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1
PLATENSIMYCIN BIOSYNTHETIC GENE
CLUSTER OF STREPTOMYCES PLATENSIS

The present invention claims benefit of priority to U.S.
Provisional Application Ser. No. 60/952,564, filed Jul. 28,
2007, the entire contents of which are hereby incorporated by
reference.

BACKGROUND OF THE INVENTION

1. Technical Field

The present invention relates generally to the fields of
microbiology and bacterial genetics. More particularly, it
concerns the cloning of the biosynthetic pathway for platen-
simycin from Streptomyces platensis and uses thereof.

1I. Related Art

Antibiotic resistance—the ability of a micro-organism to
withstand the effects of an antibiotic—is a growing problem
in the medical field. Antibiotic resistance evolves naturally
via natural selection through random mutation. Because anti-
biotic action is an environmental pressure, those bacteria that
have mutations allowing them to survive will live on to repro-
duce and pass the trait to their offspring, resulting in a fully-
resistant generation. Studies have demonstrated that patterns
of antibiotic usage greatly affect the number of resistant
organisms that develop, including overuse of broad-spectrum
antibiotics (e.g., second- and third-generation cephalospor-
ins), and greatly hastens the development of methicillin resis-
tance, even in organisms that have never been exposed to the
selective pressure of methicillin per se. Other factors contrib-
uting to resistance include incorrect diagnosis, unnecessary
prescriptions, improper use of antibiotics by patients, and use
of antibiotics as livestock food additives for growth promo-
tion.

Staphylococcus aureus is one of the major resistant patho-
gens. Found on the mucous membranes and the skin of
around a third of the population, it is extremely adaptable to
antibiotic pressure. It was the first bacterium in which peni-
cillin resistance was found—in 1947, just four years after the
drug started being mass-produced. Methicillin was then the
antibiotic of choice, but has since been replaced by oxacillin
due to significant kidney toxicity. MRSA (methicillin-resis-
tant Staphylococcus aureus) was first detected in Britain in
1961 and is now quite common in hospitals. MRSA was
responsible for 37% of fatal cases of blood poisoning in the
UK in 1999, up from 4% in 1991. Half of all S. aureus
infections in the U.S. are resistant to penicillin, methicillin,
tetracycline and erythromycin.

This left vancomycin as the only effective agent available.
However, VRSA (vancomycin-resistant Staphylococcus
aureus) was first identified in Japan in 1996, and has since
been found in hospitals in England, France and the U.S.
VRSA is also termed GISA (glycopeptide intermediate Sta-
phylococcus aureus) or VISA (vancomycin-insensitive Sta-
phylococcus aureus), indicating resistance to all glycopeptide
antibiotics. A new class of antibiotics, oxazolidinones,
became available in the 1990s, and the first commercially
available oxazolidinone, linezolid, is comparable to vanco-
mycin in effectiveness against MRSA. Linezolid-resistance
in Staphylococcus aureus was reported in 2003. Community
associated (CA)-MRSA has now emerged as an epidemic that
is responsible for rapidly progressive, fatal diseases including
necrotizing pneumonia, severe sepsis and necrotizing fasci-
tis.

Enterococcus faecium is another superbug found in hospi-
tals. Penicillin-Resistant enterococcus was seen in 1983, van-
comycin-resistant Enterococcus (VRE) in 1987, and lin-
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ezolid-resistant Enterococcus (LRE) in the late 1990s.
Streptococcus pyogenes (Group A Streptococcus) infections
can usually be treated with many different antibiotics. Strains
of S. pyogenes resistant to macrolide antibiotics have
emerged, but all strains remain uniformly sensitive to peni-
cillin. Resistance of Streptococcus pneumoniae to penicillin
and other f-lactams is increasing worldwide. The major
mechanism of resistance involves the introduction of muta-
tions in genes encoding penicillin-binding proteins. By 1993,
Escherichia coli was resistant to five fluoroquinolone vari-
ants. Mycobacterium tuberculosis is commonly resistant to
isoniazid and rifampin, and sometimes universally resistant
to the common treatments. Other pathogens showing resis-
tance include Salmonella, Campylobacter, Streptococci, and
Acinetobacter baumannii.

Clearly then, there remains a need for new antibiotics.
Moreover, once new antibiotics are found, there is an equiva-
lent need for methods to produce the antibiotics in sufficient
quantities, and a reasonably low cost.

SUMMARY OF THE INVENTION

Thus, in accordance with the present invention, there is
provided an isolated polynucleotide encoding a plurality of
genes from the Streptomyces platensis platencin/platensimy-
cin biosynthetic gene cluster. The polynucleotide may be
about 5 kD, 10 kD, 15, kD, 20 kD, 25 kD, 30 kD, 35 kD, 40
kD, 45 kD or 50 kD in length. The plurality of genes may
comprise 2,3,4,5,6,7,8,9,10,11,12,13,14,15,16,17, 18,
19, 20, 21,22,23,24,25,26,27,28, 29,30,31,32,33, 34,35
or 36 of the genes encoded by the biosynthetic gene cluster,
all the genes of SEQ ID NO:1, or may comprise 1000, 5000,
10,000, 15,000, 20,000, 25,000, 30,000, 35,000 bases, or all
of SEQ ID NO:1, and may optionally further including one or
more heterologous sequences, i.e., those not normally part of
the platencin/platensimycin biosynthetic gene cluster, such as
a tailoring enzyme, such as a methylation enzyme, an acety-
lation enzyme, a glycosylation enzyme, and a phosphoryla-
tion enzyme. The polynucleotide may be comprised in a
bacterial artificial chromosome.

In another embodiment, there is provided a host cell com-
prising a polynucleotide as described in the preceding para-
graph, wherein the host cell is not Streptomyces platensis.
The host cell may be Escherichia coli cell. Alternatively, the
host cell may comprise a polynucleotide as described in the
preceding paragraph, the plurality of genes being located in
one or more non-natural vectors. This host cell may be a
Streptomyces platensis cell, an Escherichia coli cell, or other
suitable cell. The host cell may comprise an attenuating muta-
tion in the coding region of orf9, orf21 or orf34, a modifica-
tion resulting in the overexpression of orfl6 or orfl9, or a
mutation that knocks out expression of orf28.

Also provided is a method of producing platencin and/or
platensimycin comprising (a) providing (i) a host cell com-
prising a polynucleotide encoding a Streptomyces platensis
platencin/platensimycin biosynthetic gene cluster, the host
cell not being a Streptomyces platensis cell, or (ii) a host cell
comprising a polynucleotide encoding a Streptomyces plat-
ensis platencin/platensimycin biosynthetic gene cluster in a
non-natural vector; and (b) culturing the host cell under con-
ditions supporting production of platencin and/or platensi-
mycin. The method may further comprise isolating platencin
and/or platensimycin from the culture of claim (b). The poly-
nucleotide may comprise each of the genes encoded by the
biosynthetic gene cluster, or SEQ ID NO:1. Isolating may
comprise chromatography, distillation and/or crystallization.
The polynucleotide may comprise a modification resulting in
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the overexpression of orf16 or orf19, or an attenuating muta-
tion in the coding region of orf9, orf21 or orf34.

In yet another method, there is provided method of select-
ing host cell producing a platencin or platensimycin analog
comprising (a) providing (i) a host cell comprising a poly-
nucleotide encoding a plurality of genes from the Streptomy-
ces platensis platencin/platensimycin biosynthetic gene clus-
ter, the host cell not being a Streptomyces platensis cell, or (ii)
a host cell comprising a polynucleotide encoding a plurality
of genes from the Streptomyces platensis platencin/platensi-
mycin biosynthetic gene cluster in a non-natural vector; (b)
mutagenizing the host cell; and (c) screening the host cell for
the production of the platencin or platensimycin analog. The
method may further comprise culturing the host cell under
conditions supporting production of the analog.

In still a further embodiment, there is provided a method of
preparing a modified Streptomyces platensis gene for platen-
cin or platensimycin analog synthesis comprising (a)
mutagenizing a gene from the Streptomyces platensis platen-
cin/platensimycin biosynthetic gene cluster; (b) transferring
the gene into a host cell comprising a polynucleotide encod-
ing a plurality of genes from the Strepromyces platensis pla-
tencin/platensimycin biosynthetic gene cluster; and (c)
screening the host cell for the production of the platencin or
platensimycin analog. The method may further comprise cul-
turing the host cell under conditions supporting production of
the analog. The host cell may be a non-Streptomyces platensis
cell, such as E. coli, or may be a Streptomyces platensis cell.

In still another embodiment, there is provided method of
preparing a modified Streptomyces platensis gene for platen-
cin or platensimycin analog synthesis comprising (a) intro-
ducing a polynucleotide encoding a tailoring enzyme into a
host cell comprising a polynucleotide encoding a plurality of
genes from the Streptomyces platensis platencin/platensimy-
cin biosynthetic gene cluster; and (b) screening the host cell
for the production of the a platencin or platensimycin analog.
The method may further comprise culturing the host cell
under conditions supporting production of the analog. The
polynucleotide may comprise each of the genes encoded by
SEQ ID NO:1 and/or each of the genes in the biosynthetic
gene cluster. Alternatively, the polynucleotide may lack a
functional form of at least one of the genes encoded by SEQ
ID NO:1.

In yet another embodiment, there is provided a method of
selecting a host cell producing a platencin or platensimycin
analog comprising (a) providing (i) a host cell comprising a
polynucleotide encoding a Streptomyces platensis platencin/
platensimycin biosynthetic gene cluster, the host cell not
being a Streptomyces platensis cell, or (ii) a host cell com-
prising a polynucleotide encoding a Streptomyces platensis
platencin/platensimycin biosynthetic gene cluster in a non-
natural vector; wherein the polynucleotide comprises a muta-
tion that knocks out expression of orf28; and (b) culturing the
host cell under conditions supporting production of a platen-
cin and/or platensimycin analog. The host cell may be is a
Streptomyces platensis cell or a is a non-Streptomyces plat-
ensis cell. Step (b) may comprise culturing the host cell in the
presence of an aromatic compound. The aromatic compound
may be a non-natural aromatic compound. The method may
further comprise subjecting the analog to a synthetic process
that adds one or more aromatic structures to a platencin and/or
platensimycin terpene core.

It is contemplated that any method or composition
described herein can be implemented with respect to any
other method or composition described herein.

The use of the word “a” or “an” when used in conjunction
with the term “comprising” in the claims and/or the specifi-

20

25

30

35

40

45

50

55

60

65

4

cation may mean “one,” but it is also consistent with the
meaning of “one or more,” “at least one,” and “one or more
than one.”

Other objects, features and advantages of the present
invention will become apparent from the following detailed
description. It should be understood, however, that the
detailed description and the specific examples, while indicat-
ing specific embodiments of the invention, are given by way
of illustration only, since various changes and modifications
within the spirit and scope of the invention will become
apparent to those skilled in the art from this detailed descrip-
tion.

BRIEF DESCRIPTION OF THE DRAWINGS

The following drawings form part of the present specifica-
tion and are included to further demonstrate certain aspects of
the present invention. The invention may be better understood
by reference to one or more of these drawings in combination
with the detailed description of specific embodiments pre-
sented herein.

FIG. 1: Schematic of prior fatty acid (FA) synthesis/exten-
sion assay to examine FA synthesis inhibition by PTM and
platencin. Bacterial FA synthesis initiated with acetyl-CA,
which is carboxylated by AccABCD in the presence of ATP to
form malonyl-CoA, which is then transferred to ACP by
FabD. FA synthesis is initiated by FabH which supplies sub-
strates (acetoacetyl-ACP) to the fatty acid elongation cycle,
which includes FabG, FabA/Z, Fabl (L/K), and FabF and
FabB enzymes. Use of **C-radiolabeled malonyl-CoA allows
the visualization of Malonyl-ACP (the FabD product),
acetoacetyl-ACP (FabH product), and long [-ketoacyl-ACP
(**C FabF product) via polyacrylamide gel electrophoresis.
Using this method, PTM was found to have a 838-fold pref-
erence for FabF inhibition relative to FabH inhibition.
Adapted from Wang et al. (2007).

FIGS. 2A-D: Interactions of PTM with a mutant form of
FabF in which cysteine 161 was mutated to a less reactive
glutamine residue (affording ecFabF) and comparison with
the apo enzyme structure. (FIG. 2A) Superposition of PTM
(vellow, thicker sticks) on ecFabF, with thiolactomycin
(green) and cerulenin (cyan) shown for reference. Side chains
of importance are labelled and colored as described above.
The side chains from apo ecFabF are coloured magenta. (FIG.
2B) Interactions between the benzoic acid ring of platensi-
mycin (yellow) and ecFabF (C163Q). Side chains of impor-
tance are labeled and colored green. (FIG. 2C) Interactions of
ecFabF with the amide linker and terpene moiety of PTM.
Color scheme same as in FIG. 2B. (FIG. 2D) The solvent-
accessible surface area of FabF, colored according to electro-
static potential. PTM is depicted as a stick figure and colored
yellow, and is shown to be partly exposed to solvent. PTM
buries 345 A2 of solvent-accessible surface area on ecFabF,
as calculated with areaimol. Of that surface area, 122 A2isa
direct result of the terpene portion of the molecule, highlight-
ing its important contribution to PTM binding. Significant
interatomic distances (in angstroms) are marked in FIGS.
2B-C withred dashed lines and numbers. Adapted from Wang
et al. (2007).

FIGS. 3A-B: Gene cluster cloning. (FIG. 3A) A 70-kb
DNA region from S. platensis MA7327 harboring the PTM/
PTN biosynthetic locus represented by four overlapping
cosmids and (FIG. 3B) genetic organization of the PTM/PTN
cluster with boundaries predicted on the basis of bioinformat-
ics analysis. The PCR amplified probe used to clone the
PTM/PTN cluster was marked, and the 40-kb sequenced
region was highlighted in red.
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FIGS. 4A-D (9): Inactivation of orf28 in S. platensis
MA7327 by gene replacement and characterization of the
resultant Aorf18 mutant strain. (FIG. 4A) construction of the
Aort28 mutant and restriction maps of S. platensis MA7327
wild-type and Aorf28 mutant strains showing with Ncol (N)
digestion, (FIG. 4B) Southern analysis of genomic DNAs
from S. platensis MA7327 wild-type and Aorf28 mutant
strains using the PCR-amplified orf29 fragment as a probe,
(FIG. 4C) HPLC chromatograms of (I) PTM (#) standard, S.
platensis MA7327 fermentation under conditions optimized
for (I) PTM (#) and (II1) PTN (@) production, and S. plat-
ensis Aorf28 mutant fermentation under conditions opti-
mized for (IV) PTM and (V) PTN production and for (VI)
PTM (#) production in medium supplemented with exog-
enously added 3,4-AHBA, and (FIG. 4D) structures of MJS1
(V), MJS2 (©), and MJS3 (), accumulated by the Aorf28
mutant, in comparison with PTM.

FIGS. 5A-D (10): A proposed pathway for PTM and PTN
biosynthesis in S. platensis MA7237. (FIG. 5A) 3-amino-2,
4-dihydroxybenzoic acid from aspartate semialdehyde
(ASA) and dihydroxyacetone phosphate (DHAP), (FIG. 5B)
IPP and DMAPP by the MEP pathway, (F1G. 5C) ent-kaurene
and ent-atiserene by the first bacterial ent-kaurene synthase,
(FIG.5D) PTM and PTN ketolide acids by selective oxidation
and a convergent model for the final steps of PTM and PTN
biosynthesis. [OX], oxidoreductases Orfl5, Orfl7, OrflS,
Orf20, Orf22, Ort33; Group I refers to those that are common
to both PTM and PTN pathways, whereas group Il specifies to
those that are unique only to PTM biosynthesis as exemplified
by MJS2.

FIGS. 6 A-C: Engineering of S. platensis. (F1G. 6A) Addi-
tional biosynthetic intermediates and shunt metabolites iso-
lated from the wild-type S. platensis MA7327 strain. (FIG.
6B) Production of PTM (@) and PTN (#) by the engineered
S. platensis SB12002 (iv) and SB12001 (iii) strains with the
wild-type S. platensis MA7327 as a control under two fer-
mentation conditions for PTM (i) and PTM and PTN (ii)
production. (FIG. 6C) Susceptibility of S. avermitilis and S.
albus 11074 to PTM and PTN: 1, negative controls; 2, 4 ug; 3,
4 ug; 4,2 ng; 5, 1 ug; 6,0.5 ug of PTM or PTN on each paper
disk.

FIGS. 7A-B: Production of PMN and PCN by S. platensis
MA7237, SB12001, and SB12002. (FIG. 7A) Chemical
structures of PMN and PCN, and (FIG. 7B) HPLC traces of
the crude extracts from (i) 0.5 ml of MA7237 in SLY, (ii) 3 ml
of MA7237 in PCNM, (iii) 30 ul of SB12001 in SLY +resin,
and (iv) 30 ul of SB12002 in SLY+resin. The amount of
production culture prepared and analyzed by HPLC was
adjusted for different strains/media to ensure the final peak
areas fell within the linear range for quantitation.

FIG. 8: Production of PMN (solid black) and PCN (solid
white) by wild-type and engineered strains. Error bars denote
one standard deviation from the statistical mean, calculated
from at least 3 independent trials.

FIGS. 9A-C: Primer design for amplification of 3-amino-
4-hydroxybenzoic acid (AHBA) synthase from S. platensis
MA7237 genomic DNA. (FIG. 9A) Primary sequence align-
ment of GriH, the 3,4-AHBA from Streptomyces griseus and
two highly similar ORFs from the genome sequence of
Frankia sp. CCI3. Primers (FIG. 9B) “pmnForward” and
“pmnreverse” were designed to amplify a ~730 bp internal
fragment. (FIG. 9C) PCR amplification of an internal frag-
ment of 3,4-AHBA synthase using annealing temperature to
control specificity of primers resulted in a single product with
the predicted size of 730 bp.

FIG. 10: Primary sequence alignment of ORF34 with other
characterized GntR family transcriptional regulators from the
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6
genus Streptomyces, including WhiH and DasR from S. coeli-
color A3(2), KorSA from S. ambofaciens, and TraR from S.
ghanaensis. The sequence encoding a predicted helix-turn-
helix DNA binding motif is noted with a black bar.

FIGS. 11A-B: Replacement of orf34 with the apramycin
resistance gene, aac(3)IV, via homologous recombination.
(FIG. 11A) Restriction maps of the S. platensis MA7237
wildtype and SB12001 mutant strains showing predicted
fragment sizes upon Mlul digestion. (FIG. 11B) Southern
analysis of MA7237, and isolated mutants, SB12001 and
SB12002, genomic DNAs digested with Mlul. Digests were
probed with a digoxygenin-labeled nucleotide fragment
complementary to the DNA just 3' of orf34 in the orientation
depicted above to yield hybridized bands of 3.6 kb for wild-
type and 1.3 kb for the mutant strains, as expected.

FIGS. 12A-D. Design, strategies, and selected ketolide
acid and aminobenzoate building blocks for construction of
PTM and PTN analogs. (FIG. 12A) representatives of
ketolide acids, (FIG. 12B) selected 3-aminobenzoates, (FI1G.
12C) coupling of the ketolide acid and aminobenzoate build-
ing blocks as exemplified between the protected 3-aminoben-
zoate and PTM ketolide acid, and (FIG. 12D) selected 2- or
4-aminobenzoates.

DETAILED DESCRIPTION OF THE INVENTION

The discovery and development of antibiotics for the treat-
ment of bacterial infections has been one of the crowning
medical achievements of the past 60 years. However, the
emergence of bacterial resistance to current antibiotics in
clinical use is a major challenge (Walsh and Wright, 2005).
The emergence of resistance is inevitable and thus the con-
tinued discovery of novel chemotype antibiotics with novel
modes of action is vital to overcome drug-resistant organ-
isms. The identification of new chemical scaffolds, or chemo-
types is required as resistance continues to effectively disarm
currently used antibacterial agents.

One chemotype that is particularly exciting in light of
recent natural product screening programs is that of the fatty
acid (FA) synthesis inhibitor (Campbell and Cronan, 2001).
The enzymes of bacterial FA biosynthesis provide outstand-
ing targets for new antibacterial agents for two reasons. First
is the fact that this is an essential pathway in the primary
metabolism of all prokaryotes and inhibiting these enzymes is
known to produce bacteriacidal results. Second and perhaps
most important, is that the enzymes of bacterial FA synthesis
(type 1) differ significantly from those involved in mamma-
lian fatty acid synthesis (type I) (Campbell and Cronan,
2001). Although chemical mechanisms of FA synthesis in
mammals are virtually identical to those of bacteria, the pro-
tein sequences and arrangement of enzyme active sites differ
markedly between mammals and bacteria thus providing
opportunities for designed organism selectivity, as shown by
the existence of several selective type II natural product
inhibitors of bacterial fatty acid synthesis, including cerule-
nin, thiolactomycin, triclosan and numerous other com-
pounds (Campbell and Cronan, 2001; Young et al., 2006).
That differences in protein sequence and structure allow one
to specifically target the enzymes of bacterial FA biosynthesis
and NOT mammalian FA synthesis is of paramount concern
for the following patent. The sequence, structure and function
of target proteins is crucial for understanding why a small
molecule displays specificity for one organism over another.
However, in the case of FA synthesis inhibitors there is
another reason to be concerned with target enzymes.

Organisms producing FA inhibitors often possess a resis-
tant form of the FA synthetic enzyme that is targeted in any
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organism against which the FA inhibitor is active (Campbell
and Cronan, 2001). The producing organism cannot, itself, be
susceptible to the effects of the compound it is producing. It
has to have some way of either inactivating the compound
intracellularly or of exporting the compound to the extracel-
Iular matrix. A convenient facet of chromosomal organization
in bacteria is that all of the genes involved in the production of
a secondary metabolite are grouped together in a discrete
locus known as a gene cluster. These clusters include genes
that code for proteins responsible for the biosynthesis, regu-
lation and self-resistance. Because of this, finding an antibi-
otic gene cluster is often the critical step that opens the door
to a wealth of information that may prove industrially or
medically relevant.

Some scientists have expressed skepticism at the notion of
discovering a potent natural product inhibitor of fatty acid
synthesis, due to the fact that such compounds would be
expected to inhibit polyketide (PK) synthesis (Campbell and
Cronan, 2001). This makes sense so long as the FA synthesis
inhibitor in question is, in fact, a polyketide. Simply put, a
potent FA synthesis inhibitor may very likely target
polyketide synthesis as well because of the similarity
between FA and polyketide synthases (PKSs). Additionally,
by virtue of the similarity between FA biosynthesis and that of
PKSs, an organism producing a polyketide inhibitor of FA
biosynthesis is very likely to posses a resistant form of the
antibiotic producing PK synthase. For example, cerulenin, an
inhibitor of FA biosynthesis, is also a powerful inhibitor of
PK synthesis in various organisms; cerulenin is a prototypic
polyketide. These rationale explain why it is that so few
natural inhibitors of fatty acid synthesis have been isolated.
Streptomyces and Actinomyces, the organisms most produc-
tive in producing extant antibiotics, are restricted in their
ability to produce FA synthesis inhibitors by the close rela-
tionship between the synthetic pathways of FAs and PKs
(Campbell and Cronan, 2001). Importantly, FA inhibitors do
not HAVE to be polyketides. Indeed, a compelling case can be
made, using the logic above, that most effective FA inhibitors
are not produced via PKS-dependent pathways. Natural prod-
uct FA inhibitors, regardless of their structural classification,
are extremely significant not only because of the uniqueness
of their targets and how this uniqueness might allow for
pathogen selectivity but also because of their close associa-
tion with resistance proteins within the producing organism.
Such proteins are likely to share significant homology with
proteins responsible for resistance within clinical popula-
tions. FA synthesis inhibitors therefore represent ideal lead
compounds for combinatorial biosynthesis and other meth-
ods of analog production.

Antibiotic resistance has been a problem for nearly as long
as we’ve been using antibiotics (Walsh and Wright, 2005).
Natural selection of penicillin-resistant strains in Staphylo-
coccus aureus began soon after penicillin was introduced
back in the 1940s and today drug-resistant strains of S. aureus
and various enterococci pose a global health problem in hos-
pitals. Increasingly, hospital-acquired infections are resistant
to the most powerful antibiotics available, such as vancomy-
cin. Indeed, clinically relevant resistance has been noted
towards every class of antibiotic in use today (Walsh and
Wright, 2005). Because of how antibiotics work, pathogens
evolve and inappropriate use of antibiotics there is now an
unquestionable crisis of antibiotic resistance. Identification
and clinical exploitation of novel antibiotics against which
there is no known clinical resistance and which kill bacteriain
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a completely different way than other clinical agents would
represent significant advances in human health care.

1. THE PRESENT INVENTION

The essential FA synthase Fbl is targeted by tricolsan and
isoniazid (also an anti-Mycobacterium tuberculosis agent);
both agents are marketed antibacterials. The initiation con-
densing enzyme, FabH and elongation condensing enzymes
FabF and FabB are essential components of bacterial FA
synthesis and consequently are highly conserved among key
human pathogens (FIG. 1) (Wang et al., 2007). However, no
currently approved drugs target Fab F, H or B. Cerulenin
inhibits FabF and FabB by alkylating an active site cysteine;
the hydrophobic diene tail of cerulenin appears to mimic the
growing acyl chain of the natural FabF/B substrate (Campbell
and Cronan, 2001). Thiolactomycin and related analogs
reversibly bind the malonyl binding site of both FabH and
FabF/B (Campbell and Cronan, 2001). However, neither thi-
olactomycin or cerulenin display activity sufficient for clini-
cal use. In fact, it is a severe therapeutic limitation that there
are no clinically useful antibiotics that target the highly attrac-
tive FabB/F/H enzymes of bacterial FA synthesis. Inhibitors
of FabB/F/H with structures significantly different from ceru-
lenin or thiolactomycin would represent a new antibacterial
drug chemotype with far-reaching ramifications.

In May 2006, Merck disclosed the discovery of a novel
inhibitor of FabF, the condensing enzyme of fatty acid bio-
synthesis, using a whole-cell based approach (Wang et al.,
2006). The researchers engineered a strain of Staphylococcus
aureus that can inducibly express antisense RNA of the FabF
gene. With the antisense RNA present, the expression of FabF
is essentially knocked-down, making this strain hypersensi-
tive to compounds that inhibit FabF. The group illustrated the
potential of such a screen in an earlier paper where they
reported the rediscovery of all known inhibitors of FabF plus
a few more using this novel screen (Young et al., 2006).
Platensimycin (PTM), from the producing strain Strepromy-
ces platensis, was discovered in an effort that included
screening 83,000 producing strains in 3 different fermenta-
tion media, for a total of about 250,000 natural product
extracts assayed (Wang et al., 2006). Notably, PTM is the
product of terpene biosynthesis, NOT polyketide synthesis.

PTM is a potent inhibitor of fatty acid biosynthesis that is
effective against a broad range of gram positive pathogens,
including methicillin and vancomycin resistant S. aureus and
enterococci (Wang et al., 2006). The minimal inhibitory con-
centration was 1 uM and 2.5 uM for S. aureus and Strepto-
coccus pneumoniae, respectively, and the IC,, was less than
50 nM in single enzyme inhibition assays. PTM has a 200-
fold greater potency than the next best inhibitor of FabF,
cerulenin, making it the most potent inhibitor for the FabF
subunit of the type II fatty acid synthase (Wang et al., 2006).
Most importantly, PTM is one of only two new classes of
antibiotic natural products discovered in nearly 40 years. Its
unique structure, coupled with the fact that its mode of action
is not seen in clinical antibiotics, safely secures its place as a
new antibacterial chemotype. Although it was not very effec-
tive against Gram-negative Escherichia coli, this was shown
to be due to the active efflux of compound through a tolC
dependent efflux pump, NOT because of an insensitivity of
the target enzymes in these organisms (Wang et al., 2006).
Binding assays as well as a solved crystal structure revealed
that platensimycin functions by forming stable non-covalent
interactions within the malonyl-ACP binding site of FabF
(Wang et al., 2006).
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Shortly after announcing the discovery of PTM, Merck
reported another related molecule named platencin (PN)
(Wang et al., 2007; Jayasuriya et al., 2007). Like PTM, pla-
tencinis a product of fermentation of S. platensis and contains
the same dihydroxybenzoic acid component shown to be
important for effective noncovalent association with the
malonyl-ACP binding domain of FabF (Wang et al., 2006).
Like PTM, platencin shows potent, broad-spectrum Gram-
positive in vitro activity. Importantly, PN is highly active
against key antibiotic resistant bacteria such as methicillin-
resistant Staphylococcus aureus (MRSA), vancomycin-inter-
mediate S. aureus, and vancomycin-resistant Enterococci,
linezolid-resistant and macrolide resistant pathogens (Wang
et al., 2007). Detailed analysis of bioactivity reveals strik-
ingly similar similarities between PTM and platencin (Wang
et al., 2007). However, key mechanistic differences do exist.
Of particular note is that platencin inhibits FabH in addition to
FabF; PTM does not inhibit FabH to any significant extent
(Wang et al., 2007). FabF and FabB play the roles noted in
FIG. 1 en route to long chain fatty acid synthesis. In addition
to inhibition of both FabF and FabH with potencies on par
with PTM, platencin has shown increased antibacterial activ-
ity against vancomycin-resistant £. faecium and efflux-nega-
tive E. coli and decreased activity against S. preumoniae
when compared to platensimycin (Wang et al., 2007). This is
most likely a result of platencin’s dual mode of action (i.e.,
targeting two, as opposed to one enzyme) and the fact that
these microorganisms rely to differing extents on either FabF
or FabH. Efforts to understand the mechanism of action of
these two terpene-based drug candidates will be vastly has-
tened by their similarities in structure yet different patterns of
FA synthase inhibition. That both compounds likely share
certain elements of biosynthetic machinery en route to their
production in S. platensis adds further excitement to the pros-
pects for compound diversification by combinatorial biosyn-
thetic means, as well as, elucidation of resistance proteins.

Thus, the present invention reports the cloning, via a novel
PCR strategy, of the entire platensimycin/platencin biosyn-
thetic gene cluster, the sequencing of this roughly 50 kD
segment, and the development of an efficient genetic system
for the engineering of organisms for the biosynthesis of plat-
ensimycin and platencin. The ability to synthesize not only
these drugs, but analogs thereof (using combinatorial meth-
ods) also is provided. The invention is described in greater
detail below.

II. PLATENSIMYCIN AND PLATENCIN

Screening of 250,000 natural product extracts in target-
based whole-cell and biochemical assays led to the recovery
of a potent and selective small molecule from a strain of
Streptomyces platensis in a soil sample collected in South
Africa. This molecule, called platensimycin (C,,H,,NO,,
molecular mass 441.47), comprises two distinct structural
elements connected by an amide bond. Platensimycin shows
potent, broad-spectrum Gram-positive activity in vitro and
exhibits no cross-resistance to other key antibiotic-resistant
bacteria, including methicillin-resistant S. aureus, vancomy-
cin-intermediate S. aureus, vancomycin-resistant entero-
cocci, and linezolid-resistant and macrolide-resistant patho-
gens. Platensimycin showed antibacterial activity against
efflux-negative Escherichia coli, but not against wild-type E.
coli, indicating that efflux mechanisms limit the effectiveness
of platensimycin in £. coli and possibly other Gram-negative
bacteria. Low mammalian cell toxicity and lack of antifungal
activity also suggest that platensimycin acts selectively. Plat-
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ensimycin showed minimum inhibitory concentration (MIC)
values of 0.5 and 1 mg/ml against S. aureus and S. preumo-
niae, respectively.

In whole-cell labeling experiments, platensimycin showed
selective inhibition of lipid biosynthesis in S. aureus with an
1C5, 0f 0.1 pg/ml. Platensimycin did not inhibit DNA, RNA,
protein or cell wall biosynthesis at concentrations up to 500
pg/ml. Similar results were obtained with S. preumoniae.
Correspondence between MICs and IC, values for the inhi-
bition of cellular lipid biosynthesis indicates that the antibi-
otic kills bacteria entirely through the inhibition of fatty-acid
biosynthesis. Single-enzyme catalytic assays showed that
platensimycin is a potent inhibitor of FabF with an IC, 0f 48
and 160 mM for the S. aureus and E. coli enzymes, respec-
tively. A weak inhibition of S. aureus FabH was observed. It
appears that formation of the acyl-enzyme intermediate is
essential for platensimycin binding.

Following the report of the discovery of platensimycin, the
same group also discovered platencin, another natural prod-
uct that is chemically- and biologically-related, but different,
from platensimycin. Platencin exhibits broad-spectrum
Gram-positive antibacterial activity through inhibition of
fatty acid biosynthesis, as does platensimycin. Italso does not
exhibit cross-resistance to key antibiotic resistant strains such
as methicillin-resistant Staphylococcus aureus, vancomycin-
intermediate S. aureus, and vancomycin-resistant entero-
cocci. Platencin shows potent in vivo efficacy without any
observed toxicity. It targets f-ketoacyl-[acyl carrier protein
(ACP)] synthase II (FabF) and III (FabH), as compared to
platensimycin that targets only FabF in S. aureus.

OH
H;C

HO,C

Tz

OH

o
H;C

Platensimycin (PTM)

OH
0 0
H,C
HO,C N
H
OH

Platencin (PN)

Platencin and platensimycin are both composed of two
distinct terpene moieties linked via an amide bond. This may
be the first appearance of 3-amino-2,4-dihydroxybenzoic
acid inthe literature. Significant is the fact that 3,4-aminoben-
zoic acid has been identified in a number of other natural
products. The inventors” amplification of griH represents the
first time that enzymes of the pathway described by Suzuki
(2006) have been used to identify a gene cluster. The inven-
tors thus envision the same technique (and same primers)
might be used to find the gene clusters of manumycin group
antibiotics, murayaanthraquinone, and possibly others. The
polycyclic moiety of PTM is a C,, aliphatic compound that
likely comes form terpene biosynthesis (Jayasuriya et al.,
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2007; Xu et al., 2007; Christianson, 2006). Efforts to eluci-
date the molecular interactions important to this chemotype’s
ability to bind FabF have focused on PTM; high resolution
structures involving platencin have not yet appeared in the
public domain. As revealed in FIGS. 2A-D, both the left and
right hand fragments of PTM make significant contacts
within the FabF active site (Wang et al., 2006). It also appears
that the malonyl-ACP domain binding drugs cerulenin and
thiolactomycin overlay very well with PTM; there seem to be
some clear analogies to how these three agents bind to and
inhibit FabF. Recalling that resistance proteins may share a
high degree of structural homology to target proteins, this
could be very useful in future efforts to identify resistance
proteins, to design new substances with improved activity
against native FabF and to produce new agents to which
resistant proteins are vulnerable.

A. Cloning and Biosynthesis

In certain embodiments of this invention, the platensimy-
cin biosynthetic gene cluster (FIG. 3 and SEQ ID NO:1) will
be introduced into a vector or vectors, which in turn is/are
introduced into a host cell so as to permit recombinant pro-
duction of platensimycin and/or platencin. Methods of clon-
ing and expressing large nucleic acids, such as gene clusters,
in cells such as Streptomyces are well known to those of skill
in the art (Stutzman-Engwall and Hutchinson, 1989; Mota-
medi and Hutchinson, 1987; Grim et al., 1994; Kao et al.,
1994; and Hopwood et al., 1987). In some examples, nucleic
acid sequences of well over 100 kb have been introduced into
cells, including prokaryotic cells, using vector-based meth-
ods (see, for example, Osoegawa et al., 1998; Woon et al.,
1998; Huang et al., 1996).

A wide variety of expression vectors and host cells are
suitable for the synthesis of platensimycin, platencin or ana-
logs thereof. The choice of vector depends on the sequence(s)
that are to be expressed. Any transducible cloning vector can
be used as a cloning vector for the nucleic acid constructs of
this invention. However, where large clusters are to be
expressed, phagemids, cosmids, Pls, YACs, BACs, PACs,
HAC:s or similar cloning vectors can be used for cloning the
nucleotide sequences into the host cell. Phagemids, cosmids,
and BACs, for example, are advantageous vectors due to the
ability to insert and stably propagate therein larger fragments
of DNA than in M13 phage and lambda phage, respectively.
Phagemids which will find use in this method generally
include hybrids between plasmids and filamentous phage
cloning vehicles. Cosmids which will find use in this method
generally include lambda phage-based vectors into which cos
sites have been inserted. Recipient pool cloning vectors can
be any suitable plasmid. The cloning vectors into which pools
of mutants are inserted may be identical or may be con-
structed to harbor and express different genetic markers (see,
e.g., Sambrook et al., 1989). The utility of employing such
vectors having different marker genes may be exploited to
facilitate a determination of successful transduction. In a
certain embodiment, Streptomyces vectors are used that
include sequences that allow their introduction and mainte-
nance in E. coli. Such Streptomyces/E. coli shuttle vectors
have been described (see, for example, Vara et al., 1989;
Guilfoile & Hutchinson, 1991).

The gene sequences, or fragments thereof, which collec-
tively encode the platensimycin gene cluster, one or more
ORF's, can be inserted into expression vectors, using methods
known to those of skill in the art, exemplary methods are
described in publications written by Cheng et al., 2002; Tang
et al., 2004; and Cheng et al., 2003, which are incorporated
herein by reference. Gene sequences which encode the plat-
ensimycin gene cluster are provided in SEQ ID NO:1/FIG. 8.
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Suitable expression systems for use with the present inven-
tion include systems that function in eukaryotic and prokary-
otic host cells. However, as explained above, prokaryotic
systems are preferred, and in particular, systems compatible
with Streptomyces spp. are of particular interest. Control ele-
ments for use in such systems include promoters, optionally
containing operator sequences, and ribosome binding sites.
Exemplary promoters include, but are not limited to bacterial
promoters, such as those derived from sugar metabolizing
enzymes, such as galactose, lactose (lac) and maltose. Addi-
tional examples include promoter sequences derived from
biosynthetic enzymes such as tryptophan (trp), the beta-lac-
tamase (bla) promoter system, bacteriophage lambda PL, and
T5. In addition, synthetic promoters, such as the tac promoter
(U.S. Pat. No. 4,551,433, which is incorporated herein by
reference in its entirety), which do not occur in nature also
function in bacterial host cells. In Streptomyces, numerous
promoters have been described including constitutive pro-
moters, such as ermE and temG (Shen and Hutchinson,
1994), as well as controllable promoters such as actl and
actlll (Pleper et al., 1995; Pieper et al., 1995; and Wiesmann
etal., 1995).

Other regulatory sequences may also be desirable which
allow for regulation of expression of the replacement
sequences relative to the growth of the host cell. Regulatory
sequences are known to those of skill in the art, and examples
include those which cause the expression of a gene to be
turned on or off in response to a chemical or physical stimu-
lus, including the presence of a regulatory compound. Other
types of regulatory elements may also be present in the vector,
fore example, enhancer sequences.

Selectable markers can also be included in the recombinant
expression vectors. A variety of markers are know which are
useful in selecting for transformed cell lines and generally
comprise a gene whose expression confers a selectable phe-
notype on transformed cells when the cells are grown in an
appropriate selective medium. Such markers include, for
example, genes that confer antibiotic resistance or sensitivity
to the plasmid. Alternatively, several polyketides are naturally
colored and this characteristic provides a built-in marker for
selecting cells successfully transformed by the present con-
structs.

Host cells for the recombinant production of platensimycin
and platencin, and analogs thereof, can be derived from any
organism with the capability of harboring a recombinant 1 nm
gene cluster. Thus, the host cells of the present invention can
be derived from either prokaryotic or eukaryotic organisms.
Particular host cells are those constructed from the actino-
mycetes, a class of mycelial bacteria that are abundant pro-
ducers of a number of polyketides and peptides. A particu-
larly useful genus for use with the present system is
Streptomyces. Thus, for example, S. verticillus S. ambofa-
ciens, S. avermitilis, S. atroolivaceus, S. azureus, S. cinna-
monensis, S. coelicolor, S. curacoi, S. erythraeus, S. fradiae,
S. galilaeus, S. glaucescens, S. hygroscopicus, S. lividans, S.
parvulus, S. peucetius, S. rimosus, S. roseofulvus, S. thermo-
tolerans, S. violaceoruber, among others, will provide con-
venient host cells for the subject invention (see, e.g., Hop-
wood and Sherman, 1990; O’Hagan, 1991), for a description
of various polyketide-producing organisms and their natural
products).

Other efficient systems for gene expression in either E. coli
or Streptomyces species can be used in the present invention.
For example, the pET (Novagen, Inc., “pET system Man-
nual” 5* Ed., 1995, Madison, Wis.) or pQE (QIAGEN, Inc.
“The QIAexpressionist” 3 ED., 1997, Santa Clarita, Calif)).
The expression efficiency in E. coli for genes from Strepto-
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myces can be optimized by specific modification at the third
positions of the first a few codons of the target gene, taking
into account the biased codon usage of streptomycetes (Gra-
majo etal., 1991). The solubility of the overproduced proteins
can be dramatically improved by either co-expression of
chaperoning, such as E. coli GroEL/S (Wang et al., 1997) or
the combination of low incubation temperature (as low as 17°
C.), long incubation time (up to 12 hrs after induction), and
low ornone IPTG induction. The target gene can be expressed
either as the native protein or N- or C-terminal fusion pro-
teins. Various pET or pQE vectors for the latter are available
that contain different sequences adjacent to the cloning sites.
These sequences encode for a variety of peptide “tags” for
detection and purification of the target protein. The peptide
tags can facilitate isolation of enzymes if difficulty is encoun-
tered in the purification of the native proteins. These tags
normally do not interfere with the enzyme activities and can
be removed if they do become a problem.

B. Purification of Platensimycin, Platencin and Analogs
Thereof

Any of a wide variety of chromatographic procedures may
be employed to purify anti-infectious compounds according
to the present invention. For example, thin layer chromatog-
raphy, gas chromatography, high performance liquid chroma-
tography, paper chromatography, affinity chromatography or
supercritical flow chromatography may be used to effect
separation of various chemical species.

Partition chromatography is based on the theory that if two
phases are in contact with one another, and if one or both
phases constitute a solute, the solute will distribute itself
between the two phases. Usually, partition chromatography
employs a column, which is filled with a sorbent and a sol-
vent. The solution containing the solute is layered on top of
the column. The solvent is then passed through the column,
continuously, which permits movement of the solute through
the column material. The solute can then be collected based
on its movement rate. The two most common types of parti-
tion chromatograph are paper chromatograph and thin-layer
chromatograph (TLC); together these are called adsorption
chromatography. In both cases, the matrix contains a bound
liquid. Other examples of partition chromatography are gas-
liquid and gel chromatography.

Paper chromatography is a variant of partition chromatog-
raphy that is performed on cellulose columns in the form of a
paper sheet. Cellulose contains a large amount of bound water
even when extensively dried. Partitioning occurs between the
bound water and the developing solvent. Frequently, the sol-
vent used is water. Usually, very small volumes of'the solution
mixture to be separated is placed at top of the paper and
allowed to dry. Capillarity draws the solvent through the
paper, dissolves the sample, and moves the components in the
direction of flow. Paper chromatograms may be developed for
either ascending or descending solvent flow. Two dimen-
sional separations are permitted by changing the axis of
migration 90° after the first run.

Thin layer chromatography (TLC) is very commonly used
to separate lipids and, therefore, is considered a preferred
embodiment of the present invention. TLC has the advantages
of'paper chromatography, but allows the use of any substance
that can be finely divided and formed into a uniform layer. In
TLC, the stationary phase is a layer of sorbent spread uni-
formly over the surface of a glass or plastic plate. The plates
are usually made by forming a slurry of sorbent that is poured
onto the surface of the gel after creating a well by placing tape
at a selected height along the perimeter of the plate. After the
sorbent dries, the tape is removed and the plate is treated just
as paper in paper chromatography. The sample is applied and
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the plate is contacted with a solvent. Once the solvent has
almost reached the end of the plate, the plate is removed and
dried. Spots can then be identified by fluorescence, immuno-
logic identification, counting of radioactivity, or by spraying
varying reagents onto the surface to produce a color change.

In Gas-Liquid chromatography (GLC), the mobile phase is
a gas and the stationary phaseis a liquid adsorbed either to the
inner surface of a tube or column or to a solid support. The
liquid usually is applied as a solid dissolved in a volatile
solvent such as ether. The sample, which may be any sample
that can be volatized, is introduced as a liquid with an inert
gas, such as helium, argon or nitrogen, and then heated. This
gaseous mixture passes through the tubing. The vaporized
compounds continually redistribute themselves between the
gaseous mobile phase and the liquid stationary phase, accord-
ing to their partition coefficients.

The advantage of GLC is in the separation of small mol-
ecules. Sensitivity and speed are quite good, with speeds that
approach 1000 times that of standard liquid chromatography.
By using a non-destructive detector, GL.C can be used pre-
paratively to purify grams quantities of material. The princi-
pal use of GLC has been in the separation of alcohols, esters,
fatty acids and amines.

Gel chromatography, or molecular sieve chromatography,
is a special type of partition chromatography that is based on
molecular size. The theory behind gel chromatography is that
the column, which is prepared with tiny particles of an inert
substance that contain small pores, separates larger molecules
from smaller molecules as they pass through or around the
pores, depending on their size. As long as the material of
which the particles are made does not adsorb the molecules,
the sole factor determining rate of flow is the size. Hence,
molecules are eluted from the column in decreasing size, so
long as the shape is relatively constant. Gel chromatography
is unsurpassed for separating molecules of different size
because separation is independent of all other factors such as
pH, ionic strength, temperature, etc. There also is virtually no
adsorption, less zone spreading and the elution volume is
related in a simple matter to molecular weight.

The gel material for gel chromatography is a three-dimen-
sional network whose structure is usually random. The gels
consist of cross-linked polymers that are generally inert, do
not bind or react with the material being analyzed, and are
uncharged. The space filled within the gel is filled with liquid
and this liquid occupies most of the gel volume. Common
gels are dextran, agarose and polyacrylamide; they are used
for aqueous solution.

High Performance Liquid Chromatography (HPLC) is
characterized by a very rapid separation with extraordinary
resolution of peaks. This is achieved by the use of very fine
particles and high pressure to maintain and adequate flow
rate. Separation can be accomplished in a matter of minutes,
or a most an hour. Moreover, only a very small volume of the
sample is needed because the particles are so small and close-
packed that the void volume is a very small fraction of the bed
volume. Also, the concentration of the sample need not be
very great because the bands are so narrow that there is very
little dilution of the sample.

Affinity Chromatography is a chromatographic procedure
that relies on the specific affinity between a substance to be
isolated and a molecule that it can specifically bind to. This is
a receptor-ligand type interaction. The column material is
synthesized by covalently coupling one of the binding part-
ners to an insoluble matrix. The column material is then able
to specifically adsorb the substance from the solution. Elution
occurs by changing the conditions to those in which binding
will not occur (alter pH, ionic strength, temperature, etc.).
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The matrix should be a substance that itself does not adsorb
molecules to any significant extent and that has a broad range
of chemical, physical and thermal stability. The ligand should
be coupled in such a way as to not affect its binding proper-
ties. The ligand should also provide relatively tight binding.
And it should be possible to elute the substance without
destroying the sample or the ligand. One of the most common
forms of affinity chromatography is immunoaffinity chroma-
tography.

Other methods, including crystallization, distillation, and
combinations of these with chromatography can be utilized as
well.

III. SCREENING TO IDENTIFY ANALOGS OF
PLATENSIMYCIN AND PLATENCIN

Although PTM and PN have many attributes that make
them good lead compounds for the development of new anti-
biotics, they lack certain aspects of good drugs. For example,
while both compounds display a high degree of in vitro anti-
bacterial activity and very low in vivo toxicities in mouse
model studies, they suffer significantly from exceedingly
poor pharmacokinetics as evidenced in animal model studies.
For PTM, researchers were able to see a 10%-10° fold decrease
of' S. aureus infection over 24 hrs with no sign of toxicity in a
mouse study, however this required a dosage of 100 pg/h
delivered intravenously with a continuous pump (Wang et al.,
2006). Similarly, PN showed in vivo efficacy in a continuous-
infusion (150 pg/h) mouse model of disseminated S. aureus
infection with a 3-log reduction of S. aureus cfu in kidney
over a 24 h with no evidence of overt toxicity (Wang et al.,
2007). Consistent with the in vitro data, infusion of 150 pg/h
platencin translated to about the same in vivo effect found
with 90 pg/h PTM infusion (Wang et al., 2007). Thus, the
inventors will seek improve the pharmacokinetics of this drug
class to speed clinical application.

Thus, in a particular embodiment, the present invention
provides methods for creating and identifying analogs of
platensimycin and platencin. Analog production may rely on
natural mutational processes in host bacteria, random but
artificial mutational schemes, or site-directed mutational
schemes. A particular genetic approach is to produce analogs
by introducing tailoring genes from other natural product
biosynthetic pathways. Examples of tailoring genes include
those that code for enzymes responsible for methylation,
acetylation, glycosylation, phosphorylation and related trans-
formations that decorate the basic structural framework of a
given molecule (Walsh et al., 2001). Both PTM and PN pos-
sess terpene-based skeletons which tailoring enzymes can
decorate with various chemical entities.

Alternatively, one may use synthetic chemistry methods to
make very specific changes in the structures of PTM or PN,
thereby effectively “designing” such new compounds with an
eye towards structural attributes that are believed to make
them more likely to mimic the positive attributes of PTM and
PN, while avoiding their shortcomings. By effect, it is meant
that one may assay for effects on lipid formation, or more
generally for antibiotic activity.

A. Mutagenesis

Where employed, mutagenesis can be accomplished by a
variety of standard, mutagenic procedures. Mutation is the
process whereby changes occur in the quantity or structure of
an organism. Mutation can involve modification of the nucle-
otide sequence of a single gene, blocks of genes or whole
chromosomes. Changes in single genes may be the conse-
quence of point mutations which involve the removal, addi-
tion or substitution of a single nucleotide base within a DNA
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sequence, or they may be the consequence of changes involv-
ing the insertion or deletion of large numbers of nucleotides.
The inventors contemplate introduction of mutations into the
pathway to provide mutants that produce various biosynthetic
intermediates. Isolation of such intermediates may then allow
for semi-synthetic modifications to provide new PTM-like
agents. One can also envision that feeding such intermediates
to other biosynthetic machineries (possibly in organisms
other than S. platensis) may provide new “hybrid” natural
products.

Mutations can arise spontaneously as a result of events
such as errors in the fidelity of DNA replication or the move-
ment of transposable genetic elements (transposons) within
the genome. They also are induced following exposure to
chemical or physical mutagens. Such mutation-inducing
agents include ionizing radiations, ultraviolet light and a
diverse array of chemical such as alkylating agents and poly-
cyclic aromatic hydrocarbons all of which are capable of
interacting either directly or indirectly (generally following
some metabolic biotransformations) with nucleic acids. The
DNA lesions induced by such environmental agents may lead
to modifications of base sequence when the affected DNA is
replicated or repaired and thus to a mutation. Mutation also
can be site-directed through the use of particular targeting
methods.

i. Random Mutagenesis

Insertional Mutagenesis.

Insertional mutagenesis is based on the inactivation of a
gene via insertion of a known DNA fragment. Because it
involves the insertion of some type of DNA fragment, the
mutations generated are generally loss-of-function, rather
than gain-of-function mutations. However, there are several
examples of insertions generating gain-of-function mutations
(Oppenheimer et al. 1991). Insertion mutagenesis has been
very successful in bacteria and Drosophila (Cooley et al.
1988).

Transposable elements in the genome are characterized by
being flanked by direct repeats of a short sequence of DNA
that has been duplicated during transposition and is called a
target site duplication. Virtually all transposable elements
whatever their type, and mechanism of transposition, make
such duplications at the site of their insertion. In some cases
the number of bases duplicated is constant; in other cases it
may vary with each transposition event. Most transposable
elements have inverted repeat sequences at their termini.
These terminal inverted repeats may be anything from a few
bases to a few hundred bases long and in many cases they are
known to be necessary for transposition.

Prokaryotic transposable elements have been most studied
in E. coli and Gram-negative bacteria, but also are present in
Gram-positive bacteria. They are generally termed insertion
sequences ifthey are less than about 2 kB long, or transposons
if they are longer. Bacteriophages such as mu and D108,
which replicate by transposition, make up a third type of
transposable element. elements of each type encode at least
one polypeptide a transposase, required for their own trans-
position. Transposons often further include genes coding for
function unrelated to transposition, for example, antibiotic
resistance genes.

Transposons can be divided into two classes according to
their structure. First, compound or composite transposons
have copies of an insertion sequence element at each end,
usually in an inverted orientation. These transposons require
transposases encoded by one of their terminal IS elements.
The second class of transposon have terminal repeats of about
30 base pairs and do not contain sequences from IS elements.
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Transposition usually is either conservative or replicative,
although in some cases it can be both. In replicative transpo-
sition, one copy of the transposing element remains at the
donor site, and another is inserted at the target site. In con-
servative transposition, the transposing element is excised
from one site and inserted at another.

Transposable elements are an important source of sponta-
neous mutations, and have influenced the ways in which
genes and genomes have evolved. They can inactivate genes
by inserting within them, and can cause gross chromosomal
rearrangements either directly, through the activity of their
transposases, or indirectly, as a result of recombination
between copies of an element scattered around the genome.
Transposable elements that excise often do so imprecisely
and may produce alleles coding for altered gene products if
the number of bases added or deleted is a multiple of three.

Transposable elements themselves may evolve in unusual
ways. If they were inherited like other DNA sequences, then
copies of an element in one species would be more like copies
in closely related species than copies in more distant species.
This is not always the case, suggesting that transposable
elements are occasionally transmitted horizontally from one
species to another.

Chemical Mutagenesis.

Chemical mutagenesis offers certain advantages, such as
the ability to find a full range of mutant alleles with degrees of
phenotypic severity, and is facile and inexpensive to perform.
The majority of chemical carcinogens produce mutations in
DNA. Benzo[a]pyrene, N-acetoxy-2-acetyl aminofluorene
and aflotoxin B1 cause GCto TA transversions in bacteriaand
mammalian cells. Benzo[a]pyrene also can produce base sub-
stitutions such as AT to TA. N-nitroso compounds produce
GC to AT transitions. Alkylation of the O4 position of thym-
ine induced by exposure to n-nitrosoureas results in TA to CG
transitions.

A high correlation between mutagenicity and carcinogen-
ity is the underlying assumption behind the Ames test (Mc-
Cann et al., 1975) which speedily assays for mutants in a
bacterial system, together with an added rat liver homoge-
nate, which contains the microsomal cytochrome P450, to
provide the metabolic activation of the mutagens where
needed.

In vertebrates, several carcinogens have been found to
produce mutation in the ras proto-oncogene. N-nitroso-N-
methyl urea induces mammary, prostate and other carcino-
mas in rats with the majority of the tumors showing a G to A
transition at the second position in codon 12 of the Ha-ras
oncogene. Benzo|a]|pyrene-induced skin tumors contain A to
T transformation in the second codon of the Ha-ras gene.

Radiation Mutagenesis.

The integrity of biological molecules is degraded by the
ionizing radiation. Adsorption of the incident energy leads to
the formation of ions and free radicals, and breakage of some
covalent bonds. Susceptibility to radiation damage appears
quite variable between molecules, and between different
crystalline forms ofthe same molecule. It depends on the total
accumulated dose, and also on the dose rate (as once free
radicals are present, the molecular damage they cause
depends on their natural diffusion rate and thus upon real
time). Damage is reduced and controlled by making the
sample as cold as possible.

Ionizing radiation causes DNA damage and cell killing,
generally proportional to the dose rate. lonizing radiation has
been postulated to induce multiple biological effects by direct
interaction with DNA, or through the formation of free radical
species leading to DNA damage (Hall, 1988). These effects
include gene mutations, malignant transformation, and cell
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killing. Although ionizing radiation has been demonstrated to
induce expression of certain DNA repair genes in some
prokaryotic and lower eukaryotic cells, little is known about
the effects of ionizing radiation on the regulation of mamma-
lian gene expression (Borek, 1985). Several studies have
described changes in the pattern of protein synthesis observed
after irradiation of mammalian cells. For example, ionizing
radiation treatment of human malignant melanoma cells is
associated with induction of several unidentified proteins
(Boothman et al., 1989). Synthesis of cyclin and co-regulated
polypeptides is suppressed by ionizing radiation in rat REF52
cells, but not in oncogene-transformed REF52 cell lines
(Lambert and Borek, 1988). Other studies have demonstrated
that certain growth factors or cytokines may be involved in
x-ray-induced DNA damage. In this regard, platelet-derived
growth factor is released from endothelial cells after irradia-
tion (Witte, et al., 1989).

In the present invention, the term “ionizing radiation”
means radiation comprising particles or photons that have
sufficient energy or can produce sufficient energy via nuclear
interactions to produce ionization (gain or loss of electrons).
An exemplary and preferred ionizing radiation is an x-radia-
tion. The amount of ionizing radiation needed in a given cell
generally depends upon the nature of that cell. Typically, an
effective expression-inducing dose is less than a dose of ion-
izing radiation that causes cell damage or death directly.
Means for determining an effective amount of radiation are
well known in the art.

In a certain embodiments, an effective expression inducing
amount is from about 2 to about 30 Gray (Gy) administered at
a rate of from about 0.5 to about 2 Gy/minute. Even more
preferably, an effective expression inducing amount of ioniz-
ing radiation is from about 5 to about 15 Gy. In other embodi-
ments, doses of 2-9 Gy are used in single doses. An effective
dose of ionizing radiation may be from 10 to 100 Gy, with 15
to 75 Gy being preferred, and 20 to 50 Gy being more pre-
ferred.

Any suitable means for delivering radiation to a tissue may
be employed in the present invention in addition to external
means. For example, radiation may be delivered by first pro-
viding a radiolabeled antibody that immunoreacts with an
antigen of the tumor, followed by delivering an effective
amount of the radiolabeled antibody to the tumor. In addition,
radioisotopes may be used to deliver ionizing radiation to a
tissue or cell.

In Vitro Scanning Mutagenesis.

Random mutagenesis also may be introduced using error
prone PCR (Cadwell and Joyce, 1992). The rate of mutagen-
esis may be increased by performing PCR in multiple tubes
with dilutions of templates.

One particularly useful mutagenesis technique is alanine
scanning mutagenesis in which a number of residues are
substituted individually with the amino acid alanine so that
the effects of losing side-chain interactions can be deter-
mined, while minimizing the risk of large-scale perturbations
in protein conformation (Cunningham et al., 1989).

In recent years, techniques for estimating the equilibrium
constant for ligand binding using minuscule amounts of pro-
tein have been developed (Blackburn et al., 1991; U.S. Pat.
Nos. 5,221,605 and 5,238,808). The ability to perform func-
tional assays with small amounts of material can be exploited
to develop highly efficient, in vitro methodologies for the
saturation mutagenesis of antibodies. The inventors bypassed
cloning steps by combining PCR mutagenesis with coupled
in vitro transcription/translation for the high throughput gen-
eration of protein mutants. Here, the PCR products are used
directly as the template for the in vitro transcription/transla-
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tion of the mutant single chain antibodies. Because of the high
efficiency with which all 19 amino acid substitutions can be
generated and analyzed in this way, it is now possible to
perform saturation mutagenesis on numerous residues of
interest, a process that can be described as in vitro scanning
saturation mutagenesis (Burks et al., 1997).

In vitro scanning saturation mutagenesis provides a rapid
method for obtaining a large amount of structure-function
information including: (i) identification of residues that
modulate ligand binding specificity, (ii) a better understand-
ing of ligand binding based on the identification of those
amino acids that retain activity and those that abolish activity
at a given location, (iii) an evaluation of the overall plasticity
of an active site or protein subdomain, (iv) identification of
amino acid substitutions that result in increased binding.

Random Mutagenesis by Fragmentation and Reassembly.

A method for generating libraries of displayed polypep-
tides is described in U.S. Pat. No. 5,380,721. The method
comprises obtaining polynucleotide library members, pool-
ing and fragmenting the polynucleotides, and reforming frag-
ments therefrom, performing PCR amplification, thereby
homologously recombining the fragments to form a shuftled
pool of recombined polynucleotides.

ii. Site-Directed Mutagenesis

Structure-guided site-specific mutagenesis represents a
powerful tool for the dissection and engineering of protein-
ligand interactions (Wells, 1996, Braisted et al., 1996). The
technique provides for the preparation and testing of
sequence variants by introducing one or more nucleotide
sequence changes into a selected DNA.

Site-specific mutagenesis uses specific oligonucleotide
sequences which encode the DNA sequence of the desired
mutation, as well as a sufficient number of adjacent, unmodi-
fied nucleotides. In this way, a primer sequence is provided
with sufficient size and complexity to form a stable duplex on
both sides of the deletion junction being traversed. A primer
of'about 17 to 25 nucleotides in length is preferred, with about
510 10 residues on both sides of the junction of the sequence
being altered.

The technique typically employs a bacteriophage vector
that exists in both a single-stranded and double-stranded
form. Vectors useful in site-directed mutagenesis include vec-
tors such as the M13 phage. These phage vectors are com-
mercially available and their use is generally well known to
those skilled in the art. Double-stranded plasmids are also
routinely employed in site-directed mutagenesis, which
eliminates the step of transferring the gene of interest from a
phage to a plasmid.

In general, one first obtains a single-stranded vector, or
melts two strands of a double-stranded vector, which includes
within its sequence a DNA sequence encoding the desired
protein or genetic element. An oligonucleotide primer bear-
ing the desired mutated sequence, synthetically prepared, is
then annealed with the single-stranded DNA preparation,
taking into account the degree of mismatch when selecting
hybridization conditions. The hybridized productis subjected
to DNA polymerizing enzymes such as E. coli polymerase |
(Klenow fragment) in order to complete the synthesis of the
mutation-bearing strand. Thus, a heteroduplex is formed,
wherein one strand encodes the original non-mutated
sequence, and the second strand bears the desired mutation.
This heteroduplex vector is then used to transform appropri-
ate host cells, such as E. coli cells, and clones are selected that
include recombinant vectors bearing the mutated sequence
arrangement.

Comprehensive information on the functional significance
and information content of a given residue of protein can best
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be obtained by saturation mutagenesis in which all 19 amino
acid substitutions are examined. The shortcoming of this
approach is that the logistics of multiresidue saturation
mutagenesis are daunting (Warren et al., 1996; Zeng et al.,
1996; Burton and Barbas, 1994; Yelton et al., 1995; Hilton et
al., 1996). Hundreds, and possibly even thousands, of site
specific mutants must be studied. However, improved tech-
niques make production and rapid screening of mutants much
more straightforward. See also, U.S. Pat. Nos. 5,798,208 and
5,830,650, for a description of “walk-through™ mutagenesis.

Other methods of site-directed mutagenesis are disclosed
in U.S. Pat. Nos. 5,220,007; 5,284,760; 5,354,670, 5,366,
878, 5,389,514; 5,635,377, and 5,789,166.

B. Screens for Activity

To identify a platensimycin/platencin analog, one gener-
ally will determine the anti-bacterial activity in the presence
and absence of a test substance, wherein an analog is identi-
fied by its structural relation to PTM and/or PN and its ability
to alter bacterial growth or lipid synthesis in a manner similar
to platensimycin and platencin. For example, a method may
generally comprise:

(a) providing a bacterial cell that is susceptible to platen-
simycin and platencin;

(b) contacting said cell with said test substance; and

(c) assessing the toxicity of the test substance on the cell,
wherein toxicity to the cell in the presence of the test sub-
stance, as compared to that observed in the absence of the test
substance, indicates that the test substance is an anti-bacterial
agent and a PTM/PN analog. Still further, in certain embodi-
ments, the screening method may comprise assessing the
toxicity of the test substance on a cell that is not susceptible to
platensimycin or platencin, i.e., a eukaryotic cell, a mamma-
lian cell, a fungal cell, etc., to determine non-specific toxicity.

Assays may be conducted in isolated cells, or in organisms
including animals. It will, of course, be understood that all the
screening methods of the present invention are useful in
themselves notwithstanding the fact that effective candidates
may not be found. These assays may be performed at a lab
bench by a human operator, via mechanized high through-put
screening, or any other manner known in the art. The candi-
date substance(s) tested may be an individual candidate or
one or more of a library of candidates and may be obtained
from any source and in any manner known to those of skill in
the art.

As used herein the term “candidate substance” or “candi-
date compound” refers to any compound that is structurally-
related to platensimycin or platencin. Such compounds may
be identified by rational drug design, which produces struc-
tural analogs of biologically active compounds. By creating
such analogs, it is possible to fashion drugs which are more
active or stable than the natural molecules, which have dif-
ferent susceptibility to alteration or which may affect the
function of various other molecules. In one approach, one
would generate a three-dimensional structure for platensimy-
cin/platencin or a portion thereof. This could be accom-
plished by x-ray crystallography, computer modeling or by a
combination of both approaches. An alternative approach,
involves the random replacement of functional groups
throughout platensimycin/platencin, and the resulting effect
determined.

IV. METHODS OF TREATMENT

In a particular aspect, the present invention provides meth-
ods for the treatment of an infectious disease. Treatment
methods will involve administering to an individual having or
at risk of a bacterial infection an effective amount of a com-
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position containing PTM, PN or an analog thereof. An effec-
tive amount is described, generally, as that amount sufficient
to detectably and repeatedly to ameliorate, reduce, minimize
or limit the extent of the infection or its symptoms. More
specifically, it is envisioned that the treatment with platensi-
mycin and/or platencin or analogs thereof will kill bacteria,
inhibit their growth, and/or otherwise reverse or reduce the
symptoms of the infection.

A. Bacterial Targets

Staphylococcus.

Within the family Micrococcaceae, the human pathogenic
genus Staphylococcus can be separated from the non-patho-
genic genus Micrococcus by various tests, including (1)
anaerobic acid production from glucose, (2) sensitivity to 200
ng/ml lysostaphin or to 100 pg furazolidone, and (3) produc-
tion of acid from glycerol in the presence of 0.4 ng/ml eryth-
romycin, all these tests being positive in the case of staphy-
lococci. Further subclassification into the three main species
is of considerable clinical importance (i.e., S. aureus, Staphy-
lococcus epidermidis, and Staphylococcus saprophyticus).

Once the Staphylococcus has been differentiated as Sta-
phylococcus aureus, it is necessary to determine if the S.
aureus is methicillin resistant. Older methods such as resis-
tance phenotype, bacteriophage typing, immunoserology,
and serotyping of coagulase can be used to type S. aureus.
More recently, these methods have been replaced by electro-
phoretic protein typing, multilocus enzyme electrophoresis,
and various genetic techniques, including plasmid analysis,
restriction endonuclease analysis of chromosomal DNA,
restriction fragment length polymorphisms, ribotyping,
nucleotide sequence analysis, and many others.

Bacillus.

Bacillus species are rod-shaped, endospore-forming aero-
bic or facultatively anaerobic, Gram-positive bacteria; in
some species cultures may turn Gram-negative with age. The
many species of the genus exhibit a wide range of physiologic
abilities that allow them to live in every natural environment.
Only one endospore is formed per cell. The spores are resis-
tant to heat, cold, radiation, desiccation, and disinfectants.
Bacillus anthracis needs oxygen to sporulate; this constraint
has important consequences for epidemiology and control. In
vivo, B. anthracis produces a polypeptide (polyglutamic
acid) capsule that protects it from phagocytosis. The genera
Bacillus and Clostridium constitute the family Bacillaceae.
Species are identified by using morphologic and biochemical
criteria.

The virulence factors of B. anthracis are its capsule and
three-component toxin, both encoded on plasmids. B. cereus
produces numerous enzymes and aggressins. The principal
virulence factors are a necrotizing enterotoxin and a potent
hemolysin (cereolysin). Emetic food poisoning probably
results from the release of emetic factors from specific foods
by bacterial enzymes.

Mycobacterium.

Both leprosy and tuberculosis, caused by Mycobacterium
leprae and Mycobacterium tuberculosis respectively, have
plagued mankind for centuries. With the emergence of anti-
biotic resistant strains of tuberculosis, research into Myco-
bacteria has become all the more important in combating
these modern mutants of ancient pathogens.

Both the genomes of Mycobacterium tuberculosis and
Mycobacterium leprae have been sequenced with hopes of
gaining further understanding of how to defeat the infa-
mously successful pathogens. The genome of M. tuberculosis
is 4,411,522 base pairs long with 3,924 predicted protein-
coding sequences, and a relatively high G+C content of
65.6%. At 4.4 Mbp, M. tuberculosis is one of the largest
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known bacterial genomes, coming in just short of £. coli, and
a distant third to Streptomyces coelicolor.

The genome of Mycobacterium leprae is 3,268,203 base
pairs long, with only 1,604 predicted protein-coding regions,
and a G+C content of about 57.8%. Only 49.5% of the M.
leprae genome contains open reading frames (protein-coding
regions), the rest of the genome is comprised of pseudogenes,
which are inactive reading frames with recognizable and
functional counterparts in M. tuberculosis (27%), and regions
that do not appear to be coding at all, and may be gene
remnants mutated beyond recognition (23.5%). Of the
genome of M. tuberculosis, 90.8% of the genome contains
protein-coding sequences with only 6 pseudogenes, com-
pared to the 1,116 pseudogenes on the M. /eprae genome.

Pseudomonas.

The genus Pseudomonas is characterized by Gram-nega-
tive rods that utilize glucose oxidatively. Members are clas-
sified into five groups based on ribosomal RNA homology.
These bacteria are resistant to most antibiotics and are
capable of surviving in very harsh conditions tolerated by
very few other organisms. They also are known to produce a
coating that helps protect the bacterium from outside agents.
Pseudomonas is often found in hospitals and clinics and, not
surprisingly, is a major cause of nosocomal infections. It often
targets immunocompromised individuals, such as burn vic-
tims and individuals on respirators or with indwelling cath-
eters. Infection sites are varied and include the urinary tract,
blood, lungs, and pharynx. However, because it is non-inva-
sive, it tends not to be found in healthy individuals.

Pseudomonas aeruginosa is the most common member of
its genus, distinguished from other species of Pseudomonas
by its ability to grow at 42° C., produce bluish (pyocyanin)
and greenish pigments, and exhibit a characteristic fruity
odor. The pathogenicity involves several toxins and chemi-
cals that the bacterium secretes upon infection. The presence
ofalipopolysaccharide layer serves to protect the organism as
well as aid in cell adherence to host tissues. Lipases and
exotoxins secreted by the organism then proceed to destroy
host cell tissue, leading to complications often associated
with infection. P. aeruginosa prefers moist environments, and
will grow on almost any laboratory medium. Pseudomonas
infections are usually treated with a combination of antibiot-
ics, e.g., an anti-pseudomonal penicillin and an aminoglyco-
side.

Other Bacteria.

In addition to the bacteria discussed above, the inventors
also contemplate treating other bacteria. Such bacteria
include Escherichia coli, Streptococcus pneumoniae, Strep-
tococcus pyogenes, Streptococcus agalactiae, Streptococcus
viridans, Enterococcus faecalis, Enterococcus faecium,
Clostridium botulinum, Clostridium  perfringens,
Clostridium tetani, Clostridium difficile, Listeria monocyto-
genes, Legionella pneumophila, Francisella tularensis, Pas-
teurella multocida, Brucella abortive, Brucella suis, Brucella
melitensis, Bordetella pertussis, Salmonella sp., Shigella sp.,
Eschericia coli, Vibrio sp., Klebsiella sp., Aeromonas sp.,
Plesiomonas sp., Rickettsiae sp., Chlamydiae sp., Ehrlichia
sp., Mycoplasma sp., Helicobacter sp., Campylobacter sp.,
and Haemophilus sp.

B. Dosages

In certain embodiments, the platensimycin, platencin or
analog thereof is administered to a subject. An effective
amount of platensimycin or platencin that may be adminis-
tered to a cell includes a dose of about —0.1 uM to about 100
uM. More specifically, doses of platensimycin or platencin to
be administered are from about 0.1 uM to about 1 uM; about
1 uM to about 5 uM; about 5 pM to about 10 uM; about 10 uM
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to about 15 uM; about 15 uM to about 20 uM; about 20 uM to
about 30 uM; about 30 uM to about 40 uM; about 40 uM to
about 50 uM; about 50 uM to about 60 uM; about 60 uM to
about 70 uM; about 70 uM to about 80 uM; about 80 uM to
about 90 uM; and about 90 uM to about 100 uM. Of course, all
of these amounts are exemplary, and any amount in-between
these points is also expected to be of use in the invention.

In another embodiment of the invention, the dose range of
the platensimycin, platencin or analogs thereof will be mea-
sured by body weight, for example, about 0.5 mg/kg body
weight to about 500 mg/kg body weight. Those of skill will
recognize the utility of a variety of dosage range, for example,
1 mg/kg body weight to 450 mg/kg body weight, 2 mg/kg
body weight to 400 mg/kg body weighty, 3 mg/kg body
weight to 350 mg/kg body weighty, 4 mg/kg body weight to
300 mg/kg body weight, 5 mg/kg body weight to 250 mg/kg
body weighty, 6 mg/kg body weight to 200 mg/kg body
weight, 7 mg/kg body weight to 150 mg/kg body weighty, 8
mg/kg body weight to 100 mg/kg body weight, or 9 mg/kg
body weight to 50 mg/kg body weight. Further, those of skill
will recognize that a variety of different dosage levels will be
of use, for example, 1 mg/kg, 2 mg/kg, 3 mg/kg, 4 mg/kg, 5
mg/kg, 7.5 mg/kg, 10 mg/kg, 12.5 mg/kg, 15 mg/kg, 17.5
mg/kg, 20 mg/kg, 25 mg/kg, 30 mg/kg, 35 mg/kg, 40 mg/kg,
45 mg/kg, 50 mg/kg, 60 mg/kg, 70 mg/kg, 80 mgkg, 90
mg/kg, 100 mg/kg, 120 mg/kg, 140 mg/kg, 150 mg/kg, 160
mg/kg, 180 mg/kg, 200 mg/kg, 225 mg/kg, 250 mg/kg, 275
mg/kg, 300 mg/kg, 325 mg/kg, 350 mg/kg, 375 mg/kg, 400
mg/kg, 450 mg/kg, 500 mg/kg, 550 mg/kg, 600 mg/kg, 700
mg/kg, 750 mg/kg, 800 mg/kg, 900 mg/kg, 1000 mg/kg, 1250
mg/kg, 1500 mg/kg, 1750 mg/kg, 2000 mg/kg, 2500 mg/kg,
and/or 3000 mg/kg. Of course, all of these dosages are exem-
plary, and any dosage in-between these points is also expected
to be of use in the invention. Any of the above dosage ranges
or dosage levels may be employed for platensimycin, platen-
cin or analogs thereof.

The treatments may include various “unit doses.” Unit dose
is defined as containing a predetermined-quantity of the
therapeutic composition (platensimycin, platencin or its ana-
logs thereof) calculated to produce the desired responses in
association with its administration, i.e., the appropriate route
and treatment regimen. The quantity to be administered, and
the particular route and formulation, are within the skill of
those in the clinical arts. Also of import is the subject to be
treated, in particular, the state of the subject and the protection
desired. A unit dose need not be administered as a single
injection but may comprise continuous infusion over a set
period of time.

As is well known in the art, a specific dose level of active
compounds such as platensimycin, platencin or analogs
thereof for any particular patient depends upon a variety of
factors including the activity of the specific compound
employed, the age, body weight, general health, sex, diet,
time of administration, route of administration, rate of excre-
tion, drug combination, and the severity of the particular
disease undergoing therapy. The person responsible for
administration will determine the appropriate dose for the
individual subject. Moreover, for human administration,
preparations should meet sterility, pyrogenicity, general
safety and purity standards as required by FDA Office of
Biologics standards.

C. Formulations and Routes for Administration

Pharmaceutical compositions of the present invention
comprise an effective amount of one or more candidate sub-
stance or additional agent dissolved or dispersed in a phar-
maceutically acceptable carrier. The phrases “pharmaceutical
or pharmacologically acceptable” refers to molecular entities
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and compositions that do not produce an adverse, allergic or
other untoward reaction when administered to an animal,
such as, for example, a human, as appropriate. The prepara-
tion of a pharmaceutical composition that contains at least
one candidate substance or additional active ingredient will
be known to those of skill in the art in light of the present
disclosure, as exemplified by Remington’s Pharmaceutical
Sciences, 18th Ed. Mack Printing Company, 1990, incorpo-
rated herein by reference. Moreover, for animal (e.g., human)
administration, it will be understood that preparations should
meet sterility, pyrogenicity, general safety and purity stan-
dards as required by FDA Office of Biological Standards.

As used herein, “pharmaceutically acceptable carrier”
includes any and all solvents, dispersion media, coatings,
surfactants, antioxidants, preservatives (e.g., antibacterial
agents, antifungal agents), isotonic agents, absorption delay-
ing agents, salts, preservatives, drugs, drug stabilizers, gels,
binders, excipients, disintegration agents, lubricants, sweet-
ening agents, flavoring agents, dyes, such like materials and
combinations thereof, as would be known to one of ordinary
skill inthe art (see, for example, Remington’s Pharmaceutical
Sciences, 18th Ed. Mack Printing Company, 1990, pp. 1289-
1329, incorporated herein by reference). Except insofar as
any conventional carrier is incompatible with the active ingre-
dient, its use in the therapeutic or pharmaceutical composi-
tions is contemplated.

The candidate substance may comprise different types of
carriers depending on whether it is to be administered in solid,
liquid or aerosol form, and whether it need to be sterile for
such routes of administration as injection. The present inven-
tion can be administered intravenously, intradermally,
intraarterially, intraperitoneally, intralesionally, intracrani-
ally, intraarticularly, intraprostaticaly, intrapleurally, intratra-
cheally, intranasally, intravitreally, intravaginally, intrarec-
tally, topically, intratumorally, intramuscularly,
subcutaneously, subconjunctival, intravesicularlly, mucos-
ally, intrapericardially, intraumbilically, intraocularally,
orally, locally, via inhalation (e.g., aerosol inhalation), via
injection, via infusion, via continuous infusion, via localized
perfusion bathing target cells directly, via a catheter, via a
lavage, in cremes, in lipid compositions (e.g., liposomes), or
by other method or any combination of the forgoing as would
be known to one of ordinary skill in the art (see, for example,
Remington’s Pharmaceutical Sciences, 18th Ed. Mack Print-
ing Company, 1990, incorporated herein by reference).

The actual dosage amount of a composition of the present
invention administered to an animal patient can be deter-
mined by physical and physiological factors such as body
weight, severity of condition, the type of disease being
treated, previous or concurrent therapeutic interventions, idi-
opathy of the patient and on the route of administration. The
practitioner responsible for administration will, in any event,
determine the concentration of active ingredient(s) in a com-
position and appropriate dose(s) for the individual subject.

In certain embodiments, pharmaceutical compositions
may comprise, for example, at least about 0.1% of an active
compound. In other embodiments, the an active compound
may comprise between about 2% to about 75% of the weight
of'the unit, or between about 25% to about 60%, for example,
and any range derivable therein. In other non-limiting
examples, a dose may also comprise from about 1 microgram/
kg/body weight, about 5 microgram/kg/body weight, about
10 microgram/kg/body weight, about 50 microgram/kg/body
weight, about 100 microgram/kg/body weight, about 200
microgram/kg/body weight, about 350 microgram/kg/body
weight, about 500 microgram/kg/body weight, about 1 mil-
ligram/kg/body weight, about 5 milligram/kg/body weight,
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about 10 milligranvkg/body weight, about 50 milligram/kg/
body weight, about 100 milligranv/kg/body weight, about 200
milligram/kg/body weight, about 350 milligram/kg/body
weight, about 500 milligram/kg/body weight, to about 1000
mg/kg/body weight or more per administration, and any
range derivable therein. In non-limiting examples of a deriv-
able range from the numbers listed herein, a range of about 5
mg/kg/body weight to about 100 mg/kg/body weight, about 5
microgram/kg/body weight to about 500 milligram/kg/body
weight, etc., can be administered, based on the numbers
described above.

In any case, the composition may comprise various anti-
oxidants to retard oxidation of one or more component. Addi-
tionally, the prevention of the action of microorganisms can
be brought about by preservatives such as various antibacte-
rial and antifungal agents, including but not limited to para-
bens (e.g., methylparabens, propylparabens), chlorobutanol,
phenol, sorbic acid, thimerosal or combinations thereof.

The candidate substance may be formulated into a compo-
sition in a free base, neutral or salt form. Pharmaceutically
acceptable salts, include the acid addition salts, e.g., those
formed with the free amino groups of a proteinaceous com-
position, or which are formed with inorganic acids such as for
example, hydrochloric or phosphoric acids, or such organic
acids as acetic, oxalic, tartaric or mandelic acid. Salts formed
with the free carboxyl groups can also be derived from inor-
ganic bases such as for example, sodium, potassium, ammo-
nium, calcium or ferric hydroxides; or such organic bases as
isopropylamine, trimethylamine, histidine or procaine.

In embodiments where the composition is in a liquid form,
a carrier can be a solvent or dispersion medium comprising
but not limited to, water, ethanol, polyol (e.g., glycerol, pro-
pylene glycol, liquid polyethylene glycol, etc.), lipids (e.g.,
triglycerides, vegetable oils, liposomes) and combinations
thereof. The proper fluidity can be maintained, for example,
by the use of a coating, such as lecithin; by the maintenance of
the required particle size by dispersion in carriers such as, for
example liquid polyol or lipids; by the use of surfactants such
as, for example hydroxypropylcellulose; or combinations
thereof such methods. In many cases, it will be preferable to
include isotonic agents, such as, for example, sugars, sodium
chloride or combinations thereof.

In other embodiments, one may use eye drops, nasal solu-
tions or sprays, aerosols or inhalants in the present invention.
Such compositions are generally designed to be compatible
with the target tissue type. In a non-limiting example, nasal
solutions are usually aqueous solutions designed to be admin-
istered to the nasal passages in drops or sprays. Nasal solu-
tions are prepared so that they are similar in many respects to
nasal secretions, so that normal ciliary action is maintained.
Thus, in preferred embodiments the aqueous nasal solutions
usually are isotonic or slightly buffered to maintain a pH of
about 5.5 to about 6.5. In addition, antimicrobial preserva-
tives, similar to those used in ophthalmic preparations, drugs,
orappropriate drug stabilizers, if required, may be included in
the formulation. For example, various commercial nasal
preparations are known and include drugs such as antibiotics
or antihistamines.

In certain embodiments the candidate substance is pre-
pared for administration by such routes as oral ingestion. In
these embodiments, the solid composition may comprise, for
example, solutions, suspensions, emulsions, tablets, pills,
capsules (e.g., hard or soft shelled gelatin capsules), sustained
release formulations, buccal compositions, troches, elixirs,
suspensions, syrups, wafers, or combinations thereof. Oral
compositions may be incorporated directly with the food of
the diet. Preferred carriers for oral administration comprise

20

25

30

35

40

45

50

55

60

65

26

inert diluents, assimilable edible carriers or combinations
thereof. In other aspects of the invention, the oral composition
may be prepared as a syrup or elixir. A syrup or elixir, and may
comprise, for example, at least one active agent, a sweetening
agent, a preservative, a flavoring agent, a dye, a preservative,
or combinations thereof.

In certain preferred embodiments an oral composition may
comprise one or more binders, excipients, disintegration
agents, lubricants, flavoring agents, and combinations
thereof. In certain embodiments, a composition may com-
prise one or more of the following: a binder, such as, for
example, gum tragacanth, acacia, cornstarch, gelatin or com-
binations thereof; an excipient, such as, for example, dical-
cium phosphate, mannitol, lactose, starch, magnesium stear-
ate, sodium saccharine, cellulose, magnesium carbonate or
combinations thereof; a disintegrating agent, such as, for
example, corn starch, potato starch, alginic acid or combina-
tions thereof; a lubricant, such as, for example, magnesium
stearate; a sweetening agent, such as, for example, sucrose,
lactose, saccharin or combinations thereof; a flavoring agent,
such as, for example peppermint, oil of wintergreen, cherry
flavoring, orange flavoring, etc.; or combinations thereof the
foregoing. When the dosage unit form is a capsule, it may
contain, in addition to materials of the above type, carriers
such as a liquid carrier. Various other materials may be
present as coatings or to otherwise modify the physical form
of'the dosage unit. For instance, tablets, pills, or capsules may
be coated with shellac, sugar or both.

Additional formulations which are suitable for other
modes of administration include suppositories. Suppositories
are solid dosage forms of various weights and shapes, usually
medicated, for insertion into the rectum, vagina or urethra.
After insertion, suppositories soften, melt or dissolve in the
cavity fluids. In general, for suppositories, traditional carriers
may include, for example, polyalkylene glycols, triglycerides
or combinations thereof. In certain embodiments, supposito-
ries may be formed from mixtures containing, for example,
the active ingredient in the range of about 0.5% to about 10%,
and preferably about 1% to about 2%.

Sterile injectable solutions are prepared by incorporating
the active compounds in the required amount in the appropri-
ate solvent with various of the other ingredients enumerated
above, as required, followed by filtered sterilization. Gener-
ally, dispersions are prepared by incorporating the various
sterilized active ingredients into a sterile vehicle which con-
tains the basic dispersion medium and/or the other ingredi-
ents. In the case of sterile powders for the preparation of
sterile injectable solutions, suspensions or emulsion, the pre-
ferred methods of preparation are vacuum-drying or freeze-
drying techniques which yield a powder of the active ingre-
dient plus any additional desired ingredient from a previously
sterile-filtered liquid medium thereof. The liquid medium
should be suitably buffered if necessary and the liquid diluent
first rendered isotonic prior to injection with sufficient saline
or glucose. The preparation of highly concentrated composi-
tions for direct injection is also contemplated, where the use
of DMSO as solvent is envisioned to result in extremely rapid
penetration, delivering high concentrations of the active
agents to a small area.

The composition must be stable under the conditions of
manufacture and storage, and preserved against the contami-
nating action of microorganisms, such as bacteria and fungi.
It will be appreciated that endotoxin contamination should be
kept minimally at a safe level, for example, less that 0.5 ng/mg
protein.

In particular embodiments, prolonged absorption of an
injectable composition can be brought about by the use in the
compositions of agents delaying absorption, such as, for
example, aluminum monostearate, gelatin or combinations
thereof.
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D. Combined Therapy

In the context of the present invention, it is contemplated
that the platensimycin, platencin or analogs thereof may be
used in combination with an additional antibacterial agent to
more effectively treat infections.

When an additional therapeutic agent is administered, as
long as the dose of the additional therapeutic agent does not
exceed previously quoted toxicity levels, the effective
amounts of the additional therapeutic agent may simply be
defined as that amount effective to inhibit the growth or kill
the bacteria when administered to an animal in combination
with the platensimycin, platencin or analog thereof. This may
be easily determined by monitoring the animal or patient and
measuring those physical and biochemical parameters of
health and disease that are indicative of the success of a given
treatment. Such methods are routine in animal testing and
clinical practice.

To kill or slow the growth of bacteria using the methods and
compositions of the present invention, one can contact the
bacteria with platensimycin, platencin or analog thereof in
combination with an additional therapeutic agent. These
compositions would be provided in a combined amount effec-
tive to inhibit bacterial cell growth and kill the bacterium.
This process may involve contacting the cells with platensi-
mycin, platencin or analog thereof in combination with an
additional therapeutic agent or factor(s) at the same time. This
may be achieved by contacting the cell with a single compo-
sition or pharmacological formulation that includes both
agents, or by contacting the cell with two distinct composi-
tions or formulations, at the same time, wherein one compo-
sition includes platensimycin, platencin or analog thereofand
the other includes the additional agent.

Alternatively, treatment with platensimycin, platencin or
analog thereof may precede or follow the additional agent
treatment by intervals ranging from minutes to weeks. In
embodiments where the additional agent is administered
separately to the patient, one would generally ensure that a
significant period of time did not expire between the time of
each delivery, such that the agent would still be able to exert
an advantageously combined effect on the cell. In such
instances, it is contemplated that one would contact the cell
with both modalities within about 12-24 hr of each other and,
more preferably, within about 6-12 hr of each other, with a
delay time of only about 12 hr being most preferred. In some
situations, it may be desirable to extend the time period for
treatment significantly, however, where several days (2, 3, 4,
5,60r7)toseveral weeks (1,2,3,4,5, 6,7 or 8) lapse between
the respective administrations.

It also is conceivable that more than one administration of
either platensimycin, platencin or analog thereof in combina-
tion with an additional therapeutic agent such as anticancer
agent will be desired. Various combinations may be
employed, where platensimycin, platencin or analog thereof
is “A” and the additional antibiotic agent is “B”, as exempli-
fied below:

A/B/A B/A/B B/B/A A/A/B B/A/A A/B/B B/B/B/A
B/B/A/B

A/n/B/B A/B/A/B A/B/B/A B/B/A/A B/A/B/A B/A/A/B
B/B/B/A

A/a/A/B B/A/A/A A/B/A/A A/A/B/A BA/B/B/B B/A/B/B
B/B/A/B

Classes of antibiotics that may be used in conjunction with
compounds of the present invention include, but are not lim-
ited to, macrolides (e.g., erythromycin), penicillins (e.g.,
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nafeillin), cephalosporins (e.g., cefazolin), carbepenems
(e.g., imipenem, aztreonam), other beta-lactam antibiotics,
beta-lactam inhibitors (e.g., sulbactam), oxalines (e.g., lin-
ezolid), ATP synthase inhibitors (e.g. diarylquinoline com-
pounds, R207910), aminoglycosides (e.g., gentamicin),
chloramphenicol, sulfonamides (e.g., sulfamethoxazole),
glycopeptides (e.g., vancomycin), quinolones (e.g., ciprof-
loxacin), tetracyclines (e.g., minocycline), fusidic acid, tri-
methoprim, metronidazole, clindamycin, mupirocin, poly-
enes (e.g., amphotericin B), rifamycins (e.g., rifampin), and
azoles (e.g., fluconazole).

Examples of specific antibiotics that may be used include,
but are not limited to, nafcillin, methicillin, oxacillin, clox-
acillin, dicloxacillin, ampicillin, amoxicillin, carbenicillin,
ticarcillin, mezlocillin, piperacillin, erythromycin, cefazolin,
imipenem, aztreonam, gentamicin, sulfamethoxazole, vanco-
mycin, ciprofloxacin, trimethoprim, rifampin, metronida-
zole, clindamycin, teicoplanin, mupirocin, azithromycin,
clarithromycin, ofloxacin, lomefloxacin, levofloxacin, grepa-
floxacin, norfloxacin, nalidixic acid, sparfloxacin, pefloxacin,
amifloxacin, enoxacin, fleroxacin, minocycline, linezolid,
temafloxacin, tosufloxacin, clinafloxacin, sulbactam, clavu-
lanic acid, amphotericin B, fluconazole, itraconazole, keto-
conazole, R207910 and nystatin.

V. EXAMPLES

The following examples are included to demonstrate pre-
ferred embodiments of the invention. It should be appreciated
by those of'skill in the art that the techniques disclosed in the
examples which follow represent techniques discovered by
the inventor to function well in the practice of the invention,
and thus can be considered to constitute preferred modes for
its practice. However, those of skill in the art should, in light
of'the present disclosure, appreciate that many changes can be
made in the specific embodiments which are disclosed and
still obtain a like or similar result without departing from the
spirit and scope of the invention.

Example 1

Production of Platensimycin and Platencin by S.
Platensis MA7327 and MA7339

Two S. platensis strains—MA7327 the original PTM pro-
ducer (Wang et al., 2006; Singh et al., 2006) and MA7339 the
original PTN producer (Wang et al., 2007; Jayasuriya et al.,
2007 )—were provided by Merck. PTM and PTN productions
from these strains under the reported conditions have been
re-established in the inventors’ lab with comparable yields
(i.e., ~1-4 mg/L. for PTM and ~1 mg/LL for PTN) (Wang et al.,
2006; Singh et al., 2006; Wang et al., 2007; Jayasuriya et al.,
2007). An HPLC method for PTM and PTN analysis has also
been developed. Recognizing the biosynthetic parallel
between PTM and PTN (see FIGS. 5A-D), the inventors were
interested in examining if the PTM producer could produce
PTN or vice versa by varying the fermentation conditions.
Remarkably, while the MA7339 strain produces PTN exclu-
sively under all conditions tested, the MA7327 strain pro-
duces PTM exclusively in the PTM medium as reported
(Wang et al., 2006; Singh et al., 2006), but produces both
PTM and PTN in almost 1:1 ratio in the PTN medium
reported for the MA7339 strain (Pearson, 2006; Barton,
2006). On the basis of these observations, the inventors now
propose that MA7339 is an exclusive PTN producer but
MA7327 is a PTM and PTN dual producer. They further
propose that the difference in metabolite profiles between the
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two strains result from the specificity and promiscuity of their
respective ent-kaurene synthases (FIGS. 6 A-D). The ent-kau-
rene synthases in the two strains represent a rare occasion of
evolution caught in action. Comparative characterization of
the ent-kaurene synthases from the two strains therefore pro-
vides an excellent opportunity to investigate how terpenoid
cyclases are evolved to dictate specific product outcome.

Biosynthetic Origin of PTM by Feeding Experiments with
Isotope-Labeled Precursors in S. platensis MA7327.

Inspection of the structures of PTM and PTN has led to the
proposal that the 3-amino-2,4-dihydroxybenzoate moiety is
most likely derived a C4 unit from Krebs cycle and a C3 unit
from glycolysis via 3,4-AHBA as a key intermediate (Gould
etal., 1996; Hu and Floss, 2004, Petricek et al., 2006; Suzuki
et al., 2006), while the ketolide moieties are of diterpene
origin via ent-copalyl diphosphate (ent-CPP) as a key inter-
mediate, diverging from which into PTM and PTN results
from product promiscuity of the ent-kaurene synthases
(Davis and Croteau, 2000; Hanson, 2005; Kuzuyama and
Seto, 2003; Dairi, 2005; Christianson, 2006; Tudzynski,
2005; Toyomasu et al., 2007; Xu et al., 2007a; Xu et al.,
2007b; Mohan et al., 1996; Xu et al., 2004; Wilderman et al.,
2004; Prisic etal., 2004; Hayashi et al., 2006; Xu et al., 2007¢;
Roy et al., 2007; Prisic et al., 2007). This has been now
supported by results from feeding experiments with isotope-
labeled precursors in S. platensis MA7327. A battery of pre-
cursors, including [1-°C]-, [2-'3C]-, [1,2-'3C,]acetate,
[2-13C]-, [3-13C]-, [2,3-13C,Jpyruvate, and [2-1*C]glycerol,
were efficiently and specifically incorporated into PTM. The
resultant labeling patterns unambiguously established the
biosynthetic origin of PTM (Herath et al., 2007). Close
examination of the labeling patterns of the ketolide moiety of
PTM from *3*C-labeled pyruvate and glycerol also revealed
that IPP and DMAPP for PTM are biosynthesized via the
MEP pathway in S. platensis MA7327.

Strategies to Clone the PTM/PTN Biosynthetic Gene Clus-
ter from S. platensis MA7327.

There are few general strategies available to clone terpe-
noid biosynthetic gene clusters from actinomycetes or other
organisms (Davis and Croteau; 2000; Kuzuyama and Seto,
2003; Dairi, 2005). Recognizing that the biosynthesis of the
3-amino-2,4-dihydroxybenzoate moiety of PTM is unique,
invoking a novel pathway, the inventors decided to develop a
PCR strategy to clone genes encoding enzymes that catalyze
key steps of this pathway. Since the function of GriH in
catalyzing the formation of 3-amino-4-hydroxybenzoic acid
from the metabolites of Kreb cycle and glycolysis was firmly
established in grixazone biosynthesis (Suzuki et al., 2006),
the inventors reasoned that grih could serve as a specific probe
for this pathway. Blast search of GriH (accession no.
BAF36650) against the public protein database resulted in a
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few homologs, but none of them with an established function,
a finding that is consistent with the functional assignment of
GriH as an unprecedented 3-amino-4-hydroxybenzoic acid
synthase. However, the inventors were interested in two
homologs from the Frankia sp Ccl3 genome, Francci3_ 4026
(accession no. YP_ 483283 annotated as a DHNA-like aldo-
lase) and Francci3_ 2069 (accession no. YP_ 48117 anno-
tated as a hypothetic protein), which showed high sequence
homology to GriH. They selected two conserved regions
(TKIPLEI and PINEFC) of GriH to design degenerate prim-
ers, taking into consideration of the high GC codon bias of
actinomycetes, and developed a PCR strategy to clone a gene
for this specific step, thereby accessing the 3-amino-4-hy-
droxybenzoic acid biosynthetic pathway. A distinct product
with the expected size of 750 bp was readily amplified from S.
platensis MA7327. DNA sequencing of a random pool of the
PCR products yielded a single product, the deduced gene
product of which showed 83% identity/89% similarity to
GriH. These findings demonstrated the high specificity of the
PCR primers and the effectiveness of this strategy in cloning
an essential gene encoding 3-amino-4-hydroxybenzoic acid
biosynthesis. This strategy therefore should be applicable to
clone biosynthetic gene clusters of other 3-amino-4-hydroxy-
benzoate-derived natural products.

Using the PCR amplified grih homolog as a probe, the
inventors localized a 70-kb DNA region, covered by four
overlapping cosmids, from S. platensis MA7327 that harbors
the PTM/PTN biosynthetic gene cluster (FIG. 3A) (Manal-
lack et al., 2008). They have sequenced 40-kb of this locus,
revealing 36 open reading frames (ORFs) (FIG. 3B). Pending
experimental confirmation, the boundaries of the PTM/PTN
gene cluster have been assigned to be at ORF7 (upstream) and
ORF35 (downstream), respectively, on the basis of bioinfor-
matics analysis. Among the genes within the PTM/PTN clus-
ter are: (i) three ORFs (orf27, orf28, orf29) encoding
3-amino-2,4-dihydroxybenzoic acid biosynthesis, (ii) three
ORF's (orf24, orf25, orf26) encoding IPP and DMAPP bio-
synthesis by the MEP pathway and three ORF's (orf16, orf19,
orf23) encoding ent-kaurene and ent-atiserene biosynthesis
from the isoprene precursors en route to the ketolide moieties
of PTM and PTN, (iii) six ORFs (orf15, orf17, orfl8, orf20,
orf22, orf33) encoding the conversion of nascent diterpene
intermediates into the ultimate ketolide structures found in
PTM and PTN, (iv) two ORFs (orfl1, orf30) encoding acti-
vation and final coupling of the aminobenzoate and ketolide
moieties into PTM and PTM, (v) three ORFs (orf9, orf21,
orf34) encoding pathway-specific regulators, (vi) three ORFs
(orfl4, orf31, orf32) encoding resistance, and (vii) four addi-
tional ORFs (orf8, orfl0, orfl2, orfl3) encoding other
enzyme functions whose role in PTM and PTN biosynthesis
cannot be assigned on the basis of bioinformatics (Table 1).

TABLE 1

Deduced functions of ORFs in the PTM/PTN biosynthetic gene cluster from S. platensis MA7327

No. Amino Homology
Gene Acids Protein homolog (% identity/% similarity) Proposed function
orfl-orf5 ORFs beyond the upstream boundary
orf6 254 Ditl (AAD21071) 40/53 Short chain dehydrogenase
orf7 434 PaaK (P76085) 29/45 Ligase
orf® 263 RHA1_rol0300 (YP_708647) 33/47 Unknown
orfo 141 FRAAL2637 (CAJ61283) 53/69 Regulatory (DNA binding protein)
orfl0 386 PhIC (AAB48108) 25/41 Unknown
orfll 486 Fes (CAC18323) 33/44 Long-chain fatty acid CoA ligase
orfl2 356 BarH (AAN32982) 32/48 Hydrolase
orfl3 286 UfaA2 (NP_827047) 55/69 Dehydratase
orfl4 311 Neut__1128 (YP__747348) 26/42 Prenyltransferase (active sites mutated)
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TABLE 1-continued

32

Deduced functions of ORFs in the PTM/PTN biosynthetic gene cluster from S. platensis MA7327

No. Amino Homology
Gene Acids Protein homolog (% identity/% similarity) Proposed function
orfl5 440 HetG (AAY42339) 30/50 P-450 oxygenase
orfl6 533 ent-Cdps (BAD86797) 45/58 ent-Copalyl synthase
orfl7 285 SAMLO0622 (CAJR9608) 32/44 Dioxygenase
orfl8 380 Orf34 (ABO15870) 49/67 Long-chain acyl CoA dehydrogenase
orf19 309 KSB (Q39548) 25/48 ent-Kaurene synthase
orf20 430 Cyp230 (AAT45303) 53/65 P-450 oxygenase
orf21 355 MVA__ 2666 (YP__881857) 33/45 Regulatory (hypothetic kinase)
orf22 389 TbIC (AAO63153) 27/43 Dioxygenase
orf23 348 Ggdps (BDA07816) 66/77 Geranylgeranyl diphosphate synthase
orf24 363 LytB (AAC78334) 51/66 HMBDP reductase (MEP pathway)
orf25 385 PlaT5 (ABB69755) 85/92 HMBDP synthase (MEP pathway)
orf26 587 PlaT6 (ABB69756) 62/71 DXP synthase (MEP pathway)
orf27 277 Gril (BAF36651) 64/78 DHNA-like aldolase
orf28 368 GriH (BAF36650) 76/87 3-amino-4-hydroxybenzoic acid synthase
orf29 396 MhbM (AAW63416) 32/49 Flavin-dependent benzoate hydroxylase
orf30 291 TubG (CAF05656) 34/44 Amide synthase (N-acety! transferase)
orf31 474 PhlA (AAY86548) 28/41 B-Ketoacyl-ACP synthase
orf32 414 AcaB (CAA59498) 34/51 Acetyl CoA acetyltransferase
orf33 301 ORF27 (BAD66689) 47/62 Oxidoreductase
orf34 238 Francci3__ 2979 (ABD12336) 50/61 Transcriptional repressor
orf35-orf36 ORFs beyond the downstream boundary

25

Development of a Genetic System for S. platensis MA7237
and Confirmation of the Cloned Locus Encoding PTM and
PTN Biosynthesis.

The inventors have developed an efficient genetic system
for in vivo manipulation of PTM/PTN biosynthesis in S.
platensis MAT327 via E. coli-S. platensis conjugation. S.
platensis MA7327 grows optimally between 28° C. and 30°
C., is highly sensitive to apramycin (Apr), erythromycin
(Em), kanamycin (Kan), and thiostrepton (Thi) with com-
plete inhibition of growth at 25 pg/ml, 10 pg/mL, 25 ng/ml.,,
and 10 pg/ml., respectively, and is resistant to trimethoprim
and nalidixic acid with no growth inhibition observed at 100
ng/mL. Although S. platensis protoplasts can be readily pre-
pared and regenerated with high frequency, introduction of
either replicative or integrative plasmid into S. platensis via
protoplast-mediated transformation has not been successful
(Kieser et al., 2000). Conjugation between E. coli ET12567
(pUZ8002) (Kieser et al., 2000) and S. platensis MA7237
occurred with high frequency on modified ISP-4 agar freshly
supplemented with 10 mM MgCl, (Liu and Shen, 2000). The
exconjugant frequencies for interactive plasmids such as
pSET152 (Bierman et al., 1992) were approximately 10~ to
107, Taking advantage of homologous recombination to
introduce gene replacement mutations into S. platensis chro-
mosome, the inventors have also demonstrated the overall
frequencies of exconjugation and homologous recombination
for nonreplicating plasmids such as pOJ260 with S. platensis
MA7327 insert were on the order of 10~ to 1075,

To demonstrate the feasibility of manipulating PTM bio-
synthesis in S. platensis MA7327 in vivo using the estab-
lished conjugation protocol, the inventors inactivated the
orf28 by a gene replacement strategy as depicted in FIGS.
4A-D. To inactivate orf28, it was first replaced by an aac(3)IV
resistance cassette (Apr®) via gene replacement by the REDI-
RECT method (Gust et al., 2003). The Aorf28::aac(3)IV
mutant was then isolated in S. platensis MA7327 by allelic
exchange via homologous recombination, selected for the
Amp® and Apr® phenotype (FIG. 4A). The genotype of the
mutant strain was confirmed by Southern analysis. While the
wild-type strain showed a distinct band at 1.5 kb, this frag-
ment was shifted to 3.5 kb in the mutant strain (FIG. 4B), as
would be expected when replacing orf28 with the Aorf28::
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aac(3)IV allele by a double-crossover homologous recombi-
nation event (FIG. 4A). The Aorf28 mutant strain was fer-
mentated under conditions optimized for PTM and PTN
production. Since orf28 encodes the 3-amino-4-hydroxyben-
zoate synthase, an essential enzyme for the biosynthesis of
the 3-amino-2,4-dihydroxybenzoate moiety of PTM and
PTN, the inventors predicted that inactivation of orf28 should
completely abolish PTM and PTN production. HPL.C analy-
sis of the fermentations of Aorf28 mutant indeed showed
complete abolishment of (i) PTM under the conditions opti-
mized for PTM production and (ii) both PTM and PTN under
the conditions optimized for PTM and PTN production,
respectively (FIG. 4C).

Remarkably, the Aorf28 mutant accumulated three distinct
products, MJS1, MJS2, and MJS3 (FIG. 4D). While MJS1
and MJS2 were produced in almost a 1:1 ratio and MIS3 was
not detected (FIG. 4C, panel IV), under the conditions opti-
mized for PTM production, MJS2 was the predominant prod-
uct with both MJS1 and MJS3 produced in low abundance,
under the conditions optimized for PTN production (FIG. 4C,
panel V). MIS1, MIS2 and MJS3 have now all been isolated
and their structures elucidated on the basis of extensive 1D
and 2D (COSY, TOCSY, HMQC, and gHMBC) 'H, >C
NMR and APCI-MS analysis. MJS2 is the ketolide moiety of
PTM produced as a free acid. MJS1 has the same structure as
MIS2 except for an extra hydroxyl group at C-14, most likely
resulting from overoxidation of MIS2 by an adventitious
oxygenase; MJS1 is therefore a likely shunt metabolite. MJS3
is the ketolide moiety of PTN produced as a free acid. The
structures of MJS1, MJS2, and MJS3 are exactly what would
be expected from a mutant strain of the S. platensis MA7327
PTM/PTN dual producer, such as Aorf28, whose biosynthetic
pathway to the 3-amino-2.4-benzoate moiety has been
blocked (FIG. 5D). Isolation of these compounds also sug-
gests a convergent strategy for PTM and PTN biosynthesis
with the coupling of the fully modified ketolide and 3-amino-
2,4-dihydroxybenzoate moieties most likely as the final step.
This was further supported by fermenting the Aorf28 mutant
strain in the medium optimized for PTM production supple-
mented with exogenously added 3,4-AHBA. PTM produc-
tion was indeed restored with concomitant consumption of
MIS2; no apparent difference was observed for MJS1, sug-
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gesting MJS1, as a shunt metabolite, may not be a good
substrate for the final coupling enzyme (FIG. 4C).

The significance of these experiments is multifaceted. It
demonstrates the feasibility to manipulate PTM and PTN
biosynthesis in S. platensis MA7327 in vivo, thereby permit-
ting us to apply all in vivo recombinant DNA technologies
available to characterize PTM and PTN biosynthesis and to
engineer the PTM and PTN biosynthetic machinery for novel
analogs. It establishes unambiguously that the inventors have
cloned the PTM/PTN biosynthetic gene cluster and PTM/
PTN production in S. platensis MA7327 is controlled by the
same biosynthetic machinery. It opens up numerous possi-
bilities to generate PTM and PTN analogs by either precur-
sor-directed biosynthesis—the chemical complementation of
PTM production in the Aorf28 mutant by 3,4-AHBA serves as
a proof of principle for this strategy—or combination of
organic synthesis and biosynthesis—such as chemically cou-
pling MJS1, MJS2, and MJS3 with a battery of aminoben-
zoates. It is also not difficult to envisage applying the same
strategies to clone, characterize, and manipulate the PTN
biosynthetic machinery from S. platensis MA7339 for com-
parative studies. Overlap between studying PTM and PTN
biosynthesis in MA7237 and PTN biosynthesis in MA7339
will be judiciously kept at minimum.

As discussed, the inventors have already isolated the PTM
and PTN ketolide acids (i.e., MJS2 and MJS3). Both ketolide
acids can also be prepared from hydrolysis of PTM and PTN,
respectively. Additional ketolide acids from mutant strains
can be produced, as exemplified by MIS1, MJS2, and MJS3
from the Aorf28 mutant (FIG. 12A). A set of substituted
3-aminobenzoates, all commercially available, have been
selected, featuring various HO- or F-substitution at 2-, 4-; or
6-positions (FIG. 12B). To prepare PTM and PTN analogs by
the precursor-directed biosynthesis strategy, the 3-aminoben-
zoates will be fed to mutant strains whose biosynthesis of
3-amino-2.4-dihydroxybenzoic acid has been deleted. Incor-
poration of the exogenously added 3-aminobenzoates by the
rest of the PTM or PTN biosynthetic machinery will lead to
the production of novel analogs. Complementary to precur-
sor-directed biosynthesis, the inventors can prepare the ana-
logs by direct coupling of the ketolide acids with selected
3-aminobenzoates using standard synthetic methods. A fully
protected variant of 3-amino-2,4-dihydroxybenzoic acid has
been efficiently coupled with the PTM ketolide acid followed
by a mild deprotection step to afford PTM in an excellent
overall yield of 90% (FIG. 12C). The inventors will follow the
same procedure to couple the various ketolide acids and the
selected 3-aminobenzoates, protected in the form of MOM
ether and methyl ester if necessary, for the synthesis of a
focused, PTM and PTN scaffold-based library.

Complementary to analogs that keep the relative geometry
of the 3-aminobenzoate, the PTM and PTN ketolides, and the
propionamide (FIGS. 12A-B), the inventors will attempt to
make analogs that deviate much further from the PTM and
PTN scaffolds. They recognize that the substrate specificity
of Orf11 and Orf30 could be a limiting factor for the precur-
sor-directed approach due to the significant structural devia-
tion of the selected precursors from the natural substrates.
Therefore, they will apply the organic synthesis strategy. For
the ketolide moiety, they will include not only PTM and PTN
ketolide acids shown in FIG. 12A, but also metabolites, other
than those derived from ent-kaurene and ent-atiserene result-
ing from engineering of the Orf19 enzymes. For instance, it is
known that Orf19 homologs from higher organisms convert
ent-CPP to a myriad of diterpenoid scaffolds. Such diterpe-
noids represent excellent candidates for coupling to 3-ami-
nobenzoates, presumably but not necessarily, closely related
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to the aminobenzoate endogenous to PTM and PTN. For the
aminobenzoate moiety, they will include not only the 3-ami-
nobenzoates shown in FIG. 12B but also 2- or 4-aminoben-
zoates (all commercially available) (FIG. 12D). Again, they
have biased priority of aminobenzoate candidates to F, Br,
and I substituted phenyl systems due to their unique proper-
ties in proven drugs. Combinatorial coupling between the
ketolide acids and the aminobenzoates, should afford another
library of PTM and PTN analogs with expanded structural
diversity.

Proposed Pathway for PTM and PTN Biosynthesis in S.
platensis MA7237 and MA7339.

On the basis of the PTM and PTN structures, previous
knowledge of 3-aminobenzoate-containing natural product
biosynthesis, as well as, terpenoid biosynthesis in general,
and the deduced functions of genes identified within the
PTM/PTN cluster in S. platensis MA7237, the inventor can
now propose a pathway to account for both PTM and PTN
biosynthesis in great details (FIGS. 6 A-D).

The inventors have identified three ORFs for the biosyn-
thesis of the 3-amino-2,4-dihydroxybenzoate moiety of
PTM. Orf27 and Orf28 catalyze the formation of 3,4-AHBA
from a C4 unit of Krebs cycle and a C3 unit of glycolysis as
has been predicted previously, and the inventors also favor
aspartate semialdehyde (ASA) and dihydroxyacetone phos-
phate (DHAP) as the two metabolites from Krebs cycle and
glycolysis, respectively (Gould et al., 1996; Hu and Floss,
2004; Petricek et al., 2006; Suzuki et al., 2006). Orf29, a
member of the salicylic acid hydroxylase family (Zhao et al.,
2005), then regiospecifically hydroxylates the C-2 position of
3,4-AHBA to afford 3-amino-4,5-dihydroxybenzoic acid for
both PTM and PTN biosynthesis (FIG. 6A).

Both the MV and MEP pathways are known for secondary
metabolite biosynthesis in Streptomyces (Kuzuyama and
Seto, 2003; Dairi, 2005; Kawasaki et al., 2003). S. platensis
MA7237 apparently employs the MEP pathway for PTM and
PTN biosynthesis, as evidenced by the identification of
Orf24, Orf25, Orf26—three of the seven enzymes known for
IPP and DMAPP biosynthesis via the MEP pathway—within
the PTM/PTN cluster (FIG. 6B). It is quite common for genes
encoding the MEP pathway to be scattered throughout the
microbial genome since this pathway is considered as pri-
mary metabolism, supplying the IPP and DMAPP precursors
for all metabolic needs (Kuzuyama and Seto, 2003; Dairi,
2005; Kawasaki et al., 2003). The biosynthesis of the ketolide
moieties of PTM and PTN starts with Orf23, which is pre-
dicted to be a geranylgeranyl diphosphate (GGDP) synthase
and catalyzes the synthesis of GGDP from IPP and DMAPP.
Homologs of Orf23 have been identified from several other
terpenoid pathways in Streptomyces (Kuzuyama and Seto,
2003; Durr et al., 2006; Kawasaki et al., 2006). Orf16, an
ent-CPP synthase characterized with the DXDD motif for the
class II terpenoid synthases, catalyzes the formation of ent-
CPP. Similar enzymes are also known in Strepromyces (Hor-
nung et al., 2007). Orf19 is an ent-kaurene synthase, charac-
terized with the DDXXD motif for the class I terpenoid
synthases (Davis and Croteau, 2000; Kuzuyama and Seto,
2003; Dairi, 2005; Kawasaki et al., 2003; Tudzynski et al.,
2005; Toyomasu et al., 2007; Xu et al., 2007a; Prisic et al.,
2007), and, to the inventors’ knowledge, Orf19 represents the
first ent-kaurene synthase identified from bacteria. They pro-
pose Orf19 catalyzes the regiospecific cyclization of ent-CPP
to afford a carbocation, which undergoes either a direct 1,3-
carbon shift followed by deprotonation to yield ent-kaurene
enroute to PTM (FIG. 6C, path a) or a sequential 1,3-hydride
shift and 1,3-carbon shift followed by a similar deprotonation
step to yield ent-atiserene (FIG. 6C, path b/c). Catalytic speci-
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ficity and product promiscuity for ent-kaurene synthase from
higher organisms have been noted previously but little is
known about their mechanism (Tudzynski et al., 2005; Xu et
al., 2007a; Xu et al., 2007b). The inventors propose that it is
the product promiscuity of Orf19 in S. platensis MA7327 and
its homolog in S. platensis MA7339 that determine MA7327
as a PTM/PTN dual producer, but MA7339 as an exclusive
PTN producer. The two ent-kaurene synthases from MA7327
and MA7339 represent a rare occasion of enzyme evolution
caught in action. Comparative studies of these enzymes there-
fore provide an outstanding opportunity to investigate the
molecular mechanism of how ent-kaurene synthase control
and dictate product outcome.

While the bioinformatics data alone may fall short of pre-
dicting the precise timing of conversion of ent-kaurene to
PTM and ent-atiserene to PTN, isolation and structural elu-
cidation of MJS2 and establishment of its intermediacy in
PTM biosynthesis, as well as, the isolation of MJS3 provide
strong circumstantial evidence supporting a convergent
model for PTM and PTN biosynthesis, with ketolide acids
(i.e., MIS2 and MJS3) as the penultimate intermediates.
There are six ORFs—Orf15, Orfl7, Orf18, Orf20, Orf22,
Orf33—predicted to be oxidoreductases, and they serve as
logical candidates for these steps (FI1G. 6D).

The six oxidoreductases could be further divided into two
groups. Group I enzymes display relaxed substrate specificity
and can oxidatively process both ent-kaurene and ent-atiser-
ene to furnish the cyclohexenone moiety with the propionic
acid side chain common to both PTM and PTN. Group II
enzymes are specific only to ent-kaurene-derived intermedi-
ates en route to PTM. Hydroxylation at C-10 followed by ring
closure with C-15 affords the characteristic ether linkage
found in PTM. In contrast, the corresponding ent-atiserene-
derived intermediates presumably are poor substrates for
these enzymes. Direct coupling of the ent-atiserene-derived
acid intermediate (i.e, MJG3) without further modification at
its exocyclic double bond with the aminobenzoate moiety
would afford PTN (FIG. 6D). Comparative studies of these
enzymes in S. platensis MA7237 and MA 7339 will allow
differentiation of their roles in PTM and PTN biosynthesis.
The group Il enzymes should be absent or dysfunctional in the
PTN cluster from S. platensis MA7339 since it is an exclusive
PTN producer.

Finally, Orfl1 activates both the PTM and PTN ketolide
acids as CoA esters, setting the stage for the final coupling
with the aminobenzoic acid moiety. Orf30 catalyzes the final
coupling reactions, completing the biosynthesis of PTM and
PTN (FIG. 6D). CoA ligases similar to Orfl1 and amide
synthases similar to Orf30 are known for natural product
biosynthesis in Streptomyces (August et al., 1998; Floss and
Yu, 1999; Du et al., 2000, Kwon et al. 2002; Cooke et al.,
2007, Steffensky et al., 2000a; Steffensky et al., 2000b; Wang
etal.,2000; Pojer etal., 2002; Galm et al., 2002). The fact that
Orfl1 activates both the PTM and PTN ketolide acids and
Orf30 catalyzes amide bond formation for both PTM and
PTN indicates intrinisic substrate promiscuity of these
enzymes, a property that could be further exploited for PTM
and PTN analog production by the directed-biosynthesis
method (Eustaquio et al., 2005; Eustaquio et al., 2003; Xu et
al., 2004; Li and Heide, 2005; Anderle et al., 2007).

Regulation of PTM and PTN Biosynthesis in S. platensis
MA7327.

Three ORFs—Orf34, Orf21, and Orf9—are predicted to
play regulatory roles in PTM and PTN production. Orf34 is
homologous to members of the GntR family of transcrip-
tional regulators. More than 1,300 members of the GntR
family are known, and they share a common helix-turn-helix
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motif for binding DNA (Hillerich and Westpheling, 2006).
GntR members characterized so far appear to behave as tran-
scriptional repressors. The inventors propose that Orf34 acts
similarly as anegative regulator for the PTM/PTN pathway in
MA7237. Inactivation of orf34 should therefore afford a
recombinant strain with an improved PTM and PTN titer. The
second gene product predicted to be involved in regulation of
PTM production is Orf21, which contains conserved domains
indicative of kinase activity. Lastly, orf9 encodes a putative
DNA binding protein. Both Orf21 and Orf9 could have posi-
tive regulatory effects on the PTM/PTN pathway, and over-
expression of these genes may improve PTM and PTN pro-
duction in S. platensis MA7327 (Hopwood, 1999; Demain
and Vaishnav, 2004; Bibb, 2005; Takano, 2006; Cundliffe,
2006).

Mechanisms of PTM and PTN Resistance in S. platensis
MA7327.

Bioinformatics analysis of the genes within the cloned
PTM/PTN cluster has been remarkably informative in help-
ing us formulate mechanistic hypothesis of self-resistance to
PTM and PTN in S. platensis MA7327. While the inventors
cannot predict a priori if the fatty acid synthase complex in S.
platensis MAT327 or MA7339 has acquired mutations to
provide PTM and PTN resistance, they have identified three
ORFs—Orf31, Orf32, and Orfl4—within the PTM/PTN
cluster that serve as potential candidates to confer PTM and
PTN resistance in three independent mechanisms. Orf31
shows significant homology to members ofthe FabB/F family
of p-ketoacyl-ACP synthases (Campbell and Cronan, 2001).
The inventors propose that Orf31 is a variant of FabF that is
resistant to the inhibitory effect of PTM and PTN. During the
early vegetative growth of S. platensis MA7327, fatty acid
biosynthesis, as in all bacteria, is controlled by the type II
fatty acid synthase, including the essential FabB, FabF, and
FabH subunits. As growth slows and enters the stationary
phase, the PTM and PTN biosynthetic machinery starts to
produce PTM and PTN with the concomitant expression of
orf3l. Orf31, produced on demand, will then take over the
role of FabB/F when PTM and PTN production is in full
force. Thus, Orf31, in supporting fatty acid biosynthesis,
ensures self-resistance to PTM and PTN in S. platensis
MA7237.

Orf32 belongs to the family of acetyl CoA acetyltrans-
ferases, and this family of enzymes catalyzes the condensa-
tion of two molecules of acetyl CoA to form acetoacetyl CoA
(El-Mansi et al., 2006). Strikingly, this is functionally equiva-
lent to FabH, the target of PTN, which catalyzes the conden-
sation between acetyl CoA and malonyl-ACP to afford aceta-
cetyl-ACP to initiate fatty acid biosynthesis (Campbell and
Cronan, 2001). One could then imagine that Orf32, in fact, is
avariant of a condensing enzyme that has acquired the ability
to synthesize acetoacetyl-ACP in mechanistic analogy to
FabH. Since there is little sequence homology between Orf32
and FabH, Orf32 will not be sensitive to PTN inhibition. As a
result, Orf32 will take over the role of FabH for fatty acid
biosynthesis when S. platensis MA7327 starts to produce
PTN, thereby conferring self-resistance to PTN. It would be
decisive and rewarding to compare and contrast the resistance
mechanisms between the S. platensis MA7327 and MA7339
strains, given the fact that MA7327 is a PTM/PTN dual pro-
ducer whereas MA7339 is an exclusive PTN producer.

In contrast to Orf31 and Orf32, both of which likely pro-
vide self-resistance to PTM and PTN in S. platensis MA7327
via the strategy of the target replacement (Cundliffe, 1989;
Cundliffe, 1992), Orf14 could potentially provide PTM and
PTN self-resistance by drug sequestration. Orf14 shows sig-
nificant homology to members of the prenyltransferase fam-
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ily of enzymes, such as GGDP synthase, and these enzymes
catalyze the condensation of isoprene units to make terpe-
noids (Davis and Croteau, 2000; Kuzuyama and Seto, 2003;
Dairi, 2005; Christianson, 2006). However, Orf14 cannot be
functional as a prenyltransferase since it lacks the character-
istic active site residues. Should Orf14 retain and evolve its
affinity towards the ancestral terpenoid substrates into spe-
cific binding to PTM and PTN, Orf14 could then sequester
PTM and PTN from the S. platensis MA7327 fermentation,
thereby conferring self-resistance to PTM and PTN. Pending
experimental confirmation, it is remarkable to identify three
potential mechanisms for PTM and PTN resistance on the
basis of bioinformatics analysis of the PTM and PTN gene
cluster from S. platensis MA7327 alone, underscoring once
again the power of microbial genomics in advancing studies
of'secondary metabolism (Khosla and Keasling, 2003; Clardy
and Walsh, 2005; Walsh, 2004; Weissman and Leadlay, 2005;
Baltz, 2006a; Kohen and Carter, 2005; Galm and Shen, 2006;
Van Lanen and Shen, 2006; Baltz, 2006b; Floss, 2006). It is
common for antibiotic producers to evolve multiple resis-
tance mechanisms to ensure self-protections (Cundliffe,
1989; Cundliffe, 1992; D’Costa et al., 2006).

Taken together, these preliminary studies: (i) confirm that
the PTM/PTN biosynthetic gene cluster has been cloned and
sequenced from S. platensis MA7327 and application of the
same strategy ensures the access to the PTN biosynthetic gene
cluster from S. platensis MA7339, (ii) establish a unified
pathway for PTM and PTN production featuring novel chem-
istry and enzymology for 3-amino-2,4-dihydroxybenzoic
acid biosynthesis, the first ent-kaurene synthase of bacterial
origin, as well as numerous novel enzymes to account for the
formation of the unprecedented ketolide scallfords found in
PTM and PTN, (iii) enable the inventors to formulate ever
firmer hypotheses, on which the current application is based,
extending into the mechanisms for PTM and PTN biosynthe-
sis, regulation, and self-resistance, and (iv) demonstrate the
feasibility of carrying out the proposed studies on PTM and
PTN biosynthesis and resistance and on engineering the PTM
and PTN biosynthetic machinery for titer improvement and
analog generation with the ultimate goal of developing PTM
and PTN into a new class of clinically useful antibacterial
drugs.

Engineered S. platensis SB12001 and SB12002 Strains
Overproducing PTM and PTN.

The inventors have predicted that Orf34 is a member of the
GntR family of transcriptional repressors and inactivation of
orf34 in the wild-type MA7327 strain should afford recom-
binant strains with improved PTM and PTN titers. Two S.
platensis recombinant strains, SB12001 and SB12002,
whose orf34 has been inactivated by a gene replacement with
the aac(3)IV apramycin resistance cassette, have been iso-
lated and their genotype confirmed by Southern analysis.
HPLC analysis confirmed dramatic improvement of both
PTM and PTN titers by these strains. Surprisingly, the two
overproducing strains were found to have distinct pheno-
types, with SB12002 routinely producing more PTM and
SB12001 routinely favoring PTN production (FIG. 5B). As
the targeted orf34 replacement in these strains has been
shown to be identical by Southern analysis, this titer differ-
ence can best be explained by a fortuitous genetic variation
introduced during the isolation of these mutant strains. Under
the optimized production conditions, SB12002 produces
PTM with a yield of 330+£40 mg/I. and SB12001 produces
PTN with a yield of 230+50 mg/L, respectively. These titers
represent up to 165-fold improvement of PTM production
and 230-fold improvement of PTN production over the titers
reported initially by Merck from the wild-type S. platensis

20

25

30

35

40

45

50

55

60

65

38
MA7327 strain (FIG. 6B). Merck recently also reported PTM
titer of 52 mg/L. with the wild-type MA7327 strain in a fer-
mentation tank with an improved medium (Nicolaou et al.,
2008). Application of the newly developed fermentation pro-
cess to the engineered PTM or PTN overproducer concervi-
ably will further improve PTM or PTN titers.

In conclusion, the inventors have solved the problem of
limited supply of PTM and PTN by fermentation, and the
engineered PTM and PTN overproducers will greatly facili-
tate the effort to generate PTM and PTN analogs by combi-
natorial biosynthesis methods.

Investigation of PTM and PTN-Self Resistance-Mecha-
nism.

Having large quantity (multiple grams) of PTM and PTN in
hand from the overproducers, the inventors systematically
examined the sensitivity of a battery of Streptomyces towards
PTM or PTN. Remarkably, they have identified strains that
are sensitive to both PTM and PTN, as exemplified by Strep-
tomyces avermitilis, or PTN but not PTM, as exemplified by
Streptomyces albus 11074 (FIG. 6C). The differential sensi-
tivity of the organisms tested towards PTM and PTN is con-
sistent with the established mode of action for PTM and PTN
(i.e., PTM as a FabB/F inhibitor while PTN as a FabB/F and
FabH dual inhibitor)—targeting two essential proteins should
lead to lower resistance potential than targeting only one. The
inventors have predicted Orf31 (a homolog of FabB/F) and
Orf32 (a homolog of FabH) within the cloned PTM/PTN
cluster to confer PTM and PTN resistance to S. platensis MA
7327. The inventors can now test these hypotheses directly by
cloning orf31, orf32, or both into S. avermitilis and S. albus to
investigate their resistance to PTM, PTN or both. These
results now set the outstanding stage to investigate PTM and
PTN resistance mechanism and to understand PTM and PTN
resistance within the producers. His will allow the inventors
to predict, understand, and thereby combat future PTM and
PTN resistance in clinical settings.

In Vivo and In Vitro Characterization of the PTM and PTN
Biosynthetic Machinery.

Inaddition to the Aorf28 (FIGS. 4A-D) and Aorf34 mutants
(FIG. 6B), the inventors have now also isolated and confirmed
the genotype and phenotype of the following gene mutants:
(1) Aorf33, Aorf34, Aorf35, Aorf36 establishing the down-
stream boundary to be between orf34 and orf35; (ii) Aorf5,
Aort7, Aorfl 1 revealing the upstream boundary to be between
orf5 and orf6 (FIGS. 3A-B; Table 1); and (iii) Aorf20 abol-
ishing PTM production only but having no effect on PTN
production and supporting its assignment as a group II oxi-
doreductase (FIGS. 5A-D). Complementary to these in vivo
efforts, Orfl6 (ent-copalyl synthase), Orfl9 (ent-kaurene
synthase), and Orf29 (flavin-dependent benzoate hydroxy-
lase) (Table 1) have also been overproduced in E. coli. Taken
together, these results further demonstrate the feasibility of
the proposed studies, ensuring the successful completion of
functional characterization of the PTM and PTN biosynthetic
machinery by in vivo and in vitro methods.

Example 2
Materials and Methods

Antibiotic Production Conditions.

500 pl of dense cultures grown in R2YE (sucrose 103 g/L,
K,80, 0.25 g/, MgCl,.6H,O 10.12 g/L, dextrose 10 g/L,
Difco Casaminoacids 0.1 g/L, Difco yeast extract 5 g/, TES
5.73 g/1., adjust to pH7.0, autoclave, then add 6 ml of 1 M
NaOH, 10 ml 0f0.5% KH,PO,, 20 ml of 1 M CaCl,, 15 ml of
20% proline, and 2 ml of trace elements per liter of medium)
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were used to inoculate 50 ml ISM-3 seed medium (Difco
yeast extract 15 g/L, Difco malt extract 10 g/L, MgSO, 0.244
g/L, FeCl;.6H,0 0.3 g/L, dextrose 20 g/L., pH 7.0) in 250 ml
baftled flasks. Seed cultures were grown at 28° C., 250 rpm in
incubated shakers for 48 hours. 500 pul seed culture was used
to inoculate 50 ml production medium (SLY: Stadex 60K
dextrin 40 g/L, lactose 40 g/I, Difco yeast extract 5 g/L,
pH7.0; SLYM: SLY with MOPS sodium salt 20 g/L. pH 7.3;
PCNM: yeast extract 6 g/, malt extract 15 g/1, dextrose 6 g/L,
MOPS sodium salt 20 g/I, pH 7.4, autoclave then add 5 ml
trace elements) in 250 ml flasks supplemented with 1.5 g
Amberlite XAD-16 resin. Production cultures were incu-
bated for 8 days at 28° C., 250 rpm prior to harvest.

Titer Determination.

Harvested resin and mycelia fragments from 50 ml cultures
were separated from broth by centrifugation and washed
three times with dH, O, Next, the resin was extracted with 4x6
ml acetone to recover >99% of PMN/PCN (data not shown).
Acetone was removed under reduced pressure and crude
extract was resuspended in methanol prior to analysis on a
Waters 510 HPLC system with photodiode array detector
(Waters, Milford, Mass.) using an Apollo C, ¢ column (5 pm,
4.6x250 mm, Grace Davison Discovery Sciences, Deerfield,
111.) and a 20 minute solvent gradient (1 ml/min) from 15%
acetonitrile in H,O, 0.1% formic acid to 90% acetonitrile in
H,0, 0.1% formic acid. Peak area at 240 nm was used to
quantify PMN and PCN based on standard calibration curves.

An Engineered Streptomyces platensis Overproducing
Antibiotics Platensimycin and Platencin.

The discovery of platensimycin (PMN) and platencin
(PCN) as an entirely new class of antibacterial antibiotics
with a mode of action not exploited by current drugs repre-
sents an important step in the fight against antibiotic resis-
tance (Wang et al., 2006; Wang et al., 2007). Both compounds
are potent and selective inhibitors of bacterial (type 1I) fatty
acid synthesis. PMN specifically targets the elongation 3-ke-
toacyl-ACP synthase (KAS), FabF (Wang et al., 2006), while
PCN has a dual mode of action, targeting both FabF and the
initiation KAS, FabH (Wang et al., 2007). Both natural prod-
ucts are effective against a broad spectrum of Gram-positive
pathogens, including methicillin-resistant Staphylococcus
aureus (MRSA) and vancomycin-resistant enterococci
(VRE) (Wang et al., 2007). Although PMN has been proven
effective in clearing S. aureus infection from a mouse model,
the high doses and suboptimal delivery system required high-
lights the need for further structure refinement prior to clini-
cal trials. Multiple total syntheses of both compounds as well
as numerous analogs underscore the excitement generated by
these compounds as leads for novel antiinfectives (Nicolaou
et al., 2008; Nicolaou et al., 2007a; Nicolaou et al., 2007b;
Nicolaou et al., 2007¢).

PMN was isolated with a yield of 2-4 mg/LL from S. plat-
ensis MA7327 (Singh et al., 2006), and PCN was isolated
from S. platensis MA7339 with ayield of 1 mg/LL (Jayasuriya
et al., 2007). Subsequent titer improvement in the producing
strain has led to a recent report of S. platensis MA7237
producing PMN with yields up to 56 mg/l. (Herath et al.,
2008). No such improvement of PCN titer has been reported
to date. Strains capable of producing higher yields of PMN,
PCN, or both will facilitate the development of these prom-
ising leads into clinical agents. Towards this end, the inven-
tors have developed a genetic system for the original produc-
ing strain, S. platensis MA7237, and exploited the regulatory
mechanism to engineer S. platensis strains capable of over-
producing both PMN and PCN in titers 0of 323 mg/IL and 255
mg/L, respectively.
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First, the inventors obtained S. platensis MA7237 and con-
firmed its ability to produce PMN at slightly above the
reported levels (10.1 mg/L)) in production medium SLY
(supplementary materials). They subsequently confirmed the
ability of this strain to produce both PMN and PCN in equal
amounts (~1 mg/I.) when grown in reported PCN production
conditions. This titer is on par with levels seen in the reported
PCN producer, MA7339 (Jayasuriya et al., 2007). While a
rigorous medium optimization was not performed, it was
found that the addition of Amberlite XAD16 resin to the
production cultures led to significant increases in titer as well
as a more efficient and environmentally conscious isolation
(Table 2). Thus, resin was included in all subsequent fermen-
tations.

TABLE 2
MA7237
without resin MA7237 SB12001 SB12002
PMN Titer (mg/L) per S. platensis strain
SLY 445 275 154 324
8.08 16.9 133 331
10.6 274 144 275
10.3 8.04 162 353
14.6 6.79 192 330
12.7 9.10
8.70
19.6
12.3
10.1 = 3.56 15.1 = 8.16 157 £22.4 323 =288
SLYM 0.172 1.33 69.6 209
0.342 042 71.0 137
0.252 1.20 75.0 221
4.52 1.71 70.1 249
64.7 195
38.7
44.3
132 =213 1.16 £0.542 619 =144 202 +41.5
PCNM 0.714 2.12 46.9 131
2.50 2.08 389 112
1.73
1.65 = 0.896 2.10 42.9 122
PCN Titer (mg/L) per S. platensis strain
SLY 0.118 2.50 288 64.2
0.235 247 223 42.1
0.285 2.00 244 47.5
0.137 1.90 234 42.1
3.63 285 42.5
58.3
61.8
51.9
0.194 + 0.0796 2.50 £ 0.687  255+29.9 513 £9.16
SLYM 0.187 0.777 234 554
0.127 0.260 272 54.2
0.559 0.600 213 50.4
0.801 246 65.0
1.34 245 50.0
39.0
0.291 + 0.234 0.756 + 0392 242 +21.4  55.7 = 5.66
PCNM 0.742 0.850 101 27.5
1.68 0.658 143 303
1.16
1.19 = .470 0.754 122 28.9

PMN/PCN production by wild-type and engineered strains in various media. Titers (mg/L)
for S. platensis MA7237, SB12001, and SB12002 are reported in three media: SLY, PCNM
(reported platencin production medium) and SLYM (buffered production medium). Aver-
ages are shown in bold face and standard deviation is included for data points with three or
more independent trials. The largest yields PCN and PMN are obtained in SLY medium and
buffering the medium serves to increase the ratio of PCN:PMN at the expense of total titer.
Although PCNM was the best medium for PCN production in the wildtype strain, the
engineered strains produced more in SLY.

Having confirmed production of both compounds, the
inventors next set out to identify the locus of the biosynthetic

gene cluster(s) responsible for producing these compounds.
A PCR-based approach was used with primers designed to
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amplify a fragment of the gene 3-amino-4-hydroxybenzoic
acid synthase, thought to be involved in the biosynthesis of
the 3-amino-2,4-dihydroxybenzoic acid moiety of PMN/
PCN (Herath et al., 2007). Using total S. platensis MA7237
DNA as a template, only a single DNA fragment was ampli-
fied. This suggests that PMN and PCN share at least a portion
of their biosynthetic machinery. Although a complete
sequencing and analysis of the surrounding gene cluster is
underway, preliminary sequencing revealed orf34 (Genbank
Accession # EU805802), a putative transcriptional repressor,
in the cloned locus. ORF34 shows sequence similarity to the
GntR family of transcriptional regulators (SI 2), leading the
inventors to postulate that it may be involved in the regulation
of PMN/PCN production and that inactivation of ORF34
could lead to altered production levels of PMN, PCN, or both.

Thirdly, the inventors developed a genetic system for S.
platensis MA7237 to enable a detailed characterization of
antibiotic production in this native producer. Plasmid DNA
was introduced via intergenic conjugation, with Escherichia
coli S17-1 as the donor strain, and use of ¢C31-mediated
site-specific integration vectors such as pSET152 (Bierman et
al., 1992) resulted in approximately 1 exconjugate per 10° S.
platensis spores. When homologous recombination was
required, the frequency of exconjugates dropped to ~107%.
The sensitivity of S. platensis MA7237 to the antibiotics
apramycin, thiostrepton, erythromycin, and kanamycin was
verified to establish a list of possible selection markers for
genetic recombination.

This genetic system was used to replace orf34 with the
apramycin resistance cassette, aac(3)IV, using REDIRECT
Technology (Gust et al., 2003). Two exconjugants, S. platen-
sis SB12001 and SB12002, were isolated and the genotype
confirmed by southern analysis (FIG. 11). HPLC analysis of
the crude extract produced by culturing these mutant strains
in standard production conditions showed significant
improvement of both PMN and PCN titers (FIG. 7). Surpris-
ingly, the two overproducing strains were found to have dis-
tinct chemical profiles, with S. platensis SB12002 routinely
producing more PMN and S. platensis SB12001 routinely
favoring PCN production. As the induced mutation in these
strains has been shown to be identical by southern analysis,
this titer difference can best be explained by a fortuitous
genetic variation that existed between the two S. platensis
MA7237 parent cells that received DNA during the original
conjugation. In SLY medium, S. p/atensis SB12002 produces
PMN with a yield of 323 mg/L. and S. platensis SB12001
produces PCN with a yield of 255 mg/L. (FIG. 8).

These experiments do not define the biosynthetic relation-
ship between PMN and PCN, nor do they speak to the direct
mechanism by which ORF34 regulates antibiotic production.
However, these data vividly demonstrate the effectiveness of
rational genetic manipulation of the natural biosynthetic
pathway as a means to enhance the titer of important drug
leads. This process stands in contrast to the lengthy, empirical
strain improvement programs that have been traditionally
implemented for the generation of overproducing strains (De-
main, 1981).

In summary, the inventors have developed and imple-
mented a strategy for genetic manipulation of PMN/PCN
producer, S. platensis MA7237, to achieve significantly
improved PMN/PCN production. The new strains S. platensis
SB12002 and S. platensis SB12001 produce PMN and PCN
with yields of 323 mg/L. and 255 mg/L, respectively. These
titers are ~100-fold greater than the original yields reported
for the native producing strains, making the production and
isolation of large amounts of these compounds vastly more
efficient. These findings underscore once again the effective-
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ness of judicious application of metabolic pathway engineer-
ing principles for titer improvement. The overproducing
strains reported here provide a solution to the concerns of
PMN and PCN availability and should greatly facilitate the
development of these promising lead compounds into clinical
antibacterial agents.

Although the present invention and its advantages have
been described in detail, it should be understood that various
changes, substitutions and alterations can be made herein
without departing from the invention as defined by the
appended claims. Moreover, the scope of the present appli-
cation is not intended to be limited to the particular embodi-
ments of the process, machine, manufacture, composition of
matter, means, methods and steps described in the specifica-
tion. As one will readily appreciate from the disclosure, pro-
cesses, machines, manufacture, compositions of matter,
means, methods, or steps, presently existing or later to be
developed that perform substantially the same function or
achieve substantially the same result as the corresponding
embodiments described herein may be utilized. Accordingly,
the appended claims are intended to include within their
scope such processes, machines, manufacture, compositions
of matter, means, methods, or steps.
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<160>

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>

SEQUENCE LISTING

NUMBER OF SEQ ID NOS: 1

SEQ ID NO 1
LENGTH: 39194

TYPE: DNA

ORGANISM: Streptomyces platensis
FEATURE:

NAME/KEY: misc_feature

LOCATION: (26962)..(26962)

OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (26966) ..(26966)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (26969) .. (26969
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (26984) ..(26984)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (27111} .. (27111
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (30482)..(30482)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (30529) .. (30529
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (30551).. (30551
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (32497)..(32497
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (32504) ..(32504)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (32540) .. (32540
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (32550} .. (32550
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (34089) .. (34089
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (36487) .. (36488
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (36493)..(36493)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (37950) .. (37950
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (37957) .. (37957
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (37963)..(37963)

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or
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<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>

OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (37970)..(37970
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (37983)..(37983)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38014) ..(38014)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38027)..(38027
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38035).. (38035
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38046) .. (38046
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38051).. (38051
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38575).. (38581
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38585).. (38585
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38600)..(38600
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38614)..(38614)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38621)..(38621)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38631)..(38631)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38633)..(38633)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38645)..(38645)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38721).. (38721
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38748)..(38748
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38831).. (38831
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38864) ..(38864)
OTHER INFORMATION: n is a,
FEATURE:

NAME/KEY: misc_feature
LOCATION: (38869) .. (38869

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or

or
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<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (38878)..(38878)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (38896)..(38896)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (38916)..(38916)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (38924)..(38924)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (38975)..(38975)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39010)..(39010)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39014)..(39014)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39016)..(39016)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39025)..(39025)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39061)..(39061)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39088)..(39089)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39095)..(39095)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39114)..(39114)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39143)..(39143)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<220> FEATURE:
<221> NAME/KEY: misc_feature
<222> LOCATION: (39166) ..(39166)
<223> OTHER INFORMATION: n is a, ¢, g, or t
<400> SEQUENCE: 1
agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat aaacaaatag 60
gggttccgeg cacatttccc cgaaaagtgce cacctgacgt ctaagaaacc attattatca 120
tgacattaac ctataaaaat aggcgtatca cgaggccctt tcgtcttcaa gaattcgegg 180
ccgcaattaa ccctcactaa agggatcegt cccatcaget cgtgctgegg ctegtcegggg 240
gagcegggge ggccgcegeca ggtgatcage agcaggacgg ggagccgcag ggtgtggcac 300
agcgaggtga gcgggttgac cgegttgecc aggccggagt tcetggaggat gacgacggge 360
agccgccegg ccagcocggge gocggcoggeg atggcocacgg cctegcccte gttggcagtg 420
gtgaggtagt ccgcegggtg ctoctgetgg aggcagctga tcaccggtcc gaggaacgag 480
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cagggcacce cgctgaaggg geccaggece gecgegegga acgtgeggac gatgacggece 540
ggatcgageg tgeggggcege ggcegggegeyg geggtcacgg ggegtecect ceggtcagea 600
cggggaccgg gcgtgegtge tcegecgget cgecgtegeg cecgggggceg ggggcecgggy 660
gtgccteegyg cgtgecgeeg cggacgaace gettctegtt cteegtgaac tegtecatge 720
cctggaggte gaagacggte ttcageggag cgatgtggte ctegatcegeg gtggtacgge 780
cgtecttgag gatcgteteg aaggtetgge tgacggectg gatcceggee cgcageccegt 840
ggttggegta gacgaccatce ttggegeegyg ccgegeccag ttcaccggec gagatggtgt 900
ggtacgtggt gggcaccacg accaccggct gggggaggtg ccaccgetgyg aggaagtcca 960
gecaccggety cggggageceg gatttggegt ggatgaggac cgegteggea ccggecgegyg 1020
cgtaggecte gecceggegg agegectegt ccaggtecca gecggegate agggectega 1080
tcegggegat caccatgaag teggggtcge gctgggette cttggegget tegatccgge 1140
cgcagaactc cggtacggac gccagctcect gacggccecegg tatgaagctg ttgaccttgg 1200
ggaagcgcett gtectcgatg gtgacggegg cgataccgge ggcttegtag cgtcgaacca 1260
tgtgcatgac attgttggcg ttgccgtage cggtgtcegca gtcggcgacce acgggcacgt 1320
tgaccgegga cgccatcgac ccggcaacge ccaggagtte ggtcatggte aggatgtceceg 1380
cgtegggeag geoctgggac gecgagatct ccagaccget cgaccagatg ccgtcegaacce 1440
cegegegtte cgecaggegg gegeccageg ggttgtggge gecggegatyg cgcacggtge 1500
cgggggegte gaaaagggeg cgcagttgtyg cegegecctg gegeggggeg ggecgggecg 1560
agggctegeg gtgtgtgetg tggaggtggt ccacggaatt cccctcectget cagetetgtg 1620
cgtgtgecgg aagtgacggce gaagtgtcct gctgectttte ggattccggg cgccagecccg 1680
gecggecgaa gagataccee atacggtgece gecaggtgte ggegecgegt accteceggg 1740
ccatggtggce gaattcatgc acatggatct tccagatget gtaggtgttg atctgcttceg 1800
tcagccegta ggtggggegt cggeccteeg getggaaggt gecgaacate cggtceccaga 1860
tgatgaggat gctgccgaag ttecttgtcga gatactceegg ttceccecgtgceg tggtggacce 1920
ggtggtgtga cgccgtcaca aagatgaatt ccagcgggeg cggcagcttt ccgacctttt 1980
cggtgtggge gaacagaccg tagatcaggt ggaaggagtg catggtgaag accagtaccg 2040
geggcacace cagcagtgge agcggaagece agaccagcett ttegaaccac tgegeccact 2100
tgcgecegcag cgcggtcgag gtattgaagt actegctgga gtggtggact tggtgaccgg 2160
cccagatgat gecggatcata tgggccgaac ggtgatacca gtacagcagg aattcgacgce 2220
cgaagaagag caccacccag gtccaccagg cgteggecgg cagatggaac ggggcegaggt 2280
acgtatagac caccgegtag ageccgageg cggeggegeg cagecagegtyg gacaccacca 2340
gegegeccag cceggtcage acgetggege gggtgtegeg ggegttgaag cecttgacgt 2400
ccttgtegte gecgaagege agggccagea tttegacgge gaccagcagg acgacggegg 2460
ggagggcgaa gacgatcgga tctcectgagac ggtcgaggat ctgtgacagc acgtatttcet 2520
ccaggaaccce ttattcgetg acggtggcga gtgecttege cttggtggeg tacatgtcega 2580
cgtactecctyg accggagage accgcgatct cgegeatgac ctggteggece acctgacgge 2640
gecaggegege ctegecggag cgcccctggt getccgagaa atccatgggyg gegecgaage 2700
gecagceggaa ccggtgeggg cggaacatca gegteceggg cggctggace tttteggtge 2760
cggtcagece gcacggaatg accggtgece cggtgagecag ggccagataa ccgacccecegg 2820
tgcggecegeg gtagaggegg ccegtcatggg tgcgggtgece ttceccgggatg aatgcecgaag 2880
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atctttecect cgeccagtac cegeteggeg agetggageg cggecacgee gecgtgaceg 2940
cegtegeget cgaccggaac cageccgatg geccggaaga agcaggegge gagecggect 3000
ttgacgecctt tcccggtcag cecgcteggcee tteccgatga agacgacggg gegcttgacg 3060
geccagegega tgaagacatg gtcggagaac gacaggtgat tcgecgegat gatgecaggga 3120
cctgtggtgg gaatgttttt ggtgccegtcecg atatgcggcce ggaagacgat tcgcatcagce 3180
gecgcaagga cgactctgag cgctctgaaa aacactgtcece gectccaatce tgcaaaggaa 3240
cgtgegggty tgccgacgece ggtacgegag tgggtaccegg gaacggttet gggggaggga 3300
ggggcggege ctcagtgcac gategtgegyg ccgecttega ggacgagggt ggegecggtyg 3360
aggtagcgca tccegtegte ggecagegee accacggecce ggeegatgte ctgeteggeg 3420
tcececgagee ggccgagegyg aatctceggac agcacctegg tgtgecttcecte ggggtgcgece 3480
tcgaagtacg cggecgegee ggggctgage gagaccggge agatcgegtt gacceggatg 3540
cegtacggge cccacteceg ggeggegace cgggtgagece cgeggatege ctecttegece 3600
atcgegtagyg aggcgaagece ctectggecg atgagegeeg cggaggagge gaggttgacg 3660
atgctgeege cgegecgeca caggtacgga agggecgcac geatcgegtyg gaaggtgecce 3720
aacgggccgce tgcggtagga gagttcgagg tcectegtage tggtttceccge cagecggccgce 3780
tggacgaccg actgggcgtt gttgacgagg atgtccagecc cgccgaaggt ccgggceggte 3840
tcctegacca tgeggtegac gtegtegege tgecccacgt caccgacgac ggegtgecceg 3900
gcggecccete getectegat cteggtgacce acggcccgca gegttttete ggtgegtecce 3960
gtgacgacga cgtcggegee cteggeggee agcegccaggg cgatgecceyg gecgatgecc 4020
tgaccgecege cggtgaccag agecgtegte ceggecagac getggtggga agtcatggag 4080
tggtgtgcce tttegegtge ggtacggggg cgtegtegece ccagaaggtce tgccaggtgg 4140
ggaaggagtyg cgggagggcg gggcgtcceg cgggceggeca gtecgcaaag ccgacggect 4200
gegggeggte cgtcacateg geggegtace agtgecgtte ceggegecgyg gtgaagagec 4260
attcgececte cacgcacgceg tagtcgtcga agtagcagat cgccatgacg atccageggt 4320
cgtecaccte gtgecteggeg cggcagtaga ccgteceggt cgeecgetge geccectgece 4380
actcgatgceg gtggccggtyg atgtggtgca ccgaccggtg gaaggtgcge agcatcggtg 4440
cgatgtggeg gegcageace tegeggecge ggecggeceg ceccatgtee acgteggggt 4500
ggaagcacce cacccacgeg tccaggtege gtgegtcegac ggcgagegca tageggaacyg 4560
cgagctgetyg gatcgecagg tgegetteca ccegegecag acgecgeteg atcteeggge 4620
cggtcactgce gtccacccte ccaccaccac cctcaaagga ctatattagt taactaatat 4680
agcgggttag gtacctgaag gtaagggaga gccatgcccg acagagagtt cttcgatccg 4740
gaggcagaga ccctgcccag ggageggcetyg ctggeccegge aggaagegeyg catcctegaa 4800
ctegteccge acgtecttega acactceecgeg ttctaccggg agttgtggag cgcacacggt 4860
gtccaccege gegacgtceg ctegttggag gacttccegee ggegcatccce gacgatcacc 4920
aaggacatgg tccgegegta cegggecegg accggegace cetteggegg actgetgtge 4980
acggacgtct cggagetgac cteggtetee tecageteeg geaccacegg cceggecgacg 5040
ttettegeeg aacagtggga ccggtgeccg ccgetgeccg cecgcgatget gegcecgacctg 5100
tgggggctgyg gactgeggee cggcegacegg gtgctcagece agceccggeac catacgcaat 5160
ctgctcgact acgtctteca cgcgcetggge accaccgteg tectgegtgga gteccggccecce 5220
gggcagatgg ccggggtggt cgaggeggece cggegctace ggeccgectt cttgeagetce 5280
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acctacgece aggtegtega getgaccegg ctegeggace ggcetcgatcet gegegaggeg 5340
ttctectece tgaaggecge cgecttegee ggggegecca tgageegecg gatgegggag 5400
atggtccaac aggactgggg tatcgagetg ttegagtaca ccagegeege cgacaccggg 5460
atggcgtggg agtgcgaccg gcacgacggce ttccatctgt gggaggacac ggtcttegece 5520
gagtgcecteg atccegeggag cctegecgag gtecccgagg gggagetegyg cgagetggte 5580
gecaccgace tcgacaacce cacggegeceg ctgatceget accgcagcega cgacctegte 5640
cggctgagee ggaageogtyg cggetgeggg cgcacccacg gecggatgtyg getgegggge 5700
cggtgeggeg acgagaccct ggteggeggg gtgcccgtea tgetgegega catcggacte 5760
geggtegagg accagcecgga gtgegecegge ggggtgttee agatggtecyg gecgeagege 5820
gaactgagceg cgctcacggt cegggtegge tatgagaceg ceggggecgyg cacgecgecoc 5880
ceggatetgyg cggagegget gegeaaggeg attcatgege geaccggggt gactceeggtg 5940
ctggaactge gtacggagca cgagetgetyg gegggtteca geggegtggg caagetgaca 6000
cgagtggtga ggtcatgatg gtacgaacgg aatccctgge acgcgccaag tccctggecce 6060
ggcccgaaat cgectacgtg gecaggttca cegecgecga cggtgecgge gaggagttca 6120
aggtcacctg gtccgacatc gcccgggaca ccatgtgget ccagaagcgce ttcacggcat 6180
gggggatggyg gcggggcaag caggtectge tctegaccte gggecacgag ggegeatggt 6240
ttetgeceggt gatcaacgceg ctgaaggcga tcggctgcac ctatgcgata gecgaggcga 6300
tggcctggga ctggecgcegg tegetggtcet tcecacgagga gectggagcte tacgcgatgce 6360
tggggctgte cggcgagate gtggcggaac agaccaagtg cegcaaggeg gcecgacctet 6420
tcggegacgt teeggtgete ctggegegge cegecgecgt ceggcagetyg geggecggeg 6480
gggtceggege gggegtgetg acgecgetgyg ggceccegeget ggecegtgeayg tgtcccgagt 6540
cceccegggge ccatatcgat cteggtgegg tggtgggtgg cggagegecyg gggecggate 6600
cacctegeeg cgegeteegg cggeggggge cgeggegegg cggagacegg getgggeate 6660
gagggegtgg tgetgggegg acggtgegge tgceggcageg acgacccccyg ggtgetgetg 6720
agctgaccge ggctgecgeg ceccggtace ggeggggege ggcageggeg gtcagggggt 6780
geegtecgge acgaagtacg gcaggctgat ctegtegetg acgggecgga agetgacceg 6840
gaccggcate ccgatcacga cctgctegac gggcacgteg accacatgge tgagcagggt 6900
gecgeegtee tccagatcga cggeggecag ggcgaaggge acctegaage ccggeccggg 6960
tgcacggtge accacggtca ccgegtacac cgtgecgegg cecgtgetgg getcccaggt 7020
ccagtectge gaccagcaca cggggcagac cggtteggga gegaagaage ggtggecgca 7080
gggggagcag gccggaacga ccagceeggee gtgeccegegeg gacgeccaga agggecgggt 7140
cagcteegte ggtacgggaa cggggeggge catcacegge tectteccag caggcacatce 7200
tcgtagtget gegegecgga geccgeattyg gegaccageg ccagetegge gecggggate 7260
tggtgtacgg cgctgccgeg cagctgecgt acggcctceca cgacccgcag ggtcatctge 7320
tgggtgccgt tccacgcgta ggacagacag ccgcecgtcag ggttgaccgg gtgcttgecg 7380
tceggggega tegegeegte ggecgegage gggecgecct cgeecteege gcacageccce 7440
agcaccteca gctgecggat cacctegaag gagttegggt cgtagaagga gaaaacgtceg 7500
atgtcgtggyg cggtgagece ggeccgtgeg tagcageggg cggeggaage ggcegcecaatce 7560
cgcccgaact cacgtcccag cgccggatte acatacgecg catggtggta ctcecatcgat 7620
ceggegagea ccgegacegg cagecgegge agategeggg cecgttegge cgtggtgace 7680
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acgaaggcgyg cgccgecocte accgacgatg cagcagtcca ggaggtgcag cgggctacag 7740
atcatcecgeg aggccaggac gtecteggceg gtgtacggge cgcgtceccgta catcatcgece 7800
tcggggttgg tgctgccecgtt gtteccgcagg gtggccgega cctgcgccaa ctgcgectceg 7860
gtggtgcega attcatgcat gtggcegggag gcgaccaggg cgaactggge caccacgtac 7920
gegecccaca ccteggtgaa ctccagegge cgtcccgece cgaccggtge geggteegeg 7980
ccecegggaga ccagettgea gecgeccace acgatggtgt cggegtacce ggegegcace 8040
geggeggacyg ccttecagecag cecgeggace cceggegttgt ccatgaagga gtegetegte 8100
cagtgcagee ggccgecgaa cagecgggece caggaggeac cgtegteegg cgegecccecce 8160
ggccceggee agtccagetg cacaccgtee acgtccegegg gacgcaggeco cgegteggec 8220
accgectece gegecgecte cagegecagg tccatcgeac tgeggtgggg gagggacage 8280
gcctgttegyg tegegtgaat gcccacgatce acgggctgec ggtcactcat ctcagcgecce 8340
ggggccgage gtegecgege cegggtagee geccccgeeg tactecttgt cgagegegte 8400
gtagtccegt gegeccgaca cggtcegggyg cagegecgeg gcegaactceca ccgacttggg 8460
cttecttgtac gaggcgatcce geggceccggca gtggtcgatg atctecctgtt cgctcaccce 8520
ggcgtcececgge tecaggacca cgatcgectt gacgtectge geccageggg tgtteggcac 8580
gccgatgacg gcecgectcac ggaccgeggg gtgctgcteg atgcagttcet ccacctegge 8640
agggaagatg ttctccgeceg ccgacttgag catccgggtce gtggtgccga ggaaggtgat 8700
cgageegtee ggttecegee ggecgagate ggtggtgtge caccageegg ageggaageg 8760
gtgcgcattyg acctcegtcce ggttceccagta gecccecggtgg acgacggtgce cgcgggcaca 8820
gatctcacceg gectegecca cegegecacte ceggeccegeg gtgtcegagaa tgeggaccegt 8880
cagaccgggyg cceggecgte cegegttgee ggeggeeggt cetecgtacyg cggecgtgac 8940
cgagaagccg gacagceteeg tetggecgta geegeggeeg gecgcacege cgetgegggt 9000
gaaccggetyg gtgteggtgg tggecatgee cteccacaga tggggegeca cggtegeceg 9060
cagcegggag aggtegtgece cegtacegeg gttgageegg acgatctecg cgacegtggg 9120
cggcatgagg aacgcegtggg tgcactecte ggegacgage aggtcecgea cctectegge 9180
caccactege cgcacgatga cgttettgee ggecatcage agegteggea tcccccagaa 9240
ctggtagtta ccgatgtgga acatggggcce ggagttgagg aacgccgtgg tgtggtcgat 9300
atcgeccage caggecgecog cggtggecat cgegatcaga ttggtgtggg agagcagega 9360
accgcactge cgeccgetea tegeggeggt gtacaggace aggacgggag agtcegggte 9420
gatgtccagg tcegggtcegg cgagcccgece cgceggcgaga aaggectegt accegteggg 9480
gtcetgtgge gegetgtcat ggegcagecca ccgcegeggtyg tegteggecce ccagegecte 9540
ccgggtecgg gegacggtet cgtggatcte ctggtgcetge cagaccacga ggtgcgggte 9600
gaagtccege agggcgaact ccatttcegg cggegeccag cgccagtage cgacgcagac 9660
catcgegecg agtttgcegg ccgcggcgat cagttcgtag acccggaacg agttcetgtcece 9720
cagccacatg atccggtege cgeggecgat ccecgaagece gecagggage cggcecagecg 9780
gttgaccegg tegtecaget cgggcecaggt gagccggaag gggecgtega ccagggeggt 9840
acgcceeggg tgcgaccgge ggtgttegeg caggacgtceg ccgatggteg tgtgcetgcaa 9900
ggtggetect aggeggtcegg ggacceggte agaccegtgge cggcagggeyg ggcacggtga 9960
acagatcggt gaagttgcgce cgcgtgatca ggtcgcggac cccggggtece accceggcga 10020
acagcteggt caccacttcecc tgggtgcgceg ggaaggtgce ctceccaggtgce gggtagtcecge 10080



59

US 8,652,838 B2

-continued
tgccccacag cacgttggtg tagttcatcg ccgtgaccge gccgatcgece gtctegtegt 10140
gctggaagga cgcgtacacce tggceggcegta ccagctcecgec ggggagcatce gagagcettgg 10200
gccgtacgaa catgcecgtge tggceggtagg cctcegtcecat ceggtcecggceg agggcgggca 10260
ccecaggegca geccgecteg gegatgagga cgcgcagece cggatggcegg tcgagegete 10320
ccgaggcgac cagctgtgec acggceccgct gcgeggggaa cagggtctece acgtagttga 10380
tgaccgegece gecggggcece cgcgcgacca cggtgtegge tccggtgcecg atgtggatge 10440
tcaccgtcat gecccgectet teggeggcegg cccacagagg ctceccacacg teccatgttga 10500
actcceggece cggcggggga gtcgcecggcga ggaagaccgt ctggtagcecce atgteccecgegg 10560
ccegecgcag ttcecggcgace gegtegtegg tgtccagcat ggacaccatce geggegecga 10620
ccagccegegg cgacagggag aggaagtccg acttcagcecca gtcecgttgtag accttgatge 10680
actcatgggce cagcaccggg tcggtcatca cggcggtcecca caggccccecgg gaggggaaga 10740
ccacctegece ccagatgecece tggtcecgtcecga ggtecttgag ccggatgtgg tggtceccageg 10800
caccgggcgg gcgcatggeg tceggcgaagt cgagcgggte gcgcecgcacg acctggccgt 10860
cgacgtagac cgtctcgegg cegttgtcege gcacacagceg cggcgceccgg tegcgcageg 10920
ccgegggcag ggcgegetece cagaggtcegt cgggctccag gacgtgggag tceggeggagt 10980
tgagccagag cttttccatg gaattctceca gacgtgatct gtteggtggg cccgggacgg 11040
cgggeggate gggacgaggg cgcggegeceg ggcegggggee gtgeggeggg tgtcagegea 11100
cggtgagcca ggtgtcggece aggacgggcg cgtccgegeg gtcecggeggeg gtggecagga 11160
cgecggatcecte ccecccgettee tgccaggtge ggacgcacac ggtcccgcecce ggataaagga 11220
cgeccggcegaa ccgggtgeceg tacgceggcga cgcgggtgac ctcegecgecg aggtgegegt 11280
ccaccacggce cttcagcacc atgccgtagg tgcacagacce gtgcaggatg ggccgctcga 11340
agcccgecge cgcggcecace gecggatcecceg cgtagcagte gacctgaagt cgcatgcaca 11400
gcctgagtat gagcagtgce tggtecctecge gggtggccag gtgcaggacg cggtccggeg 11460
cceggtecgg ggcgggcecege cgccggtcag ggcecggggcee goccgccgaaa ccgcectcece 11520
cgcgcagatg ggcegtcccee teggeggtee acaacggcece gtceccegteg gegacttegg 11580
agcgcagcac caccaccgceg geccggecce ggtccagcac ctecegtcacce cgggtggtet 11640
gaacggccett cccacacgce ggcagcggac ggtgcagcegt gatgcecgectgce gecgetgtgca 11700
gcatcgecege ggggtceccacg tcgatgecgg gcagggcgaa gcecgcecgecce gcggectgee 11760
cgeccgeecge cacggtcecgeg aaggagggca gcacctggag cgcgctctece agegtgtage 11820
gcagctcgee ggggteggtg gcgggceccegte ccgcgecgat cgccaggtgg tagaggagga 11880
cgtegeggtyg gtcecccaggeg aggtcecggtga cggtgggtge ggccgcgagg acggcecggga 11940
catcgagggg catgggaagg ccttcetgcecceg gtggatgagg acggccggceg ggcggtgcege 12000
gcggggcecegyg cgggcggtca gagegcgagce agcgggatgg cgcagagcag gaggtccceccg 12060
ccecatcgeca gecgagaggcet gtgcttgege atcgtggact cgtgcegggag gttcteccge 12120
gagatgctcc gcagcagttt gatcttgtcc acgaggaagg cggcgctcgce caggatgceccg 12180
agcagcgccce agaagacgcec gtacggccac agcccggcegce cgatgaacag cagcccgage 12240
gcggtceccaca ggcacgccac caccagcegca tggcgeggge cgtgctgtac ggcegggcegta 12300
cggtcececeg cecttggegte accgatcaga tccgggatge accaccacag ggagceggcceg 12360
aacagcagga tgccgagccce ggtgaggaac agccacgcgce tgggcggtac gtccgeccge 12420
accgccgcat acgtcgacag cgacggcagg aaggcgaacg tcgccccgaa gtaggegggg 12480
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ttggcgtage cgcgeccgett gagccggacce ggctccaggt tgtaggcgag gtggagcacg 12540
atcgacagcg ccacccccac cgcgacgagce ggccggcecga gccagagcgce gacccagacce 12600
gacagcccega gggcgagcge catctccagt gecgegcagg tgaacgcggt gcggacgctg 12660
aggtgctggg tggcgcgggce gatgctcectcece ttgeccgetgg tgtgggtgte cgeccecggatg 12720
tccageecgg cgttgagegg gttcectgggag atgatcgcga cgatgttgge gaacagegtg 12780
atgaggacgg gaggggcggt cagactgccce ggacccgtceg ccgcgaggca ggcgecccac 12840
aggacatggc agagatagat gaccggaaag ggatattcca gccggtggat gcggaggagg 12900
ctececgecagece cttegecgeg cgcggegggce agttccgacg tcatgectgga cactceggtca 12960
ccgtcattet caggtctteg ctecggaccca tcgecggace gcgcagctge ggtaccccgg 13020
tcteecggatt gacgcactte agttcccgece ggcgcagcac cgcecgcecacce accatccgceca 13080
tcteccagecat cgccaggteg gcaccgagac agcggcgggdt gccgccgcecg aacggcaggt 13140
actcctggge ggacttgege ttgcccagga agcggtgcegg gtcgaagcegt cccggetgeg 13200
ggtagagatc cggctgcectgg tgcgccagat agatgcacgg cgtcagccgg gtgeccgegt 13260
cgtgcggcac cccgtcecgate tectggecct cgttgagcac geggttgcecg gecaccacgg 13320
cgggcggcga gatccgcage acctcececgge aggccgegte cagcagceggt acgtectceg 13380
ccgccgecace gctggaggag gtggecttca gctegtegat gatgtegegg cgcacctegt 13440
cgtgctecge gagccagaac agcgceccagg agattgccga ggcggtcegte tegtggeceg 13500
cgaagagcaa cgagacgatc tggtcgcgca gttcgcegte gcccagceggg ccgagegget 13560
cctcaccget gegcagcacce teggcgaggg tggccggcga cggctcecgge gcaccggaac 13620
cceecgecgece ggcegetettyg cegctcacceg ggcacagcag ctecttgtee aggctetege 13680
gctgecgecac aaaggtgcge cagggagacg gcagggcgtg cggcagccgce agatageggt 13740
aggcgagggt gcggccgege gagcccagca ccccctegat ccaggaggtg aagcggtgca 13800
gcagaccgtyg gtccaccggg ccgaggatga tcectggctgac gatctgaagg gtgagectge 13860
gggtccagte gggcacctgg aagacggtgce ccggccgcag ttegtcgatce geccecgeccggg 13920
tggcctegge gatcagctece tegtagecge gcagecgggceg gcecgcgcage cgtgggccga 13980
tcacctggeg gtacgcggeg tgccgeggcece cgttggcgaa cagcagcgag gtgtcecgccga 14040
ccagcgggcece gagcegtgteg gagccctceca gcecgtcatgtt cecggtegecg cggaagacct 14100
ggctgatgat ctcecggcectte cacaccagca gggcccggec gggcggtcecg ctcagectcegg 14160
ccacaccgga gcggtcegtece ttgtgggegt ccaggaagga gagggtgcgg aaggcgaagce 14220
ggtacttgtt gccgegeggg gcggtegtgg ggcgggtggt catcaagcac ctceccggaage 14280
ggcggacteg gcgecgcecga gcgecagtge cgcgagccge gcecgceccgga tgacggtcac 14340
cggcgegtag atgtceccttgt cgtgccagag cccggggtag gaggccgggt cgtcgtggge 14400
cagcagcgceg tegcagcecge gggccgccga ccgggcgacg gtcecceggge tecceggggt 14460
acgggtacgce atcaggagct gcaccatgta cgcggtctcece tccegtggtge cctgcecageg 14520
tceccaggag cecgteggege getgggtcete cagecgcccac gcggcggcecece ggtcgaccge 14580
ggcecegtgeg gacgggcecge cgaactcegge gagcgcgage gcacagcagg ccgtggcegta 14640
gtacggcgag gcgtgccact tgtccatcca getgecegteg ggcagctggt tgtcecagcag 14700
ccagtcgetg atcatccgga tetceccgegee atagegtcece gegtegtcegg ggcgcaccgt 14760
gacgtgatgg ccgagggctt cgaggatgtg tgcgttggtg ctggtggaag gggtgcgctce 14820
gacgccgaag caggagaagt agccgtceceg gcggaagtge atcaggctgt cggggcggtg 14880
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cgtectgeeg tgctgcecgeca gggcgaagag gacggcggceg gtgtegtcegg agtcgetcgg 14940
cagaccgggg gcggcggcta tgccctegte cgtgagacce gcecttecgagge tgtcgaggag 15000
cgeggeceggg gectegtage gcaggcecgga ggcggccage gagttgagga cccacgectg 15060
ctcgaagtag acgatcgggg tgatggaggg caccggaccg ccgaaccgcg cctggacgte 15120
acggaggtag gcgacgcceg gtgcggecgg atcgggcgag gcgceccagece aggcggceggt 15180
ggcggcgggyg gagcagccga ccgagcecegtt gtgcggeggt gegecctegt geggecggge 15240
gcecgegggtyg cegtegeggg tgatggecte cagggtgtge cacagcttcet ccggcagegg 15300
cgectgeteg gtcatcteee ggacgecgge cagcagcegca ccgtccaggt cgggegecgg 15360
tgacgtcagg gtggtgccgg accacgccce gagcttgecg ggcgectget cggtcagege 15420
ggccagcecegg gtgttgatgt ccgcgagcag ggacggggceg acgaactcga cgceccgatggt 15480
gtcgggtace ggaccggcga gcagaccgtce ctggagggeg cccagaccgce cggcegcagge 15540
cgeccgegagg tegtegtggg gegggtgcegg cgcgccggaa tccgtecggg cgagtteggt 15600
cagcagcgcce tcgaccgcac tgagcegtggg caccagceccg tacccgtcegg gagcgeccca 15660
actgcegtcee tggttctget ccecttgaccag gtagccgagg cgttecccggt ggccgtecgag 15720
ccacggggcyg agggagacca gccgggceggt gtcgtacacce gacggagcga ccaggceccca 15780
ggggtctgeg acggtcgcecg cgagcagcge ggccgecteg gectcegeggg gggegggegt 15840
gggctgageg ggaacttcga gcacggctcet cecttggteg agecggcggcece tggceggacga 15900
cgcggcegatce gatgaatcat ttatataatc caacttagag tgctagtctc gcaactgttg 15960
ttgtcgtteg tggtgttggg ggctggctgg tggctgggct ggtgtgggag ccgacgtctg 16020
cggggtygggyg tgcgegggte gaggggttgg atctgeggge geegttgggt geggagtgtyg 16080
cggcggegtt ggtggagetg ttccgtgege ggcatctget ggtgtttteg ggtcaggget 16140
tctegttgga ggagcagatce cggttcatgg ggcatttggg gccggtgctg catgaggagg 16200
gttcggggat cgggtttgtt tcgaatgtga aggagggggc tgctctgggg acgagtgage 16260
tgtctttecca ttcggatacyg gggcattgtg cggtgcegtt ggaggeggtg tegetttttg 16320
ctgaggatgt tgaggggtgt gtgacgtcga cgcggtttge gaatgtggcg gecggegtatg 16380
gtcgtttgee ggcggatttg cggtecgeggg ttgcgtcettt ggtgtgtgag aacgcgatge 16440
cggtgtegtt ggacggccgg aatgtggggt tgtceggtgge ggaggggatg ccgcegggeg 16500
gagcatcegg tggtgtggcg tcatccggtg tegggggage cggggctgat ggtgaatgeg 16560
aatcagacga cgcggattgt gggtcttgag gacgcggaga gccgggagct gectggaggag 16620
ttgttctegg tgatgtatge cgaggatgcg gtgtatgage attcctggca gcagggggat 16680
gtggtgatct ggcacaacct ggcggttcaa cacgcccggg gtggcectgga agggaatggg 16740
cggcggactce tgcgeccgggt ggcgttgggt gagaagggtt tttgggagca gtgcccgacce 16800
ctgcgttacg ccgatttcaa aaaccaccgg aacaccaccg aggacaaggc caccgcgtaa 16860
tgaggcgcac gctcttcacce cccgagcacg agcagtteccg ggagaccgece cgtgectact 16920
acctcaggga gtgcgtgcecce cacgcggagg aatgggagca ggccggaatc gtcagecgeg 16980
aggcctggag cgcggccggt geggeceggte tcatcgggtg ggaattcccce gaggagttceg 17040
gcggacaggg catccgagac ttccgctaca acgccatcat ggccgaggag atggcggcca 17100
ccggcacggt gggcatcgge ctcecgggctcec agaacgacgt cctgccectece tacctgtege 17160
acctcaccga ggagcagcag caccgctggce tcceccgggat cgtcetecggg cggaccatcet 17220
gcgeectgge cctgtecgag ccggacgceg ggtcggaccet ggcggcgatg cgcaccaccg 17280
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ccegecgcga gggcgaccac tatgtgctca gcggccagaa gaccttcatce accaacggca 17340
tcetegecga cttegtgate gtegectgca agaccgacce ggacgceccge cacaagggca 17400
tcagccetget ggtcegtcgag cgcgggatge ccggcttega gecgeggcecge cggctggaca 17460
aggtcggcct caaggcccag gacaccgcegg agctcttett ccacgacgta cgggtgeccgg 17520
cggcgaacct cctceggcecgeg gagggcecgceg gcttcecgegta catgatggag aacctgccca 17580
ccgageggat cgccatcgeg gtgagegcege tgggcggcege gcagcgcegece ttcgagetgg 17640
cgctggagta cgccaagacc ccgcacggceg tttegggcag cccatcggca cctttecagg 17700
ccaaccgctt cgcegectggece gacatgeggg ccaagctcecga cgcggcegcege acctatgteg 17760
acggctgcat catggcgctce gtcgagggcece atctcacgge ggtcgacgcce gecgeggcga 17820
agtactggac caccgagacc gcctggcaga tcatcgaccg ctgcgtccag ctgtteggeg 17880
gatacggata catcaacgag tacgaaatcg cgcgcatctg gcgcgacaac cgcattgage 17940
ggatcttegg cggcacctcecg gagatcatge aggagatcgt ggggcgctcg ctggggctga 18000
catcggcgac cgtgaggaag caggaatgaa caacaagctc gtctcccact tactggacag 18060
cgcggacceg geggtgceggg ccaaggccat cgaggccgceg gcactggcege gecaatggge 18120
gagacccgte cagcaggagce tgagcgacaa ggtgtacgac acgctcgecg ccacggtgtg 18180
tgtgatcgeg cccgaactgg acgtcecgcecga ccatgcecgttg ctegtcgagt acagectgtg 18240
gctctatetyg ctecgacggca ggctcgacga cttcgagcac tacggcaccce ggceccgagga 18300
cgteggecgg cgggtgatceg ccgtactcecceg cggcggecegt geccgaggcege gagccgacga 18360
cttecttegag acctegcteg cecgcactggt cgaggagcetg cggacccggg acggcetgctg 18420
cgggctgetyg gagceggtteg tgctgeggcet ggtggacggg gtceccegtgcegg gggtgcegcca 18480
ggcggtgete agtcggcgga tcgecgaggg cgcggagceceg ctgcccacca tggaggactt 18540
cctecgaactg gectaccgge acgtcaacta ccgcagtgtg geccectggcac tgctgatcac 18600
cgtgggcegag cgtccggaca gegcggcgca ggagcggcte gacgcggcecce tegteccgge 18660
gtcgagggceg gteccggcectceg ccaacgatcect geggacctgg gccaaggacg ccgaagaggg 18720
caccttgaac gtcgtccage tggtcecgecgg cgacggcacce cccatgacge cgcacgccgt 18780
acgcgaccgce atccaggcct accgcgacga gcaggcccac ctectggacg agctgcaccg 18840
cagcgcececcg gectecgeeg cegcgetgga gaacaaccte agggtcgceca tcgacctgta 18900
caccgtegac gacctccaat tcgacctgcec ggacgccgaa caggccgteg gectagggcgg 18960
gttcgegeeg tcecegtecgg ctegecgacge ctgcegtgag ccccccgece tceceggggegg 19020
gcgacgggac gtcgtgcgca cceeggecge cgtcececggcecee ccteccgatce aaaggacgceg 19080
atgtgaccga cgcttceccteg cacccegege cgctgcececg cgcegegecge tgccegetgg 19140
acccgececga ggagtacgece gegctgegee ggaccgatce ggtcagececgg ctcegecttee 19200
ccgacggcte ggccggctgg ctegtcacce ggtacgacga cgtcecgcacce gtgctgacgg 19260
acccgegett cagcgceccege ggcgacctgg tgacctceccecce cgtegecage cagctgegee 19320
gccgegacge cccggegecg gggatgtteg cgcggatgga cccgceccgac cacacccget 19380
accggeggcet getggecegg cacttcecacg tgcgeccgggt gecgegecctg gtaccggcecca 19440
tcgagegecat cgtcgceccgac cggctggacg ccecteccgecg cgcecgggcecg ccggecgace 19500
tggtggagat cttcgcgetg cccgtgeccga ccecctggtgat ctgcgaactg ctgggggtge 19560
cctacgagga ccgggcggceg ttccagagcet ggaccgcgag catggtgteg gtggacagca 19620
ccegegagga gtcecggacgece geggtegeceg ccectggecegg gtacgtceccegg agectegteg 19680
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tggccaaacg cggcgtaccce gecccacgacce tgctggecga cctggeggceg gacggggage 19740
tgacggacga ggagacggcg aacatcgggc tgagcgtect ggtggegggg cacgagacca 19800
ccgccaacat getctcececte ggecgectteg cectgctgeg gcaccceccgag gagctggeceg 19860
cctteecggge ggatcceggt ctcacggage aggccgtega agagctcectg cgctacctca 19920
ccatcecegeca gttcecggcecegg gagcgegcecg ccctggagga cgtegtgcte ggcgggcgca 19980
ccetegegge cggcgaggtyg gtegtegect cgctgctete cgcgaaccge gaccegggge 20040
gcttegacga ccccgacace ctggacctece gecgeccgte ggccgggcat ctggectteg 20100
ggcacggcat ccaccagtgc atcggccagce agctggcgeg cgagcagctg cgggccggee 20160
tcegggeget gttcacgcaa ggtcccacge tcecggctege ggtgccgecg gaagaggtge 20220
cgatgtgcga ggactccctg aactacgggg tgcgcaggct gccggtcacce tggggcaccg 20280
gccggtgace gecgecgagg tgccgcegegt ccgcegecgat ctcgacgegg ggtggctgga 20340
ggcggcgetyg cgeggggcgyg gccaccgggt ccgggtgacce ggcctgeggg tggcegccgac 20400
cgaccagggc acctccaccce gtatccececget ggccgcecege ttcectegggte cggacgccge 20460
ggcgcectgeceg gaccggcetgt tcgtcaagac ctcecgectcectec catccgetgce acgaggtcat 20520
ggcggccgeg ggcatctacg tcaccgaggt acggatgtac caggaggtgce tgccggcegge 20580
tceegtggeg gtgcccgeeg tgtacgegte cgggtacage cccgacgacg ggcgettcectt 20640
cctectgatg gaggacctga cggcgcegcegg ctgcgactgg ggggcggcegg ggcagetget 20700
cacgcceccgac gcggtggeeg gtgtgetgte cgaactcgee gegttgcacg ccaggttcceg 20760
tgatceggtyg cggcggggceg ggctgtegtg ggtgcggege tgtgcggcecce cggcggggte 20820
gacgacgtac gcctatgcge ggcegecggggce cgaggcggte tgtgceggegg cggaccgcege 20880
cggcceeggcece ggggaggagg ccgggcecgga gtcctggatg gecgectteg cgeggetgac 20940
ggccttcecgac gacgceggtge ggceccacccect getgcacgge gatccgcacce cgggcaatct 21000
ggcgttegtyg cececgggggge ggcccgtget ggcggactgg caggceccgcegce gccgegggca 21060
ctgggcgcac gatgtggecct acctcectege cteggcegetg ageccegggg accgggcgge 21120
gcacgaacgg gacctgcectgg ccggctatcect ggacgaggtce gcecggcecccggg gcgecgceggt 21180
gcecgtectte gecggggcegt gggacgecta ccgggcgcag atggtctacg gecctgctgat 21240
gtgggcggece accccggagg gctceccacce ggcgaaggtg ctggceccgecg tcacccageg 21300
gttcegcace gectgcacgg agctggagag cctcaccgca ctgggtcgcet aaatcattta 21360
tataatccaa cttagagtgc tagtctcgca actgttgttg tegttegtgg tgttgggggg 21420
ctggetggtyg getgggetgg tgtgggagee gacgtetgeg gggtggggtg cgegggtega 21480
ggggttggat ctgcgggcge cgttgggtge ggagtgtgceg gecggegttgg tggagetgtt 21540
ccgtgegegg catctgcectgg tgtttteggg tcagggette tegttggagg agcagatccecg 21600
gttcatgggg catttggggce cggtgctgca tgaggagggt tcggggatcg ggtttgttte 21660
gaatgtgaag gagggggctg ctctggggac gagtgagctg tcectttcecatt cggatacggg 21720
gcattgtgeg gtgccegttgg aggcggtgte getttttget gaggatgttg aggggtgtgt 21780
gacgtcgacg cggtttgcga atgtggcecgge ggcgtatggt cgtttgcecgg cggatttgeg 21840
gtcgegggtt gegtetttgg tgtgtgagaa cgcgatgceg gtgtcegttgg acggccggaa 21900
tgtggggttyg tcggtggegg aggggatgcce gcgggcggag catccggtgg tgtggegtca 21960
tceggtgteg ggggagcecegg ggctgatggt gaatgcgaat cagacgacgce ggattgtggg 22020
tcttgaggac gcggagagcec gggagcetgct ggaggagttg ttcecteggtga tgtatgeccga 22080
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ggatgcggtyg tatgagcatt cctggcagca gggggatgtg gtgatctggce acaacctgge 22140
ggttcaacac gcceggggtg gcctggaagg gaatgggcgg cggactcggce gcecgggtgge 22200
gttgggtgag aagggttttt gggagcagtg cccgaccctg cgttacgccg atttcaaaaa 22260
ccaccggaac accgccgegg agaccgcegte gcecgetgtege acacctttet gtecggaccga 22320
accaagagga agagttcagt gcacgctgac acagtccagce ccctcgagag cagtgtcgac 22380
ctggcceccace gcaacgccte gegggecgee ggectcegtceca cgceccgecct gegggecace 22440
gtcgacacct tcgacaaccg catccgeceg atcgtegect accacttegg ctggatggac 22500
accagcggac gtcccacggce gaacagcggce ggcaagatga tccgggcggce actgaccatce 22560
cttgcegeecg aggcectgegg cggcgacgcece cggcaagcecg tacccggcege cgcggecgte 22620
gaactggtcc acaacttcte gctgttgcac gacgacgtca tggaccgcga cctggagcegg 22680
cgeggecegge ccacggtetg gagcaagttce ggcacccecg cggcgatcect ggcgggcgac 22740
atcctgetgg cgcgegectyg cggaatgtte gacgaggect ccggccacca gggctgggeg 22800
accaaggccce tcatcgacge gatcgecgag ctggccgegg gccagatgge ggacctecgeg 22860
ctggagcgcece gcgccacggt caccctggaa gaggccctca ccgtectceccga gcagaagacce 22920
gcggegcetge tgcgetgege ctgcacgectg ggcgegggac tcegtcecggege gecceccgacggg 22980
accagcecgece gectteggege cttecggtatg cacctgggca tggcegttceca gttggtcecgac 23040
gacgtgcteg gcatctgggg cgacccggcec gtcaccggca agccggtcecg cteggacctg 23100
cacaacaaga agaagagcat ccccgtegte gccgceccctee acagcggcecg geccggctee 23160
gcggaactgg ccgegctcta cgcecgacacce gaccccatga ccgaggacgg cgceccggcege 23220
gccgecgaac tcegtcecgagcet ggecggegge cgcgectgga ccgagagcga gatcgagegg 23280
caccgeggece tecgeecgtgge gcagctcecgac gccctceggac tgacggaggce gcagegcgca 23340
ccectgeteg cectegecga ctacgtegece ttcaggaage actgatgacce gecgecatceg 23400
tgagtgtcge cgcgcgceceg ctgagcacgg cggtgcgcecca cggcgacgtg gtgctegeecg 23460
accggcetgca cctggegteg ggcgeccgeg agggccgggt ctaccggcetg ctegecgggg 23520
ccetecaggge ccaggggcetg acggtcecaca ccggcgggge cgcecgtcegece ggagecgagg 23580
caccccaggg caccgaggca ccgctggtgg aggtcggcac gccggaccag ctccecggaag 23640
cggacggtga cgcgctgetg tgcctggtge gcgacgacgt gggttceggece getgtegace 23700
gcgecgagga ggccctggcee cgggtcectgg gegactggga agcggcgaag ggggaccgtg 23760
cggtggcact ggccgcccece cggtegttet gtgecggtgt cgaccgegece atcgagatcg 23820
tcgaacgcge cctcgaccag tacggcegcece cggtctacgt acgcaagcag atcgtccaca 23880
accggcatgt cgtcgaggac ctcecgeccgece gcggcgeggt cttegtcgag gaactcecgacg 23940
aggtgccegga gggcgagcetg gtegtettcet ccecgeccacgg ggtcegecceceg geggtacgtg 24000
acgcggeggg cgagcgcgat ctgcgggtga tcgacgcgac ctgccecgcetg gtgaccaagg 24060
tcecatgecga ggcgaagegg ttcecgecggacce gcggcgacac cgtegtcectg atcgggcacg 24120
ccggtcacga ggaggtcgag ggcacgctgg gcgaggcegcece cgaccgcacg gtgctggtge 24180
agaacgcggt ggaggcggceg cgcctggagg tcgaggacce cgaggcggtce tecttectca 24240
tgcagaccac gctggcgatg tccgaggcca ccgaggtgge cgaggccctg gecggecgtt 24300
tceegtegat caaggcaccg cagtcecgagg acatctgcta cgectcgacce aatcgccage 24360
gcgeecgtega ggagatcgcee ggecegggteg atctgetget ggtggtcecgga tcgeccaact 24420
cctccaacte cgtacgcctg aaggagctceg cggagcggat gggcaccccce geccaactcecg 24480
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tggacgacgc ctcggacgtce gtcecctggage agctgcacgg ggcccggcegg atcggectga 24540
cggcecggtge ctceggcececeg gacgececteg tceccaggaaat cgtcegeccaat ctceccgegecece 24600
tcggcaccgt cacggtcacc gagcaccaag tcgcgacgga gaacgtcacc ttccagectte 24660
ccaaagagct gaggagcgcc cggaaagacce gcgcccgcaa agacttggag aagaccgttg 24720
acagctgttg accttgcegt geccgacgaca ccgctgegte gtceccacceg gcagcectgatg 24780
cteggeggeg tgggegtegg cagccgcecac cccgtcectegg tceccagtcgat gacgaccacce 24840
gtgacggcceg atgcccaggce caccctcecag cagatagcceg aactcaccgce ggcegggctge 24900
gacatcgtec gggtcegectg cceccagecgg gatgacgceceg aggccctege ggagatcgee 24960
cagaagtcga agatcccegt catcgceggac atccacttcece agcecgegcta tgtcttegee 25020
gcgatcgagg cgggctgcge cggtgtceccgg gtcaacccgg gcaacatcaa ggaattcgag 25080
ctcggtacac ggagatccte aaggagatcg acctgcaggce cgcgaaggag accggcaccce 25140
cgatccgcat cggggtcaac gecgggctcege tcgacccgag gatcctgcegg aagtteggceca 25200
aggcgacccce cgaggcgctg gecgaatcecgg cgctgcgega ggcggagcte ttecgeggage 25260
acgacttcca cgacttcaag atctcggtga agcaccacga cccgatggtg atgatccggg 25320
cgtacgagct gectggceccgeg cagtgcgact accecgctceca ccteggegte accgaggcgg 25380
gaccggcecett ccagggcacg gtcaagtcecct cggtggectt cggecgcegetg ctgegceccagg 25440
gcatcggega caccatccge gtctegetgt cecgcecgecgee cgtggaggag gtcaaggtceg 25500
gcatccagat cctccagtcg cteggectge gecceeggeg cctggagatce gtcetectgee 25560
cgtecctgegg cecgcegeccag gtggacgtcet acaagctege cgaagaggtg agcgecggge 25620
tcgaagggcet tecggtgeceg ctgcgggtceg ccecgtcatggg ctgtgtcegte aacggtcceg 25680
gcgaggcececg cgaggccgac cteggtgteg cctcecggcaa cggcaagggg cagatctteg 25740
tcaagggcga ggtcgtcaag accgtcecccceg agtcgaagat cgtcgagacc ctcatcgaag 25800
aggcgcetgeg cctegcecggac gagatgggag tggatctcega tgagactgge tgacctcacce 25860
ggceceggeceg acctgectgte cctgacggac ggccaactceg acgcgctggce cgcggacatce 25920
cgctecttee tegtggaatce cgtctegaag gtcggcggee atctgggcecce caacctegge 25980
gtcgtcgage tcaccctcecge cctgcaccgg gtcttegagt cccccaagga cacgctgcte 26040
ttcgacaccg gccaccaggce ctacgtccac aagctgctca ccggccggat gaaggectte 26100
tcgacgetge gccaggaggg cgggctcectee ggttatcccg accgcagcga gtccgagcac 26160
gacgtcatcg agaactccca tgcctccacg gecctetegt acgcggacgg catcgccaag 26220
ggctteggte tggeccggcge cgcacaccgce agggtggteg ccegtcegtegg cgacggcegee 26280
ctgaccggceg ggatgagcetg ggaggcactc aacaacatcg gcggcgceccce ggaccggcceg 26340
gtgatcatcg tcctgaacga caacggcecgt tectacgcece ccaccgecegg cgecectcecgee 26400
acccaccteg gecgagcecteeg ggcgggcecge ggcggggcecg gtcetettcega gaacctggge 26460
ctggcctacce tgggcccecggt cgacggccac gaccgcacgg cactcgageg cgcactgcge 26520
cgggcggcecg cactcgaceg ccccgtggtg gtgcactgeg tgacgcggaa gggccacggt 26580
tacgcaccgg ccgccgagga cgccgacgac tgctggcacg cggtgggcac cttcgacccece 26640
gagaccggceg gcaagtccge tteeggegge cgctectgga ccecgeggtgtt cggegeggag 26700
atgacggaac tcggtgcgca gcggceccgac gtggtggcce tcaccgceccge gatgctccag 26760
ccegtgggece tggcecggett cgcccgecge ttececccgace gggtcecttcecga cgtcggcate 26820
ggcgaacagc atgccgeccgt ctececgececgece gggctggcac acaccggact ccaccccecgte 26880
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gtggccgtet actccacctt cctcaaccge gecttecgace aggtgctgat ggatgtggeg 26940
ctgcaccggce agccggtgac cngcgnacne gaccgggcecg gcancaccgg ccccgacgge 27000
cccagecate acgggatctg ggacgectcece tggcectctege tggtecccggg getgegectg 27060
gcggtgcege gcegatgecga ggagctcagg acgctgctge gggaggcggt ngcecgtcacg 27120
gacgggccecca ccgtectecg ctteccgaag gegcaggceceg gceccggeegt geccecggegete 27180
cgeccgegagg ggggcatgga cgtcectgcac gaggcgeccg gcgeccgggt getgetggtg 27240
ccgaccggte cgctecgecga cecgtgecte caggccgegg ccgcegcectgga cgccetggge 27300
atccegtega cggtggtgga cccgegetgg tcecgtcececg taccggaggg getgecggag 27360
ctggccegege ggcacgaact cgtggtgacce gtcgaggaca acctgagcga cggcgggcte 27420
ggcgegcegece tgctgcggca gctgtccgag gecggegcege cccccaccegt acggaccgte 27480
ggactgccga cggagttcecct accccacgge agcaggacgg ccctcectgeg ccggcatggg 27540
ctcaccgececg acggectggt cgcacgggtce ggcggatgge tgccacaagce ggccceeccge 27600
tgacceggga gceccgggegg ccatcecteg cccacatteg gccacatgge gtcaagccag 27660
cctgtaagga gtcgtatcecce atgcecttege accttcecttt cgcacgtcag ctcaggctge 27720
ggcggcttceca ccggcacgat gacgacagac tcgtgatcgt gcecgctcgac cactccgtca 27780
ccgacggtce gatcaccgge gggcgcecatg tcgaccggct cgtceggggag ttggeggtca 27840
gcggegtega cgcggccate gtcecacaagg ggacgctgeg ctgtatcgac ccgatgeget 27900
tcacgcagat gtcgctcatc gtgcacatga gcgcgagcac cgtgcacgcce cccgacccca 27960
acgccaagta cctcegtcecgece ggcgtegagg aagecgtacg ccacggtgece gacgceggtca 28020
gcgtgcacgt caacatcgge tccgacgagg agaagcagca gatccccgac ctggccgcegg 28080
tggccgaggce ctgcgaccgg tggaacgtgce cgctgctege gatgatgtac ccgcgeggece 28140
ccegtatcga caaccccegt gaccecgage tgatcgccca tgccaccteg ctegecgegg 28200
acctgggggce cgacctcegte aagaccctcet acacggggte gcccgacacce atggccgaga 28260
tcacggacat gtccccgetg ccgatectgg tegtecggegg cccgcagcege agcggectceg 28320
acgcgaccct gtcecgtacgtg gacgaggcge tgggggceggg cgccgcggga gtggecatgg 28380
gccgcaacat ctteccaggce gacgagecgg gcaaggtcge ccgegceggtce gtcecgaactcecg 28440
tccacggggg ctecteccgee cggteccgee tcgaagcecgga catccaggte cacgagetgt 28500
ccetgeecgt ctgaccgcac gegtgtgeceg tcgaccttge ctcaccatat ttgtggagaa 28560
ataacatgaa gctgagctgg ctggacgtcce gageggtegg ggacgcgaag gaagcgatcce 28620
tccaggaggce gctgcaccac cgcatcgagg gcgtcgtcac ggatgacctce geggacctceg 28680
aagggctgcce geccacccte accaaggtge tgttceccecegg ggcgggcgeg gtgcceccgagg 28740
agctggggag ggccgacgtg gtgategtgg accecggtacg ccacggcatc agccecggcececg 28800
aactggcgat ccgtcaccecce gaggtgacct tcggccgett cgtggagatc gtggacgcgg 28860
acagccttga gectggcegtgt gagtcecegege gcagcgagca gctgagectg ctgctettee 28920
gcgacccgac caagatcccg ctggagatcg tgatcgecgge cgccgccaag gccaccggca 28980
gcctgatcac cgtggcgcag gacgccgagg aggccgagat catctteggt gtectggage 29040
acggttegga cggcgtgatg atggccccca agggcgtegg cgaagcggcg cacctgaagg 29100
ccgcggecca gctcgacace ccgaacctga gcecctggtega gctggagatce accgcgacca 29160
gccacgtegyg catgggtgag cgggcctgtg tcgacacctg cacgcacttce cgcgaggacg 29220
aggggatcct cgtcgggteg cactccaagg gcatgatcct ctgcgtcage gagacccatce 29280
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cgctgeegta catgcccacce cggccegttee gcecgtcaacge cggcgccatce cactcecgtaca 29340
ccetetecaa ggacgagegg accaactacce tcagcgagct caagtccgge agcaaggtge 29400
tggcecgtgga cgtcaagggce aacacccggce tggtcaccgt gggcecgggtg aagatcgaat 29460
ccegtecget gatctceccate gacgeggteg cgceccggegg ccaggcggtce aatctgatcece 29520
ttcaggacga ctggcacgta cgggtgctceg gcceccggtgg cgccgtgcte aacagcaccg 29580
agctcaagcce cggcgaccgce gtecctegget acctgccgag cgceccgaccge cacgtggget 29640
acccgattga tgagttctge ctggagaagt gacaccggtg acgcacataa gcaataaccg 29700
gcceeggate gecgtgatcg gcggcgggat cgccggtcectg acggtggecg cgtegttgtt 29760
gcgggccgge atcgagtgca ccgtgtacga gcaggccacg gtgttcecgecg atgecggege 29820
ggggatccag atcgccccca acteggeceg catcctgcac cgeccteggge tcgecggege 29880
actggagagg cgggccaccce gcgcgcacgce catcgagacg cgcecgcectgge aggacggcge 29940
gccgetegee cgcacggage tcggcgagece ctgcgtggag cggtacggceg cgcecctacta 30000
cctcateccag cgggccgate tgcaccgcag cctgctggag ttgctgceccecge ccggagtegt 30060
ccggcacagce gcecgcatgca cecgceccgtcecga ggagcgeccg gacggggtceca cectgegett 30120
cgccgacggce acgagcgagg aggccggggt cgtegtegge geggacggca tccactcegge 30180
gcteegcaac cacctegtgg gcgaccgtec cecggttcectec gggcacacgg tccaccgegg 30240
cctggtggeg gecgaccgge tgccgtecct cttegaggtg ccgaaggtge tettetgget 30300
gggaccgaac ggccatgtga cgagctatcc gatcgcccag cacggtctgg tccacttcag 30360
cgeggtgatce acctcaccgg agtgggacce ggaggtgtgg tcggcgceccga gecgeccggg 30420
ggaggccgeg gccgectteg ccggctggaa cgccgaggte gceccgagctga tcggggcecge 30480
gnaacaggct caccactggg ccctgttecga ccgcgactge gtgggcecggnt ggagcaccgg 30540
ccggatgacg ntggcgggceg acgcggcgca cccgatggtg cecgtatcectgt cccagggcge 30600
caaccaggcce atcgaggacg cctgggtgct cgcggatctg ctcecggtgccg cggacctcga 30660
tceggggece gegcetgcegge ggtacgagga gctgcggcetg ccceccegegtee gegaggtgca 30720
ccggegetee cgggagcggg gecatgagtt ccaccttece gacggeccge agcagegect 30780
gcgegacegg tcgatgecca cggecgageg gctggacgac tacgcectgga tttacggett 30840
cgaggccecgeg ccggtcecggga gecggtagee ggcggcggcee gcccgtgage ccgtagcaac 30900
ctgaggaacg aaggggagag acctcggtgg accagagcac actcgacgcc tatctgegece 30960
gcctgggegt cgagegtceccg cggcegtacceg acgccgggac gctceccggetg ctecaggaac 31020
gtcatctegt gteggtgccg ttcecgagaaca tgcacatcceg gtcggggaaa cccaccgcac 31080
tcggeccecge ggtgatcgac aagatcgcege accgccaccg cggcggcacce tgcatcgaac 31140
tcgccagege cttcegagcag ttgctgegca ccectcecggcecta cccgcaggtg acggtgetgg 31200
gcgggcgeat cttceccacgce ggecgcttceca tggcaccggt ggtgcactac gtgcectgaagg 31260
tggagacgcce cgagccgtgg ctggtggacg tgggcttect gegeggcage cgctatccge 31320
tceggttega cgtgcgcgag ccccagcagg accecgaggg cgtcettceccag ctggecgaca 31380
cggacggcgg cggcatcgaa ctgcgecgceg acggggtgce ccagtaccgg ctggacccca 31440
cceegetgeg cttecgaggac ttcecccecgecca cctggtggge ctggacgcte cctgagetge 31500
ccatgtecgca tectgectggtyg gectcecgatcee tggacgccac ggggcggacg acgatggtceg 31560
accagcgcecg gcectgectggag gtgtcegggeg ggcggaccte cgageggcte ctcgacggeg 31620
ccgccgaggt getggaggtg taccggagcece ggttcgggat cgcecgetggac gaggteccgg 31680
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cceececgggece gggcecccgag gaggacgatce cggtggtgcet ggagcagtac cgtgegtggt 31740
tcegtgegeca gtacggagac cccgaggtca cteceggtgge gggtggette ccgatgeggt 31800
agcggggcegg cccccggaca geggcagggce gtgeggecegg aaccctcecegg tteccggecge 31860
acgccctegg cgtctceccecegg cggcccectca gcgcacggge cgtgecttece agaagtagtt 31920
gtgcacgeceg tcggcecggtga gcagcectgeg gaaggacatc gtgacccgca tcceceggegtg 31980
cacctegtee tecggecgcat cggtgagcectce gcaccggaac cggccgcecge cgtcgaacte 32040
gatcaccgec aggatcagcg gcgggtgcgg ggtgaagccec agatggtcga ccgtgtaggt 32100
gacgacggtc gccggegtge cgtcegageeg ctecteggte attttgtega tegteccggca 32160
gttggtgcac accecgggcgg gaggcagctg ccgggtcecceg cagtccecgtgce aacggctcege 32220
cacgaagccg tacttccacce cggcteggeg caacgacggt gcggcggcegg geggttgegg 32280
ctteggecgg geggegggcet gecggtcgag gaacccgege caggtcagat agtccccgta 32340
cgggagcecgg tegctgcegg cegcecgecgg tgcggcggcee gggaacggceg geccgecggt 32400
cggtcagtgce ggcgcaggtce cgcaggacga ggacggagac gccgtcaccg atgacgacca 32460
gggcgagggt ctgcccegge tcecggecgeggt cgagtgngtce ggcnagcagce aggceccggct 32520
gggcggtgece cgggttgceen acggceccttgn cgaggccgte cgcgttecccg tceccecgeggtet 32580
tceecggtacyg ggcggacage cggccggceca cggaccgcag ggcgcegcetgg tgcagtccgg 32640
cgacggcgag gtggtcgage tgctccgcece gcagctcege ccgctceccage gegtegtega 32700
acgcggcatce ggccagcegg gtgtagacct gcteggtgaa gegttectece gacgtegtgg 32760
agaccggcgt gtceggtgtg cgccggeggt cgaggatcte ggcecggtcacce gaggegtggg 32820
cgatcacctc ggcgagcggg gggagttcgg gccggccegcet gaagaggaag gecgecccceg 32880
catcgececcece gtcegegtteg teggegette ccecggcagtcee cgtecgtacg tecgcecgagca 32940
ccaccagggt gtcctcecggeg ctgccgeteg ccaggtgcaa ggcgccggct ccggaccgca 33000
ccgcgecegge catgtcgacg gecatggect ccggggcegag gccgagcecgece gcatggatceg 33060
ccgcggceatt ggtcttgtec agatacggcg gggtggeggt ggcgaagagce aggttgcegta 33120
cgcteeegeg ggcttegggg acggcggceca gtgeggegeg ggcecgecteg acgcccageg 33180
tcgtgetgte ctegtegtag gaggcgaccg cacgggttcece cccggcagece ctceccecgecga 33240
gcacggtgge gatcgcgcte cgecggagece ggaagtacgg cacatacgcg ccgtaggcga 33300
cgagcgaggt caagtgaccc tcccggtaaa agagtgagat ccttatgatt atctaactgt 33360
atcggctcecta gggaggggga gaccgtgcecg tcacacggca tccgcgacaa ggtcgecgate 33420
gtcggtatgg ggtgcaccac gtteggggag cactgggacg cctecggcgga cgacctcgta 33480
ctggaggcgg tccgggcege ctgtgegtceg ggcggggtca gcgacgtcga ggtcgacgeg 33540
tactggctga gcaccctgge gtcggggaac tccggactceg cgctgtcecceceg ceccgetgege 33600
ctgccgtaca agcccgtcecac ccgggtggag aactactgeg ccggcggctce ggacgcactg 33660
cgcaacgcct gctacgeggt ggcgageggce gcgtacgaca cggccatgge cgtcggggtg 33720
gagaagctca aggactccgg catgtccecggg ctcecteggceee ccegecgtece cggcegacgge 33780
accgaaccceg atctcaccge gecggecgcece ttcagcectge tcecgeccaggce gtacgggcac 33840
aagtacggcce tggccgacgg gacgctceccegt gacgtgcetgg accggatcge gtggaagaac 33900
cacgccaacg gcgcgctgaa cccgegggceg cacttcecegee gggeggtgte gagggagacce 33960
ctcecgcaaag cgccgcgedt ggcgggcgag ttgggggtcect tcecgactgcte gggcgtgage 34020
gatggcgegyg cggcggcact ggtggtacgg gccgaggacg cctaccgcta caccgaccgg 34080
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ccgctgttng tgaaggcgcet ggcgctegeg gtcggccegg ccaccggcac cgccgacceg 34140
gagtacgact tcacctcatt ccccgaggtc aggcactcgg ccgcggacgce ctaccggcag 34200
gccgggatceca ccgaccecgg ggcecgaactg gegcectggcegg aggtgcacga ctgcttcacg 34260
gtcaccgagce tggtgctgat ggaggacctc ggtttegcecge cgccgggcga ggectggcege 34320
gcggecctgg acggcegectt cgaccgggac ggcgccctge cggtgaatcce ggacggcggyg 34380
ctgaaggcct tecgggcatcce gatcggggcece tcecggggcetge ggatgetgtt cgagtgctgg 34440
ctgcaactgc gcggggaagce gceccceceggag cgcgcecctgt cecgegtcecege cctegggegg 34500
gggctggege tcacccacaa ccteggegge ggtceggggg agtgcectgte gttegtgtee 34560
gtcgtegggg tcegagecccce ggegteggeg aagcgtcatce acaccagegce cgtcacacgg 34620
acggcatgag ggggaggaac agcatggcga agatctgtge cggccgggtce gtcgtgatca 34680
cgggcgeggyg caacgggatce ggccgegcege acgccctgge gttegecggg gecggagcege 34740
gggtggtegt caacgaccte ggcggggcca gggacggggce cggcagctcg accgeccgecg 34800
ccgagacggt ggcggccgag atccgggcecg ccggcggcga ggccgtggece aacttcecgacg 34860
acatctcgac ctgggacggt gcccggeggce tgatcggcca ggccgtcgag cggtteggceca 34920
ggctggacac cgtggtcaac aacgccggga tcctgaggga ccggacgctg gtcecggtatga 34980
ccgagcagga ctgggacgcec gtggteggeg tccatctcaa gggcaccgece gecgtgetcee 35040
accacgeccgce cacccactgg cggcageggt cgaaggceggg caaggaggtg gcaggacggg 35100
tcatcaacac cacgtccacc tcagggcttt acggcaatcce ggggcagtcce aactacgcgg 35160
cggcgaaggce cggtatcgeg gecctgacga tcagcgegge gcaggagctg ggccggtacg 35220
gcgtgacegt gaacgcggtce gcaccggcceg ccctgacgeg gatgaccgag gacctgggeg 35280
tcatgccgga cctggceccgca cagcatgatce tggcgccgga gagcegtgcecg ccggtegteg 35340
tctggetegg cagcccgetyg tecgggcatg tcacgggecyg ggtcegtcacg gtectteggeca 35400
gccggcetete ggtggecggag ggctgggteg acggccccge cgctgteggt gecggagcecgat 35460
gggagccgga gactgccgge gaggcgcetgg acaagcetggt cgagcecgggcg gcccccaacg 35520
ccgatgegtt cggtaggcge tecgagtgac ggtccgggga ccgcteggge ctggetgacg 35580
ctcagtcgag gagttccaga cgggtattgg cgccgctege attcaattcece ttctecatac 35640
gggaaatgtg acggcgccaa tgggcctecgg cctegtegge ctegeccgece tgaatcaget 35700
tcaccaactt cacgtgctct tcatgatcac gtcgggtgce ggtcectttceceg ccggtegcaa 35760
tatgcggact cttggcctgg tagaagatgce attgcagegt ctcegtgcagt gccagcatcg 35820
cceggttgece gttcaatteg accaaagtcg cgtgaaatge tgcecttggece teggcecgagtg 35880
cggcggggte gtcecttcegece tettecteeg tggcgagege ctegtgcage cggccgatge 35940
cggacggggt gtgccggetg gegagetgtce gtacgcaggg cggctcgatce gaggcgacga 36000
gctggaacat ctecgeccagg gtggtctege ggtactccag gatgagcccg aggtagceggg 36060
cggccaccat gggatcgggg gegttgacce gggcgccgcee gtgcacgcecg cggcggacge 36120
tgatcagcgce ctcggactcec aggacgcgaa tggcctegeg cagggtgggg cgggaaatge 36180
cgaactgctc catcagggcc gattcceggceg ggagtgcegte gcecccggctcece agttegecccece 36240
ggatgatgac gcggcgcagg ctggccgcga ccaattccge ggtecttecggg acacgcacac 36300
gaagtgcecge cccgtttcege ttetggggte ccttatttac cgctcecgggtt gcttcagtca 36360
aggccgcette ctcecctaggtyg gegcgcatceg acgacgceggt gcgagcgaaa ttgcagtgag 36420
cacctttacg ccctgttgag tcgattgcat taaatgaatc aatcaggatt actgagtgta 36480
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gcaaggnnct gcncgccgaa atgtggaccg tcectgtgateg cacggtaact cagetgtgac 36540
cctgggtgga tggggcgggce gcgaatggcece ggatgacagt gcatcagggg gatggtageg 36600
ttaaatcagt taactaagtt atgccttagg gggtggggtg tgggcaggct tgaggggaag 36660
atagcgatcg tcaccggtgce cgcgtegggce atcggagegg tcaccgcgga geggcetcegee 36720
gcggaggggyg cccgggtgge gctegcecgac ctggacgagg ccggcgtgca aagtttggee 36780
gagaagatcc ggggcgcgga cggcacgcac gcgatcggca tcacagcgga cctggcggac 36840
ccggcatcegg tgcgecgcecat ggtggcecgcece gccgtcgagg agtteggegg tetggacatce 36900
ctgcacaaca acgccgcggce gaccactctg gcecgtcectece tggacgtgece ggtggecgac 36960
gccgacceeg aggtgtggga gcggacatge gggtcaacct cagecggcgcece atggtcgceca 37020
ccecaggecge gcetgecccat ctcatcegege gcggcggegg ctgcegtcatce aacacctcecct 37080
cggccegecgg actctceccecgge gatctgagece accecggegta cgcecggegtece aaggcecgcece 37140
tcatcagcct gacgecgttece gtggcgacce aggcgggcecg aagceggcegtg cgctgcaacg 37200
cgatcgegece cggtcectcate atcaccaggce ccgaacgcga ggccgcectac cgggtgatge 37260
tgccccacca cctcaccacg cggctgggac ggcccgagga cgtcegegteg gecgtegtet 37320
tcetegecte cgacgaagece tegttcatca ccggacagac cctegtegtg gacggceggac 37380
tgctcgcaca ccagccgtac tacgcggatce ggagggccga gtcecgtgageg geggceccgga 37440
cctegeccac cgcaccgecece gecacceggcet ccecggceccectgg cteggtetgg tecceggece 37500
ggctgcggge ccggcecaccg cggcecgecgg cggtgtcgag atcggtctga cctggcacgg 37560
cggcgceggac atcgatcceg ceccggeccgg cagtgagecg gtggtgcagg cectgtgegg 37620
gctgatgcac ctceccatggge aagaggcggg acgaccgcge cggctcegggce tggaagcecgge 37680
cteggeegeg gecggagtge tggccggceca gggcgtecte gecgctcacg tggggegege 37740
ccgtggcecate cecggtcgacg ccgtggagac ctccgtactg cgcgeccggca cgttactcge 37800
cggccagtac accgccgagg ccaccteccee cgaccegtgg ggaccctegg tcaaggggga 37860
cggcggeccg ccgcecgttee gecagegecga cggaccecte ttcgagatcg agaccttcga 37920
cceggececgg tggcetggegt tetggegcan ccteggngcg ganaccgcecen tactgggcecceg 37980
tgnctggacce gecttccage accgctacct caanggccac tgcctgntga ccgcngcact 38040
gcacanggac nhcggccggca cgccectggec ccggatcgte geggcecgcac aggagcacgg 38100
gctcagecetyg teggegetge gcggctaceg cgacgtactg gceccgageegg gctggtcegee 38160
gggccagecece cggctgacge cgctgcccac gecctgegge ggcaggccgg ccgecgcegee 38220
gcagecgcgec ggaacggacce gtaccgggga cctceecegcetg gecgggatce gggtggtcega 38280
ggccaccagce cgggtccaag gccccctege cgggcagttg ttgaccatgce tcggggceccga 38340
cgtgacctgg gtcgagcecge cccagggcga cgcgageggg atgggcectcece tgtaccaccg 38400
cggcaagcgg cgtacgggcec tcgacctcag ccgtccggcee ggceccgggacg cgctgegcga 38460
actcatcgeg gaggcggatg tettectgca caactggege cccggaaagg ccgccgaatg 38520
gggcttcecgee gecggggaac tggcccgtac gaacccecccgg ctggtcettceg gegannnnnn 38580
ngtgnaaata gtacttttcn tccgttagaa gecntactca ngacccttta ngnaaagttg 38640
attgngactt cgttggaaca ttcatacgcc ctttactaga ttgcattaac ttgaggccag 38700
tagcagtaac tcttaatgat ntgttggttg aaaattttct gaaatganga caggatggga 38760
cgccgaggac acacaggcga ttcecctagceccce gtaatagtgg tacctatgga ccaatgccac 38820
gaggaactcc naagggattg cttggaatgce catttaatac aacngtgant tgattgantg 38880
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ctaacctctce gtccangttc tttatttata tccaantgaa gggncaccaa ttatgacctg 38940
cagagtatag atgggctgta ttgtgtcggt gatanttgct ttcecctggtca aggagtaatc 39000
gctgtageen ttanangagt gatgngcgeg caccgagtag ctgcagatat tggtgagcta 39060
nagaccgtgt tttaattttc cagattcecnng gagantattt atcaacacag gtantctatc 39120
gcaacaattt tagctcaatc aanacaaaga gatgtacttc tggcanactt taatatctga 39180
acttcttegt tggt 39194

What is claimed is:

1. A non-natural vector comprising all the genes encoded
by SEQ ID NO:1.

2. The non-natural vector of claim 1, wherein said vector is
a bacterial artificial chromosome.

3. A host cell comprising a polynucleotide, wherein said
polynucleotide comprises 1000 or more bases of SEQ ID
NO:1, said host cell not being a Streptomyces platensis cell.

4. The host cell of claim 3, wherein said polynucleotide
comprises 5000, 10,000, 15,000, 20,000, 25,000, 30,000,
35,000, or all of SEQ ID NO:1.

5. The host cell of claim 3, wherein said host cell is an
Escherichia coli cell.

6. A host cell comprising a polynucleotide in one or more
non-natural vectors, wherein said polynucleotide comprises
1000 or more bases of SEQ ID NO:1.
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7. The host cell of claim 6, wherein said vector is a bacterial
artificial chromosome.

8. The host cell of claim 6, wherein said polynucleotide
comprises 5000, 10,000, 15,000, 20,000, 25,000, 30,000,
35,000, or all of SEQ ID NO:1.

9. The host cell of claim 6, wherein said host cell is a
Streptomyces platensis or Escherichia coli cell.

10. The host cell of claim 6, wherein said host cell com-
prises at least one heterologous tailoring gene.

11. The host cell of claim 10, wherein said heterologous
tailoring gene encodes for an enzyme is selected from the
group consisting of a methylation enzyme, an acetylation
enzyme, a glycosylation enzyme, and a phosphorylation
enzyme.
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