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Description

FIELD OF THE INVENTION

[0001] The present invention relates to the field of ge-
netic engineering and to the field of industrial biotechnol-
ogy. Particularly the present invention relates to geneti-
cally engineered Saccharomyces, and to the synthesis
of non-ribosomal peptides using Saccharomyces as
host.

BACKGROUND OF THE INVENTION

[0002] Penicillin belongs to the class of β-lactams,
which is a broad group of antibiotics that encompass
some of the most widely used drugs, i.e. ampicillin, amox-
icillin and cephalexin. The total world market for this
group of antibiotics exceeds 20 billion US$. These effi-
cient antibiotics are used for treatment of a wide range
of infectious diseases and even 60 years after the dis-
covery of penicillin they represent the most cost-efficient
drugs on the market. Most β-lactams are being produced
by chemical synthesis from penicillin, which is still pro-
duced through industrial fermentation with the filamen-
tous fungus Penicillium chrysogenum. The current
world-wide production of penicillin exceeds 60.000 tons
and the production volume is growing by more than 10%
annually (primarily due to rapid growth in China and In-
dia). Despite a key role of industrial biotechnology in
these first generation processes for production of β-
lactams, there are several chemical synthesis steps and
the process requires the addition of toxic precursors like
phenoxyacetic acid and phenylglycine.
[0003] Recently a second generation process has
been developed for the production of cephalexin which
relies on extending the penicillin biosynthetic pathway
with a single additional enzymatic reaction. Hereby, it
was made possible to produce the β-lactam adipoyl-7-
ADCA directly by fermentation, and this resulted in re-
moval of several chemical steps in the production of ce-
phalexin. Apart from a 50% reduction in variable costs
with the new process, the biotechnological process re-
sulted in a 65% reduction of both the energy and material
usage.
[0004] Both the first and the second generation proc-
esses for production of β-lactams rely on the use of the
filamentous fungus P. chrysogenum. This fungus serves
as an efficient cell factory for the production of penicillins
and the productivity has been improved more than a
1,000 fold since the industrial process was initiated in the
mid 1940ies. However, there are a number of drawbacks
on the use of this cell factory: 1) the fermentation medium
becomes highly viscous resulting in requirement for large
energy inputs; 2) the fungus is unstable and it is therefore
not possible to operate the process in a continuous mode;
3) there is relatively little known on the genetics and phys-
iology of the fungus; and 4) it is difficult to perform genetic
engineering in this organism.

[0005] β-lactams represent interesting model com-
pounds for other antibiotics, e.g. the glycopeptides which
are used as the last line of defense for fighting bacterial
infections (e.g. vancomycin). Glycopeptides are formed
in pathways that resemble the penicillin biosynthetic
pathway, i.e. key enzymes in these pathways are the so-
called non-ribosomal peptide synthetases (NRPSs) of
which the first enzyme of the penicillin biosynthetic path-
way (ACVS) is one of the most well studied. The family
of NRPSs comprises a variety of multifunctional proteins
with the ability to synthesize many pharmaceutically im-
portant compounds such as antibiotics, anti-fungal com-
pounds and anticancer compounds. The NRPSs consist
of single peptide chains or complexes of proteins con-
taining between one and at least 17 modules comprising
peptidyl carrier protein domains interspersed among the
catalytic domains. The peptidyl carrier domains are post-
translationally activated by phosphopantetheinyl trans-
ferases that attach a 4’-phosphopantetheine prosthetic
group comprising a free thiol.
[0006] The yeast Saccharomyces cerevisiae is a well
characterised organism widely used in the food and phar-
maceutical industry due to a) being generally recognized
as safe (GRAS status), b) being amenable to recom-
binant DNA technology and c) the whole genome has
been sequenced. Saccharomyces cerevisiae is devoid
of NRPS genes but encompasses phosphopantetheinyl
transferase activity in connection with fatty acid biosyn-
thesis, lysine biosynthesis and activation of mitochondri-
al acyl-carrier proteins.
[0007] WO 2006/060839 discloses a method for the
identification of inhibitors of phosphopanteteinyl trans-
ferases of the primary and secondary metabolism. Also
disclosed is a Saccharomyces cerevisiae comprising a
vector comprising a gene encoding a phosphopanteth-
einyl transferase from Fusarium graminearum.

SUMMARY OF THE INVENTION

[0008] The present invention is to provide an isolated
Saccharomyces cerevisiae comprising at least one het-
erologous gene encoding a non-ribosomal protein syn-
thetase (NRPS) catalyzing the synthesis of at least one
non-ribosomal peptide.
[0009] The present invention also provides the use of
Saccharomyces cerevisiae as host cell for the industrial
manufacture of a non-ribosomal peptide. In one aspect
the invention provides a process for the manufacture of
a non-ribosomal peptide comprising the steps of :

a) cultivating an isolated Saccharomyces cerevisiae
according to the invention in a suitable growth me-
dium,
b) optionally feeding of one or more precursors for
said non-ribosomal peptide during said cultivation,
c) harvesting the spent cultivation medium,
d) isolating the non-ribosomal peptide from said
spent cultivation medium.

1 2 



EP 2 080 801 A1

3

5

10

15

20

25

30

35

40

45

50

55

[0010] In another aspect the present invention relates
to the use of an isolated Saccharomyces according to
the invention, for the generation of a library of antibiotics.

BREIF DESCRIPTION OF THE DRAWINGS.

[0011]

Figure 1. Plasmid map of pESC-npgA-pcbAB.
Figure 2. Plasmid map of pESC-pptA-pcbAB.
Figure 3. Plasmid map of pESC-sfp-pcbAB.
Figure 4. Tri-partite strategy for integration of npgA
and pcbAB into the yeast genome. Direct repeats
flanking K.I. URA3 are indicated as black bars.
P1P10, bi-directional GAL1/GAL10 promoter; TA,
ADH1 terminator; TC, CYC1 terminator; 3’, 3’ region
of integration site; 5’, 5’ region of integration site; 5-
FOA, 5-flouroorotic acid.
Figure 5. Plasmid map of pESC-ppp.
Figure 6. Plasmid maps of domain shuffling prod-
ucts.
Figure 7. Plasmid maps of pESC-sfp-tycA and
pESC-HIS-srf.
Figure 8. Overview of key reactions involved in cur-
rent production of β-lactams using the filamentous
fungus P. chrysogenum. Penicillin V and adipoyl-7-
ADCA are major fermentation products, which are
used for subsequent chemical synthesis of the key
antibiotics amoxicillin, ampicillin and cephalexin
(chemical synthesis steps are indicated by a dotted
line).
Figure 9A-B. Module shuffling.

DETAILED DESCRIPTION OF THE INVENTION

Biosynthetis of β-lactams in P. chrysogenum.

[0012] The penicillin biosynthesic pathway consists of
three enzymatic steps (see figure 8). In the first step the
three amino acids L-α-aminoadipate, L-cysteine and D-
valine are condensed into the tripeptide δ-(L-α-aminoad-
ipyl)-L-cysteinyl-D-valine (ACV). This reaction is cata-
lyzed by the enzyme δ-(L-α-aminoadipyl)-L-cysteinyl-D-
valine synthetase (ACVS). ACVS from various species
are around 3700 amino acid residues long with molecular
masses around 400 kD. ACVS comprises 3 homologous
regions (modules) - one for each amino acid - where each
module contains an adenylation, a peptidyl carrier and a
condensation domain arranged in a characteristic order.
The amino acid is recognised and activated by the re-
spective adenylation domain, and then attached to a 4’-
phosphopantetheine cofactor that is bound to the peptidyl
carrier domain. Finally, the condensation domain catal-
yses peptide bond formation. Besides performing the ac-
tivation of amino acids and formation of peptide bonds,
ACVS is also responsible for forming an epimerization
of valine from its L-form to its D-form.
In the second step, ACV is converted into isopenicillin N

(IPN). This reaction is catalyzed by isopenicillin syn-
thetase (IPNS), a non-heme enzyme that uses oxygen
as electron acceptor.
In the last step, isopenicillin N is converted into penicillin
V (or G). This reaction is catalyzed by an acyl-transferase
(AT) that exchanges the α-aminoadipyl sidechain of iso-
penicillin N with phenoxyacetic acid (or phenylacetic acid
in the case of production of penicillin G). Before exchange
phenoxyacetic acid needs to be activated as a CoA-ester,
and a phenylacetyl-CoA ligase is responsible for this re-
action (reaction not shown in figure 8).
[0013] In the pathway towards cephalosporins (here
represented as adipoyl-7-ADCA) the two first steps of
the penicillin biosynthetic pathway are also used.
[0014] By feeding with adipate instead of phenoxyace-
tic acid the penicillin adipoyl-6-APA may be formed
through action of the acyl-transferase. Adipoyl-6-APA
may be expanded to form the cephalosporin adipoyl-7-
ADCA by an expandase (EXP). Expandase activity is not
found in P. chrysogenum, but in the second generation
process for production of cephalexin an expandase from
the bacterium Streptomyces clavilugerus has been ex-
pressed in this fungus. The expandase is an unusual
enzyme as it requires oxygen as electron acceptor as
well as it is uses 2-oxoglutarate as an additional electron
acceptor.
[0015] In a first aspect the invention relates to an iso-
lated Saccharomyces cerevisiae comprising at least one
heterologous gene encoding a non-ribosomal protein
synthetase (NRPS) catalyzing the synthesis of at least
one non-ribosomal peptide.
In one embodiment the isolated Saccharomyces cerevi-
siae comprises a heterologous gene encoding 4’-phos-
phopantetheinyl transferase. The heterologous gene en-
coding 4’-phosphopantetheinyl transferase may be en-
dogeneous to the Saccharomyces cerevisiae or it may
be a heterologous gene. In one embodiment the heter-
ologous gene encoding 4’-phosphopantetheinyl trans-
ferase originates from a microorganism, such as from a
fungal microorganism or from a prokaryote such as Ba-
cillus subtilis. In an embodiment said heterologous gene
encoding 4’-phosphopantetheinyl transferase originates
from Aspergillus nidulans or from Penicillium chrysoge-
num.
[0016] In another aspect the isolated Saccharomyces
cerevisiae according to the invention comprises at least
one heterologous gene encoding a NRPS which encodes
a single polypeptide. In another aspect the isolated Sac-
charomyces cerevisiae according to the invention com-
prises at least one heterologous gene encoding a NRPS
which encodes several associated polypeptides.
[0017] In one embodiment the isolated Saccharomy-
ces cerevisiae comprises at least one heterologous gene
encoding a NRPS comprises a gene encoding ACV syn-
thetase (ACVS).
In one embodiment the isolated Saccharomyces cerevi-
siae comprises at least one heterologous gene encoding
a NRPS comprises a gene encoding isopenicillin syn-
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thetase (IPNS).
In one embodiment the isolated Saccharomyces cerevi-
siae comprises at least one heterologous gene encoding
a NRPS comprises a gene encoding phenylacetyl-CoA
ligase and a gene encoding an acyltransferase.
In another embodiment the isolated Saccharomyces cer-
evisiae also comprises a gene encoding acyltransferase
and a gene encoding expandase.
[0018] In another embodiment the NRPS modules
have been shuffled so as to enable said Saccharomyces
cerevisiae to produce δ-(L-α-aminoadipyl)-L-cysteinyl-
D-valine (ACV) derivatives.
[0019] In a further aspect the present invention relates
to a process for the manufacture of a non-ribosomal pep-
tide comprising the steps of:

a) cultivating an isolated Saccharomyces cerevisiae
according to the invention in a suitable growth me-
dium,
b) optionally feeding of one or more precursors for
said non-ribosomal peptide during said cultivation,
c) harvesting the spent cultivation medium,
d) isolating the non-ribosomal peptide or precursor
thereof from said spent cultivation medium.

[0020] In another aspect the present invention relates
to a process for the manufacture of ampicillin, amoxicillin,
cephalexin or cefadroxil comprising the steps of :

a) cultivating an isolated Saccharomyces cerevisiae
according to the present invention in a suitable
growth medium,
b) feeding of phenylglycine or p-hydroxyphenylgly-
cine during said cultivation,
c) harvesting spent cultivation medium,
d) isolating the ampicillin, amoxicillin, cephalexin or
cefadroxil from said spent cultivation medium.

[0021] In an aspect the present invention relates to the
use of Saccharomyces cerevisiae as host cell for the
industrial manufacture of a non-ribosomal peptide. In an
aspect the present invention relates to the use of Sac-
charomyces cerevisiae as host cell for the synthesis of
a non-ribosomal peptide. In one embodiment said Sac-
charomyces cerevisiae comprises at least one heterol-
ogous gene encoding a NRPS. In another embodiment
said Saccharomyces cerevisiae comprises a heterolo-
gous gene encoding 4’-phosphopantetheinyl trans-
ferase.
In another embodiment the NRPS modules in said Sac-
charomyces cerevisiae has been shuffled such that at
least one ACV derivative is produced. In another embod-
iment said at least one ACV derivative is selected from
D-HPG-L-Cys-D-Val, D-PG-L-Cys-D-Val or a mixture
thereof.
[0022] In another aspect the present invention relates
to 19. Use of an isolated Saccharomyces cerevisiae ac-
cording to any of claims 1-10 for the manufacture of a

compound selected from the group consisting of 6-APA,
7-ADCA, ampicillin, cephalexin, amoxicillin or cefadroxil.
[0023] In another aspect the present invention relates
to the use of an isolated Saccharomyces according to
the invention for the generation of a library of non-ribos-
omal peptides. By shuffling the NRPS modules libraries
of non-ribosomal peptides may be generated, whose
non-ribosomal peptides may comprise several peptides
having activity as an antibiotic. A large number of antibi-
otics are known in the art and a large number of methods
for quantifying the activity of antibiotics are available in
the art. Preferably the libraries of non-ribosomal peptides
are screened for their antibiotic activity, and those librar-
ies exhibiting activity are separated into a smaller number
of peptides, or even individual peptides, in order to es-
tablish the structure activity relationship. Once this has
been done, a recombinant Saccharomyces can be made,
which produces solely the particular non-ribosomal pep-
tide, which has the desired antibiotic activity.
[0024] The isolated Saccharomyces cerevisiae ac-
cording to the invention can also be used for the manu-
facture of a NRPS.
[0025] Vectors for expression of recombinant peptides
in Saccharomyces cerevisiae are well known in the art.
Several ready-to-use cloning vectors for Saccharomyces
cerevisiae are also commercially available. A number of
these vectors are based on the 2micron plasmid, and
they come with antibiotic selection markers or with se-
lectable markers that do not require antibiotics.
[0026] The non-ribosomal peptide may be detected
using methods known in the art that are specific for the
peptide. These detection methods may include use of
specific antibodies, formation of an enzyme product, dis-
appearance of an enzyme substrate, or SDS-PAGE. Pro-
cedures for determining enzyme activity are known in the
art.
The resulting non-ribosomal peptide can be isolated by
methods known in the art. For example, the peptide may
be isolated from the nutrient medium by conventional pro-
cedures including, but not limited to, centrifugation, filtra-
tion, extraction, spray drying, evaporation, or precipita-
tion. The isolated peptide may then be further purified by
a variety of procedures known in the art including, but
not limited to, chromatography (e.g., ion exchange, af-
finity, hydrophobic, chromatofocusing, and size exclu-
sion), electrophoretic procedures (e.g., preparative iso-
electric focusing), differential solubility (e.g., ammonium
sulfate precipitation), or extraction (see, e.g., Protein Pu-
rification, J.-C. Janson and Lars Ryden, editors, VCH
Publishers, New York, 1989).
[0027] The present invention is further illustrated with
reference to the following examples, which should not in
any way be construed as limiting the scope of the inven-
tion as defined in the description and in the claims.

EXAMPLES
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Example 1. Plasmid based expression of ACVS to-
gether with three different PPTases in S. cerevisiae

[0028] The PPTase encoding gene npgA from As-
pergillus nidulans was amplified from vector pDKP4832
(kindly provided by G. Turner, University of Sheffield, UK)
using primers npg-1 (5’-GGCGTCGACATGGTGCAA-
GACACATCAAGC-3’) and npg-2 (5’-CCAAGCTTATT-
AGGATAGGCAATTACACAC-3’), thereby introducing a
Sa/I and a HindIII restriction site (indicated in bold type),
respectively. After restriction with the respective en-
zymes, the PCR fragment was cloned into the pESC-
URA vector (Stratagene) in order to generate vector
pESC-npgA. The 3’ region of the ACVS encoding gene
pcbAB from Penicillium chrysogenum was amplified us-
ing primers pcbAB-2 (5’-TTGTTAATTAAGTCAAT-
AGCGAGCGAGGTGTTC-3’; containing a PacI site) and
pcbAB-4 (5’-TTCCTTAAGCGCTGCTGTCAG-3’) as well
as cosmid pCX3.2 (kindly donated by G. Turner, Univer-
sity of Sheffield; Smith et al. 1990) as template. The PCR
product was cut with PacI and SacI generating a 0.9 kb
fragment, which was then cloned into PacI/SacI restrict-
ed pESC-npgA. Subsequently, a PCR fragment contain-
ing the 5’ region of pcbAB, which was amplified from
pCX3.2 using primers pcbAB-1 (5’-AGGGCGGCCG-
CAATGACTCAACTG AAGCCACCG-3’; containing a
NotI site) and pcbAB-3 (5’- AGACACGTGAAGCGAT-
TCTCG-3’) and cut with NotI and Bg/II, was cloned into
this vector, which had been restricted with the same en-
zymes. This resulted in formation of vector pESC-npgA-
5’3’. PESC-npgA-5’3’ was linearised with Bg/II. In addi-
tion, a 12 kb Spel fragment containing the pcbAB gene
was isolated from pCX3.2. Both fragments were co-trans-
formed into S. cerevisiae CEN.PK113-5D (obtained from
P. Kötter, University of Frankfurt, Germany), thus allow-
ing the formation of vector pESC-npgA-pcbAB (Fig. 1)
by homologous recombination. The vector was re-isolat-
ed from S. cerevisiae and all sequences obtained by PCR
were verified by sequencing (MWG, Martinsried, Germa-
ny). pESC-npgA-pcbAB allows expression of npgA under
control of the GAL1 promoter, while expression of pcbAB
is controlled by the GAL10 promoter.
In order to test PPTases from other organisms than A.
nidulans in combination with ACVS from P. chrysoge-
num, cDNA of the respective genes - pptA from P. chry-
sogenum NN P8 (kindly donated by Novo Nordisk) and
sfp from Bacillus subtilis DSM3256 - was generated by
means of RT-PCR. PptA cDNA was amplified using prim-
ers pptA-F (5’-TCACTATAGGGCCCGGGCGTCGA-
CATGGTAGACCCAAGTGTGTCTGGA-3’) and pptA-R
(5’- TAGCTAGCCGCGGTACCAAGCTTATTAAAAGC-
TTGGTAAATCCCGTAG-3’), while primers sfp-F (5’-
CCGTAATACGACTCACTATAGGGCATGAAGATT-
TACGGAATTTATATG-3’) and sfp-R (5’-TAGC-
TAGCCGCGGTACCAAGCTTATTATAAAAGCTCT-
TCGTACGAG-3’) were used for amplification of sfp cD-
NA. Both primer pairs contain tails, which are homolo-
gous to the vector sequences flanking npgA in pESC-

npgA-pcbAB. NpgA in this vector was replaced with pptA
and sfp, respectively, by linearising pESC-npgA-pcbAB
with Smal and transforming it into CEN.PK113-9D (ob-
tained from P. Kötter, University of Frankfurt, Germany)
together with the respective cDNA fragment. Hereby,
plasmids pESC-pptA-pcbAB (Fig. 2) and pESC-sfp-
pcbAB (Fig. 3) were formed inside the transformed yeast
cells by homologous recombination. The plasmids were
isolated from the resulting transformants and confirmed
by sequencing.
It had been shown previously, that changing the nucle-
otide composition of the 5’end towards the yeast codon
bias can enhance the expression of heterologous pro-
teins in S. cerevisiae (Batard et al. 2000; Mutka et al.
2006). Therefore, primers pcbAB-F (5’-AACCCT-
CACTAAAGGGCGGCCGCAATGACTCAATTGAAAC-
CACCAAATG GTACTACTCCAATTGGTTTTTCTGCT-
ACTACATCTTTGAATGCTAGTGGT AGTTCTAGTGT-
GAAAAATGGG-3’) and module1-R (5’-GTCGCATT-
TCTCCTGCTGCTTGTT-3’) were used to amplify the 5’
region of pcbAB, thereby optimising the first 27 codons
of the gene with regard to the yeast codon bias. Plasmid
pESC-npgA-pcbAB was cut with NotI/EcoRI in order to
eliminate the original 5’ region. Vector and PCR fragment
were co-transformed into CEN.PK113-9D to generate
pESC-optpcbAB by homologous recombination as de-
scribed above. The sequence of the new 5’region was
confirmed by sequencing.
All four plasmid constructs were transformed into
CEN.PK113-9D and ACV formation by the resulting
transformants was proven by LC-MS analysis

Example 2. LC-MS analysis of ACV formation

[0029] Yeast strains expressing ACVS and a PPTase
were grown in shake flasks containing galactose as car-
bon source. Cells were harvested by centrifugation and
re-dissolved in either methanol or acetonitrile. Mechan-
ical disruption of the cells was achieved using glass-
beads. After centrifugation, the supernatant was run at
20°C on HPLC (Agilent 1100)-MS (Micromass LCT) with
Phenomenex Gemini 3u C6-Phenyl 110A 50x2 mm col-
umn (with 2 mm guard column). A linear gradient of H2O
(containing 20 mM formic acid) and methanol (containing
20 mM formic acid) was used. The gradient was changed
from 0 % methanol to 100 % over 20 min and then main-
tained at 100 % methanol for 5 min before returning to
starting conditions. The flow rate was 0.3 ml/min. Mass
spectra were collected from m/z 100 to 900.

Example 3. Integration of pcbAB and npgA into the 
yeast genome

[0030] In order to obtain a stable, ACV producing
strain, the two genes pcbAB and npgA were integrated
into the yeast genome using a tri-partite strategy (Fig. 4).
As an integration site, the long terminal repeat (LTR)
YCRWdelta11 was chosen. The 5’region of the integra-
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tion site was PCR amplified using primers P4 (5’-GTT-
GCCGCAAACCAAAAA-3’) and Pxc024 (5’-
CTCGAAGATCCAGCTGCATTTGTTGGGATTCCATT-
GTTGA-3’). Primers Pxc016 (5’-AATGCAGCT-
GGATCTTCGAG-3’) and Pxc017 (5’-GTAACCT-
GGCCCCACAAACC-3’) were used to amplify the CYC1
terminator, npgA, and 0.3 kb of the GAL1 promoter from
vector pESC-npgA-pcbAB. Since primer Pxc024 con-
tained a tail complementary to Pxc016, both PCR frag-
ments could be combined in a fusion PCR using both
fragments together as template and the outer primers P4
and Pxc017 for amplification. The resulting PCR product,
here referred to as fragment 1, was cloned into vector
pCR-BluntII-TOPO (invitrogen) for sequence verifica-
tion. Fragment 2 containing the bi-directional
GAL1/GAL10 promoter and the pcbAB gene was isolated
from vector pESC-npgA-pcbAB after restriction with
XmaI/PacI. An additional fragment (fragment 3) was gen-
erated by fusion PCR from three PCR products: the 3’end
of pcbAB and the ADH1 terminator was amplified from
pESC-npgA-pcbAB using primers Pxc018 (5’-CT-
CAACGGACTGGACAGCTT-3’) and Pxc019 (5’-
CTACCCAGAATCACGATCCCATTACGCCAGCT-
GAATTGGA-3’), the Kluyveromyces lactis URA3 locus
flanked by direct repeats was amplified from vector
pWJ1042 (Reid et al. 2002) using primers Pxc20 (5’-
GGGATCGTGATTCTGGGTAG-3’) and Pxc21 (5’-TGT-
GATTATCGTTGGGTCCAGTTTTCCCAGTCAC-
GACGTT-3’), and the 3’ region of the integration site was
amplified with the aid of primers Pxc22 (5’-TGGAC-
CCAACGATAATCACA-3’) and Pxc23 (5’-TTCATT-
GGTCCTGTTGATGG-3’). Primer Pxc19 contained a tail
complementary to Pcx20 and the tail of primer Pxc21
was complementary to Pxc22, which allowed the fusion
of the three fragments in a PCR reaction using the outer
primers (Pxc18 and Pxc23) for amplification. Fragment
3 was cloned into vector pCR-BluntII-TOPO and its se-
quence was verified. Fragment 1 and 3 were separated
from the cloning vector by restriction with Nsil and trans-
formed into CEN.PK113-11C (obtained from P. Kötter,
University of Frankfurt, Germany) simultaneously with
fragment 2. Fragment 1+2 and fragment 2+3 share 306
bp and 151 bp overlaps, respectively. This allowed the
combination of all three fragments by homologous re-
combination, before integration into the yeast genome at
the desired integration site. Correct integration was con-
firmed by PCR and sequencing of the resulting PCR prod-
ucts. Subsequently, the cells were cultivated on plates
containing 5-flouroorotic acid (5-FOA). This led to the
selection of clones that had lost the K.I. URA3 marker
via homologous recombination between the two flanking
direct repeats.
ACV production of a transformant was proven by LC-MS
analysis.

Example 4. Plasmid based expression of pcbC, pen-
DE, and phI in S. cerevisiae

[0031] CDNA of penDE encoding isopenicillin N acyl-
transferase was amplified by means of RT-PCR from P.
chrysogenum Wis54-1255 (ATCC 28089) RNA using
primers penDE-1 (5’-CCGGATCCGATGCTTCACATC-
CTCTGTCAA-3’; containing a BamHI site indicated in
bold type) and penDE-2 (5’-TTAGCTAGCT-
CAAAGCCTGGCGTTGAG-3’; containing a Nhel site in-
dicated in bold type), cut with BamHI/NheI and cloned
into the pESC-TRP vector (Stratagene) restricted with
the same enzymes. This led to the formation of plasmid
pESC-penDE. The isopenicillin N synthetase encoding
gene pcbC was PCR amplified from cosmid pCX3.2 (see
above) using primers pcbC-1 (5’-GTATCGATGGCTTC-
CACCCCCAAG-3’; a ClaI restriction site is indicated in
bold type) and pcbC-2 (5’-CTTAATTAATCATGTCT-
GGCCGTTCTTGT; a PacI restriction site is indicated in
bold type). The resulting fragment and plasmid pESC-
penDE were cut with ClaI/PacI and ligated to generate
plasmid pESC-penDE-pcbC. In a RT-PCR approach,
RNA of Wis54-1255 was used to synthesize cDNA of phl
encoding phenylacetyl-CoA ligase with the aid of primers
phl-1 (5’-CCGGATCCGATGGTTTTTTTACCTCCAAA-
GG-3’; a BamHI restriction site is indicated in bold type)
and phl-2 (5’-TTAGCTAGCTTAGATCTTGCTAC-
CAGCCTTT-3’; containing a Nhel site indicated in bold
type). The fragment was cut with BamHI/NheI and cloned
into pESC-TRP restricted with the respective enzymes.
In order to express phl from the same vector as penDE
and pcbc, its cDNA was amplified after cloning into
pESC-TRP together with the GAL1 promoter and the
CYC1 terminator using primers phl-GAL (5’-
GAAGGATGAGACTAATCCAATTGAACGGATTA-
GAAGCCGCCGA-3’) and phl-CYC (5’-GCTGTTC-
TATATGCTGCCACTCCTCTTCGAGCGTCCCAAAA-
CCT-3’).
Both primers contain tails with homology to the sequenc-
es flanking the unique XcmI restriction site situated be-
tween the 2P origin of replication and the TRP1 marker
gene in pESC-penDE-pcbC. Therefore, it was possible
to generate plasmid pESC-ppp (Fig. 5) by transformation
of yeast with XcmI restricted pESC-penDE-pcbC togeth-
er with the PCR fragment through homologous recombi-
nation. Vector pESC-ppp was isolated from the trans-
formed yeast cells and the sequences of the three genes
were verified.

Example 5. Domain shuffling of the first ACVS mod-
ule.

[0032] The first ACVS module was either partially or
entirely exchanged against domains from different non-
ribosomal peptide synthetases. For this purpose, gene
fragments encoding adenylation (A), thiolation (T) and/or
epimerization (E) domains were PCR amplified from the
teiA gene of Actinoplanes teichomyceticus ATCC 31121,
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the snbDE gene of Streptomyces pristinaespiralis ATCC
25486, and the tycA gene of Bacillus brevis ATCC 8185
(the two letter strains were kindly donated by M. Marahiel,
University of Marburg) as follows using genomic DNA of
the respective bacterial strains as template: The gene
fragment encoding the L-phenylglycine activating A do-
main of snbDE was amplified using primer snb-A-F (5’-
AACCCTCACTAAAGGGCGGCCGCAATGAGAGGTA-
GAAGAACTGCTGAT GCTTGTTTGCCTAGAAGAAT-
TGCCGAACAGGCCGCCCG-3’) as a forward and either
snb-A-R1 (5’-GCCTCGAAGGTCGGAACGGACCTCG-
GCGCCGCCGCCCC-3’) or snb-A-R3 (5’- GAGGATGG-
TAGGCAGCCTGGCTGGCGCCGCCGCCCCA-3’) as a
reverse primer. Accordingly, the teiA gene section coding
for the hydroxyphenylglycine activating A domain was
amplified using tei-A-F (5’-AACCCTCACTAAAGGGCG-
GCCGCAATGAATTCTGCAGCTCAAGCAACAT
CTACTGTTCCAGAATTGTTAGCCAGGCAGGTGAC-
CAGGGCC-3’) as forward and either tei-A-R1 (5’-
GCCTCGAAGGTCGGAACGGACCTCAGCGTC-
CGCCGCGAAGAC-3’) or tei-A-R3 (5’-GAGGATG-
GTAGGCAGCCTGGCTAGCGTCCGCCGCGAAGAC-
3’) as reverse primer. For amplification of the respective
A and T domain encoding gene segment tei-A-F (see
above) and teiA-T-R (5’-GTCGCATTTCTCCTGCT-
GCTTGTTAGCGCCCGCCACGGCC-3’) were used as
primers. Finally, the T and E domain encoding fragment
of tycA was amplified with the aid of primers tyc-T-F (5’-
AGCCAGGCTGCCTACCATCCTC-3’) and tyc-E-R (5’-
GTCGCATTTCTCCTGCTGCTTGTTGCGCAGTG-
TATTTGCAAGCAATTC-3’). As snbDE and teiA origi-
nate from organisms with a very high GC content, the
nucleotide composition of the first 15 codons of their am-
plified gene sections was optimised towards the yeast
codon bias (see sequences of primers snb-A-F and tei-
A-F). Primers snb-A-F and tei-A-F contain tails homolo-
gous to the 3’end of the GAL10 promoter, while the tails
of primers snb-A-R1, tei-A-R1, tei-T-R, and tyc-E-R are
homologous to sequences within the pcbAB gene. Fur-
thermore, the tails of primers snb-A-R3 and tei-A-R3 rep-
resent the reverse complement sequences of primer ty-
cA-T-F. This allowed the construction of the following
plasmids by homologous recombination in yeast using
the respective PCR products and pESC-npgA-pcbAB,
which had been cut by NotI/EcoNI, thus eliminating the
5’ part of pcbAB: In p-snbApcb, the first A domain en-
coding region of pcbAB has been replaced by the A do-
main encoding fragment of snbDE, p-snbAtycTEpcb con-
tains the A domain encoding section of snbDE and the
T and E domain encoding part of tycA, p-teiApcb includes
the A domain encoding section of teiA, p-teiATpcb holds
the A and T domain encoding region of teiA, and p-tei-
AtycTEpcb contains the A domain encoding fragment of
teiA and the T and E domain encoding part of tycA (Fig
6). All fragments generated by PCR amplification were
verified by sequencing.

Example 6. Expression of NRPS modules on differ-

ent vectors

[0033] Modules of NRPSs that are located on different
polypeptide chains can interact via short communication-
mediating (COM) domains (Hahn and Stachelhaus,
2004). In order to test whether this system also works in
yeast, two plasmids were constructed. The tycA gene of
Bacillus brevis ATCC 8185 was PCR amplified using
primers tycA-F (5’-GAATTCAACCCTCACTAAAG-
GGCGGCCGCATGTTAGCAAATCAGGCCAA T-3’)
and tycA-R1 (5’-CCAAACCTCTGGCGAAGAATTGT-
TAATTAATTAGCGCAGTGTATTTGCAA G-3’). Plas-
mid pESC-sfp-pcbAB was cut with NotI/PacI to remove
the pcbAB gene. Since primers tycA-F and tycA-R1 con-
tain tails homologous to the respective ends of the so
linearised vector, plasmid pESC-sfp-tycA (Fig. 7) was
generated by homologous recombination in yeast after
co-transformation of the vector together with the PCR
fragment into CEN.PK 113-11C. Accordingly, plasmid
pESC-HIS-srf (Fig. 7) was generated using NotI/PacI lin-
earised pESC-HIS vector (Stratagene) and the srfAC
gene of Bacillus subtilis DSM3256 amplified with the aid
of primers srfAC-F (5’-GAATTCAACCCTCACTAAAG-
GGCGGCCGCATGAGTGTTTTTAGCAAGGA
ACAGGTTCAAGATATGTATGCTCTAACTCCGAT-
GCAG-3’) and srfAC-R1 (5’-CCAAACCTCTGGCGAA-
GAATTGTTAATTAATTATGAAACCGTTACGGTTT
GT-3’). Hereby, the sequence encoding the N-terminal
COM domain of SrfAC was changed so that it encodes
the N-terminal COM domain of TycB, which mediates
interaction with TycA. This was achieved by introducing
the appropriate nucleotide changes into primer srfAC-F.
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Claims

1. An isolated Saccharomyces cerevisiae comprising
at least one heterologous gene encoding a non-ri-
bosomal protein synthetase (NRPS) catalyzing the
synthesis of at least one non-ribosomal peptide.

2. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, which comprises a
heterologous gene encoding 4’-phosphopantethei-
nyl transferase.

3. The isolated Saccharomyces cerevisiae according
to claim 2, wherein said heterologous gene encoding
4’-phosphopantetheinyl transferase originates from
a microorganism, such as from a fungal microorgan-
ism.

4. The isolated Saccharomyces cerevisiae according
to claim 3, wherein said heterologous gene encoding
4’-phosphopantetheinyl transferase originates from
Bacillus subtilis, Aspergillus nidulans or from Peni-
cillium chrysogenum.

5. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, wherein said at least
one heterologous gene encoding a NRPS encodes
a single polypeptide or several associated polypep-
tides.

6. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, wherein said at least
one heterologous gene encoding a NRPS comprises
a gene encoding ACV synthetase (ACVS).

7. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, which comprises a
gene encoding isopenicillin synthetase (IPNS).

8. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, which comprises a
gene encoding phenylacetyl-CoA ligase and a gene
encoding an acyltransferase.

9. The isolated Saccharomyces cerevisiae according
to any of claims 6-8, which comprises a gene encod-
ing acyltransferase and a gene encoding expand-
ase.

10. The isolated Saccharomyces cerevisiae according
to any of the preceding claims, wherein NRPS mod-

ules have been shuffled so as to enable said Sac-
charomyces cerevisiae to produce δ-(L-α-aminoad-
ipyl)-L-cysteinyl-D-valine (ACV) derivatives.

11. Process for the manufacture of a non-ribosomal pep-
tide comprising the steps of :

a) cultivating an isolated Saccharomyces cere-
visiae according to any of claims 1-10 in a suit-
able growth medium,
b) optionally feeding of one or more precursors
for said non-ribosomal peptide during said cul-
tivation,
c) harvesting the spent cultivation medium,
d) isolating the non-ribosomal peptide from said
spent cultivation medium.

12. Process for the manufacture of ampicillin, amoxicil-
lin, cephalexin or cefadroxil comprising the steps of :

a) cultivating an isolated Saccharomyces cere-
visiae according to any of claims 1-10 in a suit-
able growth medium,
b) feeding of phenylglycine or p-hydroxyphe-
nylglycine during said cultivation,
c) harvesting spent cultivation medium,
d) isolating the ampicillin, amoxicillin, cephalex-
in or cefadroxil from said spent cultivation me-
dium.

13. Use of Saccharomyces cerevisiae as host cell for
the industrial manufacture of a non-ribosomal pep-
tide.

14. Use of Saccharomyces cerevisiae as host cell for
the synthesis of a non-ribosomal peptide.

15. The use according to any of claims 13-14, wherein
said Saccharomyces cerevisiae comprises at least
one heterologous gene encoding a NRPS.

16. The use according to claim 15, wherein said Sac-
charomyces cerevisiae comprises a heterologous
gene encoding 4’-phosphopantetheinyl transferase.

17. The use according to any of claims 13-16, wherein
NRPS modules in said Saccharomyces cerevisiae
have been shuffled such that at least one ACV de-
rivative is produced.

18. The use according to claim 17, wherein said at least
one ACV derivative is selected from D-HPG-L-Cys-
D-Val, D-PG-L-Cys-D-Val or a mixture thereof.

19. Use of an isolated Saccharomyces cerevisiae ac-
cording to any of claims 1-10 for the manufacture of
a compound selected from the group consisting of
6-APA, 7-ADCA, ampicillin, cephalexin, amoxocillin
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or cefadroxil.

20. Use of an isolated Saccharomyces according to any
of claims 1-10, for the generation of a library of an-
tibiotics.

21. Use of an isolated Saccharomyces according to any
of claims 1-10, for the manufacture of a NRPS.
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