those obtained with the 5' promoter after one
hour of substrate induction. Such constitutive production can be far preferable to a slow build-up, which then reaches
levels beyond those which are either required or useful, for example.

[0041] Although the DNA's of the present invention are advantageously useful with the P-450,, cytochromes, it will
be appreciated that they can be used in combination with any suitable sequence to be expressed in any suitable
prokaryote host. In particular, the promoters of the present invention may be used in suitable actinomycete hosts,
especially streptomycetes. The promoters of the invention correspond to part or parts of a promoter derived from S.
carbophilus, so that requisite promoter activity is shown if a promoter of the invention is capable of promoting tran-
scription of a P-450sca cytochrome ORF.

[0042] From the foregoing, it will be appreciated that there are further provided promoters of the invention when
operatively linked to a suitable ORF. There are also provided vectors, such as plasmids, containing the promoters of
the invention, especially when the promoter is operatively associated with an ORF, and hosts containing such vectors.
[0043] The vectors need not necessarily be expression vectors. Such other vectors may be used to multiply the
promoters of the invention, or to provide a readily accessible library. However, expression vectors are preferred, and
expression systems comprising a host and an expression vector of the invention are particularly preferred.

[0044] Itis currently preferred to employ S. lividans when an actinomycete is used as a host cell for the expression
of products from heterologous DNA. In the case of P-450,., cytochromes, especially P-450,.,.,, S. lividans also ex-
presses the necessary electron transfer system to permit the cytochrome to take part in the hydroxylation of ML-236B.
However, any other suitable protein or expression product may also be expressed via an expression system containing
a promoter of the invention.

[0045] It is not generally preferred to express eukaryotic DNA in prokaryotes, such as S. lividans, as certain post-
translational events do not take place in prokaryotes which occur naturally in eukaryotes, such as glycosylation. How-
ever, this does not prevent expression of eukaryotic products in systems of the present invention, provided that it is
understood that any required post-translational modifications not naturally occurring in the expression system will not
take place, unless specifically catered for.

[0046] Expression systems of the present invention are especially useful for expressing prokaryotic expression prod-
ucts in large amounts. Expression products can be produced in even larger quantities, if multicopy plasmids, such as
plJ702, are used in the expression system.

[0047] Expression systems of the present invention are more particularly useful for the expression of products which
are normally only expressed after substrate induction. Such systems can be used in processes for the production of
certain substances, such as antibiotics. Such processes are possible, for example, when the expression product has
activity to convert a substrate into a final product, or into a later stage intermediate, or even to break down a substrate.
Such a process may involve co-culture of the expression system, if appropriate, with a system producing the substrate
to be acted upon.
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[0048] Inthe circumstance where the product of the expression system of the invention is normally substrate induced,
then co-cultivation with the substrate producing expression system would normally be subject to time lag, so that it is
necessary to wait for the expression system to produce sufficient expression product. Using the expression systems
of the present invention, this is no longer a problem, as the product is automatically synthesised by the system, without
the necessity for substrate induction, thereby eliminating the time lag factor.

[0049] It will be appreciated that the expression systems of the present invention are particularly applicable to the
expression of P-450 cytochromes, especially P-450,., cytochromes and most especially the P-450,., » cytochrome.
P-450,.,., is expressed by S. carbophilus, as described above, and S. carbophilus is advantageously co-cultivated
with Penicillium citrinum in the production of pravastatin sodium. In this system, P-450,,_, serves to hydroxylate the
substrate ML-236B expressed by Penicillium citrinum, but only after a delay while ML-236B induces transcription of
P-450,.,.o. Using an expression system of the present invention, it is no longer necessary to have a lag period in the
production of pravastatin sodium, and this leads to great advantages in the industrial production of pravastatin sodium.
[0050] Some preferred embodiments of the present invention are as follows.

[0051] Preferred promoters of the present invention hybridise with DNA having the nucleotide sequence 1 to 428 or
1to 320 of SEQ ID NO. 1.

[0052] Promoters having the nucleotide sequence 1 to 428 of SEQ ID NO. 1 are preferred. Promoters having the
nucleotide sequence 1 to 320 of SEQ ID NO. 1 are also preferred. The present invention further provides mutants and
variants of such promoters.

[0053] Also provided are recombinant DNA vectors comprising promoters of the invention, particularly where such
vectors further comprise DNA encoding a desired polypeptide under the control of the promoter, and wherein the vector
is capable of expressing the polypeptide in an appropriate host cell. It is preferred that the polypeptide is cytochrome
P-4504.,.5.

[0054] The invention also provides host cells transformed by such vectors. Preferred host cells are actinomycetes,
particularly Streptomyces lividans. Particularly preferred is Streptomyces lividans SANK 62795 (FERM BP-5299).
[0055] The present invention further provides a process for producing a desired polypeptide, such as is defined
above, the process comprising culturing a transformed host cell, as defined above, under conditions permitting pro-
duction of the polypeptide to produce the polypeptide, and recovering the polypeptide.

[0056] The presentinvention further provides a process for producing pravastatin sodium which comprises culturing
Streptomyces lividans strain TK21 transformed by an expression vector of the invention encoding P-450,.,.,, in a
medium containing ML-236B sodium, and under conditions allowing the production of cytochrome P-450,,.,, and
allowing ML-236B sodium to be converted to pravastatin sodium in the transformed cells by the catalytic action of
cytochrome P-450., ., produced therein, and then recovering the pravastatin sodium from said transformants and/or
said medium. It is preferred that the transformed strain is Streptomyces lividans SANK 62795 (FERM BP-5299). It is
also preferred that the ML-236B is produced by Penicillium citrinum which is co-cultivated with said strain.

[0057] The 5' promoter is not homologous with any known promoter, whether from an actinomycete, or any other
source. In common with other promoters, the promoters of the invention cause the initiation of transcription of DNA
coding for a protein or a polypeptide into mRNA. This is the first part of the intracellular biosynthesis of proteins or
polypeptides (which terms are used interchangeably herein). Thus, the promoters of the invention are transcription
promoters, this function being referred to as transcription promoter activity. The 5' promoter, as well as the promoters
having the 428, 320, 158, 101 and 74 bp sequences of SEQ. ID no. 1, all have this activity.

[0058] It will be appreciated that the promoters of the present invention may have one or more additional base pairs
linked in tandem, upstream and/or downstream. Such additional sequences are only limited in that no substantial
amount of substrate induction should be re-introduced, and also that a useful amount of promoter activity should be
retained.

[0059] Polypeptides under the control of the promoters of the invention may be as described above. It will be appre-
ciated that they may have any amino acid sequence, such as, for example, that of: a natural, variant or polymer form
of anovel or known protein; a fused form of two or more different proteins; or a newly designed polypeptide. As described
above, the preferred polypeptide is cytochrome P-450,,_».

[0060] With regard to vectors, it will be appreciated that the vector to be transformed should be one that is capable
of self-replication in a suitable host cell. Thus, the vector should contain a self-replication sequence, or replicon. In the
case of actinomycetes, a preferred such vector is plJ702.

[0061] With regard to the host, there is no particular limitation, other than it be suitable for the vector chosen. In
general, any host cells can be used, such as those collected from the wild, or that can be acquired by purchase or
transfer. Preferred host cells are Actinomycetes, preferably Streptomyces carbophilus or Streptomyces lividans, and,
most preferably, Streptomyces lividans strain TK21.

[0062] In a process for the production of pravastatin sodium, such as defined above, comprising culturing a trans-
formed strain of Streptomyces lividans in the presence of ML-236B sodium, the resulting pravastatin sodium can be
recovered by known methods.
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[0063] In a straightforward embodiment, the promoters of the present invention may be obtained by cloning the DNA
from Streptomyces carbophilus, using the methodology of Watanabe, et al. [Gene,(1995), 163, 81-85]. A preferred
strain of Streptomyces carbophilus from which the promoters of the invention can be cloned is Streptomyces car-
bophilus SANK 62585 (FERM BP-1145).

[0064] Inthe present embodiment, a genome library may be prepared from the whole genomic DNA of Streptomyces
carbophilus, using pUC18 (obtainable from Takara Shuzo Ltd., Japan), for example, as a cloning vector. It will be
appreciated that such libraries and vectors form a part of the present invention. An oligonucleotide probe may then be
synthesised based, for example, on the predicted N-terminal amino acid sequence of P-450,.,_». This oligonucleotide
probe may then be used to identify a clone from the library encoding at least a part of P-450,.,_ 5. As the N-terminal of
a protein is encoded by the 5' end of the ORF, then it is likely that any clone identified by this method will also have a
significant amount of 5' untranslated and noncoding region, which is where the 5' promoter is located. A suitable screen-
ing method using the library and the oligonucleotide probe is the colony hybridisation method [c.f. Maniatis, T. et al.,
(1982), "Molecular Cloning - A Laboratory Manual", Cold Spring Harbor Laboratory, New York - any methods referred
to herein which are not accompanied by any specific reference will generally be described in "Molecular Cloning - A
Laboratory Manual"].

[0065] Even if the clone identified by this, or any other, method only contains a portion of the promoter of the present
invention, then a full clone can still be obtained. A labelled probe can be prepared from the clone containing only a
portion of the desired DNA. This labelled probe can then be used as a template for a further screening of the genome
library, in order to identify and isolate a clone containing at least as much of the 5' promoter as is required.

[0066] It will be appreciated that the present invention envisages the isolation of a clone comprising either the whole
of the 5' promoter or only a part of the 5' promoter. If the whole sequence is obtained, then this can be further processed,
such as by sub-cloning, in order to obtain a promoter of the present invention. If a partial sequence is obtained, then
this may also be further processed, as with the whole sequence, or may suffice as a promoter of the invention without
any substantial change in its sequence.

[0067] It will further be appreciated that the above suggested method for the cloning and preparation of a promoter
of the present invention is not the only method which can be used, and that other suitable methods will be readily
apparent to those skilled in the art. Any of the steps, or even the whole methodology, may be changed. For example,
rather than use a probe corresponding to the N-terminal sequence of P-450,.,_», a probe prepared from the 3' end of
the 5' promoter can be used. Vectors are not particularly limited, and any suitable cloning vector may be used, such
as other commercially available vectors, including pBR322.

[0068] In accordance with the present invention, it will also be appreciated that the promoters of the present invention
may be chemically synthesised, using the information given in SEQ. ID no. 1. If promoters of the present invention are
to be chemically synthesised, then this may be performed, for example, by the phosphite triester method [c.f. Hunka-
pillar, M., et al., (1984), Nature, 310, 105-111]. It is also possible that semisynthesis may be employed, for example,
using a combination of cloning techniques and engineering using the information given herein. Suitable methods of
such semisynthesis are well known in the art.

[0069] Returning to the originally described method of obtaining a promoter of the present invention by screening a
library, promoter DNA can be obtained from the clone containing the desired sequence by methods well known to those
skilled in the art [c.f. Maniatis, T. et al., (1982), supra]. For example, the plasmid DNA fraction can be isolated and the
promoter DNA can be isolated from the plasmid DNA, such as by using one or more restriction enzymes.

[0070] The preferred strain serving as the source for the 5' promoter is Streptomyces lividans SANK 62795. This
strain was deposited in accordance with the terms of the Budapest Treaty for the Deposit of Micro-organisms on No-
vember 21, 1995, at the National Institute of Bioscience and Human Technology Agency of Industrial Science and
Technology, under accession number FERM BP-5299. Streptomyces lividans SANK 62795 is an actinomycete con-
taining the recombinant DNA vector pPSCA1013-A(1013/428) which, in turn, contains DNA having transcription promoter
activity and which consists of the nucleotide sequence 1 to 428 of SEQ ID NO. 1 of the sequence listing, together with
DNA encoding the cytochrome P-450,.,.,, the plasmid being able to produce the protein in the actinomycete cells
through the activity of the 428 bp promoter.

[0071] In the appended Sequence Listing, the source of SEQ. ID NO. 1 is given as S. carbophilus SANK 62585
having the accession no. FERM BP-1145. This was the original source of the 1013 bp 5' promoter, to which the shorter
promoters of the present invention correspond, and was deposited with the Fermentation Research Institute Agency
of Industrial Science and Technology in accordance with the terms of the Budapest Treaty for the Deposit of Micro-
organisms on 5 September 1985.

[0072] Both S. lividans 62795 and S. carbophilus 62585 are typical examples of S. lividans and S. carbophilus,
respectively, and can be cultured as described in Hopwood, D.A., et al., (1985), "Genetic Manipulation of Streptomyces:
A Laboratory Manual", The John Innes Foundation, Norwich, UK, which also describes typical physical attributes for
these strains. These two strains can be selected for resistance to thiostrepton.

[0073] In accordance with a preferred embodiment of the present invention, a transcription promoter having the
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nucleotide sequence 1 to 428 of SEQ ID NO. 1 of the sequence listing is isolated by culturing Streptomyces lividans
SANK 62795, followed by recovering pSCA1013-A(1013/428) from the cells and digesting the plasmid with restriction
enzymes.

[0074] If desired, the nucleotide sequence of any cloned DNA can be determined, for example, by the Maxam-Gilbert
chemical modification method [c.f. Maxam, A.M., and Gilbert, W., (1980), Methods in Enzymology, 65, 499-599] or the
dideoxy chain termination method using the M13 phage [c.f. Messing, J., and Vieira, J., (1982), Gene, 19, 269-276].
[0075] Ifitis desired to establish whether a specific DNA sequence hybridises with DNA containing all or part of the
nucleotide sequence 1 - 428 of SEQ ID NO. 1 of the sequence listing, then this may be determined as follows.
[0076] Specifically, the DNA to be tested is first electrophoresed on an agarose gel as necessary. The DNA is then
blotted on a film of nitrocellulose or nylon, followed by fixing the adsorbed DNA onto the film by heat treatment or
ultraviolet irradiation. A probe is then used. The probe has the desired length of nucleotide sequence 1 to 428 of SEQ
ID NO. 1, and is labelled with, for example, a radioactive isotope, such as 32P, biotin, digoxigenin or an enzyme, and
is typically prepared in accordance with either the random primer method [c.f. Feinberg, A.P., et al., (1983), Anal.
Biochem., 132, 6-13] or the nick translation method [c.f. Maniatis, T., et al., (1982), supral.

[0077] The nitrocellulose or nylon film is immersed in hybridisation solution containing the probe and is then incubated
at a suitable, predetermined temperature, such as 60°C. Following incubation, the film is washed and the probe can
be detected using methods appropriate to the label used.

[0078] The hybridisation solution will normally contain SSC (saline-sodium citrate; 1 x SSC contains 0.15 M sodium
chloride and 15 mM sodium citrate in deionised water). The concentration of SSC in the hybridisation solution is pref-
erably 4-8 x SSC, more preferably 6 x SSC. The incubation temperature is preferably from 30 to 70°C, and is more
preferably 60°C.

[0079] DNA hybridising with DNA having all or part the nucleotide sequence 1 t0 428 of SEQ ID NO. 1 of the sequence
listing, may be cloned from various genome libraries by the method described. It will be appreciated that more promoters
of the present invention will hybridise with DNA having the 428 sequence rather than the 320 or other shorter sequences,
but the length of the sequence chosen for the hybridisation experiments can readily be selected by those skilled in the
art using the information given herein.

[0080] As previously described, DNA obtained in this manner may be artificially modified by methods well known in
the art, such as by substituting, deleting or inserting one or more nucleotides at a desired site by, for example, site
specific mutagenesis [c.f. Mark, D.F., et al., (1984), Proc. Natl. Acad. Sci. USA, 817, 5662-5666]. It will be understood
that the present invention extends to such DNA, provided that it possesses the requisite transcription promoter activity.
[0081] In order to confirm that the DNA obtained as described above has transcription promoter activity, a vector
containing the DNA tandemly linked to an ORF is constructed and expressed in a suitable host. To start, (i) a recom-
binant DNA vector is constructed, wherein DNA encoding a suitable protein is operatively ligated with the putative
promoter DNA and inserted into a suitable vector, such as actinomycete plasmid plJ702 [c.f. Katz, E., et al., (1983),
J. Gen. Microbiol., 7129, 2703-2714], and then (ii) a suitable host cell, which allows the vector to stably replicate, such
as Streptomyces lividans in the case of a vector constructed from plJ702, is transformed with the vector, the level of
expression of the protein encoded by the coding DNA then being established.

[0082] Inthe above technique, transformation can be carried out in accordance with Hopwood, et al., [c.f. Hopwood,
D.A, et al., (1985), "Genetic Manipulation of Streptomyces: A Laboratory Manual", The John Innes Foundation, Nor-
wich, UK] when the transformant is, for example, a streptomycete. It will be appreciated that the gene used to assay
promoter activity should not usually be present or expressed in the host, prior to transformation.

[0083] Levels of transcription can be readily established by Northern blotting, for example. In Northern blotting, or
Northern hybridisation [c.f. Maniatis, T., et al., supra], the host cell is cultured after transformation. The RNA is then
extracted and purified from the cell and subjected to agarose gel electrophoresis, and the RNA is then blotted onto a
film of nitrocellulose or nylon, for example. A probe (DNA, RNA or synthetic oligonucleotide) can be labelled with a
radioisotope, such as 32P, biotin, digoxigenin or with an enzyme specifically detecting the gene for the protein. This
probe can then be used to detect the mRNA transcribed from the gene, by hybridisation.

[0084] Levels of transcription can also readily be determined by RNA-PCR [Polymerase Chain Reaction, c.f. Innis,
M.A., et al., (1990), "PCR PROTOCOLS", Academic Press, New York]. The RNA is first prepared in a manner similar
to that for Northern hybridisation. cDNA is then synthesised, using reverse transcriptase, from the mRNA, which acts
as the template. Reverse transcription may use, as a primer, either oligo(dT), which tends to be rather non-specific,
or an oligonucleotide having a sequence homologous to a portion of the gene encoding the protein to be expressed.
Using this cDNA as a template, a polymerase chain reaction can be performed by using two oligonucleotide primers.
The primers are complementary to opposing strands of the ORF, and the sites with which they are complementary
have separate locations within the gene, so that the strands generated by PCR are able to hybridise with each other.
After the reaction has been allowed to proceed for a given amount of time, the resulting dsDNA is electrophoresed and
detected on nitrocellulose, for example, to determine the level of transcription of the desired DNA, based on the pres-
ence or absence of a band of the expected length.
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[0085] Levels of expression of the product may be established by determining the physiological activity of the protein
produced. Thus, for example, a recombinant DNA vector may be prepared, wherein DNA encoding a protein with a
given activity, such as an enzyme, is operatively connected, such as by ligation, to the 3'-terminal of the putative
promoter. Levels of expression of the ORF connected to the putative promoter can then be assayed in a manner
appropriate to the expression product.

[0086] In the instance where such a plasmid encodes the cytochrome P-4504,_,, and the plasmid is compatible with
S. lividans, then the plasmid can be introduced into a strain of Streptomyces lividans not producing P-450,., », and
the transformant can then be cultured in the presence of ML-236B sodium. The amount of pravastatin sodium produced
is then indicative of the level of expression of P-450,., , as promoted by the putative promoter.

[0087] Itwill be appreciated that methods for assaying expression products may be tailored specifically to the relevant
products. For example, the putative promoter may be operatively linked to a drug-resistance gene, such as a chloram-
phenicol acetyl transferase gene [c.f. Gorman, C.M., et al., (1982), Mol. Cell. Biol., 2, 1044-1051], or to a luciferase
gene [c.f. de Wet, J.R,, et al., (1987), Mol. Cell. Biol., 7, 725-737], which can be detected by methods well known in
the art. Other methods for assaying expression via the activity of the expression product may also be employed.
[0088] Another method for measuring expression, for example, is by way of recognising the product using an appro-
priate antibody. Once again, an expression vector containing the putative promoter operatively linked to the ORF is
prepared and transformed into a suitable host and cultured under suitable conditions for expression. The culture me-
dium, or an homogenate of the transformed cells, is exposed to the antibody, and the amount of antigen-antibody
complex is measured. Suitable measurement techniques include radioimmunoassay [c.f. Berson, R.S., et al., (1973),
"Methods in Investigative and Diagnostic Endocrinology", Vol. 2A, 2B, North-Holland Publishing Co., Amsterdam],
enzyme immunoassay [c.f. Engvall, E., (1980), Methods in Enzymology, 70(A), 419-439], Western blotting [c.f. Harlow,
E., et al., (1988), "Antibodies - A Laboratory Manual", p. 471, Cold Spring Harbour Laboratory, New York] and immu-
noprecipitation [c.f. Kessler, S.W., et al., (1981), "Methods in Enzymology", 73(B), 442-459], depending on how it is
desired to measure the interaction, and on whether the antibody or antigen is labelled in any way. In any event, it will
be appreciated that the present discussion of these techniques is not exhaustive, and other methods will be readily
apparent to those skilled in the art.

[0089] It will also be appreciated that many other methods for determining transcription promoter activity of putative
or actual promoters of the present invention will be readily available and apparent to those skilled in the art, and that
the present invention embodies all such methods. For example, where the protein to be expressed has a characteristic
property other than activity or antigenicity, methods determined by such a property can also be used to assay, directly
or indirectly, such activity.

[0090] Once it has been established that DNA intended for use as a promoter of the present invention has the nec-
essary activity as a promoter, then it may be employed to construct an expression vector for any suitable, desired
protein. Any appropriate host may be used for this purpose, and the host may or may not be the same as the host
which was used to establish whether the DNA actually had promoter activity. The protein is not restricted as to its
sequence, and may have any amino acid sequence. As described above, such sequences may be selected from, but
are not limited to: a natural, variant or polymer form of a novel or known protein (or a peptide); the fused form of two
or more types of different proteins (or peptides); or a newly designed polypeptide. Also as stated previously, cytochrome
p-450,.,.- is the preferred expression product, a suitable vector being pSCA1013-A(1013/428), said vector being iso-
latable from Streptomyces lividans SANK 62795 (FERM BP-5299).

[0091] It will be appreciated that the terms "expression product", "protein" and "polypeptide" are generally inter-
changeable, and are used in such a sense herein. In certain circumstances, the polypeptide translated from the original
DNA is not the final product, but is an intermediate form of the final product, post-translational modifications being
required to obtain the required product. In the case of P-4504,_,, iron needs to be incorporated into a haem ring in the
protein to generate the final expression product. Thus, while the terms "expression product", "protein" and "polypeptide"
are used synonymously herein, the differences between the terms will be recognised by the person skilled in the art
in the relevant context.

[0092] Outside of the actinomycetes, examples of suitable hosts for the promoters of the present invention include
such prokaryotes as Escherichia coli and Bacillus subtilis.

[0093] In the event that non-actinomycete strains are used as hosts, or that the actinomycete strain selected is not
appropriate to the type of vector, then it will be appreciated that the vector should comprise a replicon suitable to the
strain in question, such as one originating in a species that is compatible with the host. A plasmid vector containing a
replication origin and regulatory sequences appropriate to the host are required. In the event that the promoter of the
present invention does not work in a particular host, and is not readily modified by a person skilled in the art so that it
does work, even in the presence of other appropriate control sequences, then such a situation may be of limited use.
For example, such a situation may be useful to multiply the promoter. It will be appreciated that, where such modifica-
tions and/or appropriate control sequences are readily available and/or recognised by those skilled in the art, then
such situations are embodied by the present invention.
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[0094] While expression vectors of the present invention need have no further features than those required for ex-
pression in a given host, it will be appreciated that built-in selection criteria can be useful. Such criteria include those
whereby the plasmid confers on the host such properties as selectivity of expression and transformation, so that the
phenotype is modified.

[0095] A suitable transformation method for use with an actinomycete comprises forming the actinomycete culture
into spheroplasts using lysozyme. A buffer solution containing recombinant DNA vectors and polyethylene glycol is
then added, in order to introduce the vector into the host cells, by using either of the methods of Thompson or Hopwood
[c.f. Thompson, C.J., et al., (1982), J. Bacteriol., 151, 668-677 or Hopwood, D.A., et al., (1985), "Genetic Manipulation
of Streptomyces: A Laboratory Manual", The John Innes Foundation, Norwich], for example. A thiostrepton-resistance
gene is frequently used as a selective marker in the transformation plasmid [c.f. Hopwood, D.A., et al., (1987), "Methods
in Enzymology" 153, 116, Academic Press, New York], but the present invention is not limited thereto.

[0096] Ifitis desired to transform E. coli in order to express a product under the control of a promoter of the present
invention, then an appropriate general method is one wherein the relevant recombinant DNA vector is added to com-
petent cells. The competent cells are generally prepared in the presence of salts such as calcium chloride, magnesium
chloride and rubidium chloride [c.f. Hanahan, D., (1983), J. Mol. Biol. 166, 557-580]. An alternative method comprises
electroporation, which involves the use of high-voltage pulses applied to a suspension comprising the host E. coli and
the expression vector, thereby causing incorporation of the vector into the cells [c.f. Electroporation: Dower, W.J., et
al., (1988), Nucleic Acid Res., 16, 6127 and Calvin, N.M., et al., (1988), J. Bacteriol., 170, 2796].

[0097] Suitable selective markers, i.e. those conferring a particular phenotype on the host, include such drug-resist-
ance marker genes as those conferring resistance to ampicillin or tetracycline. However, many more will be apparent
to those skilled in the art, and the present invention, as in all other cases of providing specific examples, is not limited
thereby.

[0098] In the event that B. subtilis is intended as the host cell, then a suitable method is one wherein the host cells
are made into protoplasts using lysozyme. A buffer solution containing recombinant DNA vectors and polyethylene
glycol is then added to the protoplasts, followed by incorporation of the vector into the host cells by electroporation
(supra) [c.f.Cheng, S., etal., (1979), Mol. Gen. Genet., 168, 111]. In a preferred embodiment, a drug-resistance marker,
such as that for chloramphenicol resistance, is used as a selective marker for the transformed cell line, but it will be
appreciated that many other selective markers may be used.

[0099] Regardless of the host, the desired transformant can be cultured using methods well known to those skilled
in the art, with the desired polypeptide being produced by the culture either intracellularly or extracellularly, or both.
Media that are used in the culture can be suitably selected from various types of media commonly used for the relevant
host cells. In general, those culture conditions which are accepted as normal for the particular host can also be used
for the expression of the desired polypeptide, subject to any modifications required by the properties of the polypeptide,
for example.

[0100] Forexample, typical actinomycete nutrients include glucose, sucrose, starch, glycerol, starch syrup, molasses
and soybean oil for use as the carbon source. As the nitrogen source, soybean powder, wheat germ, meat extract,
peptone, corn steep liquor, dry yeast and ammonium sulphate are appropriate. In addition to the above, inorganic salts
such as sodium chloride, potassium chloride, calcium carbonate or phosphate, and additives for assisting the growth
of the micro-organism or promoting production of the desired polypeptide can also be suitably used in combination as
necessary.

[0101] Again, culture techniques generally appropriate to the host in question are also applicable to the transformed
micro-organisms, including such methods as liquid culturing and deep culturing, suitable for production on an industrial
scale.

[0102] We prefer that culture conditions, unless otherwise generally contra-indicated, or specified herein, involve
temperatures of between 20 and 37°C, preferably between 26 and 28°C.

[0103] The expression product under the control of a promoter of the present invention is generally produced intra-
cellularly or extracellularly, and occasionally both. The product can be isolated, purified and recovered by various
procedures, such as are well known to those skilled in the art, particularly those procedures relying upon the physical
or chemical properties of the polypeptide. In the case where the polypeptide is expressed externally, the polypeptide
can be isolated, purified and recovered from the resulting supernatant by centrifuging the culture medium, for example,
to remove cells.

[0104] In order to isolate and purify a polypeptide which has accumulated inside the cells, then the cells are first
suspended in a solution containing a protease inhibitor and then homogenised using a means, such as one commonly
known to those skilled in the art such as, for example, an ultrasonic homogeniser.

[0105] Although it is not generally necessary for the elucidation of the present invention, it will be appreciated that
examples of specific methods for the isolation, purification and collection of the desired polypeptides include such
techniques as protein precipitation, ultrafiltration, molecular sieve chromatography (gel filtration), adsorption chroma-
tography, ion exchange chromatography, affinity chromatography, the various appropriate types of liquid chromatog-
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raphy, including high-performance liquid chromatography (HPLC), dialysis and combinations thereof.

[0106] In any event, it will be appreciated that the desired polypeptide can easily be produced on an industrial scale,
both in high yield and in high purity, using the present invention.

[0107] It will also be appreciated that it is possible to assay the activity of the polypeptide produced by transformed
host cells of the present invention using an unpurified, or partially purified, preparation sample. P-450,., , can be
obtained from Streptomyces lividans in a manner as described above, and used directly in the production of pravastatin
sodium, for example. The necessary electron transport system is present in the S. lividans cells, so that it is relatively
straightforward to obtain a transformed host micro-organism that catalyses hydroxylation at the 6- position of ML-236B
sodium.

[0108] In the present embodiment, the promoter is typically used to help express the cytochrome, but this can then
be used in the production of, for example, pravastatin sodium. Any pravastatin sodium produced by the process can
then be recovered by the method of Serizawa, et al. [c.f. Serizawa, N., et al., (1983), J. Antibiotics, 36, 608]. Strepto-
myces lividans SANK 62795 (FERM BP-5299) may be used in such a manner.

[0109] The present invention will now be further described with reference to the following Examples, the Examples
being illustrative of, but not binding on, the present invention. Any methods, preparations, solutions and such like which
are not specifically defined may be found in "Molecular Cloning - A Laboratory Handbook" (supra). All solutions are
aqueous, unless otherwise specified.

[0110] In the following Examples, reference is had to Figures 1 to 5, in which:

Figure 1 is a plan for the construction of a plasmid, pPSCA1013-A(1013/428), containing 428 bp of the 5'-noncoding
region of the P-450., , gene;

Figure 2 is a plan for the construction of plasmids containing 320, 158, 101 and 74 bp promoters of the invention
[PSCA1013-A(1013/320), pPSCA1013-A(1013/158), pSCA1013-A(1013/101) and pSCA1013-A(1013/74), respec-
tively] obtained from the 3' end of the 5'-noncoding region of the P-450,., , gene;

Figure 3 is a restriction map of the plasmid, pSCA1013-A(1013/428), obtained in Figure 1;

Figure 4 is a restriction map of a plasmid, pSCA101, containing a part of the P-450,,_, gene together with the 1
kbp 5' promoter; and

Figure 5 is a plan for the construction of a plasmid, pSCA205, containing the 1 kbp 5' promoter and the P-450,, >
ORF.

[0111] In the Examples, we demonstrate that it was possible to produce a desired polypeptide in a host micro-or-
ganism using a promoter of the present invention.

EXAMPLE 1

Isolation of the P-450,., , Promoter and Construction of a Plasmid Vector for the Expression of Cytochrome
wsca-Z

(1-1) Construction of plasmids pSCA101 and pSCA108

[0112] Plasmids pSCA101 and pSCA108 were constructed by cloning different fragments of the region containing
the P-450,.,_, gene and promoter, these fragments being derived from the genomic DNA of Streptomyces carbophilus
in accordance with the method described by Watanabe and co-workers [c.f. Watanabe, |., et al., (1995), Gene, 163,
81-85 and Japanese Patent Kokai No. Hei 6-70780]. Figure 4 is a map of the plasmid pSCA101. This plasmid was
constructed by the ligation of a 1.7 kbp Pvull fragment, derived from Streptomyces carbophilus genomic DNA, into the
Pvull site of pBR322 (obtained from Takara Shuzo Ltd., Japan). This 1.7 kbp DNA fragment contains the whole of the
5' promoter of the P-450,.,_, gene and DNA encoding the 5' end of the gene. The plasmid pSCA108 was constructed
by the ligation of a 2.0 kbp Sacl fragment, derived from Streptomyces carbophilus genomic DNA, into the Sacl site of
pUC18 (obtained from Takara Shuzo Ltd., Japan). This 2.0 kbp fragment contains the entire coding region of cytochrome
P-4504.,., gene.

[0113] The details of the above techniques are as follows.
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(1-2) Construction of pSCA106

[0114] Using 100 units of Pvull, 10 ug of pPSCA101 DNA were digested at 37°C for 3 hours. The digestion was carried
out in the restriction buffer supplied with the enzyme (Takara Shuzo). Specifically, the buffer used was H buffer, as
supplied by Takara Shuzo, Japan. In the following Examples, as here, where restriction enzymes are used, but the
source and/or the buffer are not specified, then the enzyme is supplied by Takara Shuzo and is used in accordance
with the supplier's recommendations, and the bufferis H, K or L buffer, as appropriate, also as supplied by Takara Shuzo.
[0115] The products of the digestion reaction were separated by agarose gel electrophoresis on a 1% w/v agarose
gel, the agarose gel being placed in a submarine-type electrophoresis tank containing an aqueous solution of 90 mM
Tris-HCI buffer, 90 mM boric acid and 2.5 mM EDTA (pH 8.3), and which was run at 100 V for 3 hours.

[0116] Following electrophoresis, the gel was shaken in an aqueous solution of ethidium bromide (0.5 pug/ml) for 20
minutes, to stain the DNA. An agarose slice containing the relevant 1.7 kbp fragment was excised from the gel, using
a razor blade. Long wave UV irradiation allowed the stained DNA fragments to be identified. The excised 1.7 kbp
fragment was transferred to a dialysis tube (permeation limit: 12000-14000 Da, Gibco) which was then sealed. This
sealed tube was next placed in a submarine-type electrophoresis tank containing an aqueous solution of 90 mM
Tris-HCI buffer (pH 8.3), 90 mM boric acid and 2.5 mM ethylenediamine tetraacetic acid (EDTA).

[0117] The DNA fragment was then eluted from the agarose gel slice using a current of 100 V for 2 hours. The
resulting solution in the dialysis tube was next treated with a 50 : 50 v/v mix of phenol and chloroform to bring any
contaminating proteins into the resulting organic phase. This method is routine, and well known to those skilled in the
art. The DNA was subsequently recovered from the aqueous phase by the standard technique of ethanol precipitation,
and dried under reduced pressure [c.f. "Molecular Cloning - A Laboratory Manual”, supra]. This method of recovery of
DNA from agarose, as described above, is referred to herein as "excision".

[0118] Using 10 units of the restriction enzyme Smal, 10 pg of pUC119 DNA (Takara Shuzo) were digested at 25°C
for 3 hours. The digested DNA was treated with a 50 : 50 v/v phenol-chloroform mix (referred to hereinafter simply as
phenol-chloroform) and recovered by ethanol precipitation in a manner similar to that described above, and the recov-
ered DNA was then dried under reduced pressure.

[0119] The cut ends of the linearised plasmid were dephosphorylated using 4 units of alkaline phosphatase (Toyobo).
The dephosphorylation reaction was carried out at 37°C for 30 minutes in 200 pl of TE buffer (10 mM Tris-HCI, 1 mM
EDTA, pH 8.0, made up in distilled water). After this time, the solution was treated with phenol-chloroform and the
dephosphorylated DNA was recovered from the aqueous phase by ethanol precipitation and dried under reduced
pressure.

[0120] A 50 ngamount of the 1.7 kbp Pvull fragment obtained above were added to 100 ng of the dephosphorylated,
Smal pUC119 DNA in 50 pl of ligase buffer (6.6 mM magnesium chloride, 10 mM dithiothreitol, 0.1 mM ATP and 66
mM Tris-HCI, pH 7.6, made up in distilled water) containing 1800 units of T4 DNA ligase (Takara Shuzo), and the
ligation reaction was carried out for 2 hours. Competent E. coli strain HB101 cells were transformed with a portion of
the ligation reaction solution, in accordance with the method of Hanahan [c.f. Hanahan, D., (1980), J. Mol. Biol., 166,
557-580]. The resulting transformed cells were grown up in L medium (10 g/litre of tryptone, 5 g/litre of yeast extract
and 5 g/litre of sodium chloride, made up in distilled water), containing 100 ug/ml of ampicillin.

[0121] Cells grown up in L medium were then plated onto solid L medium at 37°C, and ampicillin-resistant colonies
were selected. Colonies selected by this technique were further propagated on solid L medium, and plasmid DNA was
prepared from a selected number of transformants. The plasmid DNA from each transformant was digested with the
appropriate restriction enzymes, and the resulting DNA was analysed by agarose gel electrophoresis to confirm identify
a transformant containing the expected plasmid. The plasmid constructed in this way was named pSCA106.

(1-3) Construction of pSCA111

[0122] The plasmid pSCA111 contains the 5' promoter region of the P-450,.,_, gene, from plasmid pSCA1086, ligated
to the P-450,,._, structural gene, derived from pSCA108. The protocol was as follows.

[0123] 10 ug of the pSCA108 DNA obtained above were digested with 100 units of Sacl at 37°C for 5 hours in the
buffer supplied with the kit (Takara Shuzo). The resulting digestion products were separated by electrophoresis on a
1% wi/v agarose gel, and a 2.0 kbp Sacl DNA fragment was excised from the gel.

[0124] At the same time, 10 ug of pPSCA106 DNA, as obtained above, were digested at 37°C for 3 hours with 100
units of Sacl in the buffer supplied with the kit. The digestion products were separated by electrophoresis on a 1% w/
v agarose gel, and a 4 kbp Sacl fragment was excised from the gel.

[0125] The termini of the 4 kbp Sacl fragment, thus obtained, were dephosphorylated in a similar manner to that
described in section (1-2). After dephosphorylation, the solution was treated with phenol-chloroform and the DNA was
recovered from the aqueous phase by ethanol precipitation, and dried under reduced pressure.

[0126] 100 ng of the resulting dephosphorylated 4 kbp Sacl DNA fragment and 50 ng of the 2.0 kbp Sacl DNA
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fragment obtained in the first portion of this section, and which contains the structural gene of P-450,.,_,, were mixed
in ligase buffer containing 1800 units of T4 DNA ligase to a final volume of 50 ul, and the ligation reaction was carried
out for 2 hours at 16°C. Competent E. coli strain HB101 cells were transformed with a portion of the ligation reaction,
in @ manner similar to that described in section (1-2) above, and pSCA111 was obtained.

(1-4) Construction of pSCA212

[0127] From the pSCA111 DNA obtained in 1-3, 10 ug of DNA were digested with 100 units each of Xbal and Pstl
for 3 hours at 37°C. The resulting digested DNA was treated with phenol-chloroform and the DNA was recovered from
the aqueous phase by ethanol precipitation and dried under reduced pressure.

[0128] Next, the region upstream of the P-450,., » gene contained in pSCA111 was deleted in a 5' — 3' direction as
described by Henikoff [c.f. Henikoff, S., (1984), Gene, 28, 351-359]. Two hundred units of exonuclease Il (Takara
Shuzo) were added to 10 pg of the dried pSCA111 DNA in 100 ul of exonuclease buffer (50 mM Tris-HCI, 5 mM
magnesium chloride, 10 mM 2-mercaptoethanol, pH 8.0, made up in distilled water), and the reaction was allowed to
proceed for 5 minutes at 37°C. After this time, the reaction was stopped by heating at 65°C for 5 minutes and then the
reaction solution was treated with phenol-chloroform. DNA was then recovered from the aqueous phase by ethanol
precipitation and dried under reduced pressure.

[0129] The resulting dried DNA was treated with 50 units of mung bean nuclease (Takara Shuzo) in 40 ul of 30 mM
acetate buffer (pH 5.0), containing 100 mM sodium chloride, 1 mM zinc acetate and 5% (v/v) glycerol for 30 minutes
at 37°C. Once again, the DNA was treated with phenol-chloroform, recovered from the aqueous phase by ethanol
precipitation, and dried under reduced pressure.

[0130] The precipitated DNA was treated with 5 units of T4 DNA polymerase (Takara Shuzo) in 10 ul of T4 DNA
polymerase buffer [33 mM Tris-HCI, 66 mM potassium acetate, 10 mM magnesium acetate, 0.5 mM dithiothreitol, 0.1
mg/ml bovine serum albumin (Takara Shuzo), pH 7.9, made up in water] at 37°C for 5 minutes. The thus treated DNA
was then treated with phenol-chloroform, extracted by ethanol precipitation, and dried under reduced pressure.
[0131] The combination of treatment with mung bean nuclease and T4 DNA polymerase ensured that the DNA frag-
ment had no sticky 5' or 3' ends.

[0132] The DNA was then treated with 10 units of alkaline phosphatase in a final volume of 400 pl of alkaline phos-
phatase buffer (50 mM Tris-HCI, 1 mM magnesium chloride, pH 9.0, made up in distilled water) for 30 minutes at 37°C.
The reaction product was subsequently treated with phenol-chloroform, extracted by ethanol precipitation, and dried
under reduced pressure.

[0133] The resulting DNA was mixed with 100 ng of a phosphorylated Xbal linker (Takara Shuzo) in ligase buffer
containing 1800 units of T4 DNA ligase to a final volume of 50 pl, and the ligation reaction was allowed to proceed for
2 hours at 16°C. Competent E. coli strain HB101 cells were transformed with a portion of the ligation reaction, in a
manner similar to that described in section (1-2), and pSCA212 was obtained.

(1-5) Construction of plasmid pSCA301

[0134] Ten ug of the multi-copy plasmid plJ702 [c.f. Katz, E., et al., (1983), J. Gen. Microbiol., 129, 2703-2714] were
digested at 37°C for 3 hours with 100 units of Sacl and 100 units of Sphl in H buffer. The digestion products were
electrophoresed on a 1% w/v agarose gel, and the DNA fragment corresponding to the 5.4 kbp band was excised from
the gel.

[0135] Aspartofthe cloning procedure, it was necessary to prepare a double-stranded oligonucleotide having internal
Hindlll and EcoRI cleavage sites, as well as DNA ends suitable for ligation into Sacl and Sphl sites. Such a double
stranded oligonucleotide was constructed by annealing the two single stranded oligonucleotides described below. Both
oligonucleotides were synthesised by the phosphoramidite method, using a DNA synthesiser (Model 380, Applied
Biosystems) [c.f. Beaucage, S.L., et al., (1981), Tetrahedron Letters, 22, 1859-1862]. The sequences are:

SEQ ID NO. 2 5" -GATCTAAGCTTGAATTCGCATG-3"
SEQ ID NO. 3 5'-CGAATTCAAGCTTA—3_'

[0136] Fourteen umol of each oligonucleotide were mixed together in TE buffer to a final volume of 400 pl. The
mixture was heated to 100°C for 5 minutes, and then gradually cooled to 25°C. A double-strand oligonucleotide was
formed between the two complementary single-stranded oligonucleotides.

13



10

15

20

25

30

35

40

45

50

55

EP 0776 974 B9 (W1B1)

[0137] 100 ng of the thus obtained double-stranded oligonucleotide were mixed with 1 ug of the 5.4 kbp fragment of
plJ702 which had been digested with Sacl and Sphl in ligase buffer containing 1800 units of T4 DNA ligase to a final
volume of 100 pl, and the ligation reaction was allowed to proceed for 2 hours at 16°C. A portion of the ligation reaction
was transformed into spheroplasts prepared from Streptomyces lividans strain TK21. The resulting transformants were
cultured in the presence of thiostrepton to select cells containing the plasmid. The procedure using Streptomyces
lividans strain TK21 is described in method [1] below. Plasmid DNA was then isolated from the thiostrepton-resistant
transformants in accordance with method [2] below.

Method [1] Transformation of Streptomyces lividans strain TK21

[0138] Transformation of Streptomyces lividans TK21 was performed according to the method of Thompson [c.f.
Thompson, C.J., et al., (1982), J. Bacteriol., 151, 668-677]. Details of the solutions used are given at the end of this
protocol.

[0139] A streak of Streptomyces lividans strain TK21 [c.f. Hopwood, D.A., et al., (1983), J. Gen. Microbiol., 129,
2257-2269] was inoculated into 20 ml of liquid GPY medium and cultured for 3 days at 28°C, with shaking, at 120 rpm.
After this time, the cells in this liquid pre-culture medium were resuspended using a Teflon® homogeniser and 5 ml of
the liquid medium were diluted into 110 ml of S-GGCY medium, and the cells were then grown up for a further 24 hours
in a Sakaguchi flask at 28°C, with shaking, at 120 rpm. After this time, the cells in the culture medium were harvested
by centrifugation (10 minutes, 4°C, 1,600 x g). The resulting pellet was washed with P buffer and centrifuged again
(10 minutes, 4°C, 1,600 x g) to obtain a pellet and the washing step was performed twice more.

[0140] One gram of the washed pellet of cells was resuspended in 10 ml of P buffer and then an equal volume of P
buffer, containing 20 mg/ml of lysozyme, was added to the cell suspension, and the whole was cultured with gentle
shaking for 1.5 hours at 30°C and 120 rpm. This results in the formation of Streptomyces lividans TK21 spheroplasts.
[0141] The suspension of spheroplasts was then filtered twice, each time through 8 pieces of gauze, and then cen-
trifuged for 10 minutes at 4°C and 1,600 x g to obtain a pellet. The pelleted spheroplasts were then washed twice with
P buffer as above, and harvested by centrifugation for 10 minutes at 4°C and 1,600 x g. The pellet was resuspended
in 0.8 ml of P buffer and allowed to stand on ice. 20 ul of the ligation reaction were then added to 100 ul of the spheroplast
suspension, and the suspension was allowed to stand on ice for a further 2 minutes, after which time 500 pl of P buffer
containing 20% (w/v) polyethylene glycol 1540 was added to the suspension. The suspension was then left on ice for
a further 2 minutes, after which time 5 ml of P buffer were added. One hundred pl of this suspension were then gently
layered onto a plate of 10 ml of regeneration medium containing 2% (w/v) bactoagar, and the cells were grown up on
this solid medium at 28°C for approximately 20 hours. Five ml of liquid regeneration medium, containing 0.7% (w/v)
bactoagar and 75 pg/ml thiostrepton, were warmed to 45°C, and poured onto the agar plate. The plate was then
incubated at 28°C, and a thiostrepton-resistant strain was isolated after 3 to 5 days.

[0142] The compositions of the media and buffers used in the above-mentioned transformation procedure are as
shown below. Distilled water was used as the solvent in all cases.

a) GPY Medium

[0143]

Glucose 20 g/litre (w/v)
Polypeptone | 10 g/litre (w/v)
Yeast extract | 1 g/litre (w/v)

(pH 7.0-7.2)

b) S-GGCY Medium

[0144]
Solution A:
Saccharose 340 gllitre (w/v)
Glycerol 4 gllitre (w/v)
Glycine 1 gllitre (w/v)
Casamino acid 4 gllitre (w/v)
Yeast extract 1 gllitre (w/v)
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[0147]
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(continued)

Solution A:

Magnesium sulphate-7 hydrate
Calcium chloride-2 hydrate
Trace metal salt solution®)

1 gllitre (w/v)
0.1 gllitre (w/v)
4 ml/litre (v/v)

Solution B:

Potassium dihydrogenphosphate
Dipotassium hydrogenphosphate-
12 hydrate

20 gllitre (w/v)

80 gllitre (w/v)

Solutions A and B were separately sterilised and 100 ml of A was mixed with 10 ml of B.

Saccharose

Potassium sulphate

Magnesium chloride-6 hydrate
Trace metal salt solution®)
Potassium dihydrogenphosphate
Calcium chloride-1 hydrate

TES (pH 7.2)

102 gllitre (w/v)
0.248 gllitre (w/v)
2.00 g/litre (w/v)
1.98 ml/litre (v/v)
49.5 gllitre (w/v)
3.64 gllitre (w/v)
5.67 gllitre (w/v)

e) Trace Metal Salt Solution

[0148]

Saccharose

Glucose

Casamino acid

Yeast extract

Malt extract

Potassium sulphate
Magnesium chloride-6 hydrate
Potassium dihydrogenphosphate
Calcium chloride-2 hydrate
TES (pH 7.2)

Trace metal salt solution®)
Sodium hydroxide

100 gl/litre (w/v)
9.69 gllitre (w/v)
96.9 mg/litre (w/v)
1.94 gl/litre (w/v)
4.84 gllitre (w/v)
243 mgl/litre (w/v)
9.84 gllitre (w/v)
48.4 mgl/litre (w/v)
2.85 gllitre (w/v)
5.56 g/litre (w/v)
1.94 ml/litre (v/v)
0.00484 N

L-proline 2.91 gllitre (w/v)
DL-norleucine 48.4 mgl/litre (w/v)
L-tyrosine 0.969 gllitre (w/v)
Zinc chloride 40 mg/litre (w/v)

Iron (I1) chloride-6 hydrate
Copper (ll) chloride-2 hydrate

200 mgl/litre (w/v)
10 mgl/litre (w/v)
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(continued)

Manganese (ll) chloride-4 hydrate | 10 mgl/litre (w/v)
Sodium borate-10 hydrate 10 mg/litre (w/v)
Ammonium molybdate-4 hydrate 10 mg/litre (w/v)

Method [2]

Preparation of plasmid DNA from Actinomyces

[0149] The thiostrepton-resistant strain obtained in method [1] above was grown for 3 days at 28°C and 200 rpm in
a shaking incubator (Tokyo Dennetsu Keiso Co. Ltd., Japan) in 100 ml of GPY medium, containing 25 ug/ml of thios-
trepton. The cells in the culture medium were then pelleted by centrifugation at 4,000 x g and 4°C for 10 minutes. The
resulting pellet was resuspended in 4 ml of 25 mM Tris-HCI buffer (pH 8.0) containing 10 mg/ml of lysozyme (Sigma),
50 mM glucose and 10 mM EDTA and incubated at 30°C for 1 hour. After this time, the cell suspension was mixed
with 8 ml of 1% (w/v) sodium dodecylsulphate solution containing 0.2 M sodium hydroxide. The resulting mixture was
stirred and allowed to stand for 10 minutes on ice. After this time, 6 ml of an aqueous solution of 3 M sodium acetate
(pH 4.8) were added to the mixture which was mixed and then centrifuged at 11,000 x g, at 4°C for 15 minutes.
[0150] The whole of the resulting supernatant was applied to a Qiagen chips 500 column (Funakoshi), which had
previously been equilibrated with 10 ml of adsorption buffer [50 mM 3-(N-morpholino)-propanesulphonic acid ("MOPS"),
750 mM sodium chloride, 15% (v/v) ethanol, 0.25% (v/v) Triton® X-100, (pH 7.0), made up in water]. The column was
then washed with 30 ml of wash buffer [50 mM MOPS, 1 M sodium chloride, 15% (v/v) ethanol, pH 7.0, made up in
water], and then the plasmid DNA was eluted from the column using 15 ml of elution buffer [50 mM Tris-HCI, 1.25 M
sodium chloride, 15% (v/v) ethanol, pH 8.5, made up in water].

[0151] 10.5 ml of isopropanol were added to the resulting eluate, and this mixture was centrifuged for 15 minutes
(11,000 x g, 4°C) to precipitate the DNA. The precipitated DNA was resuspended in 400 pl of TE buffer, to which was
subsequently added 5 pl of 2 mg/ml ribonuclease A (Sigma), to remove any contaminating RNA, the reaction being
allowed to proceed for 30 minutes at 37°C. After this time, the DNA was treated with phenol-chloroform and precipitated
by treating the aqueous layer with ethanol. The precipitated plasmid DNA was dried under reduced pressure.

(1-6) Construction of pSCA1013-A(1013/428)

[0152] Ten ug of pPSCA301 DNA obtained in 1-5 above were digested with 100 units of EcoRI and 100 units of Hindll|
for 3 hours at 37°C in H buffer. The resulting digestion product was treated with phenol-chloroform, and DNA was
extracted from the aqueous phase by ethanol precipitation. The precipitated DNA was dried under reduced pressure.
[0153] In parallel, 10 ug of pPSCA212 were digested with 100 units of EcoRI and 100 units of Hindlll at 37°C for 3
hours in H buffer. The digestion products were electrophoresed on a 1% w/v agarose gel, and the 2.2 kbp DNA fragment
encoding the cytochrome P-450,.,_, gene was excised from the gel.

[0154] 200 ng of the thus obtained 2.2 kbp pSCA212 DNA fragment were added to 100 ng of the EcoRI-Hindlll
pSCA301 DNA fragment in 100 pul of ligase buffer containing 1800 units of T4 DNA ligase, and the ligation reaction
was carried out at 16°C for 2 hours. After this time, the DNA from the ligase reaction was transformed into Streptomyces
lividans as described in method [1] above, and the thiostrepton-resistant Streptomyces lividans strain obtained by this
method was named SANK 62795. Plasmid DNA was obtained from this strain by method [2] above, and this plasmid
was named pSCA1013-A(1013/428).

[0155] The process of this section is depicted in Figure 1, and the map of the resulting plasmid is shown in Figure
3. The pSCA1013-A(1013/428) plasmid obtained is capable of replicating in Actinomyces spp. It contains approximately
0.4 kbp of DNA derived from the 5' promoter of the cytochrome P-450,.,., gene, and includes all of the P-450,.»
coding sequence.

(1-7) Construction of pSCA205

[0156] Ten ug of pSCA111, as obtained in Example 1-3, were treated with Hindlll at 37°C for 5 hours in H buffer,
after which time the reaction solution was treated with phenol-chloroform and precipitated with ethanol and the pre-
cipitated DNA dried under reduced pressure. The Hindlll termini of pPSCA111 were blunted using a DNA blunting kit
(Takara Shuzo). The blunted fraction was treated with phenol-chloroform and the DNA precipitated with ethanol and
dried under reduced pressure.

[0157] The resulting DNA was dissolved in 200 pul of TE buffer, and 4 units of alkaline phosphatase (Toyobo) were
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added to the solution. This solution was then incubated at 37°C for 30 minutes in order to dephosphorylate the blunted
ends. The dephosphorylated fragment was then treated with phenol-chloroform, recovered from the aqueous phase
by ethanol precipitation, and dried under reduced pressure.

[0158] 16.5 ng of Sacl linker was then added to 100 ng of the dephosphorylated and blunted pSCA111, and the
fragment was circularised using a DNA ligation kit (Takara Shuzo) to form the plasmid pSCA112, in which the Hindlll
site of pSCA111 is substituted by a Sacl site (see Figure 5).

[0159] In order to obtain a 2.8 kbp Sacl fragment from pSCA112 containing the structural P-4504., , gene and its
promoter, pSCA112 was partially digested with Sacl as follows. 22.1 ug of pSCA112 was treated with 1250 units of
Sacl at 37°C for 22 hours in L buffer. The resulting fragments were electrophoresed on a 1% w/v agarose gel and a
2.8 kbp fragment was excised. This fragment was transferred into a dialysis tube and eluted against a 1 x TBE buffer
at 150 V for 1.5 hours to obtain the 2.8 kbp Sacl fragment. The solution containing the Sacl fragment was treated with
phenol-chloroform and the DNA precipitated with ethanol and dried under reduced pressure.

[0160] The whole of the resulting DNA was dissolved in TE buffer containing 1 g/ml of caesium chloride followed by
the addition of ethidium bromide up to 0.1 mg/ml. The resulting solution was centrifuged at 120,000 rpm (650,000 x g)
at 15°C for 2 hours to isolate the 2.8 kbp of Sacl fragment. The pellet was then extracted three times with isopropanol
saturated with sodium chloride and containing 50 mM Tris-HCI buffer (pH 8.0), in order to remove ethidium bromide.
The wash was then followed by overnight dialysis in TE buffer at 4°C. The resulting fraction was precipitated with
ethanol, then washed with an aqueous solution of 70% v/v ethanol and dried under reduced pressure to yield 76 ug
of the partially purified Sacl fragment (2.8 kbp).

[0161] This partially purified Sacl fragment was contaminated with a 3.2 kbp DNA fragment originally derived from
pUC119. In order to remove this fragment, 75 pg of the partially purified Sacl fragment (2.8 kbp) was treated with 205
units of Pvul at 37°C for 12 hours in K buffer. The reaction product was then electrophoresed on a 1% w/v agarose
gel to obtain the 2.8 kbp Sacl fragment. The excised fragment of gel was dialysed as before but, this time, for only 1
hour, to elute the DNA fragment. The dialysed solution was treated with phenol-chloroform and the DNA precipitated
and dried under reduced pressure.

[0162] The dried DNA was then dissolved in 2 ml TE buffer containing 1 g/ml of caesium chloride, followed by the
addition of ethidium bromide up to 0.1 mg/ml. The resulting solution was centrifuged at 120,000 rpm (650,000 x g) at
15°C for 2 hours to isolate the 2.8 kbp Sacl fragment. The isolate was then extracted three times with isopropanol
saturated with sodium chloride and containing 50 mM Tris-HCI buffer (pH 8.0), in order to remove ethidium bromide.
After this washing, the fragment was dialysed in TE buffer at 4°C overnight. This dialysed DNA was then precipitated
with ethanol and washed with an aqueous preparation of 70% v/v ethanol and dried under reduced pressure. The dried
DNA was dissolved in 20 ul of TE buffer. The final yield was 9.8 ug of the Sacl fragment (2.8 kbp) containing the
structural P-450,., » gene and its promoter.

[0163] In parallel, 200 pg of plJ702 was treated with 300 units of Sacl at 37°C for 20 hours in L buffer. The solution
was treated with phenol-chloroform and the aqueous layer was treated with ethanol to precipitate the DNA and the
precipitated DNA was dried under reduced pressure. The dried DNA was dissolved in 800 pl of TE buffer and then 80
units of alkaline phosphatase were added to the reaction medium and kept at 37°C for 30 minutes. After this time, the
solution was again treated with phenol-chloroform and the aqueous layer was treated with ethanol to precipitate the
DNA and the precipitated DNA was dried under reduced pressure. The dried DNA was dissolved in TE buffer containing
1 g/ml of caesium chloride, followed by addition of ethidium bromide up to 0.1 mg/ml. The resulting solution was cen-
trifuged at 120,000 rpm (650,000 x g) at 15°C for 2 hours to isolate the Sacl-treated plJ702.

[0164] The resulting pellet was extracted three times with isopropanol saturated with sodium chloride and containing
50 mM Tris-HCI buffer (pH 8.0), in order to remove ethidium bromide. The fragment was then dialysed in TE buffer at
4°C overnight. This dialysed DNA was then precipitated with ethanol and washed with an aqueous preparation of 70%
v/v ethanol and dried under reduced pressure. The above process yielded 37 ug of Sacl and alkaline phosphatase
treated plJ702.

[0165] 2.4 ug of the 28 kbp Sacl fragment prepared from pSCA112 was added to the Sacl and alkaline phosphatase
treated plJ702 in TE buffer. The two fragments were ligated with a DNA ligation kit (Takara Shuzo). Streptomyces
lividans TK 21 was transformed with the resulting plasmid, and the plasmid was purified from the transformant by the
method of Hopwood (Hopwood et al., "Genetic Manipulation of Streptomyces - A Laboratory Manual" : John Innes
Institute, Norwich, 1985). This plasmid was named pSCA205.

EXAMPLE 2

Nucleotide Sequencing

[0166] Plasmid DNA as obtained in Example 1 was prepared for sequencing by alkaline denaturation using the
method of Zhang [c.f. Zhang, H. et al., (1988), Nucleic Acids Res., 16, 1220]. Denaturation was performed by incubating
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5 ug of plasmid DNA for 5 minutes at 37°C in 20 ul of 10 mM Tris-HCI buffer (pH 8.0) containing 0.2 mM EDTA and
0.2 M sodium hydroxide. DNA was recovered from this solution by ethanol precipitation. The precipitated DNA was
washed with 70% (v/v) ethanol, and dried under reduced pressure. The resulting DNA was used as the template for
nucleotide sequencing.

[0167] DNA sequencing was performed using the 7-deazasequenase kit, version 2.0 (Toyobo). The results indicate
that the 5' region of the cytochrome P-450,,_, gene present in plasmid pSCA1013-A(1013/428) is 428 bp long. This
sequence is reproduced as SEQ ID NO. 1, nucleotide nos. 1-428.

EXAMPLE 3

The Production and Measurement of Pravastatin Sodium

[0168] Single colonies of each of the Streptomyces lividans strains SANK 62795, S. lividans TK21/pSCA205 and
TK21 were inoculated from solid media into separate 500 ml Erlenmeyer flasks, each containing 100 ml of yeast medium
[2% (w/v) glucose, 1% (w/v) peptone, 0.1% (w/v) yeast extract (Difco), pH 7.0, made up in distilled water] containing
20 pg/ml of thiostrepton. The cultures were grown up for 3 days with shaking, at 28°C and 200 rpm. Five ml of each
culture medium were inoculated into separate lots of 100 ml of yeast medium containing 20 pug/ml of thiostrepton and
each was further cultured for 24 hours at 28°C and 200 rpm. After this time, ML-236B sodium was added to a final
concentration of 500 ug/ml [c.f. Endo, A., et al., (1976), J. Antibiotics, 29, 1346 and Serizawa, N., et al., (1983), J.
Antibiotics, Vol. XXXVI, No 7, 887-891] and culturing with shaking at 28°C and 200 rpm was continued for a further
hour. After this time, a portion of each of the liquid cultures was removed and was used to measure the production of
pravastatin sodium. Each sample was analysed by high-performance liquid chromatography, under the operating con-
ditions:

Column: Radial pack cartridge C18 (Waters)

Solvent: 0.1% w/v phosphate buffer containing 30% v/v acetonitrile and 0.1% v/v triethylamine, pH 3.2
Flow rate: 1 ml/min

Detection wavelength: 237 nm

Pravastatin sodium retention time: 11.9 minutes

[0169] Chromatography was also performed on a known amount of pravastatin sodium, under conditions identical
to those described above, for use as a standard reference [c.f. Serizawa, N., et al., (1983), J. Antibiotics, 36, 608]. The
amount of pravastatin sodium produced from the different strains of S. lividans was calculated by comparing the area
of the pravastatin peak of the detection chart with the area of the pravastatin peak of a known amount of pravastatin
standard.

[0170] Streptomyces lividans strain SANK 62795 produced 51 ug/ml of pravastatin sodium, S. lividans
TK21/pSCA205 produced 11 pug/ml of pravastatin sodium while Streptomyces lividans strain TK21 did not produce any
detectable pravastatin sodium. This clearly demonstrates the advantage of the promoters of the present invention.

EXAMPLE 4

Construction of Plasmids pSCA1013-A(1013/320), pSCA1013-A(1013/158), pSCA1013-A(1013/101) and
pSCA1013-A(1013/74)

[0171] In order to better characterise the promoter region of the P-450,., » gene, a number of plasmids were con-
structed which contained different fragments of the 5' promoter region attached to the P-450,,_, structural gene. Here-
after, the term "P-450,.,.," will be used to refer to the structural gene encoding the intact amino acid sequence of P-
4503ca-2-

[0172] The plasmids of this Example, namely pSCA1013-A(1013/320), pSCA1013-A(1013/158), pSCA1013-A
(1013/101) and pSCA1013-A(1013/74), were constructed as follows (details of the construction are illustrated diagra-
matically in Figure 2). Each of the plasmids have inserts with 5' promoters digested in the 5' — 3' direction, prepared
in a manner similar to that described in Example 1-4. Because the length of the digested fragment cannot be accurately
predicted after digestion with exonuclease lll, each plasmid contains a promoter of different length.

1) Construction of pSCA1013-A(1013/320)

[0173] pSCA213 was derived from pSCA111 DNA by a procedure similar to that described in Example 1-4 (See
Figure 2). pPSCA213 DNA was digested with EcoRI and HindlIl, and the products of the digestion were electrophoresed
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on a 1% w/v agarose gel, and an EcoRI-Hindlll DNA fragment of approximately 2.1 kbp, containing the P-4504,_,
gene and a region of the 5' promoter, was excised from the gel. The excised DNA was treated with phenol-chloroform
and recovered from the aqueous layer using ethanol precipitation, and the precipitated DNA was dried under reduced
pressure.

[0174] 100 ng of pSCA301 was digested with EcoRI and Hindlll, and prepared as described in Example 1-6. This
DNA was added to approximately 200 ng of the 2.1 kbp EcoRI-Hindlll fragment obtained above in ligase buffer con-
taining 1800 units of T4 DNA ligase to a final volume 100 pul, and the reaction was allowed to proceed for 2 hours at
16°C. After this time, the ligated DNA was transformed into Streptomyces lividans, as described in method [1] above.
The thiostrepton-resistant Streptomyces lividans strain obtained by this procedure was named TK21/pSCA1013-A
(1013/320). Plasmid DNA was obtained from this strain by method [2] above, and this plasmid was named pSCA1013-A
(1013/320).

2) Construction of pSCA1013-A(1013/158)

[0175] Plasmid pSCA214 was derived from pSCA111 DNA by a procedure similar to that described in Example 1-4
(See Figure 2). In a manner similar to that of 1) above, pSCA214 was digested with EcoRI and Hindlll to obtain an
EcoRI-HindIll DNA fragment of approximately 1.93 kbp length containing the P-450,., , gene and a region of the 5'
promoter. This fragment was used to transform pSCA301 as described in 1) above.

[0176] The thiostrepton-resistant Streptomyces lividans strain obtained was named TK21/pSCA1013-A(1013/158).
Plasmid DNA was obtained from this strain by method [2] above, and this plasmid was named pSCA1013-A(1013/158).

3) Construction of plasmid pSCA1013-A(1013/101)

[0177] Plasmid pSCA215 was derived from pSCA111 DNA by a procedure similar to that described in Example 1-4
(See Figure 2). In a manner similar to that of 1) above, pSCA215 was digested with EcoRI and Hindlll to obtain an
EcoRI-HindIll DNA fragment of approximately 1.87 kbp length containing the P-450,., , gene and a region of the 5'
promoter. This fragment was used to transform pSCA301 as described in 1) above.

[0178] The thiostrepton-resistant Streptomyces lividans strain obtained was named TK21/pSCA1013-A(1013/101).
Plasmid DNA was obtained from this strain by method [2] above, and this plasmid was named pSCA1013-A(1013/101).

4) Construction of pSCA1013-A(1013/74)

[0179] Plasmid pSCA216 was derived from pSCA111 DNA by a procedure similar to that described in Example 1-4
(See Figure 2). In a manner similar to that of 1) above, pSCA216 was digested with EcoRI and Hindlll to obtain an
EcoRI-HindIll DNA fragment of approximately 1.85 kbp length containing the P-450,., , gene and a region of the 5'
promoter. This fragment was used to transform pSCA301 as described in 1) above.

[0180] The thiostrepton-resistant Streptomyces lividans strain obtained was named TK21/pSCA1013-A(1013/74).
Plasmid DNA was obtained from this strain by method [2] above, and this plasmid was named pSCA1013-A(1013/74).

5) Determination of the Size and Nucleotide Sequence of Promoter Fragments

[0181] Thelength of the 5' promoter fragments presentin each of the plasmids pSCA1013-A(1013/320), pPSCA1013-A
(1013/158), pSCA1013-A(1013/101) and pSCA1013-A(1013/74) was determined in accordance with the method de-
scribed in Example 2.

[0182] In plasmid pSCA1013-A(1013/320), the DNA 5' to the coding region of P-450,., , was shown to be 320 bp
in length, corresponding to nucleotide nos. 109-428 of SEQ ID NO. 1.

[0183] In plasmid pSCA1013-A(1013/158), the DNA 5' to the coding region of P-450,.,., was shown to be 158 bp
in length, corresponding to nucleotide nos. 271-428 of SEQ ID NO. 1.

[0184] In plasmid pSCA1013-A(1013/101), the DNA 5' to the coding region of P-450,., , was shown to be 101 bp
in length, corresponding to nucleotide nos. 328-428 of SEQ ID NO. 1.

[0185] In plasmid pPSCA1013-A(1013/74), the DNA 5' to the coding region of P-450,., » was shown to be 74 bp in
length, corresponding to nucleotide nos. 355-428 of SEQ ID NO. 1.

6) Plasmid-mediated Production of Pravastatin Sodium

[0186] Production of pravastatin sodium was measured according to the method described in Example 3 for the
following strains; Streptomyces lividans TK 21/pSCA1013-A(1013/320), Streptomyces lividans TK 21/pSCA1013-A
(1013/158), Streptomyces lividans TK 21/pSCA1013-A(1013/101), and Streptomyces lividans TK21/pSCA1013-A
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(1013/74). Streptomyces lividans strain TK 21 was used as a control. The results are shown in Table 1.

Table 1
S. lividans strain pravastatin sodium (ug/
ml)
TK 21/ pSCA1013-A(1013/320) 52
TK 21/ pSCA1013-A(1013/158) 12
TK 21/ pSCA1013-A(1013/101) 17
TK 21/ pSCA1013-A(1013/74) 16
TK 21 0

[0187] Thus,itcan be seen thatall of the 5' promoters of the plasmids prepared in this example exhibit useful promoter
activity.

EXAMPLE 5

Transcription Induction by ML-236B as Measured by Northern Blotting

i) Preparation of Total RNA

[0188] The following strains of S. lividans, that is S. lividans TK21/pSCA205, S. lividans TK21/pSCA1013-A
(1013/428), S. lividans TK21/pSCA1013-A(1013/320), S. lividans TK21/pSCA1013-A(1013/158), S. lividans
TK21/pSCA1013-A(1013/101) and S. lividans TK21/pSCA1013-A(1013/74) were cultured in a manner similar to that
described in Example 3.

[0189] As in Example 3, ML-236B sodium was added to the culture to a final concentration of 500 pg/ml for the test
experiments. The control, or negative experiments, were prepared in the same manner, but without the addition of ML-
236B. At this stage, after addition of ML-236B to the test experiments, culturing was continued at 28°C and 200 rpm
for one hour. After this time, the culture medium was centrifuged at 4°C and 4,000 x g for 10 minutes and the pellets
were frozen immediately in liquid nitrogen and kept at temperatures below -80°C.

[0190] Three grams of each frozen pellet were ground into powder in a mortar previously cooled over dry ice. This
powder was then placed into a centrifugation tube filled with 15 ml of guanidine-thiocyanate solution [4M of guanidine-
thiocyanate (Fluka), 4% (w/v) of Sarcosyl(Sigma), 0.1%(w/v) of Antifoam A (Sigma), 20 mM of EDTA-2sodium, 4 mM
of 2-mercaptoethanol and 25 mM of citric acid 3 sodium (pH 7.0)], and vigorously stirred. The cell debris was then
homogenised for 30 minutes using a polytron-homogeniser. This homogenate was then centrifuged at 9,000 rpm
(10,000 x g) and 4°C for 15 minutes. The supernatants thus obtained were again centrifuged at 9,000 rpm (10,000 x
g) and 4°C for 15 minutes. Seven ml of each resulting supernatant fraction were then layered softly on 3 ml of 5.7 M
caesium chloride solution containing 0.1 M EDTA-2 sodium which had previously been placed in an ultracentrifugation
tube (13 PA: Hitachi Koki Co., Ltd) and centrifuged at 4°C and 30,000 (40000 x g) for 15 hours. After this time, the
resulting pellet was dissolved in 0.3 ml of 10 mM Tris-HCI buffer (pH 8.0) containing 1 mM EDTA-2 sodium ("TE buffer")
and 30 ml of 3 M acetic acid/acetic acid sodium buffer (pH 5.2) and 1 ml of ethanol were then added to the resulting
preparation. This preparation was then centrifuged at 14500 rpm (18,000 x g) and 4°C for 5 minutes. The pellet was
dried under reduced pressure and dissolved in 40 ul of TE buffer to be used as a total RNA sample in subsequent stages.

ii) Preparation of Probe

[0191] Ten ug of pPSCA205 were digested with 100 units of Pvull at 37°C for 3 hours in H buffer, and electrophoresed
on a 1% w/v agarose gel to excise a 0.49 kbp Pvull fragment. The resulting DNA fragment purified using phenol-
chloroform and the DNA was precipitated with ethanol, and dried under reduced pressure. 500 ng of this DNA fragment
was labelled with 32P-dCTP (6000 Ci/mmole) using a nick translation kit (Amersham). The resulting Pvull-labelled
fragment (0.49 kbp) was precipitated with ethanol twice to remove any unreacted 32P-dCTP. The resulting probe was
dissolved in 400 ml of TE buffer and kept below -20°C.

i) Northern Hybridisation

[0192] Ten ug of each total RNA was electrophoresed on a 1.2% w/v agarose gel at 100 V for 4 hours in 20 mM
MOPS buffer (Sigma) containing 0.92 M formaldehyde, 8 mM acetic acid sodium and 1 mM EDTA (pH 7.0). After this
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time, the gel was shaken gently in 0.1 M ammonium acetate. The gel was then shaken for one hour in 50 mM Tris-HCI
buffer (pH 8.0) containing 1 M ammonium acetate. The total RNA was transferred to Nylon-Membrane (PALL Ultrafil-
tration Corp.) and fixed by standard methods. The Nylon-Membrane was then placed in 30 ml of 5 x SSPE (180 mM
of sodium chloride, 0.1 mM of EDTA-2 sodium, 18.6 mM of dihydro-sodium phosphate-2 H,O and 101 mM of hydro-
disodium phosphate-12H,0) containing 50% v/v formamide, 2.5 x Denhart solution [0.2 g/I of Bovine Serum Albumin,
0.2 g/l of Ficol 400 (Pharmacia) and 0.2 g/l of Polyvinyl pyrrolidone] and 100 pg/ml salmon sperm DNA at 42°C for 4
hours. The Nylon-Membrane was then reacted with 100 pl of the labelled DNA fragment prepared above (0.49 kbp),
encoding part of the P-450,.,, at 42°C overnight in 30 ml of 5 x SSPE containing 50% v/v formamide, 1 x Denhart
solution, 100 pg/ml of salmon sperm DNA and 0.1% v/v sodium dodecyl sulphate (SDS). After this procedure, the
Nylon-Membrane was then washed twice in 2 x SSPE containing 0.1% w/v SDS for 5 minutes at room temperature,
and then washed again in 1 x SSPE containing 0.1% SDS v/v at 55°C for 10 minutes and then, finally, washed in 0.1
x SSPE containing 0.1% SDS v/v at 55°C for 15 minutes. The membrane was then dried and the comparative production
of 1.8 kbp of mMRNA transcribed from the P-450,., » gene was measured using the Image-Analyser BA 100 (Fuiji film).
The values obtained from negative control for S. lividans TK21/pSCA205 was defined as 1, the values for other results
being evaluated accordingly. The results are shown in table 2 below.

Table 2

ML-236B sodium

absent | present
lividans TR21/pSCA205 1.0 26
lividans TK21/pSCA1013-A(1013/428) 31 32
lividans TK21/pSCA1013-A(1013/320) 36 31
lividans TR21/pSCA1013-A(1013/158) 4.8 8.9
lividans TK21/pSCA1013-A(1013/101) 7.6 15
lividans TK21/pSCA1013-A(1013/74) 2.2 1.3

[0193] From the above, it can clearly be seen that the promoter activity of the intact 5' noncoding region (1013 bp)
is dependent on induction by ML-236B sodium (S. lividans TK21/pSCA205). By contrast, the promoters of the invention
require no such induction. It will also be appreciated that the present Example assays levels of transcription, levels of
expression necessarily lagging behind transcription.

SEQUENCE LISTING
(1) GENERAL INFORMATION:
[0194]
(i) APPLICANT:
(A) NAME: Sankyo Company, Limited
(B) STREET: 5-1, Nihonbashi Honcho 3-chome, Chuo-ku
(C) CITY: Tokyo
(E) COUNTRY: Japan
(F) POSTAL CODE (ZIP): 103
(G) TELEPHONE: 81-3-5255-7111
(ii) TITLE OF INVENTION: Actinomycete Promoter
(iii) NUMBER OF SEQUENCES: 3
(iv) COMPUTER READABLE FORM:
(A) MEDIUM TYPE: Floppy disk
(B) COMPUTER: IBM PC compatible
)
)

(C) OPERATING SYSTEM: PC-DOS/MS-DOS
(D) SOFTWARE: Patentin Release #1.0, Version #1.30 (EPO)
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(vi) PRIOR APPLICATION DATA:

(A) APPLICATION NUMBER: JP Hei 7-310247
(B) FILING DATE: 29-NOV-1995

(2) INFORMATION FOR SEQ ID NO: 1:
[0195]
(i) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 428 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear
(i) MOLECULE TYPE: DNA (genomic)
(iii) HYPOTHETICAL: NO
(iv) ANTI-SENSE: NO

(vi) ORIGINAL SOURCE:

(A) ORGANISM: Streptomyces carbophilus
(B) STRAIN: SANK 62585

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1:
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CAGCAGGACC AGGACGTCGC CGCGCAGTTC GCCGGTATCG GGGAGGTCGA
CCTCGGAGAT 60

CTTCCCCAAC CGGCAGGCGT CGACCACGAG TTGGGCCCGG CTCGGCCACC
TGCGGTAGAC 120

CGCCGCCTTT CCCGTGCGGE CCCGGACCGC CACCCGCTCC ATGGTGAGCG
AGGCGTAACC 180

CACCTCGCCG AGCTCGTCCA AAGTCGCCAG CAGAATGGCG CTTTCCAGTT
CCTCGCCGCG 240

ACGACGCGGG CCTTTGCGGT GGTCAAGGGG TGGTTCGGTG GCCGGTTCCG
TGGCCGGTTC 300

GGCACTGTTG GGCACCCCTG CCTCCCGTGT CTGTCGCATA GGGGCCGTTG
CGTTCTTCCG 360

GGTGGACAGC CTAGCCTCCA ACTTAGAGAA CAGTCCGTTC TTTAACGTCT
GAGGTTTCGA 420

GGGTTTCG 428

(2) INFORMATION FOR SEQ ID NO: 2:

[0196]

(i) SEQUENCE CHARACTERISTICS:
(A) LENGTH: 22 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
(i) MOLECULE TYPE: other nucleic acid
(A) DESCRIPTION: /desc = "Synthetic DNA"
(iii) HYPOTHETICAL: NO
(iv) ANTI-SENSE: NO

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2:

GATCTAAGCT TGAATTCGCA TG | 22
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(2) INFORMATION FOR SEQ ID NO: 3:
[0197]
(i) SEQUENCE CHARACTERISTICS:
(A
B

(C
(D

LENGTH: 14 base pairs
TYPE: nucleic acid
STRANDEDNESS: single
TOPOLOGY: linear

—_ — —

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "Synthetic DNA"
(iii) HYPOTHETICAL: NO
(iv) ANTI-SENSE: NO

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3:

CGAATTCAAG CTTA 14

Claims

1. DNA having transcription promoter activity, the DNA corresponding to: (i) a part but not all of a 1013 bp long 5'
noncoding region immediately adjacent an open reading frame of Streptomyces carbophilus encoding the
P450,.,_, cytochrome, or (ii) a mutant or variant of said DNA; the said DNA at least comprising the 74 bp sequence
from nucleotide 355-428 of SEQ ID NO. 1; the said DNA having a higher promoter activity than said 1013 bp long
5' noncoding region, and not requiring substrate induction of transcription.

2. DNA according to Claim 1, which has transcription promoter activity in at least one strain of Streptomyces car-
bophilus.

3. DNA according to Claim 1 or 2, which has transcription promoter activity in at least one strain of Streptomyces
lividans.

4. DNA according to any preceding claim, wherein said promoter activity is constitutive.

5. DNA according to any preceding claim, wherein said DNA is at least 74 bp long.

6. DNA according to any preceding claim, wherein said DNA is at least 300 bp long.

7. DNA according to any of Claims 1 to 5, which has a length of less than 100 bp.

8. DNA according to any preceding Claim, which is directly equivalent to said 1013 bp long 5'-noncoding region which
has had base pairs removed by means selected from restriction endonucleases, engineering, digestion from one

end of said 5'-noncoding region, and combinations thereof.

9. DNA according to any preceding Claim, which is directly equivalent to said 1013 bp long 5'-noncoding region which
has been partially digested in the 5' — 3' direction.

10. DNA according to any preceding Claim which is double stranded.
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A DNA strand which is a single strand of DNA according to any preceding Claim.

DNA according to any preceding Claim, comprising a continuous sequence of the sequence of SEQ. ID. No. 1,
starting from 428 and continuing all or part of the way to base number 1.

DNA according to any preceding Claim, which has a length sufficient that it is capable of exhibiting promoter activity
at least substantially equivalent to that of a DNA insert selected from the group consisting of the 320 and the 428

bp DNA inserts of the plasmids pSCA1013-A(1013/428) and pSCA1013-A(1013/320), respectively.

DNA according to any preceding Claim, having an overall sequence which is substantially identical to a sequence
of said 1013 bp long 5'-noncoding region to which said DNA corresponds.

DNA according to any preceding Claim, having an overall sequence which shares substantial sequence homology
with at least one sequence of bases of said 1013 bp long 5'-noncoding region to which said DNA corresponds.

DNA according to any preceding Claim, which hybridises at 60°C in 6 x SSC with DNA comprising the nucleotide
sequence 109 to 428 of SEQ ID NO. 1.

DNA according to any preceding Claim, which hybridises at 60°C in 6 x SSC with DNA comprising the nucleotide
sequence 1 to 428 of SEQ ID NO. 1.

DNA according to any preceding Claim, which is capable of exhibiting sufficient promoter activity to ensure a total
level of expression higher after a period of one hour than compared with the total level of expression obtained with

said 1013 bp long 5'-noncoding region which has been subject to one hour of substrate induction.

DNA according to any preceding Claim, having one or more additional base pairs linked in tandem thereto at at
least one end thereof.

DNA according to any of Claims 1 to 6 and 8 to 19, which has the nucleotide sequence 1 to 428 of SEQ ID NO. 1.
DNA according to any of Claims 1 to 6 and 8 to 19, which has the nucleotide sequence 109 to 428 of SEQ ID NO. 1.
DNA according to any of Claims 1 to 5 and 8 to 19, which has the nucleotide sequence 271 to 428 of SEQ ID NO. 1.
DNA according to any of Claims 1 to 5 and 8 to 19, which has the nucleotide sequence 328 to 428 of SEQ ID NO. 1.
DNA according to any of Claims 1to 5 and 7 to 19, which has the nucleotide sequence 355 to 428 of SEQ ID NO. 1.

DNA according to any preceding Claim, when obtained from Streptomyces lividans SANK 62795 having the ac-
cession number FERM BP-5299.

DNA according to any preceding Claim, in operative transcription promoter linkage with an open reading frame.

A DNA sequence comprising DNA according to any preceding Claim, provided that said DNA is not comprised in
said DNA sequence in such a way as to provide a complete version of said 1013 bp long 5'-noncoding region.

A vector containing DNA according to any preceding Claim.

A vector according to Claim 28, wherein said vector is capable of expressing a protein, in an appropriate host cell,
said protein being encoded by an open reading frame in operative linkage with said DNA.

A vector according to Claim 29, wherein said protein is cytochrome P-450,,_,.
A vector according to any of Claims 28 to 30, which confers a selectable phenotype on the host.

A hosttransformed with a vector according to any of Claims 28 to 32, wherein the DNA having transcription promoter
activity is in operative transcription promoter linkage with a further open reading frame.
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An expression system comprising the host of Claim 32 and which expresses a protein encoded by said further
open reading frame when said host is cultured under conditions suitable for the expression of said protein.

An expression system according to Claim 33, wherein said host is a prokaryote host.

An expression system according to Claim 34, wherein said host is selected from the group consisting of Escherichia
coli, Bacillus subtilis and Streptomyces spp.

An expression system according to Claim 34, wherein said host is an actinomycete host.
An expression system according to Claim 34, wherein said host is a streptomycete host.
An expression system according to Claim 34, wherein said host is Streptomyces lividans.
An expression system according to Claim 38, wherein said host is Streptomyces lividans strain TK21.

An expression system according to any of Claims 33 to 39, wherein said host is a transformed strain of S. lividans,
and the open reading frame is heterologous DNA.

An expression system according to any of Claims 33 to 40, for expressing prokaryotic proteins.
An expression system according to any of Claims 33 to 41, wherein said vector is a multicopy expression vector.
An expression system according to Claim 42, wherein said multicopy vector is plJ702.

An expression system according to any of Claims 33 to 43, for the expression of products which are naturally only
expressed after substrate induction.

An expression system according to any of Claims 33 to 44, wherein said protein is an antibiotic.

An expression system according to any of Claims 33 to 45, which is co-cultured with a system producing a substrate
for said expression product.

An expression system according to any of Claims 33 to 46, wherein a P-450 cytochrome is said expression product.
An expression system according to Claim 47, wherein a P-450., cytochrome is said expression product.

An expression system according to Claim 48, wherein the P-450,.,_, cytochrome is said expression product.

An expression system according to any of Claims 33 to 49, wherein the protein to be expressed is a P-4504,
cytochrome and the host is a strain of S. lividans which also expresses an electron transfer system enabling said
cytochrome to take part in the hydroxylation of any ML-236B present in the system.

A process for producing pravastatin sodium which comprises culturing the expression system of Claim 50, said
culturing being in the presence of ML-236B sodium and under conditions allowing the production of the cytochrome,
allowing said ML-236B sodium to be converted to pravastatin sodium by the catalytic action of said cytochrome

P-450,.,.o, and then recovering the pravastatin sodium from the culture.

A process according to Claim 51, wherein said host is either Streptomyces lividans SANK 62795 having the ac-
cession number FERM BP-5299 or Streptomyces lividans TK21.

A process according to Claim 51 or 52, wherein said ML-236B is produced by Penicillium citrinum which is co-
cultivated with said host.

A process for producing a desired protein, said process comprising culturing a transformed host according to Claim
32 under conditions permitting production of said protein in order to produce the protein, and recovering the protein.

An expression system according to any of Claims 33 to 50, wherein said open reading frame encodes any suitable
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amino acid sequence.

An expression system according to Claim 55, wherein said amino acid sequence is selected from: a natural, variant
or polymer form of a protein; a fused form of two or more different proteins; and combinations thereof.

57. Streptomyces lividans SANK 62795 having the accession number FERM BP-5299.

58. The plasmid pSCA1013-A(1013/428).

59. The plasmid pSCA1013-A(1013/320).

60. The plasmid pSCA1013-A(1013/158).

61. The plasmid pSCA1013-A(1013/101).

62. The plasmid pSCA1013-A(1013/74).

63. Streptomyces lividans TK 21/pSCA1013-A(1013/428).

64. Streptomyces lividans TK 21/pSCA1013-A(1013/320).

65. Streptomyces lividans TK 21/pSCA1013-A(1013/158).

66. Streptomyces lividans TK 21/pSCA1013-A(1013/101).

67. Streptomyces lividans TK21/pSCA1013-A(1013/74).

68. A transcription promoter having the nucleotide sequence 1 to 428 of SEQ ID NO. 1 obtained by culturing Strepto-
myces lividans SANK 62795 having accession number FERN BP-5299, recovering pSCA1013-A(1013/428) from
the cells and digesting the plasmid with restriction enzymes.

Patentanspriiche

1. DNA mit Transkriptionspromotoraktivitat, wobei die DNA entspricht: (i) einem Teil, jedoch nicht der gesamten 1013
Basenpaare langen nichtkodierenden 5'-Region, die einem offenen Leserahmen von Streptomyces carbophilus
unmittelbar benachbart ist, der das P450,,_,-Cytochrom kodiert, oder (ii) einer Mutante oder Variante der DNA,
wobei die DNA mindestens die 74 Basenpaare lange Sequenz von den Nukleotiden 355-428 der SEQ ID NO. 1
enthalt; wobei die DNA eine héhere Promotoraktivitat hat als die 1013 Basenpaare lange nichtkodierende 5'-Re-
gion und keine Substratinduktion der Transkription erfordert.

2. DNA nach Anspruch 1, die in mindestens einem Stamm von Streptomyces carbophilus Transkriptionspromotor-
aktivitat hat.

3. DNA nach Anspruch 1 oder 2, die in mindestens einem Stamm von Streptomyces lividans Transkriptionspromo-
toraktivitat hat.

4. DNA nach einem der vorstehenden Ansprliche, wobei die Promotoraktivitat konstitutiv ist.

5. DNA nach einem der vorstehenden Anspriiche, wobei die DNA mindestens 74 Basenpaare lang ist.

6. DNA nach einem der vorstehenden Anspriiche, wobei die DNA mindestens 300 Basenpaare lang ist.

7. DNA nach einem der Anspriiche 1 bis 5, die eine Lange von weniger als 100 Basenpaaren hat.

8. DNA nach einem der vorstehenden Anspriiche, die der 1013 Basenpaare langen nichtkodierenden 5'-Region, von

der durch Mittel, ausgewahlt unter Restriktionsendonukleasen, Genkonstruktion, Verdauung von einem Ende der
nichtkodierenden 5'-Region und Kombinationen davon, Basenpaare entfernt worden sind, direkt &quivalent ist.
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DNA nach einem der vorstehenden Anspriiche, die der 1013 Basenpaare langen nichtkodierenden 5'-Region, die
in der Richtung von 5' nach 3' teilweise verdaut worden ist, direkt aquivalent ist.

DNA nach einem der vorstehenden Anspriiche, die doppelstréngig ist.
DNA-Strang, der ein Einzelstrang einer DNA nach einem der vorstehenden Anspriiche ist.

DNA nach einem der vorstehenden Anspriiche, welche eine kontinuierliche Sequenz der SEQ ID No. 1 enthalt,
beginnend mit Base Nr. 428 und sich fortsetzend Uber einen Teil oder die gesamte Lange bis zur Base Nr. 1.

DNA nach einem der vorstehenden Ansprliche, die eine Lange hat, die ausreicht, dass sie Promotoraktivitat zeigen
kann, die mindestens im wesentlichen aquivalent ist zu derjenigen eines DNA-Inserts, das aus der Gruppe aus-
gewahlt ist, die aus 320 Basenpaaren und 428 Basenpaaren langen DNA-Inserts der Plasmide pSCA1013-A
(1013/428) beziehungsweise pSCA1013-A(1013/320) besteht.

DNA nach einem der vorstehenden Anspriche, die eine Gesamtsequenz hat, die im wesentlichen mit einer Se-
quenz der 1013 Basenpaare langen nichtkodierenden 5'-Region, der die DNA entspricht, identisch ist.

DNA nach einem der vorstehenden Anspriiche, die eine Gesamtsequenz hat, die im wesentlichen Sequenzho-
mologie mit mindestens einer Sequenz von Basen der 1013 Basenpaare langen nichtkodierenden 5'-Region, der
die DNA entspricht, hat.

DNA nach einem der vorstehenden Anspriiche, die bei 50 °C in 6 x SSC mit DNA hybridisiert, welche die Nukleo-
tidsequenz 109 bis 428 der SEQ ID NO. 1 enthalt.

DNA nach einem der vorstehenden Anspriiche, die bei 60 °C in 6 x SSC mit DNA hybridisiert, welche die Nukleo-
tidsequenz 1 bis 428 der SEQ ID NO. 1 enthalt.

DNA nach einem der vorstehenden Anspriiche, die ausreichende Promotoraktivitat zeigen kann und nach einem
Zeitraum von 1 Stunde ein hdheres Gesamtniveau der Expression sicherstellen kann als das Gesamtniveau der
Expression, die mit der 1013 Basenpaare langen nichtkodierenden 5'-Region, die einer einstiindigen Substratin-

duktion unterworfen worden war, erhalten wird.

DNA nach einem der vorstehenden Anspriiche, die ein oder mehrere zusatzliche Basenpaare hat, die an minde-
stens einem Ende davon in Tandemform daran gebunden sind.

DNA nach einem der Anspriiche 1 bis 6 und 8 bis 19, welche die Nukleotidsequenz 1 bis 428 der SEQ ID NO. 1 hat.

DNA nach einem der Anspriiche 1 bis 6 und 8 bis 19, welche die Nukleotidsequenz 109 bis 428 der SEQ ID NO.
1 hat.

DNA nach einem der Anspriiche 1 bis 5 und 8 bis 19, welche die Nukleotidsequenz 271 bis 428 der SEQ ID NO.
1 hat.

DNA nach einem der Anspriiche 1 bis 5 und 8 bis 19, welche die Nukleotidsequenz 328 bis 428 der SEQ ID NO.
1 hat.

DNA nach einem der Anspriiche 1 bis 5 und 7 bis 19, welche die Nukleotidsequenz 355 bis 428 der SEQ ID NO.
1 hat.

DNA nach einem der vorstehenden Anspriiche, erhéltlich aus Streptomyces lividans SANK 62795 mit der Hinter-
legungsnummer FERM BP-5299.

DNA nach einem der vorstehenden Anspriiche, die in einer funktionsfahigen Transkriptionspromotorverknipfung
mit einem offenen Leserahmen vorliegt.

DNA-Sequenz, die DNA nach einem der vorstehenden Anspriiche enthalt, mit der MalRgabe, dass in der DNA-Se-
quenz DNA, die eine vollstéandige Version der 1013 Basenpaare langen nichtkodierenden 5'-Region zur Verfligung

28



10

15

20

25

30

35

40

45

50

55

28.

29,

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

4.

42,

43.

44,

45.

46.

47.

48.

49,

50.

EP 0776 974 B9 (W1B1)
stellt, nicht enthalten ist.
Vektor, der DNA nach einem der vorstehenden Anspriiche enthalt.

Vektor nach Anspruch 28, der in einer geeigneten Wirtszelle ein Protein exprimieren kann, wobei das Protein durch
einen offenen Leserahmen in funktionsfahiger Verkniipfung mit der DNA kodiert wird.

Vektor nach Anspruch 29, wobei das Protein Cytochrom P-450,,, ist.

Vektor nach einem der Anspriiche 28 bis 30, der auf die Wirtszelle einen selektierbaren Phenotyp bertragt.
Wirt, der mit einem Vektor nach einem der Anspriiche 28 bis 32 transformiert ist, wobei die DNA mit Transkripti-
onspromotoraktivitat in funktionsfahiger Transkriptionspromotorverkniipfung mit einem weiteren offenen Leserah-
men vorliegt.

Expressionssystem, welches den Wirt des Anspruchs 32 enthalt und ein Protein exprimiert, das durch den zuséatz-
lichen offenen Leserahmen kodiert wird, wenn der Wirt unter geeigneten Bedingungen fiir die Expression des
Proteins kultiviert wird.

Expressionssystem nach Anspruch 33, worin der Wirt ein prokaryotischer Wirt ist.

Expressionssystem nach Anspruch 34, worin der Wirt aus der Gruppe ausgewahlt ist, die aus Escherichia coli,
Bacillus subtilis und Streptomyces spp. besteht.

Expressionssystem nach Anspruch 34, worin der Wirt ein Actinomycetenwirt ist.
Expressionssystem nach Anspruch 34, worin der Wirt ein Streptomycetenwirt ist.
Expressionssystem nach Anspruch 34, worin der Wirt Streptomyces lividans ist.
Expressionssystem nach Anspruch 38, worin der Wirt Streptomyces lividans Stamm TK21 ist.

Expressionssystem nach einem der Anspriiche 33 bis 39, worin der Wirt ein transformierter Stamm von S. lividans
ist und der offene Leserahmen heterologe DNA ist.

Expressionssystem nach einem der Anspriiche 33 bis 40 fiir die Expression von prokaryotischen Proteinen.
Expressionssystem nach einem der Anspriiche 33 bis 41, worin der Vektor ein Mehrkopienexpressionsvektor ist.
Expressionssystem nach Anspruch 42, worin der Mehrkopienvektor plJ702 ist.

Expressionssystem nach einem der Anspriiche 33 bis 43 fiir die Expression von Produkten, die nur nach Substra-
tinduktion natrlich exprimiert werden.

Expressionssystem nach einem der Anspriiche 33 bis 44, worin das Protein ein Antibiotikum ist.

Expressionssystem nach einem der Anspriiche 33 bis 45, welches mit einem System, das ein Substrat fir das
Expressionsprodukt produziert, cokultiviert wird.

Expressionssystem nach einem der Anspriiche 33 bis 46, worin ein P-450-Cytochrom das Expressionsprodukt ist.
Expressionssystem nach Anspruch 47, worin ein P-450,.,-Cytochrom das Expressionsprodukt ist.
Expressionssystem nach Anspruch 48, worin das P-450,, ,-Cytochrom das Expressionsprodukt ist.
Expressionssystem nach einem der Anspruche 33 bis 49, worin das zu exprimierende Protein ein P-450,.,-Cyto-

chrom ist und der Wirt ein Stamm von S. lividans ist, der auch ein Elektronentransfersystem exprimiert, was dem
Cytochrom erlaubt, an der Hydroxylierung von jeglichem in dem System vorhandenen ML-236B teilzunehmen.
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Verfahren zur Herstellung von Pravastatinnatrium, welches das Kultivieren des Expressionssystems nach An-
spruch 50, wobei die Kultivierung in Anwesenheit von ML-236B-Natrium und unter Bedingungen durchgefihrt
wird, welche die Herstellung des Cytochroms erlauben, das Umwandeln des ML-236B-Natriums in Pravastatin-
natrium durch die katalytische Wirkung des Cytochroms P-450,,_, und das anschlielende Gewinnen des Prava-
statinnatriums aus der Kultur umfasst.

Verfahren nach Anspruch 51, wobei der Wirt entweder Streptomyces lividans SANK 62795 mit der Hinterlegungs-
nummer FERM BP-5299 oder Streptomyces lividans TK 21 ist.

Verfahren nach Anspruch 51 oder 52, wobei das ML-236B durch Penicillium citrinum hergestellt wird, das mit dem
Wirt cokultiviert wird.

Verfahren zur Herstellung eines gewtinschten Proteins, wobei das Verfahren das Kultivieren eines transformierten
Wirtes nach Anspruch 32 unter Bedingungen, welche die Herstellung des Proteins erlauben, zur Produktion des

Proteins und das Gewinnen des Proteins umfasst.

Expressionssystem nach einem der Anspriiche 33 bis 50, wobei der offene Leserahmen eine geeignete Amino-
sauresequenz kodiert.

Expressionssystem nach Anspruch 55, wobei die Aminosduresequenz ausgewahlt ist unter: einer natirlichen
Form, einer Variantenform oder einer Polymerform eines Proteins; einer kondensierten Form aus zwei oder mehr
unterschiedlichen Proteinen; und Kombinationen davon.

Streptomyces lividans SANK 62795 mit der Hinterlegungsnummer FERM BP-5299.

Plasmid pSCA1013-A(1013/428).

Plasmid pSCA1013-A(1013/320).

Plasmid pSCA1013-A(1013/158).

Plasmid pSCA1013-A(1013/101).

Plasmid pSCA1013-A(1013/74).

Streptomyces lividans TK 21/pSCA1013-A(1013/428).

Streptomyces lividans TK 21/pSCA1013-A(1013/320).

Streptomyces lividans TK 21/pSCA1013-A(1013/158).

Streptomyces lividans TK 21/pSCA1013-A(1013/101).

Streptomyces lividans TK21/pSCA1013-A(1013/74).

Transkriptionspromotor mit der Nukleotidsequenz 1 bis 428 der SEQ ID NO. 1, erhalten durch Kultivieren von

Streptomyces lividans SANK 62795 mit der Hinterlegungsnummer FERM BP-5299, Gewinnen von pSCA1013-A
(1013/428) aus den Zellen und Verdauen des Plasmids mit Restriktionsenzymen.

Revendications

ADN possédant une activité promoteur de la transcription, ledit ADN correspondant a (i) : une partie, mais pas la
totalité, d'une région non-codante en 5', d'une longueur de 1013 paires de bases, immédiatement adjacente a un
cadre de lecture ouvert de Streptomyces carbophilus codant pour le cytochrome P450,_,, ou (ii) un mutant ou
un variant dudit ADN ; ledit ADN comprenant au moins la séquence de 74 pb des nucléotides 355 a 428 de la
SEQ ID N°1 ; ledit ADN possédant une activité promoteur plus élevée que ladite région non-codante en 5', d'une
longueur de 1013 pb, et ne nécessitant pas l'induction de la transcription du substrat.
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ADN selon la revendication 1, possédant une activité promoteur de la transcription, dans au moins une souche
de Streptomyces carbophilus.

ADN selon larevendication 1 ou 2, possédant une activité promoteur de la transcription, dans au moins une souche
de Streptomyces lividans.

ADN selon I'une quelconque des revendications précédentes, dans laquelle ladite activité promoteur est consti-
tutive.

ADN selon l'une quelconque des revendications précédentes, dans laquelle ledit ADN a une longueur d'au moins
74 pb.

ADN selon I'une quelconque des revendications précédentes, dans laquelle I'ADN a une longueur d'au moins 300
pb.

ADN selon I'une quelconque des revendications 1 a 5, qui a une longueur de moins de 100 pb.

ADN selon I'une quelconque des revendications précédentes, qui est directement équivalent a ladite région non-
codante en 5', d'une longueur de 1013 pb, dont des paires de bases ont été enlevées a I'aide de moyens choisis
parmiles endonucléases de restriction, les manipulations génétiques, la digestion a partir d'une extrémité de ladite
région non codante en 5', et des associations de ceux-ci.

ADN selon I'une quelconque des revendications précédentes, qui est directement équivalent a ladite région non-
codante en 5', d'une longueur de 1013 pb, qui a été partiellement digérée dans la direction 5'— 3'.

ADN selon I'une quelconque des revendications précédentes, qui est double brin.
Brin d'ADN qui est un brin unique d'un ADN selon l'une quelconque des revendications précédentes.

ADN selon I'une quelconque des revendications précédentes, comprenant une séquence contigué de la séquence
de SEQ ID N°1, commengant au nucléotide 428 et se poursuivant entierement, ou en partie, en direction de la
base numéro 1.

ADN selon I'une quelconque des revendications précédentes, dont la longueur est suffisante pour lui permettre
de présenter une activité promoteur au moins pratiquement équivalente a celle d'uninsert d'ADN sélectionné parmi
le groupe constitué par les inserts d'/ADN de 320 et de 428 pb des plasmides pSCA1013-A(1013/428) et
pSCA1013-A(1013/320), respectivement.

ADN selon l'une quelconque des revendications précédentes, possédant une séquence globale pratiquement
identique a une séquence de ladite région non-codante en 5', d'une longueur de 1013 pb, a laquelle correspond
I'ADN.

ADN selon I'une quelconque des revendications précédentes, possédant une séquence globale qui partage une
homologie de séquence substantielle avec au moins une séquence de bases de ladite région non-codante en 5',
d'une longueur de 1013 pb, a laquelle correspond I'ADN.

ADN selon I'une quelconque des revendications précédentes, qui s'hybride a 60°C dans du SSC 6X avec de 'ADN
comprenant la séquence des nucléotides 109 a 428 de la SEQ ID N° 1.

ADN selon l'une quelconque des revendications précédentes, qui s'hybride a 60°C dans du SSC 6X avec I'ADN
comprenant la séquence des nucléotides 1 a 428 de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications précédentes, qui est capable de présenter une activité promoteur
suffisante pour garantir un degré d'expression total supérieur, aprés une période d'une heure, au degré d'expres-
sion total obtenu avec ladite région non-codante en 5', d'une longueur de 1013 pb qui a été soumise a une induction
du substrat d'une heure.

ADN selon I'une quelconque des revendications précédentes, possédant une paire de bases ou plus liées en

31



10

15

20

25

30

35

40

45

50

55

20.

21.

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

EP 0776 974 B9 (W1B1)
tandem a celui-ci au moins une extrémité de celui-ci.

ADN selon I'une quelconque des revendications 1 a 6 et 8 a 19, qui posséde la séquence des nucléotides 1 a 428
de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications 1 a 6 et 8 a 19, qui posséde la séquence des nucléotides 109 a
428 de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications 1 a 5 et 8 a 19, qui posséde la séquence des nucléotides 271 a
428 de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications 1 a 5 et 8 a 19, qui posséde la séquence des nucléotides 328 a
428 de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications 1 a 5 et 7 a 19, qui posséde la séquence des nucléotides 355 a
428 de la SEQ ID N° 1.

ADN selon I'une quelconque des revendications précédentes, obtenu a partir de le souche SANK 62795 de Strep-
tomyces lividans, qui a été déposé sous le numéro de dép6t FERM BP-5299.

ADN selon I'une quelconque des revendications précédentes, lié de maniére opérationnelle en tant que promoteur
de la transcription, a un cadre de lecture ouvert.

Séquence d'ADN selon I'une quelconque des revendications précédentes, sous réserve que ledit ADN ne soit pas
compris dans une dite séquence d'ADN de maniére a fournir une version compléte de ladite région non-codante
en 5', d'une longueur de 1013 pb.

Vecteur contenant I'ADN selon Tune quelconque des revendications précédentes.

Vecteur selon la revendication 28, ou ledit vecteur est capable d'exprimer une protéine dans une cellule hote
appropriée, ladite protéine étant codée par un cadre de lecture ouvert lié de maniére opérationnelle audit ADN.

Vecteur selon la revendication 29, ou ladite protéine est le cytochrome P-450; .

Vecteur selon I'une quelconque des revendications 28 a 30 qui confere un phénotype sélectionnable a I'héte.
Hbéte transformé avec un vecteur selon I'une quelconque des revendications 28 a 32, ou I'ADN possédant une
activité promoteur de la transcription est lié de maniére opérationnelle en tant que un promoteur de la transcription
a un cadre de lecture ouvert.

Systéme d'expression comprenant I'héte de la revendication 32 et qui exprime une protéine codée par ledit autre
cadre de lecture ouvert lorsque ladite cellule hote est cultivée dans des conditions appropriées pour I'expression
de ladite protéine.

Systéme d'expression selon la revendication 33, dans lequel ledit hdte est un hbte procaryote..

Systéme d'expression selon la revendication 34, dans lequel ledit hote est choisi parmi le groupe constitué par
Escherichia coli, Bacillus subtilis et Streptomyces spp.

Systéme d'expression selon la revendication 34 dans lequel ledit hote est un hote actinomycéte.
Systéme d'expression selon la revendication 34 dans lequel ledit hote est un héte streptomycéte.
Systeme d'expression selon la revendication 34 dans lequel ledit hote est Streptomyces lividans.
Systéme d'expression selon la revendication 38 dans lequel ledit hote est la souche TK21 de Streptomyces lividans.

Systéme d'expression selon I'une quelconque des revendications 33 a 39, dans lequel ledit hbte est un une souche
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transformée de S. lividans et le cadre de lecture ouvert est un ADN hétérologue.

Systéme d'expression selon I'une quelconque des revendications 33 a 40, pour I'expression de protéines proca-
ryotes.

Systeme d'expression selon I'une quelconque des revendications 33 a 41, ou ledit vecteur est un vecteur d'ex-
pression présent en plusieurs exemplaires.

Systéme d'expression selon la revendication 42, ou ledit vecteur d'expression présent en plusieurs exemplaires
est plJ702.

Systeme d'expression selon I'une quelconque des revendications 33 a 43, pour I'expression de produits qui ne
sont naturellement exprimés qu'aprés induction du substrat.

Systéme d'expression selon l'une quelconque des revendications 33 a 44, ou ladite protéine est un antibiotique.

Systéme d'expression selon I'une quelconque des revendications 33 a 45, qui est cocultivé avec un systeme
produisant un substrat pour ledit produit d'expression.

Systéme d'expression selon I'une quelconque des revendications 33 a 46, ou ledit vecteur d'expression est un
cytochrome P-450.

Systéme d'expression selon l'une la revendication 47, ou ledit vecteur d'expression est un cytochrome P-450,.
Systeme d'expression selon I'une la revendication 47, ou ledit vecteur d'expression est un cytochrome P-450, ».
Systéme d'expression selon l'une quelconque des revendications 33 a 49, ou la protéine a exprimer est un cyto-
chrome P-450,, et I'h6te est une souche de S. lividans qui exprime également un systéme de transfert d'électron
permettant audit cytochrome de prendre part a I'hydroxylation de tout ML-236B présent dans le systéme.

Procédé de préparation de pravastatine sodium qui comprend la culture du systéme d'expression selon la reven-
dication 50, ladite culture étant effectuée en présence de sodium de ML-236B et dans des conditions permettant
la préparation de cytochrome, I'étape de conversion dudit sodium de ML-236B en pravastatine sodium par I'action

catalytique dudit cytochrome P-450,,, et la récupération de la pravastatine sodium a partir de la culture.

Procédé selon la revendication 51, ou ledit hote est soit la souche SANK 62795 de Streptomyces lividans déposée
sous le numéro de dép6t FERM BP-5299 soit la souche TK21de Streptomyces lividans.

Procédé selon la revendication 51 ou 52, dans lequel ML-236B est produit par Penicillium citrinum qui est co-
cultivé avec ledit hote.

Procédé de préparation d'une protéine désirée, ledit procédé comprenant la culture d'un héte transformé confor-
mément a la revendication 32 dans des conditions permettant la préparation de ladite protéine afin de préparer la

protéine et la récupération de la protéine.

Systéme d'expression selon I'une quelconque des revendications 33 a 50, ou ledit cadre de lecture ouvert code
pour toute séquence d'acides aminés appropriée.

Systeme d'expression selon la revendication 55, dans lequel ladite séquence d'acides aminés est choisie parmi :
une forme naturelle, une forme variante ou un polymére d'une protéine ; une forme fusionnée de deux protéines
différentes ou plus ; ou une association de ceux-ci.

Souche SANK 62795 de Streptomyces lividans déposée sous le numéro de dépét FERM BP-5299

Plasmide pSCA1013-A(1013/428).

Plasmide pSCA1013-A(1013/320).
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Plasmide pSCA1013-A(1413/158).
Plasmide pSCA1013-A(1013/101).
Plasmide pSCA1013-A(1013/74).
Souche TK 21/pSCA1013-A(1013/428) de Streptomyces lividans.
Souche TK 21/pSCA1013-A(1013/320) de Streptomyces lividans.
Souche TK 21/pSCA1013-A(1013/158) de Streptomyces lividans.
Souche TK 21/pSCA1013-A(1013/101) de Streptomyces lividans.
Souche TK 21/pSCA1013-A(1013/74) de Streptomyces lividans.
Promoteur de la transcription possédant la séquence nucléotidique 1 a 428 de la SEQ ID N°1 obtenue en cultivant
la souche SANK 62795 de Streptomyces lividans déposée sous le numéro de dépdt FERM BP-5299, en récupérant

le plasmide pSCA1013-A(1013/428). a partir des cellules et en digérant le plasmide avec des enzymes de restric-
tion.

34



EP 0776 974 B9 (W1B1)

pSCA108 B P-450sca-2
(4.7kb)

ori

1.Smal

. 1. Sacl Sacl
2 Alkaline Pyull 2. Alkaline Sacl
ucH9 phosphatase phosphatase
p ‘ v—\ i 1 . .
. { Ligation Ligation

pSCA111
(6.0kb)

Exonuclease III
Mung bean nuclease
T7 DNA polymerase
Alkaline phosphatase
Xbal linker
Ligation

p1J702
me( (5-8Kb)

HindlII EcoRl Sacl. Soh HindIlI
GATCTAAGCTTGAATTCGCATG )3P0 E':-' r?gllll
ATTCGAACTTAAGC Ligation

EcoRI

o PSCA1013-A
~ EcoRl p(gflf:bo)’ Ligation ¢/ "71013/528)
Hindlll ' ErcoRl (7-6kb)
Sacl Hind 111
tse P-450Sca2 tsr

HindIll

35



EP 0776 974 B9 (W1B1)

XbaI, Pstl
Exonuclease III
Mung bean nuclease
T7 DNA polymerase
Alkaline phosphatase
Xbal linker

Ligation P-450sca~2
At
Sacl mp
Xbal :
Length of
5'~noncoding
Spht region
EcoRl ‘*pggﬁz? ) ) (Bpr&
Hind] 11 pSCA309 PS : A% 1'; 158
Sacl (5.4kb) P = 101
pSCA216 — 74
tsr
EcoRl EcoRl
Ecigdm HindIIl
7 respectively
lLigal’ion
EcoRI
pSCA1013~A
(1013-)
P-450sca-2 tse
Hind 111 | Length of
5 -nono:ob |;1g region

pSCA1013-A(1013]320) £ y W

pSCA1013-A(1013/158) — 158

pSCA 1013~A(1013/101) i 101

pSCA1013-4(1013/74) = 74

36



EcoRlI

BamHI

Pvull

Pwvull

BamHlI

Sall
Sphl

BamHlI

EP 0776 974 B9 (W1B1)

BamHI

pSCA1013-A(1013/428)
(7.6kb)

P-450sca-2

Promoter

Y,

Hindil! FIG.3

Pvull Sall

SCA10] P-450sca-2

Tet'
e (6.1kb) Pvull

AmpF
FIG 4

37



EP 0776 974 B9 (W1B1)

Pvull F:I(Z;_ES

Sagl gphl pUC119
p-450sca-2 Smal Sacl
Q52 e%%géggiase P”ﬁsoﬁfa-z
- P
— P
Ligation vull Sphl
S/ Sphi
Sacl
Alkaline phosphatase
Sacl
—
Ligation
' =
Sacl on a

ori  Hindll . cacl
HindII1 Sacl Alkaline
DNA blunting partially phosphatase
Alkaline phosphatase an
Sacl {}nker Ligaﬂon
Ligation
Satl Sacl Sphl

pSCA205
{8.6kb)

38



	bibliography
	description
	claims
	drawings

