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ABSTRACT 

The invention is the discovery of an actinomycete genus, 
given the name Salinospora gen. nov., that displays an obli 
gate requirement of seaWater (Na+) for groWth and unique 
16S rRNA signature nucleotides. The invention is also the use 
of the genus for the production and discovery of active bio 
molecules such as pharmaceutical agents, agrichemicals, 
immunomodi?ers, enzymes and enzyme inhibitors. 
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MARINE ACTINOMYCETE TAXON FOR 
DRUG AND FERMENTATION PRODUCT 

DISCOVERY 

CROSS-REFERENCES TO RELATED 
APPLICATIONS 

[0001] This application is a continuation application of 
US. application Ser. No. 11/841,588, ?led Aug. 20, 2007, 
noW pending, Which is a continuation application of 11/228, 
416, ?led Sep. 15, 2005, noW abandoned, Which is a continu 
ation application of U. S. application Ser. No. 09/991,518 ?led 
Nov. 16, 2001, noW issued as US. Pat. No. 7,144,723, Which 
claims the bene?t under 35 USC § 1 19(e) to US. Application 
Ser. No. 60/249,356 ?led Nov. 16, 2000, noW abandoned. The 
disclosure of each of the prior applications is considered part 
of and is incorporated by reference in the disclosure of this 
application. 

FIELD OF THE INVENTION 

[0002] The invention relates to the discovery of a novel 
taxon of marine bacteria of the order Actinomycetales and the 
use of this taxon for the discovery and production of proteins, 
secondary metabolites and biomolecules for use as pharma 
ceutical compositions, agrichemicals, immunomodi?ers, 
enZymes and enZyme inhibitors. 

BACKGROUND OF THE INVENTION 

[0003] Microorganisms belonging to the class Actinobac 
teria, commonly called actinomycetes, reside taxonomically 
Within the Gram-positive bacteria and are ubiquitous in ter 
restrial environments. Actinomycetes are a proli?c source of 
diverse biologically active metabolites. They have been a 
source of a numerous useful products including Pharmaceu 
ticals, agrichemicals, loW molecular Weight enZyme inhibi 
tors, immunomodi?ers, and enZymes for use in a number of 
industrial applications, from the food industry to paper mak 
ing. These microorganisms have also been useful in agricul 
ture as a means of pathogen protection and groWth enhance 
ment. Although many useful substances have been discovered 
from soil actinomycetes over the last 60 years, the yield of 
novel products has drastically decreased as common soil spe 
cies continually yield previously discovered metabolites. For 
this reason, there has been a major effort to discover neW 
actinomycete taxa in the hope that these microorganisms Will 
provide a neW source of useful products (Bull et al., 2000). 
[0004] Actinobacteria are one of a number of classes of 
bacteria. The class Actinobacteria can be further subdivided 
into six orders, including the Actinomycetales Which can be 
broken doWn into 10 suborders. Classical methods for deter 
mining taxonomic novelty include morphological and physi 
ological criteria such as color, presence or absence of myce 
lia, hyphal branch characteristics, spore pattern and motility, 
tolerance of variation in temperature, salinity and pH, and the 
ability to utiliZe various substrates. Although these criteria 
remain an important component of taxonomic analyses, a 
neW and more de?nitive method to establish strain unique 
ness is 16S rDNA sequence analysis, Which also provides 
evolutionary information on the isolate (Stackebrandt, et al., 
1 997). 
[0005] Membership of a strain Within the class Actinobac 
teria is indicated by 16S rDNA sequence similarity values 
above 80%, as determined by comparison of almost complete 
16S rDNA sequences With the most deeply branching mem 
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bers of the class, and the presence of signature nucleotides 
(Stackebrandt, 1997). Signature nucleotides speci?c for a 
taxonomic group are chosen for their presence in more than 
95% of the members of that group. 16S signature nucleotide 
sequences can be used on various taxonomic levels, from 
de?ning an order of bacteria to the subdivision of families 
into genera. This method provides a poWerful mathematical 
model of bacterial evolution and an objective, rather than 
subjective, set of rules by Which bacteria may be assigned a 
taxonomic status Within the classi?cation system. 
[0006] Despite the fact that the oceans cover 70% of the 
earth’s surface, all knoWn actinomycete genera discovered to 
date have been land dWellers. In fact, only one marine acti 
nomycete species has been described (Helmke and Weyland, 
1984) and it belongs to a Well-known terrestrial genus. 
Although actinomycetes have been cultured from marine 
sediments, it is Widely believed that marine isolates are 
derived from dormant terrestrial spores that Were Washed into 
the sea (GoodfelloW and Haynes, 1984). The “Wash-in” 
theory Was postulated because the marine isolates did not 
require seaWater for groWth, Were closely related to terrestrial 
species, and tended to decrease in number With increasing 
distance from land (GoodfelloW and Williams, 1983). 
Because many terrestrial actinomycetes can tolerate high 
salinity and pressure, and because of their distribution and 
physiology, it Was concluded that most actinomycetes have 
been Washed into the sea and collect in sediments Where they 
can survive for long periods of time as spores (GoodfelloW 
and Haynes, 1984). These types of studies have led to the 
general belief that marine actinomycetes are not signi?cantly 
different from those on land and therefore of little utility as a 
source of novel industrial products. 

SUMMARY OF THE INVENTION 

[0007] The invention is the discovery, isolation and char 
acteriZation of the ?rst major obligate marine actinomycete 
taxon for Which the name Salinospora gen. nov. is proposed. 
Members of this genus are readily recogniZed by a series of 
characteristic features including: 
[0008] 1. Obligate requirement of sodium (seaWater) for 
groWth. 
[0009] 2. Presence of at least 4 of the 5 16S rRNA signature 
nucleotides (Table 3) and close phylogenetic relatedness to 
the Salinospora clade using 16S rRNA treeing methods. 
[0010] 3. Morphological characteristics typically includ 
ing: 

[0011] a.) colony color ranging from orange to broWn, 
[0012] b.) no or scant aerial mycelia, 
[0013] c.) diffusable melanin-like pigments and spores 

that blacken the colony surface, 
[0014] d.) hyphae that are ?nely branched and non-frag 
menting With spores produced singly or in clusters. 

[0015] 4. Comparison With a deposit of a type strain at the 
ATCC (American Type Culture Collection; 12301 ParklaWn 
Drive; Rockville, Md. 20852) on Sep. 27, 2000 under number 
ATCC PTA-250. 
[0016] The discovery of the Salinospora group refutes prior 
notions about actinomycetes in the marine environment and 
provides the ?rst unequivocal evidence that major popula 
tions of unique, obligate marine actinomycetes occur Widely 
in ocean sediments. Chemical studies of Salinospora group 
members have led to the isolation of novel compounds and an 
exceptionally high rate of biologically active extracts indicat 
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ing that these microorganisms have utility for drug discovery 
and other industrial applications. 
[0017] The invention is the use of the novel taxon for the 
discovery and production of proteins, secondary metabolites 
and other biomolecules for use in pharmaceutical composi 
tions, agrichemicals, immunomodi?ers, enZymes and 
enZyme inhibitors. Active molecules can be puri?ed from the 
actinomycetes themselves or metabolites may be puri?ed 
from the growth media. This genus is a rich source of active 
biomolecules With many demonstrated pharmacological 
activities (eg antifungal, antimicrobial, anti-cancer). 
Extracts and products can be used in a number of assays Well 
knoWn to those skilled in the art to determine the activity of 
the various compounds derived from the actinomycetes. 
[0018] The invention is the use of the genome of the taxon 
for the production of biomolecules in the context of the 
endogenous actinomycete strain or in other organisms. Genes 
may be expressed singly or in clusters under the control of 
constitutive or inducible promoters. Genes from the invention 
may be expressed in heterologous hosts as recombinant or 
over producing strains. Other portions of the genome, such as 
transcriptional regulatory elements, can also be used in het 
erologous contexts for the control of transcription. The 
genome may be either Wild-type or mutant. Mutations may be 
spontaneous or created in a random or site directed manner by 
methods Well knoWn to those skilled in the art. 
[0019] The invention is the use of the taxon for the produc 
tion of gene products from heterologous organisms. Genes 
may be inserted either singly or in clusters into the actino 
mycete strains of the invention for expression of proteins, 
secondary metabolties or other biomolecules. Compounds 
may be isolated from the actinomycetes or the groWth media. 
[0020] The invention is the use of the taxon for pathogen 
and pest protection, insecticides, herbicides, microbiocides, 
groWth promotion in agriculture and aquaculture applica 
tions. Actinomycetes of the instant invention can compete 
With harmful micro-organisms in the environment of the 
plants providing a non-toxic means of protecting plants. 

BRIEF DESCRIPTION OF THE DRAWINGS 

[0021] The present invention Will be better understood 
from the folloWing detailed description of an exemplary 
embodiment of the invention, taken in conjunction With the 
accompanying draWings in Which like reference numerals 
refer to like parts and in Which: 
[0022] FIG. 1. Structure of salinosporamide A, the ?rst 
novel, bioactive metabolite obtained from the Salinospora 
group. The isolation of this compound proves that the Sali 
nospora group is a resource for unique, biologically active 
metabolites. The producing strain Was cultured in a seaWater 
based medium and the compound Was obtained in pure form 
folloWing a series of chromatographic steps. The structure of 
salinosporamide A Was elucidated using 1D and 2D nuclear 
magnetic resonance and high resolution mass spectral data 
analyses. 
[0023] FIG. 2. Phylogenetic dendogram created using the 
neighbor joining method shoWing seven diverse members of 
the Salinospora clade along With representatives from all 
genera of?cially belonging to the Micromonosporaceae fam 
ily (Koch, et al; 1996). The distance bar indicates 1 nucleotide 
substitution per 100 nucleotides. The Salinospora clade is 
shoWn in the bracket. In parenthesis along side of the Salino 
spora strain designations are the locations and dates of the 
expeditions from Which the isolates Were obtained. The Sali 
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nospora group to date includes 400-500 isolates that shoWed 
the characteristic features 1 and 3 (listed in the Background 
section). These strains are from three expeditions that Were 
grouped ?rst by location and date obtained, then by morpho 
logical diversity Within each group. From each of these sub 
groups, isolates Were chosen for almost complete 16S rRNA 
gene sequencing (greater than 95% of the gene). Phylogenetic 
programs contained in the Phylip and Clustal W packages 
Were used for analysis and the tree Was draWn using TreevieW 
1.6.1. 

DETAILED DESCRIPTION AND PREFERRED 
EMBODIMENTS 

[0024] Salinospora strains can be consistently isolated 
from marine sediments and are distinguished by characteris 
tic signature nucleotides, an obligate requirement of seaWater 
(more speci?cally, Na") for groWth, and morphological char 
acteristics. Isolates belonging to this group Were obtained on 
?ve separate occasions from tropical to subtropical, near 
shore sediments collected from the Atlantic Ocean, the Red 
Sea and the Sea of CorteZ indicating a World-Wide distribu 
tion. In these studies, a total of 147 independent sediment 
samples Were evaluated and 51 of these yielded a total of 182 
Salinospora isolates of Which seven Were subjected to in 
depth physiological and phylogenetic evaluation (Table 1). 
Subsequently, over 1000 strains have been obtained from 
additional collections. 
[0025] Natural location of strains. Select, diverse isolates 
representing over 1000 strains With Salinospora morphology 
Were used for in-depth phylogenetic and physiological analy 
ses. Nearly complete 16S rDNA sequences (>95% of the 
entire gene) Were obtained for all strains listed. Note that 
CNB394 and CNB512 are marine-derived Micromonospora 
isolates and Were carried through analyses to illustrate fun 
damental differences betWeen Salinospora and Micromono 
spora genera. 

TABLE 1 

Year and Habitat descrip. 
Strain location and depth Genus 

CNH643 1999 Bahamas, Coarse sand, Salinospora 
SWeetings Cay 1 m 

CNH646 1999 Bahamas, Spur and grove, Salinospora 
Andros Island 10 m 

CNH725 2000 Red Sea, Coarse sand, Salinospora 
Sha’b e1 utal 20 m 

CNH898 2000 Bahamas, Coarse sand, Salinospora 
Little San Salvador 30 m 

CNH964 2000 Sea of Coarse sand, Salinospora 
Cortez 30 m 

Caleta Partida 
CNB440 1989 Bahamas, Spur and grove, Salinospora 

Chub Cay 20 m 
CNB536 1989 Bahamas, Coarse sand and Salinospora 

Acklins Island seagrass, 10 m 
CNB394 1989 Bahamas, Coarse sand and Micromonospora 

Chub Cay seagrass, 1 m 
CNB512 1989 Bahamas, Spur and grove, Micromonospora 

San Salvador Is. 30 m 

[0026] All of the 182 Salinospora strains tested failed to 
groW on an agar medium When seaWater Was replaced With 
deioniZed Water. Seven phylo genetically diverse strains Were 
further characterized and shoWn to require sodium for groWth 
(Table 2), a physiological characteristic commonly associ 
ated With obligate marine bacteria. Sodium requirements 



US 2009/0197937 A1 

have been studied extensively in Gram-negative marine bac 
teria and are indicative of highly evolved marine adaptations 
such as a respiration-dependant sodium ion pump and/or a 
sodium dependent membrane transport mechanism. The 
requirement of seaWater (sodium) for growth is extremely 
rare in Gram-positive bacteria and has never before been 
reported for an actinomycete With the exception of Rhodo 
coccus marinonascens (Helmke and Weyland, 1984). 
[0027] Assay for sodium dependent growth. Physiological 
groWth analysis illustrating fundamental groWth differences 
betWeen Salinospora (in bold) and marine-derived 
Micromonospora isolates (CNB394, CNB512) are shoWn in 
Table 2. Tests Were performed on medium M1 Which Was 
found to be optimal for the groWth and maintenance of Sali 
nospora and Micromonospora genera. Isolates Were screened 
using a sterile cotton sWab to inoculate macerated, vegetative 
mycelia onto each analytical medium Which Was then incu 
bated at 25-280 C. for six to eight Weeks. GroWth Was checked 
periodically using a Leica stereoscope at 10-64>< magni?ca 
tion. All strains greW equally Well in natural seaWater (NSW) 
or arti?cial seaWater (ASW Na+). No detectable groWth Was 
observed for any of the Salinospora isolates on M1 prepared 
With de-ioniZed Water (D1). The tWo Micromonospora iso 
lates, CNB394 and CNB512, greW better on M1D1 Water 
than on the seaWater-based medium. Sodium groWth require 
ments Were tested on M1 prepared With ASW in Which all 
sodium sources Were replaced With equimolar amounts of 
potassium (M1, ASW K+). The sodium concentration in sea 
Water of salinity 35 (used for M1, NSW medium in this study) 
is 450 mM. In order to determine the upper limits of sodium 
chloride tolerance, strains Were tested for groWth on M1D1 
Water in Which sodium chloride Was added to yield ?nal 
sodium concentrations of 600 and 1000 mM. The Salino 
spora isolates shoWed no groWth at these elevated sodium 
levels Whereas groWth Was clearly evident for the marine 
derived Micromonospora CNB394 and CNB512. 

TABLE 2 

Isolates Tested 

CNB CNB CNB CNB CNB CNH CNH CNH CNH 
Medium 394 512 440 536 643 646 721 898 964 

M1, + + ++ ++ ++ ++ ++ ++ ++ 

M1, ++ ++ — — — — — — — 

1000 +/— +/— — — — — — — 

[0028] Salinospora isolates are proving to be a remarkable 
source of biologically active secondary metabolites. Thus far, 
of the 105 strains examined, 86% yielded culture extracts 
With signi?cant cancer cell cytotoxicity (IC5O values ranging 
from 0.004-16.4 micrograms/ml against the HCT-l 16 human 
colon carcinoma cell line). Signi?cant antifungal and antibi 
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otic activities have also been observed from the extracts of 
cultures groWn under various conditions With 30% yielding 
MIC values of 19.5 micrograms/ml or less against amphot 
ericin resistant Candida albicans and 35% yielding extract 
minimum inhibitory concentration (MIC) values of 25 micro 
grams/ml or less against vancomycin resistant Enlerococcus 
faecium. 
[0029] Thin layer chromatography and liquid chromatog 
raphy/mass spectrometric analyses, as Well as Repetitive 
Extragenic Palindrome Polymerase Chain Reaction (REP 
PCR), indicate considerable strain to strain chemical and 
genetic diversity. Bioassay-guided fractionation of one active 
extract has led to the isolation of a novel series of metabolites 
that includes a potent cytotoxin (IC5O:10 ng/ml against the 
HCT-116 human colon carcinoma cell line) that has been 
named salinosporamide A (FIG. 2). This molecule is most 
closely related to clasto-lactacystin beta-lactone (also called 
omuralide), the intermediary hydrolysis product of lactacys 
tin, an antimicrobial product. Salinosporamide A represents 
the ?rst natural product to be discovered that possesses a 
fused beta-lactone gamma-lactam bicyclic ring and is a 
highly potent anticancer agent. 
[0030] The Salinospora group Was initially recogniZed 
after phylogenetic characterization of sediment-derived acti 
nomycetes isolated during an expedition to the Bahamas. 
Partial 16S rDNA gene sequences from eight morphologi 
cally diverse strains indicated the presence of four signature 
nucleotides betWeen positions 207-468 (E. coli numbering 
system; Table 3). These signatures have subsequently been 
found in all 45 partially sequenced Salinospora strains. TWo 
strains shoWing the highest phylogenetic diversity (CNH643 
and CNH646) Were sequenced nearly in their entirety (Gen 
Bank accession numbers AY040619 and AY040620, respec 
tively) and found to possess one additional signature nucle 
otide (position 1456) that is also characteristic of this group 
(Table 3). Phylogenetic analyses of aligned sequences from 
these strains indicate that they form a distinct and coherent 
clade Within the Micromonosporaceae (FIG. 3). Signature 
nucleotides unify this clade and a high bootstrap value sup 
ports clear separation from the nine currently described gen 
era Within the family. 

[0031] 16S rRNA signature nucleotides. 16S rRNA signa 
ture nucleotides for the genus Salinospora and all nine cur 
rently accepted genera Within the Micromonosporaceae are 
shoWn in Table 3. Forty-?ve diverse Salinospora isolates 
Were partially sequenced and con?rmed to have all four sig 
nature nucleotides at positions 207-468. The signature nucle 
otide at position 1456 Was discovered after subsequent 3' 
sequencing of the 16S rRNA gene from several (20) Salino 
spora isolates. These are original signatures observed in this 
study (in addition to those previously published by Koch et al. 
1996) that de?ne the coherence of the Salinospora clade and 
separate it from other members of the family. Signature 
nucleotides Were aligned to E. coli positions 27-1492 using 
all existing members of the Micromonosporaceae in the 
Ribosomal Database Project. Members of the genus Salino 
spora shoW closest homology to Micromonospora olivasler 
ospora (97.1-97.7% similarity), the most deeply rooted mem 
ber of that genus, With Whom they share eight of 12 previously 
published signature nucleotide positions. Thus Salinospora 
strains are more highly diverged from their closest phyloge 
netic neighbor than the recently described genus Verruco 
sispora giformensis Which shoWs 98.0% similarity to 
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Micromonospora olivaslerospora and shares 11 of 12 previ 
ously published signature nucleotides. 

TABLE 3 

All Other 
Micorrnonosporaceae 

Position 16S RNA genera Salinospora 

207 (U/C) A 
366 (MG) C 
467 (MG) U 
468 A U 
1456 A G 

[0032] A folloW-up study Was undertaken in the Bahamas 
to determine the persistence of the Salinospora group. From 
20 samples collected from four transects (0-30 m), 355 acti 
nomycetes Were observed and over 90% of these displayed 
characteristic Salinospora morphologies suggesting that this 
group may be the numerically dominant actinomycete in 
marine sediments. Of those observed, 100 strains Were iso 
lated for further study. The average numbers of Salinospora 
colony-forming units (cfu’s) ranged from 1.2-2.3><103 cfu’s/ 
ml sediment. Over 50% of the Salinospora isolates appeared 
on a loW nutrient medium (M4) indicating the importance of 
using appropriate isolation techniques. Thirteen representa 
tives of eight different colony morphotypes Were partially 
sequenced and the most phylogenetically diverse isolate 
(CNH898) Was sequenced nearly in its entirety (GenBank 
Accession number AY040622). 
[0033] An examination of 30 actinomycetes With Salino 
spora morphological characteristics that Were isolated from 
the Bahamas in 1989 (Jensen et al, 1991) revealed that all but 
tWo of these strains had an obligate requirement of seaWater 
(Na+) for groWth. Ten seaWater requiring strains representing 
six different morphotypes Were partially sequenced and 
found to possess the ?ve Salinospora signature nucleotides 
betWeen positions 207-468 (Table 3). The nearly complete 
16S rDNA sequence of tWo of these (CNB440 and CNB536, 
Gen Bank Accession numbers AY040617 and AY040618, 
respectively) indicates that they are diverse members of the 
Salinospora clade (FIG. 2). Thus, strains belonging to this 
neW taxon have been isolated from near-shore Bahamian 
sediments on three separate occasions over an 1 1-year period 
indicating that they are persistent members of the sediment 
bacterial community. 
[0034] The tWo strains that did not require seaWater for 
groWth (CNB394 and CNB5 1 2) but had colony morphologies 
similar to Salinospora Were found to lack the Salinospora 
signatures in Table 3. Analyses of the almost complete 16S 
rDNA sequence of these strains shoWed 99.6-99.9% similar 
ity to Micromonospora auranliaca str. W2b and the presence 
of all of the signature nucleotides previously published for the 
genus Micromonospora (Koch et al, 1996). The phylogenetic 
dendogram clearly shoWs that CNB394 and CNB512 are 
members of the genus Micromonospora (FIG. 3). 
Micromonospora isolates have been reported from marine 
sediments (TakiZaWa et al, 1993), including deep-sea samples 
(Weyland, 1981), hoWever, unlike Salinospora, this genus is 
Well knoWn from terrestrial soils and seaWater-requiring 
strains have not been reported. 
[0035] From extended supra-littoral transects (10 loca 
tions, 30 samples) made in the Bahamas (2000 expedition), 
over 1000 actinomycete colonies Were observed including 
loW numbers of Micromonosporaceae (ca. 2%), hoWever 
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none of these required seaWater for groWth. The inability to 
recover Salinospora strains from supra-littoral samples sup 
ports the observation that these bacteria are restricted to the 
marine environment. 
[0036] To determine if Salinospora members had a broader 
distribution, sediments Were collected from the Red Sea and 
the Sea of CorteZ. From 42 Red Sea sediment samples, 22 
isolates With Salinospora morphologies and an obligate 
requirement of seaWater for groWth Were obtained. Six iso 
lates representing 4 major morphotypes Were partially 
sequenced and the almost complete 16S rDNA sequence of 
one strain (CNH725, GenBank Accession number 
AY040621) is represented in FIG. 3. From 36 sediments 
collected in the Sea of CorteZ, 20 seaWater-requiring actino 
mycete strains Were isolated and all of these possessed Sali 
nospora morphological characteristics. Eight strains repre 
senting ?ve different morphotypes Were partially sequenced 
and the phylogenetically diverse isolate CNH964 (GenBank 
Accession number AY040632) Was sequenced almost in its 
entirety (FIG. 3). These results clearly indicate that Salino 
spora members are Widely distributed in marine sediments. 
[0037] Phylogenetic analyses and physiological character 
istics indicate that the Salinospora clade represents a neW 
genus Within the family Micromonosporaceae. Although it is 
unlikely that the diversity Within this genus has been revealed 
in the present study, intra- group 16S rDNA sequence similar 
ity (98.6%) and a robust clade topology indicate that this 
genus is comprised of multiple species (FIG. 3). Placement of 
the genus Salinospora Within the family Micromonospora 
ceae is supported by the presence of a complete set of family 
speci?c 16S rDNA signature nucleotides (Stackelbrandt, 
1 997). 
[0038] Despite evidence that actinomycetes can be recov 
ered from deep-ocean sediments, only one marine species has 
been described (Helmke and Weyland, 1984) and the inclu 
sion of this group Within the autochthonous marine micro 
biota has not been Widely accepted (Bull et al., 2000). Our 
data provide the ?rst conclusive evidence for the Widespread 
and persistent occurrence in marine sediments of unique 
populations of obligate marine actinomycetes. Phylogenetic 
and physiological evidence indicate that these actinomycetes 
comprise a neW taxon and the generic epithet Salinospora 
gen. nov. has been proposed. Salinospora strains are a proli?c 
source of biologically active secondary metabolites that are 
useful for a variety of applications. 

Example 1 

[0039] Sample collection and bacterial isolation. Samples 
of the top 1 cm of sediment Were collected by SCUBA and 
processed by either stamping, dilution and heat-shock or both 
methods. Dilution and heat-shock Was carried out as folloWs: 
1 ml of Wet sediment Was added to 4 ml of sterile seaWater, 
heated for six minutes at 55° C., shaken vigorously, and 
dilutions of 10'2 to 10'4 Were inoculated onto agar media 
(Ml-M4). For stamping, 10 ml of Wet sediment Were asepti 
cally placed into a sterile aluminum dish, dried (ca. 24 hours) 
in a laminar ?oW hood, ground lightly With a pestle, pressed 
into a sterile foam plug (14 mm in diameter) and inoculated 
onto agar media (M1 -M4) by stamping 8-9 times in a clock 
Wise fashion giving a serial dilution effect. All isolation media 
Were prepared With 100% ?ltered natural seaWater. Actino 
mycetes generally appeared after 4-6 Weeks of incubation at 
25-280 C. and Were considered as any colony With a tough 
leathery texture, dry or folded appearance and branching 



US 2009/0197937 A1 

?laments With or Without aerial mycelia. All isolation media 
had ?nal concentrations of 100 micrograms/ml cyclohexim 
ide and 5 micrograms/ml rifampicin added after autoclaving. 
[0040] Media Were prepared by methods Well knoWn to 
those skilled in the art and all contain seaWater. Recipes for 
media are as folloWs: M1: 10 grams starch, 4 grams yeast 
extract, 2 grams peptone, 18 grams agar, 1 liter natural sea 
Water; M2: 6 ml glycerol, 1 gram arginine, 1 gram K2HPO4, 
0.5 grams MgSO4 18 grams agar, 1 liter natural seaWater; M3: 
6 grams glucose, 2 grams solubiliZed chitin, 18 grams agar, 1 
liter natural seaWater; M4: 2 grams solubiliZed chitin, 18 
grams agar, 1 liter natural seaWater; M5: 18 grams agar, 1 liter 
natural seaWater. 

Example 2 

[0041] DNA puri?cation, ampli?cation, sequencing and 
phylogenetic analyses. Genomic DNA Was prepared as fol 
loWs: 10 mg of vegetative mycelia groWn on M1 agar for 2-4 
Weeks at 25-280 C. Was macerated and an aqueous cleared 
lysate, created by standard methods, Was precipitated With 0.7 
volumes of isopropanol. The resultant DNA pellet Was then 
Washed With 70% ethanol and resuspended in 10 mM Tris 
buffer (pH 8.5) to a ?nal concentration of 100 ng/ml. 16S 
rDNA sequencing templates Were ampli?ed from 10-50 ng of 
genomic DNA template by the PCR using the primers FC27 
(5l AGAGTTTGATCCTGGCTCAG) (SEQ ID 1) and 
RC1492 (5' TACGGCTACCTTGTTACGACTT) (SEQ ID 2). 
PCR products Were puri?ed With a Qiagen QIAquick PCR 
clean-up kit using the manufacture’s protocols. Partial 
sequences of morphologically diverse strains Were obtained 
from nucleotides 80-480 (E. coli numbering system) using 
the PC27 primer. Select 16S rDNA amplicons Were 
sequenced almost in their entirety on both top and bottom 
strands using a total often primers. The ten contigs Were then 
assembled yielding gene sequences of 1479 to 1483 unam 
biguous nucleotides. Hypervariable regions in the 16S rDNA 
sequences Were excluded yielding a total of 1408 aligned 
nucleotides. 16S rDNA similarity values Were calculated by 
the RDP similarity matrix online analysis and compared to 
the three nearest neighbors in the RDP database. Sequences 
Were aligned to the secondary structure of members of the 
Micromonosporaceae in the RDP (Maidak et al, 2001) using 
the BioEdit software (Hall, 1999). Phylogenetic analyses 
Were performed using the neighbor-joining and parsimony 
based algorithms in the Clustal W softWare and PHYLIP 
softWare packages, respectively (Thompson et al., 1994; 
Felsenstein, 1993). The dendogram (FIG. 3) Was draWn using 
TreevieW 1.6.1 (Page, 1996). 

Example 3 

[0042] Genetic-analysis by Repetitive Extragenic Palin 
dromic Polymerase Chain Reaction (REP-PCR). The genetic 
diversity of Salinospora strains Was analyZed using REP 
PCR (Versalovic et al., 1991). This technique, When applied 
to the Salinospora group, involves the use of total genomic 
DNA as a template and PCR primers speci?c for repetitive 
sequences present in the genomes of high G+C content Gram 
positive bacteria. The length of the PCR products for any one 
strain Will vary With the position of the repetitive sequences in 
the genome and result in a population of amplicons of various 
lengths that When separated on an agarose gel create strain 
speci?c banding patterns. This high throughput method 
alloWs for the detection of genetically distinct strains and is 
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more sensitive than 16S rRNA gene analyses as a method to 
assess genetic diversity. REP-PCR banding patterns are used 
to sort strains into distinct groups that can produce different 
gene products. Grouping of strains based on REP-PCR band 
ing patterns correlate Well With groups based on the produc 
tion of secondary metabolites. 

Example 4 

[0043] Production and isolation of useful products. Salino 
spora strains Were cultured in multiple sea-Water based media 
including M1 and CKA (starch 5 g, ?sh hydro-solubles 4 ml, 
menhaden meal 2 g, kelp poWder 2 g, chitosan 2 g, seaWater 
1 L). An adsorbent resin @(AD-16) Was added to the fermen 
tation 24 hours prior to harvest (day 11). The resin Was col 
lected by ?ltration, rinsed With deioniZed Water, and eluted 
With acetone. Alternatively, cells Were collected by ?ltration, 
freeZe dried and extracted With acetone. The extract Was 
concentrated by rotary evaporation and the residue subjected 
to C-18 ?ash chromatography folloWed by HPLC. The struc 
tures of novel fermentation products Were resolved using a 
variety of methods including one- and tWo-dimensional 
NMR and mass spectroscopy. 

Example 5 

[0044] Antibacterial assay. Extracts from cultured Salino 
spora strains Were tested using standard methods to demon 
strate their antibiotic activity against Gram-positive and 
Gram-negative bacteria. The method used to test against Sta 
phylococcus aureus is detailed beloW. Similar methods are 
used to test for antimicrobial activity against other organisms. 
Extracts Were compared to knoWn antibiotics and relative 
activity levels determined. Extracts With potent antibiotic 
activity Were further analyZed for the presence of novel 
metabolites. 
[0045] Brie?y, cultures of S. aureus Were groWn overnight 
to stationary phase. The number of bacteria per ml Was cal 
culated and a uniform number of bacteria Were plated into 
individual Wells containing fresh media. Compounds of inter 
est, including knoWn antibiotic agents (eg Oxacillin in 
DMSO at 0.04 mg/mL), Were added to a single roW of Wells 
and serially diluted doWn the plate to determine the concen 
tration required to kill the bacteria. Plates Were incubated 
overnight at 370 C. to alloW for cell groWth. Samples Were 
read in an automated plate reader at 600 nm and MIC con 
centrations Were determined. 

Example 6 

[0046] Antifungal assay. Extracts from cultured Salino 
spora strains Were tested using standard methods to demon 
strate antifungal activity against Candida albicans. Extracts 
Were compared to knoWn antibiotics and their relative activi 
ties determined. Extracts With potent antifungal activity Were 
further analyZed for the presence of novel metabolites. 
[0047] Brie?y, a culture of C. albicans Was groWn over 
night to stationary phase. The number of cells per ml Was 
calculated and the suspension Was diluted and added to indi 
vidual Wells of 96-Well plates. Alamar blue Was added to each 
Well as an indicator of viability. Test extracts Were added to a 
single roW of Wells and serially diluted doWn the plate to 
determine the concentration required to kill the fungal cells. 
Known antifungal agents such as amphotericin Were used as 
a control. Plates Were incubated for 12-15 hours at 370 C. Cell 
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concentrations Were determined using an automated plate 
reader at 600 nm and MIC concentrations Were determined. 

Example 7 

[0048] Assay for the inhibition of growth of colon carci 
noma cells and of ovarian cancer cells in vitro. The cytotox 
icity of extracts from cells or culture media Were assessed in 
vitro against the human colon carcinoma cell line HCTl l6 
and the human ovarian carcinoma cell line A2780 by MTS 
assay. Cells Were plated at 4,000 cells per Well in 96 Well 
microliter plates and, after 24 hours, the extract (dissolved in 
DMSO or other appropriate solvent) Was added and serially 
diluted. The cells Were incubated With the compound at 37° C. 
for 72 hours, then the tetraZolium dye MTS Was added to a 
?nal concentration of 333 ug/ml and the electron coupling 
agent phenaZine metho sulfate Was added to a ?nal concentra 
tion of 25 [1M. Once reduced, MTS is converted into a Water 
insoluble blue crystal formaZan and that Was read at an absor 
bance at 490 nm With a microplate reader. As dead cells are 
unable to reduce MTS, the amount of formaZan is correlated 
to the number of viable cells. The ICSO, the drug concentration 
required to inhibit proliferation of 50% of the cells, Was used 
as a measure of e?icacy. 

Example 8 

[0049] Anti-Herpes Simplex Virus (HSV-l) assay. Antivi 
ral activity can also be determined using an MTS assay. Vero 
cells Were plated into duplicate 96-Well plates for infection 
With virus and cytotoxicity control. One plate of cells Was 
incubated With virus for an hour at 37° C. Both plates Were 
overlaid With a series of concentrations of the extract of 
interest andplates Were incubated for ?ve days. MTS solution 
Was added to the plates and the plates Were incubated for three 
hours as described above. Absorbance at 490 nm Was read 

With a microplate reader and correlated to antiviral activity 
and cellular toxicity. 

Example 9 

[0050] Chemical mutagenesis of Salinospora strains to 
generate overproducing strains. Chemical mutagenesis of 
Salinospora strains can be performed to generate strains that 
overproduce a desired product. For example, a strain that 
produces an antibiotic at a loW level is treated With ethylm 
ethylsulfonate (EMS) during the mid-log groWth phase. 
MutageniZed cultures are streaked onto plates to alloW for the 
isolation of individual clones. From the individual clones, 
cultures are groWn and the antibiotic, in a crude or pure form, 
is isolated. The relative yields of the compounds of interest 
produced by the mutageniZed strains are compared to the 
original strain to select an overproducing strain. 

Example 10 

[0051] Heterologous gene expression. Actinomycete 
strains have been useful as hosts for the production of sec 
ondary metabolites from other more sloWly groWing organ 
isms (Tang, et al., 2000). Genes, either singly or in clusters, 
can be expressed in Salinospora strains for the production of 
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proteins or secondary metabolites. Methods for transferring 
nucleic acids into bacteria are Well knoWn by those skilled in 
the art. 

Example 11 

[0052] Gene cluster isolation and expression. The synthesis 
of a number of actinmycete antibiotics (e.g. actinorhodin, 
frenolicin, granaticin, griseusin, octatetracycline, and tet 
racenomycin) are produced by clustered polyketide syn 
thetase (PKS) genes (HopWood, 1995). PKS genes are clas 
si?ed into tWo types of large mutifunctional proteins. In PKS 
type I genes, the substrate progresses through a number of 
active sites on a single protein. In PKS type II genes, multi 
protein complexes are produced and the substrate progresses 
from one protein to the next. PKS type II genes have been 
cloned and expressed in heterologous systems, either in their 
native groupings or in novel combinations. Combining genes 
for the synthesis of secondary metabolites from Salinospora 
With genes from other actinomycetes provides a novel 
method of biologically assisted combinatorial chemistry that 
can lead to the production of novel small molecules. Also, 
Salinospora biosynthetic genes canbe shuf?ed and expressed 
in an heterologous host leading to the production of neW 
metabolites. PKS genes are not the only ones that occur in 
modules. For example, non-ribosomal peptide synthetases 
are modular as Well, and are frequently present in the actino 
mycetes. Biosynthetic gene clusters from the novel Salino 
spora group can be used as genetic feedstock for the expres 
sion of novel molecules in heterologous strains or for the 
overproduction of native and recombinant gene products. 

Example 12 

[0053] Assay for anti-in?ammatory activity. Extracts from 
Salinospora cultures are tested by measuring inhibition of 
phorbol-induced in?ammation (edema) in a mouse ear 
assays. This is a conventional test Which has been accepted as 
demonstrating a compound’s effectiveness in reducing 
in?ammation. The compound is topically applied in acetone 
to the inside pinnae of the ears of mice in a solution containing 
an edema-causing irritant, i.e. phorbol l2-myristate l3-ac 
etate (PMA). PMA alone (2 microgram per ear) or in combi 
nation With varying amounts of the extract is applied to the 
left ear (5 mice per treatment group) While an acetone (con 
trol) is applied to the right. After a 3-hour and 20-minute 
incubation at 23° C., the mice are sacri?ced, the ears 
removed, and bores taken and Weighed. Edema is measured 
by subtracting the Weight of the right ear (control) from the 
Weight of the left ear (treatment). The results are recorded as 
a percent decrease (inhibition) or percent increase (potentia 
tion) in edema relative to PMA. 

Example 13 

[0054] Enzyme inhibition assay. Extracts from Salinospora 
strains could be tested for their ability to inhibit enZyme 
activity. Extracts could be prepared as described above and 
serial dilutions of the extract added to enzyme-substrate mix 
tures to determine an IC5O for the reaction. 

Example 14 

[0055] Enzyme activity assay. Assays for enZyme activity 
can be tested by groWing Salinospora strains in the presence 
of substrates of interest including, but not limited to chitin, 
lignin, cellulose, and other recalcitrant biopolymers, etc. 
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Depending on the substrate, assays canbe performed to deter 
mine the amount of substrate remaining or the amount of 
product produced. 

Example 15 

[0056] Agriculture/aquaculture protection assay. Assays 
for the protection of plants from pathogens and general 
groWth enhancement can be performed in a standard green 
house trial. The strain of interest can be applied to the plant 
directly or incorporated into the groWth media. Plants could 
be challenged by subjecting them to a pathogen and compar 
ing their groWth to control groups treated With a pathogen 
alone, treated With a Salinospora strain alone, or untreated. 
Rates of groWth could be compared to select for strains With 
the desired activities. 
[0057] Although an exemplary embodiment of the inven 
tion has been described above by Way of example only, it Will 
be understood by those skilled in the ?eld that modi?cations 
may be made to the disclosed embodiment Without departing 
from the scope of the invention, Which is de?ned by the 
appended claims. 
[0058] A Sequence Listing is attached electronically here 
With and uploaded via the Electronic Filing System of the 
United States Patent and Trademark O?ice. The entire con 
tents of the Sequence Listing are incorporated herein by ref 
erence. The ?le details appear as folloWs: 

[0059] (a) “UCSD1630-5SEQLIST.txt”i1 6 Kilobytes 
[0060] The Sequence Listing, “UCSD1630-5SEQLIST. 
txt,” Was created on Dec. 28, 2007 and Was uploaded on Dec. 
28, 2007. 
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SEQUENCE LISTING 

<l60> NUMBER OF SEQ ID NOS : 9 

<2ll> LENGTH: 20 

<2l3> ORGANISM: Artificial sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Amplification primer 

<400> SEQUENCE: l 

agagtttgat cctggctcag 

<2lO> SEQ ID NO 2 

<2ll> LENGTH: 22 

<2l2> TYPE: DNA 

20 
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<22l> NAME/KEY: miscifeature 
<223> OTHER INFORMATION: CNH964 16S ribosomal RNA gene, 

<400> SEQUENCE: 9 

agagtttgat 

ggaaaggccc 

ccaggctttg 

1199119991199 

tggggtgatg 

ctgggactga 

gggcggaagc 

ctttcagcag 

tgccagcagc 

agctcgtagg 

gtcgatacgg 

atgcgcagat 

ctgaggagcg 

acgttgggcg 

gcgccccgcc 

cacaagcggc 

acatcgccgg 

gttcgatgtt 

aggaaggtgg 

acaatggccg 

ctcagttcgg 

gatcagcaac 

gaaagtcggc 

gggctggcga 

cctggctcag 

ttcggggtac 

ggataacccc 

tggaaagatt 

gcctaccaag 

gacacggccc 

ctgatgcagc 

ggacgaagcg 

cgcggtaaga 

cggcttgtcg 

gcaggctaga 

atcaggagga 

aaagcgtggg 

ctaggtgtgg 

tggggagtac 

ggagcatgcg 

aaatccttca 

agctcgtgtc 

gccagcgcgt 

ggatgacgtc 

gtacagtggg 

atcggggtct 

aacacccgaa 

ttgggacgaa 

gacgaacgct 

tcgagcggcg 

gggaaaccgg 

ttttggcttg 

gcggcgacgg 

agactcctac 

gacgccgcgt 

tttgtgacgg 

cgtagggcgc 

cgtcgactgt 

gttcggtagg 

acaccggtgg 

gagcgaacag 

ggggcctctc 

ggccgcaagg 

gattaattcg 

gagatggggg 

gtgagatgtt 

tatggcgggg 

aagtcatcat 

ctgcgatacc 

gcaactcgac 

atacgttccc 

gCCggtggCC 

gtcgtaacaa 

ggcggcgtgc 

aacgggtgag 

ggctaatacc 

ggatgggctc 

gtagccggcc 

gggaggcagc 

gagggatgac 

tacctgcaga 

aagcgttgtc 

gaaaacctgt 

ggagactgga 

cgaaggcggg 

gattagatac 

cggttctctg 

ctaaaactca 

atgcaacgcg 

gtccttcggg 

gggttaagtc 

actcatcgaa 

gccccttatg 

gtgaggtgga 

cccgtgaagt 

gggccttgta 

taacccttgt 

ggtagccgt 

ttaacacatg 

taacacgtga 

ggatatgacc 

gcggcctatc 

tgagagggcg 

agtggggaat 

ggCCttCggg 

agaagcgccg 

cggatttatt 

ggctcaactg 

attcctggtg 

tctctgggcc 

cctggtagtc 

tgccgcagct 

aaggaattga 

aagaacctta 

gccggtgaca 

ccgcaacgag 

gactgccggg 

tccagggctt 

gcgaatccca 

cggagtcgct 

cacaccgccc 

ggggggagcc 

partial sequence 

caagtcgagc 

gtaacctgcc 

atctgtcgca 

agcttgttgg 

accggccaca 

cttgcacaat 

ttgtaaacct 

gccaactacg 

gggcgtaaag 

cgggcttgca 

tagcggtgaa 

gatactgacg 

cacgctgtaa 

aacgcattaa 

Cgggggcccg 

cctgggtttg 

ggtggtgcat 

cgcaaccctt 

gtcaactcgg 

cacgcatgct 

aaaagccggt 

agtaatcgca 

gtcacgtcac 

gtcgaaggtg 

60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1479 

1. A method of inhibiting proliferation of a cancer cell, 
comprising contacting the cancer cell With a compound hav 
ing the structure of formula I: 

(I) 

2. The method of claim 1, Wherein the cancer cell is a colon 
carcinoma cell. 

3. The method of claim 1, Wherein the cancer cell is an 
ovarian cancer cell. 

4. The method of claim 1, 
mammary neoplasm. 

5. The method of claim 1, 
small-cell lung neoplasm. 

6. The method of claim 1, 
non-small-cell lung neoplasm. 

7. The method of claim 1, 
leukemia neoplasm. 

8. The method of claim 1, 
melanoma neoplasm. 

9. The method of claim 1, 

Wherein the cancer cell is a 

Wherein the cancer cell is a 

Wherein the cancer cell is a 

Wherein the cancer cell is a 

Wherein the cancer cell is a 

Wherein the cancer cell is a 
pancreatic adenocarcinoma neoplasm. 
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10. The method of claim 1, wherein the cancer cell is a 
central nervous system neoplasm. 

11. The method of claim 1, Wherein the cancer cell is an 
ovarian neoplasm. 

12. The method of claim 1, Wherein the cancer cell is a 
prostate neoplasm. 

13. The method of claim 1, Wherein the cancer cell is a 
sarcoma neoplasm of the soft tissue or bone. 

14. The method of claim 1, Wherein the cancer cell is a neck 
neoplasm. 

15. The method of claim 1, Wherein the cancer cell is a 
gastric neoplasm. 

16. The method of claim 1, Wherein the cancer cell is a 
stomach neoplasm. 

17. The method of claim 1, Wherein the cancer cell is a 
myeloma neoplasm. 

18. The method of claim 1, Wherein the cancer cell is a 
bladder neoplasm. 

19. The method of claim 1, Wherein the cancer cell is a renal 
neoplasm. 

20. The method of claim 1, Wherein the cancer cell is a 
neuroendocrine neoplasm. 

21. The method of claim 1, Wherein the cancer cell is a 
thyroid neoplasm. 

22. The method of claim 1, Wherein the cancer cell is a 
non-Hodgkin’s neoplasm. 

23. The method of claim 1, Wherein the cancer cell is a 
Hodgkin’s neoplasm. 
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24. A method of treating cancer in a subject, comprising 
administering to a subject in need thereof a compound having 
the structure of formula I: 

(I) 

thereby treating cancer. 
25. The method of claim 24, Wherein the cancer is selected 

from the group consisting of colon carcinoma, ovarian cancer, 
breast cancer, small-cell lung cancer, non-small-cell lung 
cancer, leukemia, melanoma, pancreatic adenocarcinoma, 
cancer of the central nervous system, ovarian cancer, prostate 
cancer, sarcoma of the soft tissue orbone, neck cancer, gastric 
cancer, stomach cancer, myeloma, cancer of the bladder, 
renal cancer, neuroendocrine cancer, thyroid cancer, non 
Hodgkin’s lymphoma, and Hodgkin’s disease. 


