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[lipid] mg/mL Particle size (nm) Final encapsulation (%) Number-averaged
Diameter size (nm)

15 93 {0.12) 95 46"




U.S. Patent Aug. 2, 2016 Sheet 7 of 24 US 9,404,127 B2
{lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(nm) Diameter size (nm)
15 95 (0.1) 26 47*
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[lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(nm) Diameter size (nm)

15 116 (0.06) g7 B4~
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[lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(nm) Diameter size (nm)
15 108 (0.09) 96 59*
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[lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(nmy) Diameter size (nm)*
15 58 (0.07) 97 37
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{lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(hm) Diameter size (nm)*
15 65 (0.11) 97 36
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[lipid] mg/mL. Particle size Final encapsulation (%) Number-averaged
(nm) Diameter size (hm)
15 78 (0.03) 96 55*

FIG. 10
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[lipid] mg/mL Particle size Final encapsulation (%) Number-averaged
(nm) Diameter size (nm)
15 78 (0.04) 97 55*
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FIG. 14
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FIG. 15
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1
NON-LIPOSOMAL SYSTEMS FOR NUCLEIC
ACID DELIVERY

CROSS-REFERENCE TO RELATED
APPLICATION

This application is a continuation of U.S. application Ser.
No. 13/807,288, filed Apr. 18, 2013, which application is a
National Phase application under 35 U.S.C. §371 of PCT/
CA2011/000778, filed Jun. 30, 2011, which application
claims the benefit of U.S. Provisional Application No.
61/360,480, filed Jun. 30, 2010, the disclosures of which are
incorporated herein by reference for all purposes.

REFERENCE TO A “SEQUENCE LISTING,” A
TABLE, OR A COMPUTER PROGRAM LISTING
APPENDIX SUBMITTED AS AN ASCII TEXT
FILE

The Sequence Listing written in file -100-1.TXT, created
on May 15, 2013, 4,096 bytes, machine format IBM-PC,
MS-Windows operating system, is hereby incorporated by
reference in its entirety for all purposes.

BACKGROUND OF THE INVENTION

RNA interference (RNAI) is an evolutionarily conserved
process in which recognition of double-stranded RNA
(dsRNA) ultimately leads to posttranscriptional suppression
of gene expression. This suppression is mediated by short
dsRNA, also called small interfering RNA (siRNA), which
induces specific degradation of mRNA through complemen-
tary base pairing. In several model systems, this natural
response has been developed into a powerful tool for the
investigation of gene function (see, e.g., Elbashiret al., Genes
Dev., 15:188-200 (2001); Hammond et al., Nat. Rev: Genet.,
2:110-119 (2001)). More recently, it was discovered that
introducing synthetic 21-nucleotide dsRNA duplexes into
mammalian cells could efficiently silence gene expression.

Although the precise mechanism is still unclear, RNAi
provides a potential new approach to downregulate or silence
the transcription and translation of a gene of interest. For
example, it is desirable to modulate (e.g., reduce) the expres-
sion of certain genes for the treatment of neoplastic disorders
such as cancer. It is also desirable to silence the expression of
genes associated with liver diseases and disorders such as
hepatitis. It is further desirable to reduce the expression of
certain genes for the treatment of atherosclerosis and its
manifestations, e.g., hypercholesterolemia, myocardial inf-
arction, and thrombosis.

A safe and effective nucleic acid delivery system is
required for RNAI to be therapeutically useful. Viral vectors
are relatively efficient gene delivery systems, but suffer from
a variety of limitations, such as the potential for reversion to
the wild-type as well as immune response concerns. As a
result, nonviral gene delivery systems are receiving increas-
ing attention (Worgall et al., Human Gene Therapy, 8:37
(1997); Peeters et al., Human Gene Therapy, 7:1693 (1996);
Yeietal., Gene Therapy, 1:192 (1994); Hope et al., Molecular
Membrane Biology, 15:1 (1998)). Furthermore, viral systems
are rapidly cleared from the circulation, limiting transfection
to “first-pass” organs such as the lungs, liver, and spleen. In
addition, these systems induce immune responses that com-
promise delivery with subsequent injections.

Plasmid DNA-cationic liposome complexes are currently
the most commonly employed nonviral gene delivery
vehicles (Feigner, Scientific American, 276:102 (1997);
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Chonn et al., Current Opinion in Biotechnology, 6:698
(1995)). For instance, cationic liposome complexes made of
an amphipathic compound, a neutral lipid, and a detergent for
transfecting insect cells are disclosed in U.S. Pat. No. 6,458,
382. Cationic liposome complexes are also disclosed in U.S.
Patent Publication No. 20030073640.

Cationic liposome complexes are large, poorly defined
systems that are not suited for systemic applications and can
elicit considerable toxic side effects (Harrison et al., Biotech-
niques, 19:816 (1995); Lietal., The Gene, 4:891 (1997); Tam
etal, Gene Ther, 7:1867 (2000)). As large, positively charged
aggregates, lipoplexes are rapidly cleared when administered
in vivo, with highest expression levels observed in first-pass
organs, particularly the lungs (Huang et al., Nature Biotech-
nology, 15:620 (1997); Templeton et al., Nature Biotechnol-
ogy, 15:647 (1997); Hofland et al., Pharmaceutical Research,
14:742 (1997)).

Other liposomal delivery systems include, for example, the
use of reverse micelles, anionic liposomes, and polymer lipo-
somes. Reverse micelles are disclosed in U.S. Pat. No. 6,429,
200. Anionic liposomes are disclosed in U.S. Patent Publica-
tion No. 2003002683 1. Polymer liposomes that incorporate
dextrin or glycerol-phosphocholine polymers are disclosed in
U.S. Patent Publication Nos. 20020081736 and
20030082103, respectively.

A gene delivery system containing an encapsulated nucleic
acid for systemic delivery should be small (i.e., less than
about 100 nm diameter) and should remain intact in the cir-
culation for an extended period of time in order to achieve
delivery to affected tissues. This requires a highly stable,
serum-resistant nucleic acid-containing particle that does not
interact with cells and other components of the vascular com-
partment. The particle should also readily interact with target
cells atadisease site in order to facilitate intracellular delivery
of a desired nucleic acid.

Recent work has shown that nucleic acids can be encapsu-
lated in small (e.g., about 70 nm diameter) “stabilized plas-
mid-lipid particles” (SPLP) that consist of a single plasmid
encapsulated within a bilayer lipid vesicle (Wheeler et al.,
Gene Therapy, 6:271 (1999)). These SPLPs typically contain
the “fusogenic” lipid dioleoylphosphatidylethanolamine
(DOPE), low levels of cationic lipid, and are stabilized in
aqueous media by the presence of a poly(ethylene glycol)
(PEG) coating. SPLPs have systemic application as they
exhibit extended circulation lifetimes following intravenous
(i.v.) injection, accumulate preferentially at distal tumor sites
due to the enhanced vascular permeability in such regions,
and can mediate transgene expression at these tumor sites.
The levels of transgene expression observed at the tumor site
following i.v. injection of SPLPs containing the luciferase
marker gene are superior to the levels that can be achieved
employing plasmid DNA-cationic liposome complexes (li-
poplexes) or naked DNA.

Thus, there remains a strong need in the art for novel and
more efficient methods and compositions for introducing
nucleic acids such as siRNA into cells. In addition, there is a
need in the art for methods of downregulating the expression
of genes of interest to treat or prevent diseases and disorders
such as cancer and atherosclerosis. The present invention
addresses these and other needs.

BRIEF SUMMARY OF THE INVENTION

The present invention is based, in part, upon the surprising
discovery that by controlling the lipid composition of a
SNALP formulation as well as the formation process used to
prepare the SNALP formulation, a novel non-lamellar lipid
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nanoparticle (i.e., SNALP) can be produced. More particu-
larly, it has surprisingly been found that lipid particles that
comprise from about 50 mol % to about 85 mol % of'a cationic
lipid, from about 13 mol % to about 49.5 mol % of a non-
cationic lipid, and from about 0.5 mol % to about 10 mol % of
a lipid conjugate, and that are made using the Direct Dilution
Method as described herein have a novel non-lamellar (i.e.,
non-bilayer) morphology and enhanced silencing ability
when used to deliver an interfering nucleic acid, such as an
siRNA molecule. As such, the present invention provides a
composition comprising a plurality of nucleic acid-lipid par-
ticles, wherein each particle in the plurality of particles com-
prises: (a) a nucleic acid; (b) a cationic lipid comprising from
about 50 mol % to about 85 mol % of the total lipid present in
the particle; (¢) a non-cationic lipid comprising from about 13
mol % to about 49.5 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 0.5 mol % to about 10 mol %
of'the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. In preferred embodiments, greater than
95%, preferably, greater than 96%, preferably, greater than
97%, preferably, greater than 98% and, preferably, greater
than 99% of the particles have a non-lamellar morphology,
i.e., a non-bilayer structure.

In certain embodiments, the active agent or therapeutic
agent is fully encapsulated within the lipid portion of the lipid
particles such that the active agent or therapeutic agent in the
lipid particle is resistant in aqueous solution to enzymatic
degradation, e.g., by a nuclease or protease. In certain other
embodiments, the lipid particles are substantially non-toxic
to mammals such as humans.

In some embodiments, the active agent or therapeutic agent
comprises a nucleic acid. In certain instances, the nucleic acid
comprises an interfering RNA molecule such as, e.g., an
siRNA, aiRNA, miRNA, or mixtures thereof. In certain other
instances, the nucleic acid comprises single-stranded or
double-stranded DNA, RNA, or a DNA/RNA hybrid such as,
e.g., an antisense oligonucleotide, a ribozyme, a plasmid, an
immunostimulatory oligonucleotide, or mixtures thereof.

In preferred embodiments, the active agent or therapeutic
agent comprises an siRNA. In one embodiment, the siRNA
molecule comprises a double-stranded region of about 15 to
about 60 nucleotides in length (e.g., about 15-60, 15-50,
15-40, 15-30, 15-25, or 19-25 nucleotides in length, or 15, 16,
17,18,19,20,21,22,23, 24, or 25 nucleotides in length). The
siRNA molecules of the invention are capable of silencing the
expression of a target sequence in vitro and/or in vivo.

In some embodiments, the siRNA molecule comprises at
least one modified nucleotide. In certain preferred embodi-
ments, the siRNA molecule comprises one, two, three, four,
five, six, seven, eight, nine, ten, or more modified nucleotides
in the double-stranded region. In certain instances, the siRNA
comprises from about 1% to about 100% (e.g., about 1%, 5%,
10%, 15%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%,
60%, 65%, 70%, 75%, 80%, 85%, 90%, 95%, or 100%)
modified nucleotides in the double-stranded region. In pre-
ferred embodiments, less than about 25% (e.g., less than
about 25%, 20%, 15%, 10%, or 5%) or from about 1% to
about 25% (e.g., from about 1%-25%, 5%-25%, 10%-25%,
15%-25%, 20%-25%, or 10%-20%) of the nucleotides in the
double-stranded region comprise modified nucleotides.

In other embodiments, the siRNA molecule comprises
modified nucleotides including, but not limited to, 2'-O-me-
thyl (2'OMe) nucleotides, 2'-deoxy-2'-fluoro (2'F) nucle-
otides, 2'-deoxy nucleotides, 2'-O-(2-methoxyethyl) (MOE)
nucleotides, locked nucleic acid (LNA) nucleotides, and mix-
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tures thereof. In preferred embodiments, the siRNA com-
prises 2'OMe nucleotides (e.g., 2'OMe purine and/or pyrimi-
dine nucleotides) such as, for example, 2'OMe-guanosine
nucleotides, 2'OMe-uridine nucleotides, 2'OMe-adenosine
nucleotides, 2'OMe-cytosine nucleotides, and mixtures
thereof. In certain instances, the siRNA does not comprise
2'OMe-cytosine nucleotides. In other embodiments, the
siRNA comprises a hairpin loop structure.

The siRNA may comprise modified nucleotides in one
strand (i.e., sense or antisense) or both strands of the double-
stranded region of the siRNA molecule. Preferably, uridine
and/or guanosine nucleotides are modified at selective posi-
tions in the double-stranded region of the siRNA duplex. With
regard to uridine nucleotide modifications, at least one, two,
three, four, five, six, or more of the uridine nucleotides in the
sense and/or antisense strand can be a modified uridine nucle-
otide such as a 2'OMe-uridine nucleotide. In some embodi-
ments, every uridine nucleotide in the sense and/or antisense
strand is a 2'OMe-uridine nucleotide. With regard to gua-
nosine nucleotide modifications, at least one, two, three, four,
five, six, or more of the guanosine nucleotides in the sense
and/or antisense strand can be a modified guanosine nucle-
otide such as a 2'OMe-guanosine nucleotide. In some
embodiments, every guanosine nucleotide in the sense and/or
antisense strand is a 2'OMe-guanosine nucleotide.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the cationic lipid
may comprise, €.g., one or more of the following: the cationic
lipids of Formula I as disclosed herein, including, for
example, MC3, LenMC3, CP-LenMC3, y-LenMC3, CP-y-
LenMC3, MC3MC, MC2MC, MC3 Ether, MC4 Ether, MC3
Amide, Pan-MC3, Pan-MC4 and Pan MCS5, 1,2-dilinoley-
loxy-N,N-dimethylaminopropane (DLinDMA), 1,2-dilino-
lenyloxy-N,N-dimethylaminopropane (DLenDMA), 2,2-
dilinoleyl-4-(2-dimethylaminoethyl)-[ 1,3]-dioxolane (DLin-
K-C2-DMA; “XTC27), 2,2-dilinoleyl-4-(3-
dimethylaminopropyl)-[1,3]-dioxolane (DLin-K-C3-DMA),
2,2-dilinoleyl-4-(4-dimethylaminobutyl)-[1,3]-dioxolane
(DLin-K-C4-DMA), 2,2-dilinoleyl-5-dimethylaminom-
ethyl-[1,3]-dioxane (DLin-K6-DMA), 2,2-dilinoleyl-4-N-
methylpepiazino-[1,3]-dioxolane (DLin-K-MPZ), 2,2-dili-
noleyl-4-dimethylaminomethyl-[ 1,3]-dioxolane  (DLin-K-
DMA), 1,2-dilinoleylcarbamoyloxy-3-
dimethylaminopropane (DLin-C-DAP), 1,2-dilinoleyoxy-3-

(dimethylamino)acetoxypropane (DLin-DAC), 1,2-
dilinoleyoxy-3-morpholinopropane  (DLin-MA), 1,2-
dilinoleoyl-3-dimethylaminopropane  (DLinDAP), 1,2-
dilinoleylthio-3-dimethylaminopropane  (DLin-S-DMA),

1-linoleoyl-2-linoleyloxy-3-dimethylaminopropane (DLin-
2-DMAP), 1,2-dilinoleyloxy-3-trimethylaminopropane
chloride salt (DLin-TMA.C1), 1,2-dilinoleoyl-3-trimethy-
laminopropane chloride salt (DLin-TAP.C1), 1,2-dilinoley-
loxy-3-(N-methylpiperazino)propane (DLin-MPZ), 3-(N,N-
dilinoleylamino)-1,2-propanediol ~ (DLinAP),  3-(N,N-
dioleylamino)-1,2-propanedio (DOAP), 1,2-dilinoleyloxo-3-
(2-N,N-dimethylamino)ethoxypropane (DLin-EG-DMA),
N,N-dioleyl-N,N-dimethylammonium chloride (DODAC),
1,2-dioleyloxy-N,N-dimethylaminopropane (DODMA),
1,2-distearyloxy-N,N-dimethylaminopropane  (DSDMA),
N-(1-(2,3-dioleyloxy)propyl)-N,N,N-trimethylammonium
chloride (DOTMA), N,N-distearyl-N,N-dimethylammo-
nium bromide (DDAB), N-(1-(2,3-dioleoyloxy)propyl)-N,N,
N-trimethylammonium chloride (DOTAP), 3-(N-(N',N'-dim-
ethylaminoethane)-carbamoyl)cholesterol (DC-Chol), N-(1,
2-dimyristyloxyprop-3-y1)-N,N-dimethyl-N-hydroxyethyl
ammonium bromide (DMRIE), 2,3-dioleyloxy-N-[2(sper-
mine-carboxamido )ethyl]-N,N-dimethyl-1-propanamini-
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umtrifluoroacetate (DOSPA), dioctadecylamidoglycyl sper-
mine (DOGS), 3-dimethylamino-2-(cholest-5-en-3-beta-
oxybutan-4-oxy)-1-(cis,cis-9,12-octadecadienoxy)propane
(CLinDMA),  2-[5'-(cholest-5-en-3-beta-oxy)-3'-oxapen-
toxy)-3-dimethy-1-(cis,cis-9',1-2'-octadecadienoxy)propane
(CpLinDMA),  N,N-dimethyl-3,4-dioleyloxybenzylamine
(DMOBA), 1,2-N,N'-dioleylcarbamyl-3-dimethylaminopro-
pane (DOcarbDAP), 1,2-N,N'-dilinoleylcarbamyl-3-dim-
ethylaminopropane (DLincarbDAP), or mixtures thereof. In
certain preferred embodiments, the cationic lipid is
DLinDMA, DLin-K-C2-DMA (“XTC2”), MC3, LenMC3,
CP-LenMC3, y-LenMC3, CP-y-LenMC3, MC3MC,
MC2MC, MC3 Ether, MC4 Ether, MC3 Amide, Pan-MC3,
Pan-MC4, Pan MCS5, or mixtures thereof.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the non-cationic
lipid may comprise, e.g., one or more anionic lipids and/or
neutral lipids. In preferred embodiments, the non-cationic
lipid comprises one of the following neutral lipid compo-
nents: (1) cholesterol or a derivative thereof; (2) a phospho-
lipid; or (3) a mixture of a phospholipid and cholesterol or a
derivative thereof.

Examples of cholesterol derivatives include, but are not
limited to, cholestanol, cholestanone, cholestenone, copros-
tanol, cholesteryl-2'-hydroxyethyl ether, cholesteryl-4'-hy-
droxybutyl ether, and mixtures thereof. The synthesis of cho-
lesteryl-2'-hydroxyethyl ether is described herein.

The phospholipid may be a neutral lipid including, but not
limited to, dipalmitoylphosphatidylcholine (DPPC), dis-
tearoylphosphatidylcholine (DSPC), dioleoylphosphatidyle-
thanolamine (DOPE), palmitoyloleoyl-phosphatidylcholine
(POPO), palmitoyloleoyl-phosphatidylethanolamine
(POPE), palmitoyloleyol-phosphatidylglycerol (POPG),
dipalmitoyl-phosphatidylethanolamine (DPPE), dimyris-
toyl-phosphatidylethanolamine (DMPE), distearoyl-phos-
phatidylethanolamine (DSPE), monomethyl-phosphatidyle-
thanolamine, dimethyl-phosphatidylethanolamine,
dielaidoyl-phosphatidylethanolamine (DEPE), stearoylo-
leoyl-phosphatidylethanolamine (SOPE), egg phosphatidyl-
choline (EPC), and mixtures thereof. In certain preferred
embodiments, the phospholipid is DPPC, DSPC, or mixtures
thereof.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the conjugated
lipid that inhibits aggregation of particles may comprise, e.g.,
one or more of the following: a polyethyleneglycol (PEG)-
lipid conjugate, a polyamide (ATTA)-lipid conjugate, a cat-
ionic-polymer-lipid conjugates (CPLs), or mixtures thereof.
In one preferred embodiment, the nucleic acid-lipid particles
comprise either a PEG-lipid conjugate or an ATTA-lipid con-
jugate. In certain embodiments, the PEG-lipid conjugate or
ATTA-lipid conjugate is used together with a CPL. The con-
jugated lipid that inhibits aggregation of particles may com-
prise a PEG-lipid including, e.g., a PEG-diacylglycerol
(DAG), a PEG dialkyloxypropyl (DAA), a PEG-phospho-
lipid, a PEG-ceramide (Cer), or mixtures thereof. The PEG-
DAA conjugate may be PEG-dilauryloxypropyl (C12), a
PEG-dimyristyloxypropyl (C14), a PEG-dipalmityloxypro-
pyl (C16), a PEG-distearyloxypropyl (C18), or mixtures
thereof.

In one specific embodiment, the composition of the present
invention comprises: a plurality of nucleic acid-lipid par-
ticles, wherein each particle in the plurality of particles com-
prises: (a) one or more unmodified and/or modified interfer-
ing RNA (e.g., siRNA, aiRNA, miRNA) that silence target
gene expression; (b) a cationic lipid comprising from about
56.5mol % to about 66.5 mol % of the total lipid present in the
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particle; (c) a non-cationic lipid comprising from about 31.5
mol % to about 42.5 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 1 mol % to about 2 mol % of
the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. This specific embodiment of SNALP is
generally referred to herein as the “1:62” formulation. In a
preferred embodiment, the cationic lipid is DLinDMA or
DLin-K-C2-DMA (“XTC2”), the non-cationic lipid is cho-
lesterol, and the conjugated lipid is a PEG-DAA conjugate.
Although these are preferred embodiments of the 1:62 for-
mulation, those of skill in the art will appreciate that other
cationic lipids, non-cationic lipids (including other choles-
terol derivatives), and conjugated lipids can be used in the
1:62 formulation as described herein.

In another specific embodiment, the composition of the
present invention comprises: a plurality of nucleic acid-lipid
particles, wherein each particle in the plurality of particles
comprises: (a) one or more unmodified and/or modified inter-
fering RNA (e.g., siRNA, aiRNA, miRNA) that silence target
gene expression; (b) a cationic lipid comprising from about
52 mol % to about 62 mol % of the total lipid present in the
particle; (c) a non-cationic lipid comprising from about 36
mol % to about 47 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 1 mol % to about 2 mol % of
the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. This specific embodiment of SNALP is
generally referred to herein as the “1:57” formulation. In one
preferred embodiment, the cationic lipid is DLinDMA or
DLin-K-C2-DMA (“XTC2”), the non-cationic lipid is a mix-
ture of a phospholipid (such as DPPC) and cholesterol,
wherein the phospholipid comprises from about 5 mol % to
about 9 mol % of the total lipid present in the particle (e.g.,
about 7.1 mol %) and the cholesterol (or cholesterol deriva-
tive) comprises from about 32 mol % to about 37 mol % of the
total lipid present in the particle (e.g., about 34.3 mol %), and
the PEG-lipid is a PEG-DAA (e.g., PEG-cDMA). In another
preferred embodiment, the cationic lipid is DLinDMA or
DLin-K-C2-DMA (“XTC2”), the non-cationic lipid is a mix-
ture of a phospholipid (such as DPPC) and cholesterol,
wherein the phospholipid comprises from about 15 mol % to
about 25 mol % of the total lipid present in the particle (e.g.,
about 20 mol %) and the cholesterol (or cholesterol deriva-
tive) comprises from about 15 mol % to about 25 mol % of the
total lipid present in the particle (e.g., about 20 mol %), and
the PEG-lipid is a PEG-DAA (e.g., PEG-cDMA). Although
these are preferred embodiments of the 1:57 formulation,
those of skill in the art will appreciate that other cationic
lipids, non-cationic lipids (including other phospholipids and
other cholesterol derivatives), and conjugated lipids can be
used in the 1:57 formulation as described herein.

Inyet another specific embodiment, the composition of the
present invention comprises: a plurality of nucleic acid-lipid
particles, wherein each particle in the plurality of particles
comprises: (a) a nucleic acid (e.g., an interfering RNA); (b) a
cationic lipid comprising from about 50 mol % to about 60
mol % of the total lipid present in the particle; (c) a mixture of
a phospholipid and cholesterol or a derivative thereof com-
prising from about 35 mol % to about 45 mol % of the total
lipid present in the particle; and (d) a PEG-lipid conjugate
comprising from about 5 mol % to about 10 mol % of'the total
lipid present in the particle, wherein at least about 95% of the
particles in the plurality of particles have a non-lamellar mor-
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phology. This embodiment of nucleic acid-lipid particle is
generally referred to herein as the “7:54” formulation.

In still another specific embodiment, the composition of
the present invention comprises: a plurality of nucleic acid-
lipid particles, wherein each particle in the plurality of par-
ticles comprises: (a) a nucleic acid (e.g., an interfering RNA);
(b) a cationic lipid comprising from about 55 mol % to about
65 mol % of the total lipid present in the particle; (c¢) choles-
terol or a derivative thereof comprising from about 30 mol %
to about 40 mol % of the total lipid present in the particle; and
(d) a PEG-lipid conjugate comprising from about 5 mol % to
about 10 mol % of the total lipid present in the particle,
wherein at least about 95% of the particles in the plurality of
particles have a non-lamellar morphology. This embodiment
of nucleic acid-lipid particle is generally referred to herein as
the “7:58” formulation.

The present invention also provides a pharmaceutical com-
position comprising a composition of a plurality of nucleic
acid lipid particles (e.g., SNALP), wherein at least about 95%
of'the particles in the plurality of particles have a non-lamellar
morphology as described herein and a pharmaceutically
acceptable carrier.

In a further aspect, the present invention provides a method
for introducing one or more active agents or therapeutic
agents (e.g., nucleic acid) into a cell, comprising contacting
the cell with a composition comprising a plurality of nucleic
acid lipid particles (e.g., SNALP), wherein at least about 95%
of'the particles in the plurality of particles have a non-lamellar
morphology as described herein. In one embodiment, the cell
is in a mammal and the mammal is a human. In another
embodiment, the present invention provides a method for the
in vivo delivery of one or more active agents or therapeutic
agents (e.g., nucleic acid), comprising administering to a
mammalian subject a a composition comprising a plurality of
nucleic acid lipid particles (e.g., SNALP), wherein at least
about 95% of the particles in the plurality of particles have a
non-lamellar morphology as described herein. In a preferred
embodiment, the mode of administration includes, but is not
limited to, oral, intranasal, intravenous, intraperitoneal, intra-
muscular, intra-articular, intralesional, intratracheal, subcu-
taneous, and intradermal. Preferably, the mammalian subject
is a human.

Other objects, features, and advantages of the present
invention will be apparent to one of skill in the art from the
following detailed description and figures.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1A shows a schematic of the Stepwise Dilution
Method (SDM) or, alternatively, Lipomixer I method, used to
make SNALP formulations. FIG. 1B illustrates a schematic
of the Direct Dilution Method (DDM) or, alternatively, the
Lipomixer II method used to make SNALP formulations.

FIG.2A-2C illustrates a schematic of an instrument used to
carry out the Cryo-Transmission Electron Microscopy analy-
sis of various SNALP formulations and the cryo vetrification
technique employed.

FIG. 3 shows Cryo-TEM data for the siApoB-8 10:15
SNALP formulation prepared by the Stepwise Dilution
Method.

FIG. 4 shows Cryo-TEM data for the siApoB-8 2:30
SNALP formulation prepared by the Stepwise Dilution
Method.

FIG. 5 shows Cryo-TEM data for the siApoB-8 1:57
SNALP formulation prepared by the Stepwise Dilution
Method.
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FIG. 6 shows Cryo-TEM data for the siApoB-8 1:62
SNALP formulation prepared by the Stepwise Dilution
Method.

FIG. 7 shows the summary of particle morphology (non-
lamellar particles vs, lamellar particles) for the 10:15, the
2:30, the 1:57 and the 1:62 formulations, all of which were
prepared using the Stepwise Dilution Method.

FIG. 8 shows Cryo-TEM data for the siApoB-8 2:30
SNALP formulation prepared by the Direct Dilution Method.

FIG. 9 shows Cryo-TEM data for the siApoB-8 2:40
SNALP formulation prepared by the Direct Dilution Method.

FIG. 10 shows Cryo-TEM data for the siApoB-8 1:57
SNALP formulation prepared by the Direct Dilution Method.

FIG. 11 shows Cryo-TEM data for the siApoB-8 1:62
SNALP formulation prepared by the Direct Dilution Method.

FIG. 12 shows the summary of particle morphology (non-
lamellar particles vs, lamellar particles) for the 10:15, the
2:30, the 1:57 and the 1:62 formulations, all of which were
prepared using the Direct Dilution Method.

FIG. 13 shows Cryo-TEM data for the 7:54 PEG,5,-C-
DMA PLK-1 SNALP Formulation.

FIG. 14 shows Cryo-TEM data for the 7:54 PEG,5,-C-
DMA (-25% SNALP) PLK-1 SNALP Formulation.

FIG. 15 shows Cryo-TEM data for the 7:54 PEG,;,-C-
DMA (+50% SNALP) PLK-1 SNALP Formulation.

FIG. 16 illustrates data demonstrating that the 2:40
siApoB-8 SNALP formulation has enhanced ApoB silencing
activity compared to the 2:30 siApoB-8 SNALP formulation
following intravenous administration in mice.

FIG. 17 illustrates data demonstrating the activity of 1:57
SNALP containing ApoB siRNA following intravenous
administration in mice. Each bar represents the group mean of
five animals. Error bars indicate the standard deviation.

FIG. 18 illustrates data demonstrating that the 1:57
siApoB-8 SNALP formulation has enhanced ApoB silencing
activity compared to the 2:40 siApoB-8 SNALP formulation
following intravenous administration in mice.

FIG. 19 shows a comparison of the silencing activity of
exemplary 1:57 and 7:54 DLinDMA SNALP formulations in
normal liver tissue and liver tumors.

FIG. 20 shows a comparison of the silencing activity of
exemplary 1:57 and 7:54 DLinDMA SNALP formulations in
subcutaneous tumors.

FIG. 21 illustrates an inverse Hexagonal (H;;) or Cubic
Phase structure of the non-lamellar stable nucleic acid-lipid
particles prepared by the Direct Dilution Method.

DETAILED DESCRIPTION OF THE INVENTION

1. Introduction

The present invention is based, in part, upon the surprising
discovery that by controlling the lipid composition of a
SNALP formulation as well as the formation process used to
prepare the SNALP formulation, a novel non-lamellar lipid
nanoparticle (i.e., SNALP) can be produced. More particu-
larly, it has surprisingly been found that lipid particles that
comprise from about 50 mol % to about 85 mol % of a cationic
lipid, from about 13 mol % to about 49.5 mol % of a non-
cationic lipid, and from about 0.5 mol % to about 10 mol % of
a lipid conjugate, and that are made using the Direct Dilution
Method as described herein have a novel non-lamellar (i.e.,
non-bilayer) morphology and enhanced silencing ability
when used to deliver an interfering nucleic acid, such as an
siRNA molecule. As such, the present invention provides a
composition comprising a plurality of nucleic acid-lipid par-
ticles, wherein each particle in the plurality of particles com-
prises: (a) a nucleic acid; (b) a cationic lipid comprising from
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about 50 mol % to about 85 mol % of the total lipid present in
the particle; (¢) a non-cationic lipid comprising from about 13
mol % to about 49.5 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 0.5 mol % to about 10 mol %
of'the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. In preferred embodiments, greater than
95%, preferably, greater than 96%, preferably, greater than
97%, preferably, greater than 98% and, preferably, greater
than 99% of the particles have a non-lamellar morphology,
i.e., a non-bilayer structure.

As illustrated in FIG. 21 and without intending to be bound
by any theory, it is believed that the cationic lipid and choles-
terol combine together with the nucleic acid to form inverted
micelle aggregates, wherein the nucleic acid is encapsulated
by a membrane composed of cationic lipid and cholesterol
present in the formulation and, thereafter, spontaneous aggre-
gation of the inverted micelles results in colloidal particles
that are stabilized by the lipid surfactants (e.g., the PEG-lipids
and/or phospholipids present in the formulation). It is thought
that the resulting non-lamellar (i.e., non-bilayer structure)
particle has an an inverse Hexagonal (H,,) or Cubic phase
structure. In essence, it is thought that the resulting non-
bilayer lipid packing provides a 3-dimensional network of
lipid cylinders with water and nucleic on the inside, i.e.,
essentially, a lipid droplet interpenetrated with aqueous chan-
nels containg the nucleic acid.

The non-lamellar morphology (i.e., non-bilayer structure)
of'the resulting lipid particles can readily be determined using
techniques known to and used by those of'skill in the art. Such
techniques include, but are not limited to, Cryo-Transmission
Electron Microscopy (“Cryo-TEM”), Differential Scanning
calorimetry (“DSC”), X-Ray Diffraction, etc. As illustrated in
FIGS. 3-6 and 8-11, the morphology of the lipid particles
(lamellar vs. non-lamellar) can readily be assessed and char-
acterized using, e.g., Cryo-TEM analysis as described herein.

It has been found that the SNALP of the present invention
provide advantages when used for the in vitro or in vivo
delivery of an active agent, such as a therapeutic nucleic acid
(e.g., an interfering RNA). In particular, as illustrated by the
Examples herein, the present invention provides stable
nucleic acid-lipid particles (SNALP) that advantageously
impart increased activity of the encapsulated nucleic acid
(e.g., an interfering RNA such as siRNA) and improved tol-
erability of the formulations in vivo, resulting in a significant
increase in the therapeutic index as compared to nucleic acid-
lipid particle compositions previously described. Addition-
ally, the SNALP of the invention are stable in circulation, e.g.,
resistant to degradation by nucleases in serum, and are sub-
stantially non-toxic to mammals such as humans. As a non-
limiting example, FIG. 17 of Example 5 shows that one
SNALP embodiment of the invention (“1:57 SNALP”) was
more efficacious as compared to a nucleic acid-lipid particle
previously described (“2:30 SNALP”) in mediating target
gene silencing at a 10-fold lower dose. Similarly, FIG. 18 of
Example 6 shows that the “1:57 SNALP” formulation was
substantially more effective at silencing the expression of a
target gene as compared to nucleic acid-lipid particles previ-
ously described (“2:40 SNALP”). Moreover, FIG. 20 of
Example 8 shows that the “7:54 SNALP” PLK-1 displayed
increased potency in SC tumors and that this formulation can
be used to preferentially target tumors outside of the liver.

In certain embodiments, the present invention provides
improved compositions for the delivery of interfering RNA
such as siRNA molecules. In particular, the Examples herein
illustrate that the improved lipid particle formulations of the
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invention are highly effective in downregulating the mRNA
and/or protein levels of target genes. Furthermore, the
Examples herein illustrate that the presence of certain molar
ratios of lipid component is results in improved or enhanced
activity of these lipid particle formulations of the present
invention. For instance, the “1:57 SNALP,” “1:62 SNALP,”
“7:54 SNALP” and “7:58 SNALP” formulations described
herein are exemplary formulations of the present invention
that are particularly advantageous because they provide
improved efficacy and tolerability in vivo, are serum-stable,
are are substantially non-toxic, are smaller in size, with
smaller polydispersities, are capable of accessing extravascu-
lar sites, and are capable of reaching target cell populations.

The lipid particles and compositions of the present inven-
tion may be used for a variety of purposes, including the
delivery of associated or encapsulated therapeutic agents to
cells, both in vitro and in vivo. Accordingly, the present
invention provides methods for treating diseases or disorders
in a subject in need thereof, by contacting the subject with a
lipid particle described herein comprising one or more suit-
able therapeutic agents.

Various exemplary embodiments of the lipid particles of
the invention, as well as compositions and formulations com-
prising the same, and their use to deliver therapeutic agents
and modulate target gene and protein expression, are
described in further detail below.

1I. Definitions

As used herein, the following terms have the meanings
ascribed to them unless specified otherwise.

The term “interfering RNA” or “RNAi” or “interfering
RNA sequence” as used herein includes single-stranded RNA
(e.g., mature miRNA, ssRNAi oligonucleotides, ssDNAi oli-
gonucleotides), double-stranded RNA (i.e., duplex RNA such
as siRNA, Dicer-substrate dsRNA, shRNA, aiRNA, or pre-
miRNA), a DNA-RNA hybrid (see, e.g., PCT Publication No.
WO 2004/078941), or a DNA-DNA hybrid (see, e.g., PCT
Publication No. WO 2004/104199) that is capable of reduc-
ing or inhibiting the expression of a target gene or sequence
(e.g., by mediating the degradation or inhibiting the transla-
tion of mRNAs which are complementary to the interfering
RNA sequence) when the interfering RNA is in the same cell
as the target gene or sequence. Interfering RNA thus refers to
the single-stranded RNA that is complementary to a target
mRNA sequence or to the double-stranded RNA formed by
two complementary strands or by a single, self-complemen-
tary strand. Interfering RNA may have substantial or com-
plete identity to the target gene or sequence, or may comprise
a region of mismatch (i.e., a mismatch motif). The sequence
of the interfering RNA can correspond to the full-length tar-
get gene, or a subsequence thereof. Preferably, the interfering
RNA molecules are chemically synthesized. The disclosures
of'each ofthe above patent documents are herein incorporated
by reference in their entirety for all purposes.

Interfering RNA includes “small-interfering RNA” or
“siRNA,” e.g., interfering RNA of about 15-60, 15-50, or
15-40 (duplex) nucleotides in length, more typically about
15-30, 15-25, or 19-25 (duplex) nucleotides in length, and is
preferably about 20-24, 21-22, or 21-23 (duplex) nucleotides
in length (e.g., each complementary sequence of the double-
stranded siRNA is 15-60, 15-50, 15-40, 15-30, 15-25, or
19-25 nucleotides in length, preferably about 20-24,21-22, or
21-23 nucleotides in length, and the double-stranded siRNA
is about 15-60, 15-50, 15-40, 15-30, 15-25, or 19-25 base
pairs in length, preferably about 18-22, 19-20, or 19-21 base
pairs in length). siRNA duplexes may comprise 3' overhangs
of about 1 to about 4 nucleotides or about 2 to about 3
nucleotides and 5' phosphate termini. Examples of siRNA
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include, without limitation, a double-stranded polynucleotide
molecule assembled from two separate stranded molecules,
wherein one strand is the sense strand and the other is the
complementary antisense strand; a double-stranded poly-
nucleotide molecule assembled from a single stranded mol-
ecule, where the sense and antisense regions are linked by a
nucleic acid-based or non-nucleic acid-based linker; a
double-stranded polynucleotide molecule with a hairpin sec-
ondary structure having self-complementary sense and anti-
sense regions; and a circular single-stranded polynucleotide
molecule with two or more loop structures and a stem having
self-complementary sense and antisense regions, where the
circular polynucleotide can be processed in vivo or in vitro to
generate an active double-stranded siRNA molecule. As used
herein, the term “siRNA” includes RNA-RNA duplexes as
well as DNA-RNA hybrids (see, e.g., PCT Publication No.
WO 2004/078941).

Preferably, siRNA are chemically synthesized. siRNA can
also be generated by cleavage of longer dsRNA (e.g., dssSRNA
greater than about 25 nucleotides in length) with the E. coli
RNase III or Dicer. These enzymes process the dsRNA into
biologically active siRNA (see, e.g., Yang et al., Proc. Natl.
Acad. Sci. USA, 99:9942-9947 (2002); Calegari et al., Proc.
Natl. Acad. Sci. USA, 99:14236 (2002); Byrom et al., Ambion
TechNotes, 10(1):4-6 (2003); Kawasaki et al., Nucleic Acids
Res., 31:981-987 (2003); Knight et al., Science, 293:2269-
2271 (2001); and Robertson et al., J. Biol. Chem., 243:82
(1968)). Preferably, dsRNA are at least 50 nucleotides to
about 100, 200, 300, 400, or 500 nucleotides in length. A
dsRNA may be as long as 1000, 1500, 2000, 5000 nucleotides
in length, or longer. The dsRNA can encode for an entire gene
transcript or a partial gene transcript. In certain instances,
siRNA may be encoded by a plasmid (e.g., transcribed as
sequences that automatically fold into duplexes with hairpin
loops).

As used herein, the term “mismatch motif” or “mismatch
region” refers to a portion of an interfering RNA (e.g.,
siRNA) sequence that does not have 100% complementarity
to its target sequence. An interfering RNA may have at least
one, two, three, four, five, six, or more mismatch regions. The
mismatch regions may be contiguous or may be separated by
1,2,3,4,5,6,7,8,9, 10, 11, 12, or more nucleotides. The
mismatch motifs or regions may comprise a single nucleotide
or may comprise two, three, four, five, or more nucleotides.

The phrase “inhibiting expression of a target gene” refers
to the ability of an interfering RNA (e.g., siRNA) to silence,
reduce, or inhibit the expression of a target gene (e.g., PLK-
1). To examine the extent of gene silencing, a test sample
(e.g., asample of cells in culture expressing the target gene) or
atest mammal (e.g., a mammal such as a human or an animal
model such as a rodent (e.g., mouse) or a non-human primate
(e.g., monkey) model) is contacted with an interfering RNA
(e.g., siRNA) that silences, reduces, or inhibits expression of
the target gene. Expression of the target gene in the test
sample or test animal is compared to expression of the target
gene in a control sample (e.g., a sample of cells in culture
expressing the target gene) or a control mammal (e.g., a
mammal such as ahuman or an animal model such as a rodent
(e.g., mouse) or non-human primate (e.g., monkey) model)
that is not contacted with or administered the interfering RNA
(e.g., siRNA). The expression of the target gene in a control
sample or a control mammal may be assigned a value of
100%. In particular embodiments, silencing, inhibition, or
reduction of expression of a target gene is achieved when the
level of target gene expression in the test sample or the test
mammal relative to the level of target gene expression in the
control sample or the control mammal is about 95%, 90%,
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85%, 80%, 75%, 70%, 65%, 60%, 55%, 50%, 45%, 40%,
35%,30%, 25%, 20%, 15%, 10%, 5%, or 0%. In other words,
the interfering RNAs (e.g., siRNAs) of the present invention
are capable of silencing, reducing, or inhibiting the expres-
sion of a target gene (e.g., PLK-1) by at least about 5%, 10%,
15%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%, 60%,
65%, 70%, 75%, 80%, 85%, 90%, 95%, or 100% in a test
sample or a test mammal relative to the level of target gene
expression in a control sample or a control mammal not
contacted with or administered the interfering RNA. Suitable
assays for determining the level of target gene expression
include, without limitation, examination of protein or mRNA
levels using techniques known to those of skill in the art, such
as, e.g., dot blots, Northern blots, in situ hybridization,
ELISA, immunoprecipitation, enzyme function, as well as
phenotypic assays known to those of skill in the art.

An “effective amount” or “therapeutically effective
amount” of an active agent or therapeutic agent such as an
interfering RNA is an amount sufficient to produce the
desired effect, e.g., an inhibition of expression of a target
sequence in comparison to the normal expression level
detected in the absence of an interfering RNA. Inhibition of
expression of a target gene or target sequence is achieved
when the value obtained with an interfering RNA relative to
the control is about 95%, 90%, 85%, 80%, 75%, 70%, 65%,
60%, 55%, 50%, 45%, 40%, 35%, 30%, 25%, 20%, 15%,
10%, 5%, or 0%. Suitable assays for measuring expression of
a target gene or target sequence include, e.g., examination of
protein or RNA levels using techniques known to those of
skill in the art such as dot blots, northern blots, in situ hybrid-
ization, ELISA, immunoprecipitation, enzyme function, as
well as phenotypic assays known to those of skill in the art.

By “decrease,” “decreasing,” “reduce,” or “reducing” of an
immune response by an interfering RNA is intended to mean
a detectable decrease of an immune response to a given inter-
fering RNA (e.g., a modified interfering RNA). The amount
of decrease of an immune response by a modified interfering
RNA may be determined relative to the level of an immune
response in the presence of an unmodified interfering RNA. A
detectable decrease can be about 5%, 10%, 15%, 20%, 25%,
30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%,
80%, 85%, 90%, 95%, 100%, or more lower than the immune
response detected in the presence of the unmodified interfer-
ing RNA. A decrease in the immune response to interfering
RNA is typically measured by a decrease in cytokine produc-
tion (e.g., IFNy, IFNa, TNFa, 1L-6, IL-8, or I[.-12) by a
responder cell in vitro or a decrease in cytokine production in
the sera of a mammalian subject after administration of the
interfering RNA.

As used herein, the term “responder cell” refers to a cell,
preferably a mammalian cell, that produces a detectable
immune response when contacted with an immunostimula-
tory interfering RNA such as an unmodified siRNA. Exem-
plary responder cells include, e.g., dendritic cells, macroph-
ages, peripheral blood mononuclear cells (PBMCs),
splenocytes, and the like. Detectable immune responses
include, e.g., production of cytokines or growth factors such
as TNF-a, IFN-a, IFN-f, IFN-y, IL-1, IL-2, IL-3, IL-4, IL-5,
IL-6, 1L-8, IL-10, IL-12, IL-13, TGF, and combinations
thereof. Detectable immune responses also include, e.g.,
induction of interferon-induced protein with tetratricopeptide
repeats 1 (IFIT1) mRNA.

“Substantial identity” refers to a sequence that hybridizes
to a reference sequence under stringent conditions, or to a
sequence that has a specified percent identity over a specified
region of a reference sequence.
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The phrase “stringent hybridization conditions” refers to
conditions under which a nucleic acid will hybridize to its
target sequence, typically in a complex mixture of nucleic
acids, but to no other sequences. Stringent conditions are
sequence-dependent and will be different in different circum-
stances. Longer sequences hybridize specifically at higher
temperatures. An extensive guide to the hybridization of
nucleic acids is found in Tijssen, Techniques in Biochemistry
and Molecular Biology—Hybridization with Nucleic Probes,
“Overview of principles of hybridization and the strategy of
nucleic acid assays” (1993). Generally, stringent conditions
are selected to be about 5-10° C. lower than the thermal
melting point (T,,) for the specific sequence at a defined ionic
strength pH. The T, is the temperature (under defined ionic
strength, pH, and nucleic concentration) at which 50% of the
probes complementary to the target hybridize to the target
sequence at equilibrium (as the target sequences are present in
excess, at T,,, 50% of'the probes are occupied at equilibrium).
Stringent conditions may also be achieved with the addition
of destabilizing agents such as formamide. For selective or
specific hybridization, a positive signal is at least two times
background, preferably 10 times background hybridization.

Exemplary stringent hybridization conditions can be as
follows: 50% formamide, 5xSSC, and 1% SDS, incubating at
42° C., or, 5xSSC, 1% SDS, incubating at 65° C., with wash
in 0.2xSSC, and 0.1% SDS at 65° C. For PCR, a temperature
of about 36° C. is typical for low stringency amplification,
although annealing temperatures may vary between about
32° C. and 48° C. depending on primer length. For high
stringency PCR amplification, a temperature of about 62° C.
is typical, although high stringency annealing temperatures
can range from about 50° C. to about 65° C., depending on the
primer length and specificity. Typical cycle conditions for
both high and low stringency amplifications include a dena-
turation phase of 90° C.-95° C. for 30 sec.-2 min., an anneal-
ing phase lasting 30 sec.-2 min., and an extension phase of
about 72° C. for 1-2 min. Protocols and guidelines for low and
high stringency amplification reactions are provided, e.g., in
Innis et al., PCR Protocols, A Guide to Methods and Appli-
cations, Academic Press, Inc. N.Y. (1990).

Nucleic acids that do not hybridize to each other under
stringent conditions are still substantially identical if the
polypeptides which they encode are substantially identical.
This occurs, for example, when a copy of a nucleic acid is
created using the maximum codon degeneracy permitted by
the genetic code. In such cases, the nucleic acids typically
hybridize under moderately stringent hybridization condi-
tions. Exemplary “moderately stringent hybridization condi-
tions” include a hybridization in a buffer of 40% formamide,
1 M NaCl, 1% SDS at37° C., and a wash in 1xSSC at 45° C.
A positive hybridization is at least twice background. Those
of'ordinary skill will readily recognize that alternative hybrid-
ization and wash conditions can be utilized to provide condi-
tions of similar stringency. Additional guidelines for deter-
mining hybridization parameters are provided in numerous
references, e.g., Current Protocols in Molecular Biology,
Ausubel et al., eds.

The terms “substantially identical” or “substantial iden-
tity,” in the context of two or more nucleic acids, refer to two
or more sequences or subsequences that are the same or have
a specified percentage of nucleotides that are the same (i.e., at
least about 60%, preferably at least about 65%, 70%, 75%,
80%, 85%, 90%, or 95% identity over a specified region),
when compared and aligned for maximum correspondence
over a comparison window, or designated region as measured
using one of the following sequence comparison algorithms
or by manual alignment and visual inspection. This defini-
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tion, when the context indicates, also refers analogously to the
complement of a sequence. Preferably, the substantial iden-
tity exists over a region that is at least about 5, 10, 15, 20, 25,
30, 35, 40, 45, 50, 55, or 60 nucleotides in length.

For sequence comparison, typically one sequence acts as a
reference sequence, to which test sequences are compared.
When using a sequence comparison algorithm, test and ref-
erence sequences are entered into a computer, subsequence
coordinates are designated, if necessary, and sequence algo-
rithm program parameters are designated. Default program
parameters can be used, or alternative parameters can be
designated. The sequence comparison algorithm then calcu-
lates the percent sequence identities for the test sequences
relative to the reference sequence, based on the program
parameters.

A “comparison window,” as used herein, includes refer-
ence to a segment of any one of a number of contiguous
positions selected from the group consisting of from about 5
to about 60, usually about 10 to about 45, more usually about
15 to about 30, in which a sequence may be compared to a
reference sequence of the same number of contiguous posi-
tions after the two sequences are optimally aligned. Methods
of alignment of sequences for comparison are well known in
the art. Optimal alignment of sequences for comparison can
be conducted, e.g., by the local homology algorithm of Smith
and Waterman, Adv. Appl. Math., 2:482 (1981), by the homol-
ogy alignment algorithm of Needleman and Wunsch, J. Mol.
Biol., 48:443 (1970), by the search for similarity method of
Pearson and Lipman, Proc. Natl. Acad. Sci. USA, 85:2444
(1988), by computerized implementations of these algo-
rithms (GAP, BESTFIT, FASTA, and TFASTA in the Wis-
consin Genetics Software Package, Genetics Computer
Group, 575 Science Dr., Madison, Wis.), or by manual align-
ment and visual inspection (see, e.g., Current Protocols in
Molecular Biology, Ausubel et al., eds. (1995 supplement)).

Non-limiting examples of algorithms that are suitable for
determining percent sequence identity and sequence similar-
ity are the BLAST and BLAST 2.0 algorithms, which are
described in Altschul et al., Nuc. Acids Res., 25:3389-3402
(1977) and Altschul et al., J. Mol. Biol., 215:403-410 (1990),
respectively. BLAST and BLAST 2.0 are used, with the
parameters described herein, to determine percent sequence
identity for the nucleic acids of the invention. Software for
performing BLAST analyses is publicly available through the
National Center for Biotechnology Information (http://ww-
w.ncbi.nlm.nih.gov/). Another example is a global alignment
algorithm for determining percent sequence identify such as
the Needleman-Wunsch algorithm for aligning protein or
nucleotide (e.g., RNA) sequences.

The BLAST algorithm also performs a statistical analysis
of'the similarity between two sequences (see, e.g., Karlin and
Altschul, Proc. Natl. Acad. Sci. USA, 90:5873-5787 (1993)).
One measure of similarity provided by the BLAST algorithm
is the smallest sum probability (P(N)), which provides an
indication of the probability by which a match between two
nucleotide sequences would occur by chance. For example, a
nucleic acid is considered similar to a reference sequence if
the smallest sum probability in a comparison of the test
nucleic acid to the reference nucleic acid is less than about
0.2, more preferably less than about 0.01, and most preferably
less than about 0.001.

The term “nucleic acid” as used herein refers to a polymer
containing at least two deoxyribonucleotides or ribonucle-
otides in either single- or double-stranded form and includes
DNA, RNA, and hybrids thereof. DNA may be in the form of,
e.g., antisense molecules, plasmid DNA, DNA-DNA
duplexes, pre-condensed DNA, PCR products, vectors (P1,
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PAC, BAC, YAC, artificial chromosomes), expression cas-
settes, chimeric sequences, chromosomal DNA, or deriva-
tives and combinations of these groups. RNA may be in the
form of small interfering RNA (siRNA), Dicer-substrate
dsRNA, small hairpin RNA (shRNA), asymmetrical interfer-
ing RNA (aiRNA), microRNA (miRNA), mRNA, tRNA,
rRNA, tRNA, viral RNA (VRNA), and combinations thereof.
Nucleic acids include nucleic acids containing known nucle-
otide analogs or modified backbone residues or linkages,
which are synthetic, naturally occurring, and non-naturally
occurring, and which have similar binding properties as the
reference nucleic acid. Examples of such analogs include,
without limitation, phosphorothioates, phosphoramidates,
methyl phosphonates, chiral-methyl phosphonates, 2'-O-me-
thyl ribonucleotides, and peptide-nucleic acids (PNAs).
Unless specifically limited, the term encompasses nucleic
acids containing known analogues of natural nucleotides that
have similar binding properties as the reference nucleic acid.
Unless otherwise indicated, a particular nucleic acid
sequence also implicitly encompasses conservatively modi-
fied variants thereof (e.g., degenerate codon substitutions),
alleles, orthologs, SNPs, and complementary sequences as
well as the sequence explicitly indicated. Specifically, degen-
erate codon substitutions may be achieved by generating
sequences in which the third position of one or more selected
(or all) codons is substituted with mixed-base and/or deoxyi-
nosine residues (Batzer et al., Nucleic Acid Res., 19:5081
(1991); Ohtsuka et al., J. Biol. Chem., 260:2605-2608 (1985);
Rossolini et al., Mol. Cell. Probes, 8:91-98 (1994)). “Nucle-
otides” contain a sugar deoxyribose (DNA) or ribose (RNA),
a base, and a phosphate group. Nucleotides are linked
together through the phosphate groups. “Bases” include
purines and pyrimidines, which further include natural com-
pounds adenine, thymine, guanine, cytosine, uracil, inosine,
and natural analogs, and synthetic derivatives of purines and
pyrimidines, which include, but are not limited to, modifica-
tions which place new reactive groups such as, but not limited
to, amines, alcohols, thiols, carboxylates, and alkylhalides.

The term “gene” refers to a nucleic acid (e.g., DNA or
RNA) sequence that comprises partial length or entire length
coding sequences necessary for the production of a polypep-
tide or precursor polypeptide (e.g., PLK-1).

“Gene product,” as used herein, refers to a product of a
gene such as an RNA transcript or a polypeptide.

The term “lipid” refers to a group of organic compounds
that include, but are not limited to, esters of fatty acids and are
characterized by being insoluble in water, but soluble in many
organic solvents. They are usually divided into at least three
classes: (1) “simple lipids,” which include fats and oils as well
as waxes; (2) “compound lipids,” which include phospholip-
ids and glycolipids; and (3) “derived lipids” such as steroids.

The term “lipid particle” includes a lipid formulation that
can be used to deliver an active agent or therapeutic agent,
such as a nucleic acid (e.g., an interfering RNA), to a target
site of interest (e.g., cell, tissue, organ, and the like). In pre-
ferred embodiments, the lipid particle of the invention is a
nucleic acid-lipid particle, which is typically formed from a
cationic lipid, a non-cationic lipid, and optionally a conju-
gated lipid that prevents aggregation of the particle. In other
preferred embodiments, the active agent or therapeutic agent,
such as a nucleic acid, may be encapsulated in the lipid
portion of the particle, thereby protecting it from enzymatic
degradation.

Asused herein, the term “SNALP” refers to a stable nucleic
acid-lipid particle. A SNALP represents a particle made from
lipids (e.g., a cationic lipid, a non-cationic lipid, and option-
ally a conjugated lipid that prevents aggregation of the par-
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ticle), wherein the nucleic acid (e.g., an interfering RNA) is
fully encapsulated within the lipid. In certain instances,
SNALP are extremely useful for systemic applications, as
they can exhibit extended circulation lifetimes following
intravenous (i.v.) injection, they can accumulate at distal sites
(e.g., sites physically separated from the administration site),
and they can mediate silencing of target gene expression at
these distal sites. The nucleic acid may be complexed with a
condensing agent and encapsulated within a SNALP as set
forth in PCT Publication No. WO 00/03683, the disclosure of
which is herein incorporated by reference in its entirety for all
purposes.

The lipid particles of the invention (e.g., SNALP) typically
have a mean diameter of from about 30 nm to about 150 nm,
from about 40 nm to about 150 nm, from about 50 nm to about
150 nm, from about 60 nm to about 130 nm, from about 70 nm
to about 110 nm, from about 70 nm to about 100 nm, from
about 80 nm to about 100 nm, from about 90 nm to about 100
nm, from about 70 to about 90 nm, from about 80 nm to about
90 nm, from about 70 nm to about 80 nm, or about 30 nm, 35
nm, 40 nm, 45 nm, 50 nm, 55 nm, 60 nm, 65 nm, 70 nm, 75
nm, 80 nm, 85 nm, 90 nm, 95 nm, 100 nm, 105 nm, 110 nm,
115 nm, 120 nm, 125 nm, 130 nm, 135 nm, 140 nm, 145 nm,
or 150 nm, and are substantially non-toxic. In addition,
nucleic acids, when present in the lipid particles of the present
invention, are resistant in aqueous solution to degradation
with a nuclease. Nucleic acid-lipid particles and their method
of preparation are disclosed in, e.g., U.S. Patent Publication
Nos. 20040142025 and 20070042031, the disclosures of
which are herein incorporated by reference in their entirety
for all purposes.

As used herein, “lipid encapsulated” can refer to a lipid
particle that provides an active agent or therapeutic agent,
such as a nucleic acid (e.g., an interfering RNA that targets
PLK-1), with full encapsulation, partial encapsulation, or
both. In a preferred embodiment, the nucleic acid is fully
encapsulated in the lipid particle (e.g., to form a SNALP or
other nucleic acid-lipid particle).

The term “lipid conjugate” refers to a conjugated lipid that
inhibits aggregation of lipid particles. Such lipid conjugates
include, but are not limited to, PEG-lipid conjugates such as,
e.g., PEG coupled to dialkyloxypropyls (e.g., PEG-DAA con-
jugates), PEG coupled to diacylglycerols (e.g., PEG-DAG
conjugates), PEG coupled to cholesterol, PEG coupled to
phosphatidylethanolamines, and PEG conjugated to ceram-
ides (see, e.g., U.S. Pat. No. 5,885,613), cationic PEG lipids,
polyoxazoline (POZ)-lipid conjugates (e.g., POZ-DAA con-
jugates; see, e.g., U.S. Provisional Application No. 61/294,
828, filed Jan. 13, 2010, and U.S. Provisional Application No.
61/295,140, filed Jan. 14, 2010), polyamide oligomers (e.g.,
ATTA-lipid conjugates), and mixtures thereof. Additional
examples of POZ-lipid conjugates are described in PCT Pub-
lication No. WO 2010/006282. PEG or POZ can be conju-
gated directly to the lipid or may be linked to the lipid via a
linker moiety. Any linker moiety suitable for coupling the
PEG or the POZ to a lipid can be used including, e.g., non-
ester containing linker moieties and ester-containing linker
moieties. In certain preferred embodiments, non-ester con-
taining linker moieties, such as amides or carbamates, are
used. The disclosures of each of the above patent documents
are herein incorporated by reference in their entirety for all
purposes.

The term “amphipathic lipid” refers, in part, to any suitable
material wherein the hydrophobic portion of the lipid mate-
rial orients into a hydrophobic phase, while the hydrophilic
portion orients toward the aqueous phase. Hydrophilic char-
acteristics derive from the presence of polar or charged
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groups such as carbohydrates, phosphate, carboxylic, sulfato,
amino, sulthydryl, nitro, hydroxyl, and other like groups.
Hydrophobicity can be conferred by the inclusion of apolar
groups that include, but are not limited to, long-chain satu-
rated and unsaturated aliphatic hydrocarbon groups and such
groups substituted by one or more aromatic, cycloaliphatic,
or heterocyclic group(s). Examples of amphipathic com-
pounds include, but are not limited to, phospholipids, amino-
lipids, and sphingolipids.

Representative examples of phospholipids include, but are
not limited to, phosphatidylcholine, phosphatidylethanola-
mine, phosphatidylserine, phosphatidylinositol, phospha-
tidic acid, palmitoyloleoyl phosphatidylcholine, lysophos-
phatidylcholine, lysophosphatidylethanolamine,
dipalmitoylphosphatidylcholine, dioleoylphosphatidylcho-
line, distearoylphosphatidylcholine, and dilinoleoylphos-
phatidylcholine. Other compounds lacking in phosphorus,
such as sphingolipid, glycosphingolipid families, diacylglyc-
erols, and p-acyloxyacids, are also within the group desig-
nated as amphipathic lipids. Additionally, the amphipathic
lipids described above can be mixed with other lipids includ-
ing triglycerides and sterols.

The term “neutral lipid” refers to any of a number of lipid
species that exist either in an uncharged or neutral zwitteri-
onic form at a selected pH. At physiological pH, such lipids
include, for example, diacylphosphatidylcholine, dia-
cylphosphatidylethanolamine, ceramide, sphingomyelin,
cephalin, cholesterol, cerebrosides, and diacylglycerols.

The term “non-cationic lipid” refers to any amphipathic
lipid as well as any other neutral lipid or anionic lipid.

The term “anionic lipid” refers to any lipid that is nega-
tively charged at physiological pH. These lipids include, but
are not limited to, phosphatidylglycerols, cardiolipins, dia-
cylphosphatidylserines, diacylphosphatidic acids, N-dode-
canoyl phosphatidylethanolamines, N-succinyl phosphati-
dylethanolamines,  N-glutarylphosphatidylethanolamines,
lysylphosphatidylglycerols, palmitoyloleyolphosphatidylg-
lycerol (POPG), and other anionic modifying groups joined
to neutral lipids.

The term “hydrophobic lipid” refers to compounds having
apolar groups that include, but are not limited to, long-chain
saturated and unsaturated aliphatic hydrocarbon groups and
such groups optionally substituted by one or more aromatic,
cycloaliphatic, or heterocyclic group(s). Suitable examples
include, but are not limited to, diacylglycerol, dialkylglyc-
erol, N-N-dialkylamino, 1,2-diacyloxy-3-aminopropane, and
1,2-dialkyl-3-aminopropane.

The term “fusogenic” refers to the ability ofa lipid particle,
such as a SNALP, to fuse with the membranes of a cell. The
membranes can be either the plasma membrane or mem-
branes surrounding organelles, e.g., endosome, nucleus, etc.

The term “non-lamellar morphology” refer to a non-bi-
layer structure. The non-bilayer morphology can include, for
example, three dimensional tubes, rods, cubic symmetries,
etc. The non-lamellar morphology (i.e., non-bilayer struc-
ture) of the lipid particles disclosed herein can be determined
using analytical techniques including Cryo-Transmission
Electron Microscopy (“Cryo-TEM”), Differential Scanning
calorimetry (“DSC”), X-Ray Diffraction, etc.

The term “a plurality of nucleic acid-lipid particles” refers
to at least 2 particles, more preferably more than 10, 10, 10°,
10*, 10°, 10° or more particles (or any fraction thereof or
range therein). In certain embodiments, the plurality of
nucleic acid-lipid particles includes 50-100, 50-200, 50-300,
50-400, 50-500, 50-600, 50-700, 50-800, 50-900, 50-1000,
50-1100, 50-1200, 50-1300, 50-1400, 50-1500, 50-1600,
50-1700, 50-1800, 50-1900, 50-2000, 50-2500, 50-3000,
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50-3500, 50-4000, 50-4500, 50-5000, 50-5500, 50-6000,
50-6500, 50-7000, 50-7500, 50-8000, 50-8500, 50-9000,
50-9500, 50-10,000 or more particles. It will be apparent to
those of skill in the art that the plurality of nucleic acid-lipid
particles can include any fraction of the foregoing ranges or
any range therein. In certain other embodiments, the plurality
of nucleic acid-lipid particles is the number of particles (or a
representative subset of particles) observed in a Cryo-TEM
image similar to those illustrated in FIGS. 3-6 and 8-11,
wherein the Cryo-TEM analysis is carried out using a method
similar to that set forth in Example 2.

As used herein, the term “aqueous solution” refers to a
composition comprising in whole, or in part, water.

As used herein, the term “organic lipid solution” refers to a
composition comprising in whole, or in part, an organic sol-
vent having a lipid.

“Distal site,” as used herein, refers to a physically separated
site, which is not limited to an adjacent capillary bed, but
includes sites broadly distributed throughout an organism.

“Serum-stable” in relation to nucleic acid-lipid particles
such as SNALP means that the particle is not significantly
degraded after exposure to a serum or nuclease assay that
would significantly degrade free DNA or RNA. Suitable
assays include, for example, a standard serum assay, a DNAse
assay, or an RNAse assay.

“Systemic delivery,” as used herein, refers to delivery of
lipid particles that leads to a broad biodistribution of an active
agent such as an interfering RNA (e.g., siRNA) within an
organism. Some techniques of administration can lead to the
systemic delivery of certain agents, but not others. Systemic
delivery means that a useful, preferably therapeutic, amount
of an agent is exposed to most parts of the body. To obtain
broad biodistribution generally requires a blood lifetime such
that the agent is not rapidly degraded or cleared (such as by
first pass organs (liver, lung, etc.) or by rapid, nonspecific cell
binding) before reaching a disease site distal to the site of
administration. Systemic delivery of lipid particles can be by
any means known in the art including, for example, intrave-
nous, subcutaneous, and intraperitoneal. In a preferred
embodiment, systemic delivery of lipid particles is by intra-
venous delivery.

“Local delivery,” as used herein, refers to delivery of an
active agent such as an interfering RNA (e.g., siRNA) directly
to a target site within an organism. For example, an agent can
be locally delivered by direct injection into a disease site such
as a tumor or other target site such as a site of inflammation or
a target organ such as the liver, heart, pancreas, kidney, and
the like.

The term “mammal” refers to any mammalian species such
as a human, mouse, rat, dog, cat, hamster, guinea pig, rabbit,
livestock, and the like.

The term “cancer” refers to any member of a class of
diseases characterized by the uncontrolled growth of aberrant
cells. The term includes all known cancers and neoplastic
conditions, whether characterized as malignant, benign, soft
tissue, or solid, and cancers of all stages and grades including
pre- and post-metastatic cancers. Examples of different types
of cancer include, but are not limited to, liver cancer, lung
cancer, colon cancer, rectal cancer, anal cancer, bile duct
cancer, small intestine cancer, stomach (gastric) cancer,
esophageal cancer; gallbladder cancer, pancreatic cancer,
appendix cancer, breast cancer, ovarian cancer; cervical can-
cer, prostate cancer, renal cancer (e.g., renal cell carcinoma),
cancer of the central nervous system, glioblastoma, skin can-
cer, lymphomas, choriocarcinomas, head and neck cancers,
osteogenic sarcomas, and blood cancers. Non-limiting
examples of specific types of liver cancer include hepatocel-
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Iular carcinoma (HCC), secondary liver cancer (e.g., caused
by metastasis of some other non-liver cancer cell type), and
hepatoblastoma. As used herein, a “tumor” comprises one or
more cancerous cells.

The term “polo-like kinase 1,” “PLK-1,” “polo-like
kinase,” or “PLK” refers to a serine/threonine kinase contain-
ing two functional domains: (1) a kinase domain; and (2) a
polo-box domain (see, e.g., Barr et al., Nat. Rev. Mol. Cell
Biol., 5:429-440 (2004)). The activity and cellular concentra-
tion of PLK-1 are crucial for the precise regulation of cell
division. PLK-1 expression and activity are low throughout
the GO, G1, and S phases of the cell cycle, but begin to rise in
(2 and peak during M phase. PLK-1 is essential for mitosis
and cell division and contributes to the following processes:
centrosome maturation and the activation of maturation-pro-
moting factors by Cdc25C and cyclinB 1 phosphorylation;
bipolar spindle formation; and DNA damage checkpoint
adaptation (DNA damage inhibits PLK-1 in G2 and mitosis).
PLK-1 is also involved in the activation of components of the
anaphase promoting complex for mitotic exit and cytokinesis.
PLK-1 is overexpressed in many cancer types including
hepatoma and colon cancer, and PLK-1 expression often cor-
relates with poor patient prognosis. Overexpression of PLK-1
(wild-type or kinase inactive) results in multinucleation (ge-
netic instability). Hyperactive PLK-1 overrides the DNA
damage checkpoint. Constitutive PLK-1 expression causes
transformation of NIH 373 cells. PLK-1 phosphorylates the
p53 tumor suppressor, thereby inhibiting the pro-apoptotic
effects of p53. Human PLK-1 mRNA sequences are set forth
in Genbank Accession Nos. NM_005030, X73458,
BC014846, BC003002, HSU01038, and 1.19559. A mouse
PLK-1 mRNA sequence is set forth in Genbank Accession
No. NM_011121. PLK-1 is also known as serine/threonine
protein kinase 13 (STPK13).

II1. Description of the Embodiments

The present invention provides novel, serum-stable lipid
particles comprising one or more active agents or therapeutic
agents, methods of making the lipid particles, and methods of
delivering and/or administering the lipid particles (e.g., for
the treatment of a disease or disorder).

In one aspect, the present invention provides a composition
comprising a plurality of nucleic acid-lipid particles, wherein
each particle in the plurality of particles comprises: (a) a
nucleic acid; (b) a cationic lipid comprising from about 50
mol % to about 85 mol % of the total lipid present in the
particle; (c) a non-cationic lipid comprising from about 13
mol % to about 49.5 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 0.5 mol % to about 10 mol %
of'the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. In preferred embodiments, greater than
95%, preferably, greater than 96%, preferably, greater than
97%, preferably, greater than 98% and, preferably, greater
than 99% of the particles have a non-lamellar morphology,
i.e., a non-bilayer structure.

In certain embodiments, the active agent or therapeutic
agent is fully encapsulated within the lipid portion of the lipid
particles such that the active agent or therapeutic agent in the
lipid particle is resistant in aqueous solution to enzymatic
degradation, e.g., by a nuclease or protease. In certain other
embodiments, the lipid particles are substantially non-toxic
to mammals such as humans.

In some embodiments, the active agent or therapeutic agent
comprises a nucleic acid. In certain instances, the nucleic acid
comprises an interfering RNA molecule such as, e.g., an
siRNA, aiRNA, miRNA, or mixtures thereof. In certain other
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instances, the nucleic acid comprises single-stranded or
double-stranded DNA, RNA, or a DNA/RNA hybrid such as,
e.g., an antisense oligonucleotide, a ribozyme, a plasmid, an
immunostimulatory oligonucleotide, or mixtures thereof.

In other embodiments, the active agent or therapeutic agent
comprises a peptide or polypeptide. In certain instances, the
peptide or polypeptide comprises an antibody such as, e.g., a
polyclonal antibody, a monoclonal antibody, an antibody
fragment; a humanized antibody, a recombinant antibody, a
recombinant human antibody, a Primatized™ antibody, or
mixtures thereof. In certain other instances, the peptide or
polypeptide comprises a cytokine, a growth factor, an apop-
totic factor, a differentiation-inducing factor, a cell-surface
receptor, a ligand, a hormone, a small molecule (e.g., small
organic molecule or compound), or mixtures thereof.

In preferred embodiments, the active agent or therapeutic
agent comprises an siRNA. In one embodiment, the siRNA
molecule comprises a double-stranded region of about 15 to
about 60 nucleotides in length (e.g., about 15-60, 15-50,
15-40, 15-30, 15-25, or 19-25 nucleotides in length, or 15, 16,
17,18,19,20,21, 22,23, 24, or 25 nucleotides in length). The
siRNA molecules of the invention are capable of silencing the
expression of a target sequence in vitro and/or in vivo.

In some embodiments, the siRNA molecule comprises at
least one modified nucleotide. In certain preferred embodi-
ments, the siRNA molecule comprises one, two, three, four,
five, six, seven, eight, nine, ten, or more modified nucleotides
in the double-stranded region. In certain instances, the siRNA
comprises from about 1% to about 100% (e.g., about 1%, 5%,
10%, 15%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%,
60%, 65%, 70%, 75%, 80%, 85%, 90%, 95%, or 100%)
modified nucleotides in the double-stranded region. In pre-
ferred embodiments, less than about 25% (e.g., less than
about 25%, 20%, 15%, 10%, or 5%) or from about 1% to
about 25% (e.g., from about 1%-25%, 5%-25%, 10%-25%,
15%-25%, 20%-25%, or 10%-20%) of the nucleotides in the
double-stranded region comprise modified nucleotides.

In other embodiments, the siRNA molecule comprises
modified nucleotides including, but not limited to, 2'-O-me-
thyl (2'OMe) nucleotides, 2'-deoxy-2'-fluoro (2'F) nucle-
otides, 2'-deoxy nucleotides, 2'-O-(2-methoxyethyl) (MOE)
nucleotides, locked nucleic acid (LNA) nucleotides, and mix-
tures thereof. In preferred embodiments, the siRNA com-
prises 2'OMe nucleotides (e.g., 2'OMe purine and/or pyrimi-
dine nucleotides) such as, for example, 2'OMe-guanosine
nucleotides, 2'OMe-uridine nucleotides, 2'OMe-adenosine
nucleotides, 2'OMe-cytosine nucleotides, and mixtures
thereof. In certain instances, the siRNA does not comprise
2'OMe-cytosine nucleotides. In other embodiments, the
siRNA comprises a hairpin loop structure.

The siRNA may comprise modified nucleotides in one
strand (i.e., sense or antisense) or both strands of the double-
stranded region of the siRNA molecule. Preferably, uridine
and/or guanosine nucleotides are modified at selective posi-
tions in the double-stranded region of the siRNA duplex. With
regard to uridine nucleotide modifications, at least one, two,
three, four, five, six, or more of the uridine nucleotides in the
sense and/or antisense strand can be a modified uridine nucle-
otide such as a 2'OMe-uridine nucleotide. In some embodi-
ments, every uridine nucleotide in the sense and/or antisense
strand is a 2'OMe-uridine nucleotide. With regard to gua-
nosine nucleotide modifications, at least one, two, three, four,
five, six, or more of the guanosine nucleotides in the sense
and/or antisense strand can be a modified guanosine nucle-
otide such as a 2'OMe-guanosine nucleotide. In some
embodiments, every guanosine nucleotide in the sense and/or
antisense strand is a 2'OMe-guanosine nucleotide.
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In certain embodiments, at least one, two, three, four, five,
six, seven, or more 5'-GU-3' motifs in an siRNA sequence
may be modified, e.g., by introducing mismatches to elimi-
nate the 5'-GU-3' motifs and/or by introducing modified
nucleotides such as 2'OMe nucleotides. The 5'-GU-3' motif
can be in the sense strand, the antisense strand, or both strands
of'the siRNA sequence. The 5'-GU-3' motifs may be adjacent
to each other or, alternatively, they may be separated by 1, 2,
3,4,5,6,7,8,9,10, 11, 12, or more nucleotides.

In some preferred embodiments, a modified siRNA mol-
ecule is less immunostimulatory than a corresponding
unmodified siRNA sequence. In such embodiments, the
modified siRNA molecule with reduced immunostimulatory
properties advantageously retains RNA{ activity against the
target sequence. In another embodiment, the immunostimu-
latory properties of the modified siRNA molecule and its
ability to silence target gene expression can be balanced or
optimized by the introduction of minimal and selective
2'0OMe modifications within the siRNA sequence such as,
e.g., within the double-stranded region of the siRNA duplex.
In certain instances, the modified siRNA is at least about 5%,
10%, 15%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%,
60%, 65%, 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99%, or 100% less immuno-
stimulatory than the corresponding unmodified siRNA. Tt will
be readily apparent to those of skill in the art that the immu-
nostimulatory properties of the modified siRNA molecule
and the corresponding unmodified siRNA molecule can be
determined by, for example, measuring INF-a and/or 1L-6
levels from about two to about twelve hours after systemic
administration in a mammal or transfection of a mammalian
responder cell using an appropriate lipid-based delivery sys-
tem (such as the SNALP delivery system disclosed herein).

In certain embodiments, a modified siRNA molecule has
an IC50 (i.e., half-maximal inhibitory concentration) less
than or equal to ten-fold that of the corresponding unmodified
siRNA (i.e., the modified siRNA has an IC50 that is less than
or equal to ten-times the IC50 of the corresponding unmodi-
fied siRNA). In other embodiments, the modified siRNA has
an IC50 less than or equal to three-fold that of the correspond-
ing unmodified siRNA sequence. In yet other embodiments,
the modified siRNA has an IC50 less than or equal to two-fold
that of the corresponding unmodified siRNA. It will be
readily apparent to those of skill in the art that a dose-response
curve can be generated and the IC50 values for the modified
siRNA and the corresponding unmodified siRNA can be
readily determined using methods known to those of skill in
the art.

In yet another embodiment, a modified siRNA molecule is
capable of silencing at least about 5%, 10%, 15%, 20%, 25%,
30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%,
80%, 85%, 90%, 95%, or 100% of the expression of the target
sequence relative to the corresponding unmodified siRNA
sequence.

In some embodiments, the siRNA molecule does not com-
prise phosphate backbone modifications, e.g., in the sense
and/or antisense strand of the double-stranded region. In
other embodiments, the siRNA comprises one, two, three,
four, or more phosphate backbone modifications, e.g., in the
sense and/or antisense strand of the double-stranded region.
In preferred embodiments, the siRNA does not comprise
phosphate backbone modifications.

In further embodiments, the siRNA does not comprise
2'-deoxy nucleotides, e.g., in the sense and/or antisense strand
of the double-stranded region. In yet further embodiments,
the siRNA comprises one, two, three, four, or more 2'-deoxy
nucleotides, e.g., in the sense and/or antisense strand of the
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double-stranded region. In preferred embodiments, the
siRNA does not comprise 2'-deoxy nucleotides.

In certain instances, the nucleotide at the 3'-end of the
double-stranded region in the sense and/or antisense strand is
not a modified nucleotide. In certain other instances, the
nucleotides near the 3'-end (e.g., within one, two, three, or
four nucleotides of the 3'-end) of the double-stranded region
in the sense and/or antisense strand are not modified nucle-
otides.

The siRNA molecules described herein may have 3' over-
hangs of one, two, three, four, or more nucleotides on one or
both sides of the double-stranded region, or may lack over-
hangs (i.e., have blunt ends) on one or both sides of the
double-stranded region. Preferably, the siRNA has 3' over-
hangs of two nucleotides on each side of the double-stranded
region. In certain instances, the 3' overhang on the antisense
strand has complementarity to the target sequence and the 3'
overhang on the sense strand has complementarity to a
complementary strand of the target sequence. Alternatively,
the 3' overhangs do not have complementarity to the target
sequence or the complementary strand thereof. In some
embodiments, the 3' overhangs comprise one, two, three,
four, or more nucleotides such as 2'-deoxy (2'H) nucleotides.
In certain preferred embodiments, the 3' overhangs comprise
deoxythymidine (dT) and/or uridine nucleotides. In other
embodiments, one or more of the nucleotides in the 3' over-
hangs on one or both sides of the double-stranded region
comprise modified nucleotides. Non-limiting examples of
modified nucleotides are described above and include 2'OMe
nucleotides, 2'-deoxy-2'F nucleotides, 2'-deoxy nucleotides,
2'-0-2-MOE nucleotides, LNA nucleotides, and mixtures
thereof. In preferred embodiments, one, two, three, four, or
more nucleotides in the 3' overhangs present on the sense
and/or antisense strand of the siRNA comprise 2'OMe nucle-
otides (e.g., 2'OMe purine and/or pyrimidine nucleotides)
such as, for example, 2'OMe-guanosine nucleotides, 2'OMe-
uridine nucleotides, 2'OMe-adenosine nucleotides, 2'OMe-
cytosine nucleotides, and mixtures thereof.

The siRNA may comprise at least one or a cocktail (e.g., at
least two, three, four, five, six, seven, eight, nine, ten, or more)
of unmodified and/or modified siRNA sequences that silence
target gene expression. The cocktail of siRNA may comprise
sequences which are directed to the same region or domain
(e.g., a “hot spot™) and/or to different regions or domains of
one or more target genes. In certain instances, one or more
(e.g., at least two, three, four, five, six, seven, eight, nine, ten,
or more) modified siRNA that silence target gene expression
are present in a cocktail. In certain other instances, one or
more (e.g., at least two, three, four, five, six, seven, eight,
nine, ten, or more) unmodified siRNA sequences that silence
target gene expression are present in a cocktail.

In some embodiments, the antisense strand of the siRNA
molecule comprises or consists of a sequence that is at least
about 80%, 85%, 90%, 95%, 96%, 97%, 98%, or 99%
complementary to the target sequence or a portion thereof. In
other embodiments, the antisense strand of the siRNA mol-
ecule comprises or consists of a sequence that is 100%
complementary to the target sequence or a portion thereof. In
further embodiments, the antisense strand of the siRNA mol-
ecule comprises or consists of a sequence that specifically
hybridizes to the target sequence or a portion thereof.

In further embodiments, the sense strand of the siRNA
molecule comprises or consists of a sequence that is at least
about 80%, 85%, 90%, 95%, 96%, 97%, 98%, or 99% iden-
tical to the target sequence or a portion thereof. In additional
embodiments, the sense strand of the siRNA molecule com-
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prises or consists of a sequence that is 100% identical to the
target sequence or a portion thereof.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the cationic lipid
may comprise, €.g., one or more of the following: the cationic
lipids of Formula I as disclosed herein, including, for
example, MC3, LenMC3, CP-LenMC3, y-LenMC3, CP-y-
LenMC3, MC3MC, MC2MC, MC3 Ether, MC4 Ether, MC3
Amide, Pan-MC3, Pan-MC4 and Pan MCS5, 1,2-dilinoley-
loxy-N,N-dimethylaminopropane (DLinDMA), 1,2-dilino-
lenyloxy-N,N-dimethylaminopropane (DLenDMA), 2,2-
dilinoleyl-4-(2-dimethylaminoethyl)-[ 1,3]-dioxolane (DLin-
K-C2-DMA; “XTC2”), 2,2-dilinoleyl-4-(3-
dimethylaminopropyl)-[1,3]-dioxolane (DLin-K-C3-DMA),
2,2-dilinoleyl-4-(4-dimethylaminobutyl)-[1,3]-dioxolane
(DLin-K-C4-DMA), 2,2-dilinoleyl-5-dimethylaminom-
ethyl-[1,3]-dioxane (DLin-K6-DMA), 2,2-dilinoleyl-4-N-
methylpepiazino-[1,3]-dioxolane (DLin-K-MPZ), 2,2-dili-
noleyl-4-dimethylaminomethyl-[1,3]-dioxolane  (DLin-K-
DMA), 1,2-dilinoleylcarbamoyloxy-3-
dimethylaminopropane (DLin-C-DAP), 1,2-dilinoleyoxy-3-
(dimethylamino)acetoxypropane (DLin-DAC), 1,2-
dilinoleyoxy-3-morpholinopropane  (DLin-MA), 1,2-
dilinoleoyl-3-dimethylaminopropane  (DLinDAP), 1,2-
dilinoleylthio-3-dimethylaminopropane  (DLin-S-DMA),
1-linoleoyl-2-linoleyloxy-3-dimethylaminopropane (DLin-
2-DMAP), 1,2-dilinoleyloxy-3-trimethylaminopropane
chloride salt (DLin-TMA.C1), 1,2-dilinoleoyl-3-trimethy-
laminopropane chloride salt (DLin-TAP.CI), 1,2-dilinoley-
loxy-3-(N-methylpiperazino)propane (DLin-MPZ), 3-(N,N-
dilinoleylamino)-1,2-propanediol ~ (DLinAP),  3-(N,N-
dioleylamino)-1,2-propanedio (DOAP), 1,2-dilinoleyloxo-3-
(2-N,N-dimethylamino)ethoxypropane (DLin-EG-DMA),
N,N-dioleyl-N,N-dimethylammonium chloride (DODAC),
1,2-dioleyloxy-N,N-dimethylaminopropane (DODMA),
1,2-distearyloxy-N,N-dimethylaminopropane ~ (DSDMA),
N-(1-(2,3-dioleyloxy)propyl)-N,N,N-trimethylammonium
chloride (DOTMA), N,N-distearyl-N,N-dimethylammo-
nium bromide (DDAB), N-(1-(2,3-dioleoyloxy )propyl)-N,N,
N-trimethylammonium chloride (DOTAP), 3-(N-(N',N'-dim-
ethylaminoethane)-carbamoyl)cholesterol (DC-Chol), N-(1,
2-dimyristyloxyprop-3-y1)-N,N-dimethyl-N-hydroxyethyl
ammonium bromide (DMRIE), 2,3-dioleyloxy-N-[2(sper-
mine-carboxamido )ethyl]-N,N-dimethyl-1-propanamini-
umtrifluoroacetate (DOSPA), dioctadecylamidoglycyl sper-
mine (DOGS), 3-dimethylamino-2-(cholest-5-en-3-beta-
oxybutan-4-oxy)-1-(cis,cis-9,12-octadecadienoxy)propane
(CLinDMA),  2-[5'-(cholest-5-en-3-beta-oxy)-3'-oxapen-
toxy)-3-dimethy-1-(cis,cis-9',1-2'-octadecadienoxy)propane
(CpLinDMA),  N,N-dimethyl-3,4-dioleyloxybenzylamine
(DMOBA), 1,2-N,N'-dioleylcarbamyl-3-dimethylaminopro-
pane (DOcarbDAP), 1,2-N,N'-dilinoleylcarbamyl-3-dim-
ethylaminopropane (DLincarbDAP), or mixtures thereof. In
certain preferred embodiments, the cationic lipid is
DLinDMA, DLin-K-C2-DMA (“XTC2”), MC3, LenMC3,
CP-LenMC3, y-LenMC3, CP-y-LenMC3, MC3MC,
MC2MC, MC3 Ether, MC4 Ether, MC3 Amide, Pan-MC3,
Pan-MC4, Pan MCS5, or mixtures thereof.

The synthesis of cationic lipids such as DLin-K-C2-DMA
(“XTC2”), DLin-K-C3-DMA, DLin-K-C4-DMA, DLin-K6-
DMA, and DLin-K-MPZ, as well as additional cationic lip-
ids, is described in U.S. Provisional Application No. 61/104,
212, filed Oct. 9, 2008, the disclosure of which is herein
incorporated by reference in its entirety for all purposes. The
synthesis of cationic lipids such as DLin-K-DMA, DLin-C-
DAP, DLin-DAC, DLin-MA, DLinDAP, DLin-S-DMA,
DLin-2-DMAP, DLin-TMA.Cl, DLin-TAP.Cl, DLin-MPZ,
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DLinAP, DOAP, and DLin-EG-DMA, as well as additional
cationic lipids, is described in PCT Application No. PCT/
US08/88676, filed Dec. 31, 2008, the disclosure of which is
herein incorporated by reference in its entirety for all pur-
poses. The synthesis of cationic lipids such as CLinDMA, as
well as additional cationic lipids, is described in U.S. Patent
Publication No. 20060240554, the disclosure of which is
herein incorporated by reference in its entirety for all pur-
poses.

In some embodiments, the cationic lipid may comprise
from about 50 mol % to about 90 mol %, from about 50 mol
% to about 85 mol %, from about 50 mol % to about 80 mol
%, from about 50 mol % to about 75 mol %, from about 50
mol % to about 70 mol %, from about 50 mol % to about 65
mol %, or from about 50 mol % to about 60 mol % of the total
lipid present in the particle.

In other embodiments, the cationic lipid may comprise
from about 55 mol % to about 90 mol %, from about 55 mol
% to about 85 mol %, from about 55 mol % to about 80 mol
%, from about 55 mol % to about 75 mol %, from about 55
mol % to about 70 mol %, or from about 55 mol % to about 65
mol % of the total lipid present in the particle.

In yet other embodiments, the cationic lipid may comprise
from about 60 mol % to about 90 mol %, from about 60 mol
% to about 85 mol %, from about 60 mol % to about 80 mol
%, from about 60 mol % to about 75 mol %, or from about 60
mol % to about 70 mol % of the total lipid present in the
particle.

In still yet other embodiments, the cationic lipid may com-
prise from about 65 mol % to about 90 mol %, from about 65
mol % to about 85 mol %, from about 65 mol % to about 80
mol %, or from about 65 mol % to about 75 mol % of the total
lipid present in the particle.

In further embodiments, the cationic lipid may comprise
from about 70 mol % to about 90 mol %, from about 70 mol
% to about 85 mol %, from about 70 mol % to about 80 mol
%, from about 75 mol % to about 90 mol %, from about 75
mol % to about 85 mol %, or from about 80 mol % to about 90
mol % of the total lipid present in the particle.

In additional embodiments, the cationic lipid may com-
prise (at least) about 50, 51, 52, 53, 54, 55, 56, 57, 58, 59, 60,
61, 62,63, 64,65, 66,67,68,69,70,71,72,73,74,75,76,77,
78,79, 80, 81, 82, 83, 84, 85, 86, 87, 88, 89, or 90 mol % (or
any fraction thereof or range therein) of the total lipid present
in the particle.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the non-cationic
lipid may comprise, e.g., one or more anionic lipids and/or
neutral lipids. In preferred embodiments, the non-cationic
lipid comprises one of the following neutral lipid compo-
nents: (1) cholesterol or a derivative thereof; (2) a phospho-
lipid; or (3) a mixture of a phospholipid and cholesterol or a
derivative thereof.

Examples of cholesterol derivatives include, but are not
limited to, cholestanol, cholestanone, cholestenone, copros-
tanol, cholesteryl-2'-hydroxyethyl ether, cholesteryl-4'-hy-
droxybutyl ether, and mixtures thereof. The synthesis of cho-
lesteryl-2'-hydroxyethyl ether is described herein.

The phospholipid may be a neutral lipid including, but not
limited to, dipalmitoylphosphatidylcholine (DPPC), dis-
tearoylphosphatidylcholine (DSPC), dioleoylphosphatidyle-
thanolamine (DOPE), palmitoyloleoyl-phosphatidylcholine
(POPC), palmitoyloleoyl-phosphatidylethanolamine
(POPE), palmitoyloleyol-phosphatidylglycerol (POPG),
dipalmitoyl-phosphatidylethanolamine (DPPE), dimyris-
toyl-phosphatidylethanolamine (DMPE), distearoyl-phos-
phatidylethanolamine (DSPE), monomethyl-phosphatidyle-
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thanolamine, dimethyl-phosphatidylethanolamine,
dielaidoyl-phosphatidylethanolamine (DEPE), stearoylo-
leoyl-phosphatidylethanolamine (SOPE), egg phosphatidyl-
choline (EPC), and mixtures thereof. In certain preferred
embodiments, the phospholipid is DPPC, DSPC, or mixtures
thereof.

In some embodiments, the non-cationic lipid (e.g., one or
more phospholipids and/or cholesterol) may comprise from
about 10 mol % to about 60 mol %, from about 15 mol % to
about 60 mol %, from about 20 mol % to about 60 mol %,
from about 25 mol % to about 60 mol %, from about 30 mol
% to about 60 mol %, from about 10 mol % to about 55 mol
%, from about 15 mol % to about 55 mol %, from about 20
mol % to about 55 mol %, from about 25 mol % to about 55
mol %, from about 30 mol % to about 55 mol %, from about
13 mol % to about 50 mol %, from about 15 mol % to about
50 mol % or from about 20 mol % to about 50 mol % of the
total lipid present in the particle. When the non-cationic lipid
is a mixture of a phospholipid and cholesterol or a cholesterol
derivative, the mixture may comprise up to about 40, 50, or 60
mol % of the total lipid present in the particle.

In other embodiments, the non-cationic lipid (e.g., one or
more phospholipids and/or cholesterol) may comprise from
about 10 mol % to about 49.5 mol %, from about 13 mol % to
about 49.5 mol %, from about 15 mol % to about 49.5 mol %,
from about 20 mol % to about 49.5 mol %, from about 25 mol
% to about 49.5 mol %, from about 30 mol % to about 49.5
mol %, from about 35 mol % to about 49.5 mol %, or from
about 40 mol % to about 49.5 mol % of the total lipid present
in the particle.

In yet other embodiments, the non-cationic lipid (e.g., one
or more phospholipids and/or cholesterol) may comprise
from about 10 mol % to about 45 mol %, from about 13 mol
% to about 45 mol %, from about 15 mol % to about 45 mol
%, from about 20 mol % to about 45 mol %, from about 25
mol % to about 45 mol %, from about 30 mol % to about 45
mol %, or from about 35 mol % to about 45 mol % of the total
lipid present in the particle.

In still yet other embodiments, the non-cationic lipid (e.g.,
one or more phospholipids and/or cholesterol) may comprise
from about 10 mol % to about 40 mol %, from about 13 mol
% to about 40 mol %, from about 15 mol % to about 40 mol
%, from about 20 mol % to about 40 mol %, from about 25
mol % to about 40 mol %, or from about 30 mol % to about 40
mol % of the total lipid present in the particle.

In further embodiments, the non-cationic lipid (e.g., one or
more phospholipids and/or cholesterol) may comprise from
about 10 mol % to about 35 mol %, from about 13 mol % to
about 35 mol %, from about 15 mol % to about 35 mol %,
from about 20 mol % to about 35 mol %, or from about 25 mol
% to about 35 mol % of the total lipid present in the particle.

In yet further embodiments, the non-cationic lipid (e.g.,
one or more phospholipids and/or cholesterol) may comprise
from about 10 mol % to about 30 mol %, from about 13 mol
% to about 30 mol %, from about 15 mol % to about 30 mol
%, from about 20 mol % to about 30 mol %, from about 10
mol % to about 25 mol %, from about 13 mol % to about 25
mol %, or from about 15 mol % to about 25 mol % of the total
lipid present in the particle.

In additional embodiments, the non-cationic lipid (e.g.,
one or more phospholipids and/or cholesterol) may comprise
(atleast)about 10, 11,12, 13,14,15,16,17,18,19,20,21,22,
23,24,25,26,27,28,29,30,31,32,33,34,35,36,37,38, 39,
40,41,42,43,44,45,46,47,48,49,50, 51,52, 53, 54, 55, 56,
57, 58, 59, or 60 mol % (or any fraction thereof or range
therein) of the total lipid present in the particle.
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In certain preferred embodiments, the non-cationic lipid
comprises cholesterol or a derivative thereof of from about
31.5mol % to about 42.5 mol % of the total lipid present in the
particle. As a non-limiting example, a phospholipid-free lipid
particle of the invention may comprise cholesterol or a deriva-
tive thereof at about 37 mol % of the total lipid present in the
particle. In other preferred embodiments, a phospholipid-free
lipid particle of the invention may comprise cholesterol or a
derivative thereof of from about 30 mol % to about 45 mol %,
from about 30 mol % to about 40 mol %, from about 30 mol
% to about 35 mol %, from about 35 mol % to about 45 mol
%, from about 40 mol % to about 45 mol %, from about 32
mol % to about 45 mol %, from about 32 mol % to about 42
mol %, from about 32 mol % to about 40 mol %, from about
34 mol % to about 45 mol %, from about 34 mol % to about
42 mol %, from about 34 mol % to about 40 mol %, or about
30,31,32,33,34,35,36,37,38,39, 40,41, 42, 43, 44, or 45
mol % (or any fraction thereof or range therein) of the total
lipid present in the particle.

In certain other preferred embodiments, the non-cationic
lipid comprises a mixture of: (i) a phospholipid of from about
4 mol % to about 10 mol % of the total lipid present in the
particle; and (ii) cholesterol or a derivative thereof of from
about 30 mol % to about 40 mol % of the total lipid present in
the particle. As a non-limiting example, a lipid particle com-
prising a mixture of a phospholipid and cholesterol may com-
prise DPPC at about 7 mol % and cholesterol at about 34 mol
% of the total lipid present in the particle. In other embodi-
ments, the non-cationic lipid comprises a mixture of: (i) a
phospholipid of from about 3 mol % to about 15 mol %, from
about 4 mol % to about 15 mol %, from about 4 mol % to
about 12 mol %, from about 4 mol % to about 10 mol %, from
about 4 mol % to about 8 mol %, from about 5 mol % to about
12 mol %, from about 5 mol % to about 9 mol %, from about
6 mol % to about 12 mol %, from about 6 mol % to about 10
mol %, orabout3,4,5,6,7,8,9,10,11,12,13, 14, or 15 mol
% (or any fraction thereof or range therein) of the total lipid
present in the particle; and (ii) cholesterol or a derivative
thereof of from about 25 mol % to about 45 mol %, from about
30 mol % to about 45 mol %, from about 25 mol % to about
40 mol %, from about 30 mol % to about 40 mol %, from
about 25 mol % to about 35 mol %, from about 30 mol % to
about 35 mol %, from about 35 mol % to about 45 mol %,
from about 40 mol % to about 45 mol %, from about 28 mol
% to about 40 mol %, from about 28 mol % to about 38 mol
%, from about 30 mol % to about 38 mol %, from about 32
mol % to about 36 mol %, or about 25, 26, 27, 28, 29, 30, 31,
32,33, 34,35,36,37, 38,39, 40,41,42,43, 44, or 45 mol %
(or any fraction thereof or range therein) of the total lipid
present in the particle.

In further preferred embodiments, the non-cationic lipid
comprises a mixture of: (i) a phospholipid of from about 10
mol % to about 30 mol % of the total lipid present in the
particle; and (ii) cholesterol or a derivative thereof of from
about 10 mol % to about 30 mol % of the total lipid present in
the particle. As a non-limiting example, a lipid particle com-
prising a mixture of a phospholipid and cholesterol may com-
prise DPPC atabout 20 mol % and cholesterol at about 20 mol
% of the total lipid present in the particle. In other embodi-
ments, the non-cationic lipid comprises a mixture of: (i) a
phospholipid of from about 10 mol % to about 30 mol %, from
about 10 mol % to about 25 mol %, from about 10 mol % to
about 20 mol %, from about 15 mol % to about 30 mol %,
from about 20 mol % to about 30 mol %, from about 15 mol
% to about 25 mol %, from about 12 mol % to about 28 mol
%, from about 14 mol % to about 26 mol %, or about 10, 11,
12,13,14,15,16,17,18,19, 20,21, 22,23, 24,25, 26,27, 28,
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29, or 30 mol % (or any fraction thereof or range therein) of
the total lipid present in the particle; and (ii) cholesterol or a
derivative thereof of from about 10 mol % to about 30 mol %,
from about 10 mol % to about 25 mol %, from about 10 mol
% to about 20 mol %, from about 15 mol % to about 30 mol
%, from about 20 mol % to about 30 mol %, from about 15
mol % to about 25 mol %, from about 12 mol % to about 28
mol %, from about 14 mol % to about 26 mol %, or about 10,
11,12,13,14,15,16,17,18,19, 20,21, 22,23, 24, 25,26, 27,
28, 29, or 30 mol % (or any fraction thereof or range therein)
of the total lipid present in the particle.

In the lipid particles of the invention (e.g., SNALP com-
prising an interfering RNA such as siRNA), the conjugated
lipid that inhibits aggregation of particles may comprise, e.g.,
one or more of the following: a polyethyleneglycol (PEG)-
lipid conjugate, a polyamide (ATTA)-lipid conjugate, a cat-
ionic-polymer-lipid conjugates (CPLs), or mixtures thereof.
In one preferred embodiment, the nucleic acid-lipid particles
comprise either a PEG-lipid conjugate or an ATTA-lipid con-
jugate. In certain embodiments, the PEG-lipid conjugate or
ATTA-lipid conjugate is used together with a CPL. The con-
jugated lipid that inhibits aggregation of particles may com-
prise a PEG-lipid including, e.g., a PEG-diacylglycerol
(DAG), a PEG dialkyloxypropyl (DAA), a PEG-phospho-
lipid, a PEG-ceramide (Cer), or mixtures thereof. The PEG-
DAA conjugate may be PEG-di lauryloxypropyl (C12), a
PEG-dimyristyloxypropyl (C14), a PEG-dipalmityloxypro-
pyl (C16), a PEG-distearyloxypropyl (C18), or mixtures
thereof.

Additional PEG-lipid conjugates suitable for use in the
invention include, but are not limited to, mPEG2000-1,2-di-
O-alkyl-sn3-carbomoylglyceride (PEG-C-DOMG). The syn-
thesis of PEG-C-DOMG is described in PCT Application No.
PCT/US08/88676, filed Dec. 31, 2008, the disclosure of
which is herein incorporated by reference in its entirety for all
purposes. Yet additional PEG-lipid conjugates suitable for
use in the invention include, without limitation, 1-[8'-(1,2-
dimyristoyl-3-propanoxy )-carboxamido-3',6'-dioxaoctanyl|
carbamoyl-w-methyl-poly(ethylene glycol) 2CKPEG-DMG).
The synthesis of 2KPEG-DMG is described in U.S. Pat. No.
7,404,969, the disclosure of which is herein incorporated by
reference in its entirety for all purposes.

The PEG moiety of the PEG-lipid conjugates described
herein may comprise an average molecular weight ranging
from about 550 daltons to about 10,000 daltons. In certain
instances, the PEG moiety has an average molecular weight
of from about 750 daltons to about 5,000 daltons (e.g., from
about 1,000 daltons to about 5,000 daltons, from about 1,500
daltons to about 3,000 daltons, from about 750 daltons to
about 3,000 daltons, from about 750 daltons to about 2,000
daltons, etc.). In preferred embodiments, the PEG moiety has
an average molecular weight of about 2,000 daltons or about
750 daltons.

In some embodiments, the conjugated lipid that inhibits
aggregation of particles is a CPL that has the formula: A-W-Y,
wherein A is a lipid moiety, W is a hydrophilic polymer, and
Y is apolycationic moiety. W may be a polymer selected from
the group consisting of polyethyleneglycol (PEG), polya-
mide, polylactic acid, polyglycolic acid, polylactic acid/
polyglycolic acid copolymers, or combinations thereof, the
polymer having a molecular weight of from about 250 to
about 7000 daltons. In some embodiments, Y has at least 4
positive charges at a selected pH. In some embodiments, Y
may be lysine, arginine, asparagine, glutamine, derivatives
thereof, or combinations thereof.

In certain instances, such as with the “1:57 SNALP” and
“1:62 SNALP” formulations, the conjugated lipid that inhib-
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its aggregation of particles (e.g., PEG-lipid conjugate) may
comprise from about 0.1 mol % to about 2 mol %, from about
0.5 mol % to about 2 mol %, from about 1 mol % to about 2
mol %, from about 0.6 mol % to about 1.9 mol %, from about
0.7 mol % to about 1.8 mol %, from about 0.8 mol % to about
1.7 mol %, from about 1 mol % to about 1.8 mol %, from
about 1.2 mol % to about 1.8 mol %, from about 1.2 mol % to
about 1.7 mol %, from about 1.3 mol % to about 1.6 mol %,
from about 1.4 mol % to about 1.5 mol %, orabout 1, 1.1, 1.2,
13,14,1.5,1.6,1.7, 1.8, 1.9, or 2 mol % (or any fraction
thereof or range therein) of the total lipid present in the
particle. Typically, in such instances, the PEG moiety has an
average molecular weight of about 2,000 daltons.

In certain other instances, such as with the “7:54 SNALP”
and “7:58 SNALP” formulations, the conjugated lipid that
inhibits aggregation of particles (e.g., PEG-lipid conjugate)
may comprise from about 5.0 mol % to about 10 mol %, from
about 5 mol % to about 9 mol %, from about 5 mol % to about
8 mol %, from about 6 mol % to about 9 mol %, from about 6
mol % to about 8 mol %, or about 5 mol %, 6 mol %, 7 mol %,
8 mol %, 9 mol %, or 10 mol % (or any fraction thereof or
range therein) of the total lipid present in the particle. Typi-
cally, in such instances, the PEG moiety has an average
molecular weight of about 750 daltons.

In the lipid particles of the invention, the active agent or
therapeutic agent may be fully encapsulated within the lipid
portion of the particle, thereby protecting the active agent or
therapeutic agent from enzymatic degradation. In preferred
embodiments, a SNALP comprising a nucleic acid such as an
interfering RNA (e.g., siRNA) is fully encapsulated within
the lipid portion of the particle, thereby protecting the nucleic
acid from nuclease degradation. In certain instances, the
nucleic acid in the SNALP is not substantially degraded after
exposure of the particle to a nuclease at 37° C. for at least
about 20, 30, 45, or 60 minutes. In certain other instances, the
nucleic acid in the SNALP is not substantially degraded after
incubation of the particle in serum at 37° C. for at least about
30, 45, or 60 minutes or at least about 2, 3,4, 5, 6,7, 8,9, 10,
12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, or 36 hours. In
other embodiments, the active agent or therapeutic agent
(e.g., nucleic acid such as siRNA) is complexed with the lipid
portion of the particle. One of the benefits of the formulations
of'the present invention is that the lipid particle compositions
are substantially non-toxic to mammals such as humans.

The term “fully encapsulated” indicates that the active
agent or therapeutic agent in the lipid particle is not signifi-
cantly degraded after exposure to serum or a nuclease or
protease assay that would significantly degrade free DNA,
RNA, or protein. In a fully encapsulated system, preferably
less than about 25% of the active agent or therapeutic agent in
the particle is degraded in a treatment that would normally
degrade 100% of free active agent or therapeutic agent, more
preferably less than about 10%, and most preferably less than
about 5% of the active agent or therapeutic agent in the
particle is degraded. In the context of nucleic acid therapeutic
agents, full encapsulation may be determined by an Oli-
green® assay. Oligreen® is an ultra-sensitive fluorescent
nucleic acid stain for quantitating oligonucleotides and
single-stranded DNA or RNA in solution (available from
Invitrogen Corporation; Carlsbad, Calif). “Fully encapsu-
lated” also indicates that the lipid particles are serum-stable,
that is, that they do not rapidly decompose into their compo-
nent parts upon in vivo administration.

In another aspect, the present invention provides a lipid
particle (e.g., SNALP) composition comprising a plurality of
lipid particles. In preferred embodiments, the active agent or
therapeutic agent (e.g., nucleic acid) is fully encapsulated
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within the lipid portion of the lipid particles (e.g., SNALP),
such that from about 30% to about 100%, from about 40% to
about 100%, from about 50% to about 100%, from about 60%
to about 100%, from about 70% to about 100%, from about
80% to about 100%, from about 90% to about 100%, from
about 30% to about 95%, from about 40% to about 95%, from
about 50% to about 95%, from about 60% to about 95%, %,
from about 70% to about 95%, from about 80% to about 95%,
from about 85% to about 95%, from about 90% to about 95%,
from about 30% to about 90%, from about 40% to about 90%,
from about 50% to about 90%, from about 60% to about 90%,
from about 70% to about 90%, from about 80% to about 90%,
or atleast about 30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%,
70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, or 99% (or any fraction thereof or range
therein) of the lipid particles (e.g., SNALP) have the active
agent or therapeutic agent encapsulated therein.

Typically, the lipid particles (e.g., SNALP) of the invention
have a lipid:active agent (e.g., lipid:nucleic acid) ratio (mass/
mass ratio) of from about 1 to about 100. In some instances,
the lipid:active agent (e.g., lipid:nucleic acid) ratio (mass/
mass ratio) ranges from about 1 to about 50, from about 2 to
about 25, from about 3 to about 20, from about 4 to about 15,
or from about 5 to about 10. In preferred embodiments, the
lipid particles of the invention have a lipid:active agent (e.g.,
lipid:nucleic acid) ratio (mass/mass ratio) of from about 5 to
about 15, e.g., about 5, 6,7, 8,9, 10, 11, 12, 13, 14, or 15 (or
any fraction thereof or range therein).

Typically, the lipid particles (e.g., SNALP) of the invention
have a mean diameter of from about 40 nm to about 150 nm.
In preferred embodiments, the lipid particles (e.g., SNALP)
of'the invention have a mean diameter of from about 40 nm to
about 130 nm, from about 40 nm to about 120 nm, from about
40 nm to about 100 nm, from about 50 nm to about 120 nm,
from about 50 nm to about 100 nm, from about 60 nm to about
120 nm, from about 60 nm to about 110 nm, from about 60 nm
to about 100 nm, from about 60 nm to about 90 nm, from
about 60 nm to about 80 nm, from about 70 nm to about 120
nm, from about 70 nm to about 110 nm, from about 70 nm to
about 100 nm, from about 70 nm to about 90 nm, from about
70 nm to about 80 nm, from about 40 nm to about 90 nm, from
about 45 nm to about 85, or from about 50 nm to abut 80 nm,
or less than about 120 nm, 110 nm, 100 nm, 90 nm, 80 nm, 70
nm or 60 nm (or any fraction thereof or range therein).

In one specific embodiment of the invention, the composi-
tion comprises: a plurality of nucleic acid-lipid particles,
wherein each particle in the plurality of particles comprises:
(a) one or more unmodified and/or modified interfering RNA
(e.g., siRNA, aiRNA, miRNA) that silence target gene
expression; (b) a cationic lipid comprising from about 56.5
mol % to about 66.5 mol % of the total lipid present in the
particle; (c) a non-cationic lipid comprising from about 31.5
mol % to about 42.5 mol % of the total lipid present in the
particle; and (d) a conjugated lipid that inhibits aggregation of
particles comprising from about 1 mol % to about 2 mol % of
the total lipid present in the particle, wherein at least about
95% of the particles in the plurality of particles have a non-
lamellar morphology. This specific embodiment of SNALP is
generally referred to herein as the “1:62” formulation. In a
preferred embodiment, the cationic lipid is DLinDMA or
DLin-K-C2-DMA (“XTC2”), the non-cationic lipid is cho-
lesterol, and the conjugated lipid is a PEG-DAA conjugate.
Although these are preferred embodiments of the 1:62 for-
mulation, those of skill in the art will appreciate that other
cationic lipids, non-cationic lipids (including other choles-
terol derivatives), and conjugated lipids can be used in the
1:62 formulation as described herein.
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In another specific embodiment of the invention, the com-
position comprises: a plurality of nucleic acid-lipid particles,
wherein each particle in the plurality of particles comprises:
(a) one or more unmodified and/or modified interfering RNA
(e.g., siRNA, aiRNA, miRNA) that silence target gene
expression; (b) a cationic lipid comprising from about 52 mol
% to about 62 mol % of the total lipid present in the particle;
(c) a non-cationic lipid comprising from about 36 mol % to
about 47 mol % ofthe total lipid present in the particle; and (d)
a conjugated lipid that inhibits aggregation of particles com-
prising from about 1 mol % to about 2 mol % of the total lipid
present in the particle, wherein at least about 95% of the
particles in the plurality of particles have a non-lamellar mor-
phology. This specific embodiment of SNALP is generally
referred to herein as the “1:57” formulation. In one preferred
embodiment, the cationic lipid is DLinDMA or DLin-K-C2-
DMA (“XTC2”), the non-cationic lipid is a mixture of a
phospholipid (such as DPPC) and cholesterol, wherein the
phospholipid comprises from about 5 mol % to about 9 mol %
of'the total lipid present in the particle (e.g., about 7.1 mol %)
and the cholesterol (or cholesterol derivative) comprises from
about 32 mol % to about 37 mol % of the total lipid present in
the particle (e.g., about 34.3 mol %), and the PEG-lipid is a
PEG-DAA (e.g., PEG-cDMA). In another preferred embodi-
ment, the cationic lipid is DLinDMA or DLin-K-C2-DMA
(“XTC2”), the non-cationic lipid is a mixture of a phospho-
lipid (such as DPPC) and cholesterol, wherein the phospho-
lipid comprises from about 15 mol % to about 25 mol % of'the
total lipid present in the particle (e.g., about 20 mol %) and the
cholesterol (or cholesterol derivative) comprises from about
15 mol % to about 25 mol % of the total lipid present in the
particle (e.g., about 20 mol %), and the PEG-lipid is a PEG-
DAA (e.g., PEG-cDMA). Although these are preferred
embodiments of the 1:57 formulation, those of skill in the art
will appreciate that other cationic lipids, non-cationic lipids
(including other phospholipids and other cholesterol deriva-
tives), and conjugated lipids can be used in the 1:57 formu-
lation as described herein.

In preferred embodiments, the 1:62 SNALP formulation is
a three-component system which is phospholipid-free and
comprises about 1.5 mol % PEG-cDMA (or PEG-cDSA),
about 61.5 mol % DLinDMA (or XTC2), and about 36.9 mol
% cholesterol (or derivative thereof). In other preferred
embodiments, the 1:57 SNALP formulation is a four-compo-
nent system which comprises about 1.4 mol % PEG-cDMA
(or PEG-cDSA), about 57.1 mol % DLinDMA (or XTC2),
about 7.1 mol % DPPC, and about 34.3 mol % cholesterol (or
derivative thereof). In yet other preferred embodiments, the
1:57 SNALP formulation is a four-component system which
comprises about 1.4 mol % PEG-cDMA (or PEG-cDSA),
about 57.1 mol % DLinDMA (or XTC2), about 20 mol %
DPPC, and about 20 mol % cholesterol (or derivative
thereof). It should be understood that these SNALP formula-
tions are target formulations, and that the amount of lipid
(both cationic and non-cationic) present and the amount of
lipid conjugate present in the SNALP formulations may vary.

In yet another specific embodiment of the invention, the
composition comprises: a plurality of nucleic acid-lipid par-
ticles, wherein each particle in the plurality of particles com-
prises: (a) a nucleic acid (e.g., an interfering RNA); (b) a
cationic lipid comprising from about 50 mol % to about 60
mol % of the total lipid present in the particle; (c) a mixture of
a phospholipid and cholesterol or a derivative thereof com-
prising from about 35 mol % to about 45 mol % of the total
lipid present in the particle; and (d) a PEG-lipid conjugate
comprising from about 5 mol % to about 10 mol % of'the total
lipid present in the particle, wherein at least about 95% of the
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particles in the plurality of particles have a non-lamellar mor-
phology. This embodiment of nucleic acid-lipid particle is
generally referred to herein as the “7:54” formulation.

In still another specific embodiment of the invention, the
composition comprises: a plurality of nucleic acid-lipid par-
ticles, wherein each particle in the plurality of particles com-
prises: (a) a nucleic acid (e.g., an interfering RNA); (b) a
cationic lipid comprising from about 55 mol % to about 65
mol % of the total lipid present in the particle; (c) cholesterol
or a derivative thereof comprising from about 30 mol % to
about 40 mol % of the total lipid present in the particle; and (d)
a PEG-lipid conjugate comprising from about 5 mol % to
about 10 mol % of the total lipid present in the particle,
wherein at least about 95% of the particles in the plurality of
particles have a non-lamellar morphology. This embodiment
of nucleic acid-lipid particle is generally referred to herein as
the “7:58” formulation.

The present invention also provides a pharmaceutical com-
position comprising a lipid particle (e.g., SNALP) described
herein and a pharmaceutically acceptable carrier.

In a further aspect, the present invention provides a method
for introducing one or more active agents or therapeutic
agents (e.g., nucleic acid) into a cell, comprising contacting
the cell with a lipid particle (e.g., SNALP) described herein.
In one embodiment, the cell is in a mammal and the mammal
is a human. In another embodiment, the present invention
provides a method for the in vivo delivery of one or more
active agents or therapeutic agents (e.g., nucleic acid), com-
prising administering to a mammalian subject a lipid particle
(e.g., SNALP) described herein. In a preferred embodiment,
the mode of administration includes, but is not limited to,
oral, intranasal, intravenous, intraperitoneal, intramuscular,
intra-articular, intralesional, intratracheal, subcutaneous, and
intradermal. Preferably, the mammalian subject is a human.

In one embodiment, at least about 5%, 10%, 15%, 20%, or
25% of the total injected dose of the lipid particles (e.g.,
SNALP) is present in plasma about 8, 12, 24, 36, or 48 hours
after injection. In other embodiments, more than about 20%,
30%, 40% and as much as about 60%, 70% or 80% of the total
injected dose of the lipid particles (e.g., SNALP) is present in
plasma about 8, 12, 24, 36, or 48 hours after injection. In
certain instances, more than about 10% of a plurality of the
particles is present in the plasma of a mammal about 1 hour
after administration. In certain other instances, the presence
of'the lipid particles (e.g., SNALP) is detectable at least about
1 hour after administration of the particle. In certain embodi-
ments, the presence of an active agent or therapeutic agent
such as an interfering RNA (e.g., siRNA) is detectable in cells
of the lung, liver, tumor, or at a site of inflammation at about
8, 12, 24, 36, 48, 60, 72 or 96 hours after administration. In
other embodiments, downregulation of expression of a target
sequence by an active agent or therapeutic agent such as an
interfering RNA (e.g., siRNA) is detectable at about 8, 12, 24,
36, 48, 60, 72 or 96 hours after administration. In yet other
embodiments, downregulation of expression of a target
sequence by an active agent or therapeutic agent such as an
interfering RNA (e.g., siRNA) occurs preferentially in tumor
cells or in cells at a site of inflammation. In further embodi-
ments, the presence or effect of an active agent or therapeutic
agent such as an interfering RNA (e.g., siRNA) in cells at a
site proximal or distal to the site of administration or in cells
of'the lung, liver, or a tumor is detectable at about 12, 24, 48,
72, or 96 hours, or at about 6, 8, 10, 12, 14, 16, 18, 19, 20, 22,
24,26, or 28 days after administration. In additional embodi-
ments, the lipid particles (e.g., SNALP) of the invention are
administered parenterally or intraperitoneally.
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In some embodiments, the lipid particles (e.g., SNALP) of
the invention are particularly useful in methods for the thera-
peutic delivery of one or more nucleic acids comprising an
interfering RNA sequence (e.g., siRNA). In particular, it is an
object of this invention to provide in vitro and in vivo methods
for treatment of a disease or disorder in a mammal (e.g., a
rodent such as a mouse or a primate such as a human, chim-
panzee, or monkey) by downregulating or silencing the tran-
scription and/or translation of one or more target nucleic acid
sequences or genes of interest. As a non-limiting example, the
methods of the invention are useful for in vivo delivery of
interfering RNA (e.g., siRNA) to the liver and/or tumor of a
mammalian subject. In certain embodiments, the disease or
disorder is associated with expression and/or overexpression
of a gene and expression or overexpression of the gene is
reduced by the interfering RNA (e.g., siRNA). In certain other
embodiments, a therapeutically effective amount of the lipid
particle (e.g., SNALP) may be administered to the mammal.
In some instances, an interfering RNA (e.g., siRNA) is for-
mulated into a SNALP, and the particles are administered to
patients requiring such treatment. In other instances, cells are
removed from a patient, the interfering RNA (e.g., siRNA) is
delivered in vitro (e.g., using a SNALP described herein), and
the cells are reinjected into the patient.

In an additional aspect, the present invention provides lipid
particles (e.g., SNALP) comprising asymmetrical interfering
RNA (aiRNA) molecules that silence the expression of a
target gene and methods of using such particles to silence
target gene expression.

In one embodiment, the aiRNA molecule comprises a
double-stranded (duplex) region of about 10 to about 25 (base
paired) nucleotides in length, wherein the aiRNA molecule
comprises an antisense strand comprising 5' and 3' overhangs,
and wherein the aiRNA molecule is capable of silencing
target gene expression.

In certain instances, the aiRNA molecule comprises a
double-stranded (duplex) region of about 12-20, 12-19,
12-18, 13-17, or 14-17 (base paired) nucleotides in length,
more typically 12, 13, 14, 15, 16, 17, 18, 19, or 20 (base
paired) nucleotides in length. In certain other instances, the 5'
and 3' overhangs on the antisense strand comprise sequences
that are complementary to the target RNA sequence, and may
optionally further comprise nontargeting sequences. In some
embodiments, each of the 5' and 3' overhangs on the antisense
strand comprises or consists of one, two, three, four, five, six,
seven, or more nucleotides.

In other embodiments, the aiRNA molecule comprises
modified nucleotides selected from the group consisting of
2'OMe nucleotides, 2'F nucleotides, 2'-deoxy nucleotides,
2'-O-MOE nucleotides, LNA nucleotides, and mixtures
thereof. In a preferred embodiment, the aiRNA molecule
comprises 2'OMe nucleotides. As a non-limiting example, the
2'OMe nucleotides may be selected from the group consisting
of 2'OMe-guanosine nucleotides, 2'OMe-uridine nucle-
otides, and mixtures thereof.

In a related aspect, the present invention provides lipid
particles (e.g., SNALP) comprising microRNA (miRNA)
molecules that silence the expression of a target gene and
methods of using such compositions to silence target gene
expression.

In one embodiment, the miRNA molecule comprises about
15 to about 60 nucleotides in length, wherein the miRNA
molecule is capable of silencing target gene expression.

In certain instances, the miRNA molecule comprises about
15-50, 15-40, or 15-30 nucleotides in length, more typically
about 15-25 or 19-25 nucleotides in length, and are preferably
about 20-24, 21-22, or 21-23 nucleotides in length. In a pre-
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ferred embodiment, the miRNA molecule is a mature miRNA
molecule targeting an RNA sequence of interest.

In some embodiments, the miRNA molecule comprises
modified nucleotides selected from the group consisting of
2'0OMe nucleotides, 2'F nucleotides, 2'-deoxy nucleotides,
2'-O-MOE nucleotides, LNA nucleotides, and mixtures
thereof. In a preferred embodiment, the miRNA molecule
comprises 2'OMe nucleotides. As a non-limiting example, the
2'0OMe nucleotides may be selected from the group consisting
of 2'OMe-guanosine nucleotides, 2'OMe-uridine nucle-
otides, and mixtures thereof.

As such, the lipid particles of the invention (e.g., SNALP)
are advantageous and suitable for use in the administration of
active agents or therapeutic agents such as nucleic acid (e.g.,
interfering RNA such as siRNA, aiRNA, and/ormiRNA) to a
subject (e.g., a mammal such as a human) because they are
stable in circulation, of a size required for pharmacodynamic
behavior resulting in access to extravascular sites, and are
capable of reaching target cell populations.

IV. Active Agents

Active agents (e.g., therapeutic agents) include any mol-
ecule or compound capable of exerting a desired effect on a
cell, tissue, organ, or subject. Such effects may be, e.g., bio-
logical, physiological, and/or cosmetic. Active agents may be
any type of molecule or compound including, but not limited
to, nucleic acids, peptides, polypeptides, small molecules,
and mixtures thereof. Non-limiting examples of nucleic acids
include interfering RNA molecules (e.g., dsRNA such as
siRNA, Dicer-substrate dsRNA, shRNA, aiRNA, and/or
miRNA), antisense oligonucleotides, plasmids, ribozymes,
immunostimulatory oligonucleotides, and mixtures thereof.
Examples of peptides or polypeptides include, without limi-
tation, antibodies (e.g., polyclonal antibodies, monoclonal
antibodies, antibody fragments; humanized antibodies,
recombinant antibodies, recombinant human antibodies, and/
or Primatized™ antibodies), cytokines, growth factors, apo-
ptotic factors, differentiation-inducing factors, cell-surface
receptors and their ligands, hormones, and mixtures thereof.
Examples of small molecules include, but are not limited to,
small organic molecules or compounds such as any conven-
tional agent or drug known to those of skill in the art.

In some embodiments, the active agent is a therapeutic
agent, or a salt or derivative thereof. Therapeutic agent deriva-
tives may be therapeutically active themselves or they may be
prodrugs, which become active upon further modification.
Thus, in one embodiment, a therapeutic agent derivative
retains some or all of the therapeutic activity as compared to
the unmodified agent, while in another embodiment, a thera-
peutic agent derivative is a prodrug that lacks therapeutic
activity, but becomes active upon further modification.

A. Nucleic Acids

In certain embodiments, lipid particles of the present
invention are associated with a nucleic acid, resulting in a
nucleic acid-lipid particle (e.g., SNALP). In some embodi-
ments, the nucleic acid is fully encapsulated in the lipid
particle. As used herein, the term “nucleic acid” includes any
oligonucleotide or polynucleotide, with fragments containing
up to 60 nucleotides generally termed oligonucleotides, and
longer fragments termed polynucleotides. In particular
embodiments, oligonucletoides of the invention are from
about 15 to about 60 nucleotides in length. Nucleic acid may
be administered alone in the lipid particles of the invention, or
in combination (e.g., co-administered) with lipid particles of
the invention comprising peptides, polypeptides, or small
molecules such as conventional drugs. Similarly, when used
to treat a cell proliferative disorder such as cancer, the nucleic
acid, such as the interfering RNA molecule (e.g., siRNA), can
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be administered alone or co-administered (i.e., concurrently
or consecutively) with conventional agents used to treat, e.g.,
a cell proliferative disorder such as cancer. Such agents
include chemotherapy drugs as well as conventional hor-
monal, immunotherapeutic, and/or radiotherapeutic agents.

In the context of this invention, the terms “polynucleotide”
and “oligonucleotide” refer to a polymer or oligomer of
nucleotide or nucleoside monomers consisting of naturally-
occurring bases, sugars and intersugar (backbone) linkages.
The terms “polynucleotide” and “oligonucleotide” also
include polymers or oligomers comprising non-naturally
occurring monomers, or portions thereof, which function
similarly. Such modified or substituted oligonucleotides are
often preferred over native forms because of properties such
as, for example, enhanced cellular uptake, reduced immuno-
genicity, and increased stability in the presence of nucleases.

Oligonucleotides are generally classified as deoxyribooli-
gonucleotides or ribooligonucleotides. A deoxyribooligo-
nucleotide consists of a 5-carbon sugar called deoxyribose
joined covalently to phosphate at the 5' and 3' carbons of this
sugar to form an alternating, unbranched polymer. A ribooli-
gonucleotide consists of a similar repeating structure where
the S-carbon sugar is ribose.

The nucleic acid that is present in a nucleic acid-lipid
particle according to this invention includes any form of
nucleic acid that is known. The nucleic acids used herein can
be single-stranded DNA or RNA, or double-stranded DNA or
RNA, or DNA-RNA hybrids. In preferred embodiments, the
nucleic acids are double-stranded RNA. Examples of double-
stranded RNA are described herein and include, e.g., siRNA
and other RNAi agents such as Dicer-substrate dsRNA,
shRNA, aiRNA, and pre-miRNA. In other preferred embodi-
ments, the nucleic acids are single-stranded nucleic acids.
Single-stranded nucleic acids include, e.g., antisense oligo-
nucleotides, ribozymes, mature miRNA, and triplex-forming
oligonucleotides. In further embodiments, the nucleic acids
are double-stranded DNA. Examples of double-stranded
DNA include, e.g., DNA-DNA hybrids comprising a DNA
sense strand and a DNA antisense strand as described in PCT
Publicaiton No. WO 2004/104199, the disclosure of which is
herein incorporated by reference in its entirety for all pur-
poses.

Nucleic acids of the invention may be of various lengths,
generally dependent upon the particular form of nucleic acid.
For example, in particular embodiments, plasmids or genes
may be from about 1,000 to about 100,000 nucleotide resi-
dues in length. In particular embodiments, oligonucleotides
may range from about 10 to about 100 nucleotides in length.
In various related embodiments, oligonucleotides, both
single-stranded, double-stranded, and triple-stranded, may
range in length from about 10 to about 60 nucleotides, from
about 15 to about 60 nucleotides, from about 20 to about 50
nucleotides, from about 15 to about 30 nucleotides, or from
about 20 to about 30 nucleotides in length.

In particular embodiments, an oligonucleotide (or a strand
thereof) of the invention specifically hybridizes to or is
complementary to a target polynucleotide sequence. The
terms “specifically hybridizable” and “complementary” as
used herein indicate a sufficient degree of complementarity
such that stable and specific binding occurs between the DNA
or RNA target and the oligonucleotide. It is understood that an
oligonucleotide need not be 100% complementary to its tar-
get nucleic acid sequence to be specifically hybridizable. In
preferred embodiments, an oligonucleotide is specifically
hybridizable when binding of the oligonucleotide to the target
sequence interferes with the normal function of the target
sequence to cause a loss of utility or expression there from,
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and there is a sufficient degree of complementarity to avoid
non-specific binding of the oligonucleotide to non-target
sequences under conditions in which specific binding is
desired, i.e., under physiological conditions in the case of in
vivo assays or therapeutic treatment, or, in the case of in vitro
assays, under conditions in which the assays are conducted.
Thus, the oligonucleotide may include 1, 2, 3, or more base
substitutions as compared to the region of a gene or mRNA
sequence that it is targeting or to which it specifically hybrid-
izes.

1. siRNA

The siRNA component of the nucleic acid-lipid particles of
the present invention is capable of silencing the expression of
a target gene of interest, such as PLK-1. Each strand of the
siRNA duplex is typically about 15 to about 60 nucleotides in
length, preferably about 15 to about 30 nucleotides in length.
In certain embodiments, the siRNA comprises at least one
modified nucleotide. The modified siRNA is generally less
immunostimulatory than a corresponding unmodified siRNA
sequence and retains RNAi activity against the target gene of
interest. In some embodiments, the modified siRNA contains
at least one 2'OMe purine or pyrimidine nucleotide such as a
2'OMe-guanosine, 2'OMe-uridine, 2'OMe-adenosine, and/or
2'0OMe-cytosine nucleotide. The modified nucleotides can be
present in one strand (i.e., sense or antisense) or both strands
of'the siRNA. In some preferred embodiments, one or more of
the uridine and/or guanosine nucleotides are modified (e.g.,
2'0OMe-modified) in one strand (i.e., sense or antisense) or
both strands of the siRNA. In these embodiments, the modi-
fied siRNA can further comprise one or more modified (e.g.,
2'0OMe-modified) adenosine and/or modified (e.g., 2'OMe-
modified) cytosine nucleotides. In other preferred embodi-
ments, only uridine and/or guanosine nucleotides are modi-
fied (e.g., 2'OMe-modified) in one strand (i.e., sense or
antisense) or both strands of the siRNA. The siRNA
sequences may have overhangs (e.g., 3' or 5' overhangs as
described in Elbashir et al., Genes Dev., 15:188 (2001) or
Nykénen etal., Cel/, 107:309 (2001)), or may lack overhangs
(i.e., have blunt ends).

In particular embodiments, the selective incorporation of
modified nucleotides such as 2'OMe uridine and/or guanosine
nucleotides into the double-stranded region of either or both
strands of the siRNA reduces or completely abrogates the
immune response to that siRNA molecule. In certain
instances, the immunostimulatory properties of specific
siRNA sequences and their ability to silence gene expression
can be balanced or optimized by the introduction of minimal
and selective 2'OMe modifications within the double-
stranded region of the siRNA duplex. This can be achieved at
therapeutically viable siRNA doses without cytokine induc-
tion, toxicity, and off-target effects associated with the use of
unmodified siRNA.

The modified siRNA generally comprises from about 1%
to about 100% (e.g., about 1%, 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%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%,
75%, 80%, 85%, 90%, 95%, or 100%) modified nucleotides
in the double-stranded region of the siRNA duplex. In certain
embodiments, one, two, three, four, five, six, seven, eight,
nine, ten, or more of the nucleotides in the double-stranded
region of the siRNA comprise modified nucleotides. In cer-
tain other embodiments, some or all of the modified nucle-
otides in the double-stranded region of the siRNA are 1, 2, 3,
4,5,6,7,8,9, 10, or more nucleotides apart from each other.
In one preferred embodiment, none of the modified nucle-
otides in the double-stranded region of the siRNA are adja-
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cent to each other (e.g., there is a gap of at least 1, 2, 3, 4, 5,
6,7, 8,9, or 10 unmodified nucleotides between each modi-
fied nucleotide). In another preferred embodiment, at least
two of'the modified nucleotides in the double-stranded region
of the siRNA are adjacent to each other (e.g., there are no
unmodified nucleotides between two or more modified nucle-
otides). In other preferred embodiments, at least three, at least
four, or at least five of the modified nucleotides in the double-
stranded region of the siRNA are adjacent to each other.

In some embodiments, less than about 50% (e.g., less than
about 49%, 48%, 47%, 46%, 45%, 44%, 43%, 42%, 41%,
40%, 39%, 38%, 37%, or 36%, preferably less than about
35%, 34%, 33%, 32%, 31%, or 30%) of the nucleotides in the
double-stranded region of the siRNA comprise modified
(e.g., 2'OMe) nucleotides. In one aspect of these embodi-
ments, less than about 50% of the uridine and/or guanosine
nucleotides in the double-stranded region of one or both
strands of the siRNA are selectively (e.g., only) modified. In
another aspect of these embodiments, less than about 50% of
the nucleotides in the double-stranded region of the siRNA
comprise 2'OMe nucleotides, wherein the siRNA comprises
2'0OMe nucleotides in both strands of the siRNA, wherein the
siRNA comprises at least one 2'OMe-guanosine nucleotide
and at least one 2'OMe-uridine nucleotide, and wherein
2'0OMe-guanosine nucleotides and 2'OMe-uridine nucle-
otides are the only 2'OMe nucleotides present in the double-
stranded region. In yet another aspect of these embodiments,
less than about 50% of the nucleotides in the double-stranded
region of the siRNA comprise 2'OMe nucleotides, wherein
the siRNA comprises 2'OMe nucleotides in both strands of
the modified siRNA, wherein the siRNA comprises 2'OMe
nucleotides selected from the group consisting of 2'OMe-
guanosine nucleotides, 2'OMe-uridine nucleotides, 2'OMe-
adenosine nucleotides, and mixtures thereof, and wherein the
siRNA does not comprise 2'OMe-cytosine nucleotides in the
double-stranded region. In a further aspect of these embodi-
ments, less than about 50% of the nucleotides in the double-
stranded region of the siRNA comprise 2'OMe nucleotides,
wherein the siRNA comprises 2'OMe nucleotides in both
strands of the siRNA, wherein the siRNA comprises at least
one 2'0OMe-guanosine nucleotide and at least one 2'OMe-
uridine nucleotide, and wherein the siRNA does not comprise
2'OMe-cytosine nucleotides in the double-stranded region. In
another aspect of these embodiments, less than about 50% of
the nucleotides in the double-stranded region of the siRNA
comprise 2'OMe nucleotides, wherein the siRNA comprises
2'0OMe nucleotides in both strands of the modified siRNA,
wherein the siRNA comprises 2'OMe nucleotides selected
from the group consisting of 2'OMe-guanosine nucleotides,
2'0OMe-uridine nucleotides, 2'OMe-adenosine nucleotides,
and mixtures thereof, and wherein the 2'OMe nucleotides in
the double-stranded region are not adjacent to each other.

In other embodiments, from about 1% to about 50% (e.g.,
from about 5%-50%, 10%-50%, 15%-50%, 20%-50%, 25%-
50%, 30%-50%, 35%-50%, 40%-50%, 45%-50%, 5%-45%,
10%-45%, 15%-45%, 20%-45%, 25%-45%, 30%-45%,
35%-45%, 40%-45%, 5%-40%, 10%-40%, 15%-40%, 20%-
40%, 25%-40%, 25%-39%, 25%-38%, 25%-37%,
25%-36%, 26%-39%, 26%-38%, 26%-37%, 26%-36%,
27%-39%, 27%-38%, 27%-37%, 27%-36%, 28%-39%,
28%-38%, 28%-37%, 28%-36%, 29%-39%, 29%-38%,
29%-37%, 29%-36%, 30%-40%, 30%-39%, 30%-38%,
30%-37%, 30%-36%, 31%-39%, 31%-38%, 31%-37%,
31%-36%, 32%-39%, 32%-38%, 32%-37%, 32%-36%,
33%-39%, 33%-38%, 33%-37%, 33%-36%, 34%-39%,
34%-38%, 34%-37%, 34%-36%, 35%-40%, 5%-35%, 10%-
35%, 15%-35%, 20%-35%, 21%-35%, 22%-35%,
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25%-35%,
30%-35%,
30%-34%,
31%-33%,
25%-33%,
26%-32%,

23%-35%,
28%-35%,
33%-35%,
33%-34%,
31%-32%,
26%-34%,
27%-33%, 27%-32%, 27%-31%, 28%-34%, 28%-33%,
28%-32%, 28%-31%, 29%-34%, 29%-33%, 29%-32%,
29%-31%, 5%-30%, 10%-30%, 15%-30%, 20%-34%, 20%-
33%, 20%-32%, 20%-31%, 20%-30%, 21%-30%,
22%-30%, 23%-30%, 24%-30%, 25%-30%, 25%-29%,
25%-28%, 25%-27%, 25%-26%, 26%-30%, 26%-29%,
26%-28%, 26%-27%, 27%-30%, 27%-29%, 27%-28%,
28%-30%, 28%-29%, 29%-30%, 5%-25%, 10%-25%, 15%-
25%, 20%-29%, 20%-28%, 20%-27%, 20%-26%,
20%-25%, 5%-20%, 10%-20%, 15%-20%, 5%-15%, 10%-
15%, or 5%-10%) of the nucleotides in the double-stranded
region of the siRNA comprise modified nucleotides. In one
aspect of these embodiments, from about 1% to about 50% of
the uridine and/or guanosine nucleotides in the double-
stranded region of one or both strands of the siRNA are
selectively (e.g., only) modified. In another aspect of these
embodiments, from about 1% to about 50% of'the nucleotides
in the double-stranded region of the siRNA comprise 2'OMe
nucleotides, wherein the siRNA comprises 2'OMe nucle-
otides in both strands of the siRNA, wherein the siRNA
comprises at least one 2'OMe-guanosine nucleotide and at
least one 2'0OMe-uridine nucleotide, and wherein 2'OMe-
guanosine nucleotides and 2'OMe-uridine nucleotides are the
only 2'OMe nucleotides present in the double-stranded
region. In yet another aspect of these embodiments, from
about 1% to about 50% of the nucleotides in the double-
stranded region of the siRNA comprise 2'OMe nucleotides,
wherein the siRNA comprises 2'OMe nucleotides in both
strands of the modified siRNA, wherein the siRNA comprises
2'0OMe nucleotides selected from the group consisting of
2'0OMe-guanosine nucleotides, 2'OMe-uridine nucleotides,
2'0OMe-adenosine nucleotides, and mixtures thereof, and
wherein the siRNA does not comprise 2'OMe-cytosine nucle-
otides in the double-stranded region. In a further aspect of
these embodiments, from about 1% to about 50% of the
nucleotides in the double-stranded region of the siRNA com-
prise 2'OMe nucleotides, wherein the siRNA comprises
2'0OMe nucleotides in both strands of the siRNA, wherein the
siRNA comprises at least one 2'OMe-guanosine nucleotide
and at least one 2'OMe-uridine nucleotide, and wherein the
siRNA does not comprise 2'OMe-cytosine nucleotides in the
double-stranded region. In another aspect of these embodi-
ments, from about 1% to about 50% of the nucleotides in the
double-stranded region of the siRNA comprise 2'OMe nucle-
otides, wherein the siRNA comprises 2'OMe nucleotides in
both strands of the modified siRNA, wherein the siRNA com-
prises 2'OMe nucleotides selected from the group consisting
of 2'OMe-guanosine nucleotides, 2'OMe-uridine nucle-
otides, 2'0OMe-adenosine nucleotides, and mixtures thereof,
and wherein the 2'OMe nucleotides in the double-stranded
region are not adjacent to each other.

In certain embodiments, the siRNA component of the
nucleic acid-lipid particles of the present invention (e.g.,
SNALP) comprises an asymmetric siRNA duplex as
described in PCT Publication No. WO 2004/078941, which
comprises a double-stranded region consisting of a DNA
sense strand and an RNA antisense strand (e.g., a DNA-RNA
hybrid), wherein a blocking agent is located on the siRNA
duplex. In some instances, the asymmetric siRNA duplex can
be chemically modified as described herein. Other non-lim-
iting examples of asymmetric siRNA duplexes are described
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in PCT Publication No. WO 2006/074108, which discloses
self-protected oligonucleotides comprising a region having a
sequence complementary to one, two, three, or more same or
different target mRNA sequences (e.g., multivalent siRNAs)
and one or more self-complementary regions. Yet other non-
limiting examples of asymmetric siRNA duplexes are
described in PCT Publication No. WO 2009/076321, which
discloses self-forming asymmetric precursor polynucleotides
comprising a targeting region comprising a polynucleotide
sequence complementary to a region of one, two, three, or
more same or different target mRNA sequences (e.g., multi-
valent siRNAs); a first self-complementary region; and a
second self-complementary region, wherein the first and sec-
ond self-complementary regions are located one at each end
of the targeting region and both self-complementary regions
form stem-loop structures, wherein the first self-complemen-
tary region is capable of being cleaved by a RNase I1I endori-
bonuclease that is not a class IV DICER endoribonuclease,
and wherein both self-complementary regions comprise a
nucleotide sequence that is complementary to a region of the
target gene sequence, but wherein a portion of the target
sequence present in the targeting region does not have a
complementary sequence in either of the self-complementary
regions. The disclosures of each of the above patent docu-
ments are herein incorporated by reference in their entirety
for all purposes.

Additional ranges, percentages, and patterns of modifica-
tions that may be introduced into siRNA are described in U.S.
Patent Publication No. 20070135372, the disclosure of which
is herein incorporated by reference in its entirety for all pur-
poses.

a) Selection of siRNA Sequences

Suitable siRNA sequences can be identified using any
means known in the art. Typically, the methods described in
Elbashir et al., Nature, 411:494-498 (2001) and Elbashir et
al.,, EMBO J., 20:6877-6888 (2001) are combined with ratio-
nal design rules set forth in Reynolds et al., Nature Biotech.,
22(3):326-330 (2004).

As a non-limiting example, the nucleotide sequence 3' of
the AUG start codon of a transcript from the target gene of
interest may be scanned for dinucleotide sequences (e.g., AA,
NA, CC, GG, or UU, wherein N=C, G, or U) (see, e.g.,
Elbashir et al., EMBO 20:6877-6888 (2001)). The nucle-
otides immediately 3' to the dinucleotide sequences are iden-
tified as potential siRNA sequences (i.e., a target sequence or
a sense strand sequence). Typically, the 19, 21, 23, 25, 27, 29,
31,33, 35, or more nucleotides immediately 3' to the dinucle-
otide sequences are identified as potential siRNA sequences.
In some embodiments, the dinucleotide sequence is an AA or
NA sequence and the 19 nucleotides immediately 3'to the AA
or NA dinucleotide are identified as potential siRNA
sequences. siRNA sequences are usually spaced at different
positions along the length of the target gene. To further
enhance silencing efficiency of the siRNA sequences, poten-
tial siRNA sequences may be analyzed to identify sites that do
not contain regions of homology to other coding sequences,
e.g., in the target cell or organism. For example, a suitable
siRNA sequence of about 21 base pairs typically will not have
more than 16-17 contiguous base pairs of homology to coding
sequences in the target cell or organism. If the siRNA
sequences are to be expressed from an RNA Pol III promoter,
siRNA sequences lacking more than 4 contiguous A’s or T’s
are selected.

Once a potential siRNA sequence has been identified, a
complementary sequence (i.e., an antisense strand sequence)
can be designed. A potential siRNA sequence can also be
analyzed using a variety of criteria known in the art. For
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example, to enhance their silencing efficiency, the siRNA
sequences may be analyzed by a rational design algorithm to
identify sequences that have one or more of the following
features: (1) G/C content of about 25% to about 60% G/C; (2)
at least 3 A/Us at positions 15-19 of the sense strand; (3) no
internal repeats; (4) an A at position 19 ofthe sense strand; (5)
an A at position 3 of the sense strand; (6) a U at position 10 of
the sense strand; (7) no G/C at position 19 of the sense strand;
and (8) no G at position 13 of the sense strand. siRNA design
tools that incorporate algorithms that assign suitable values of
each of these features and are useful for selection of siRNA
can be found at, e.g., http://ihome.ust.hk/~bokcmho/siRNA/
siRNA html. One of skill in the art will appreciate that
sequences with one or more of the foregoing characteristics
may be selected for further analysis and testing as potential
siRNA sequences.

Additionally, potential siRNA sequences with one or more
of'the following criteria can often be eliminated as siRNA: (1)
sequences comprising a stretch of 4 or more of the same base
inarow; (2) sequences comprising homopolymers of Gs (i.e.,
to reduce possible non-specific effects due to structural char-
acteristics of these polymers; (3) sequences comprising triple
base motifs (e.g., GGG, CCC, AAA, or ITT); (4) sequences
comprising stretches of 7 or more G/Cs in a row; and (5)
sequences comprising direct repeats of 4 or more bases within
the candidates resulting in internal fold-back structures.
However, one of skill in the art will appreciate that sequences
with one or more of the foregoing characteristics may still be
selected for further analysis and testing as potential siRNA
sequences.

In some embodiments, potential siRNA sequences may be
further analyzed based on siRNA duplex asymmetry as
described in, e.g., Khvorova et al., Cel/, 115:209-216 (2003);
and Schwarz et al., Cell, 115:199-208 (2003). In other
embodiments, potential siRNA sequences may be further
analyzed based on secondary structure at the target site as
described in, e.g., Luo et al., Biophys. Res. Commun., 318:
303-310 (2004). For example, secondary structure at the tar-
get site can be modeled using the Mfold algorithm (available
at http://mfold.burnet.edu.aw/rna_form) to select siRNA
sequences which favor accessibility at the target site where
less secondary structure in the form of base-pairing and stem-
loops is present.

Once a potential siRNA sequence has been identified, the
sequence can be analyzed for the presence of any immuno-
stimulatory properties, e.g., using an in vitro cytokine assay
or an in vivo animal model. Motifs in the sense and/or anti-
sense strand of the siRNA sequence such as GU-rich motifs
(e.g., 5'-GU-3', 5'-UGU-3', 5'-GUGU-3', 5'-UGUGU-3', etc.)
can also provide an indication of whether the sequence may
be immunostimulatory. Once an siRNA molecule is found to
be immunostimulatory, it can then be modified to decrease its
immunostimulatory properties as described herein. As a non-
limiting example, an siRNA sequence can be contacted with
a mammalian responder cell under conditions such that the
cell produces a detectable immune response to determine
whether the siRNA is an immunostimulatory or a non-immu-
nostimulatory siRNA. The mammalian responder cell may be
from a naive mammal (i.e., a mammal that has not previously
been in contact with the gene product of the siRNA
sequence). The mammalian responder cell may be, e.g., a
peripheral blood mononuclear cell (PBMC), a macrophage,
and the like. The detectable immune response may comprise
production of a cytokine or growth factor such as, e.g., TNF-
a, IFN-a, IFN-B, IFN-y, IL-6, 11.-8, I[.-12, or a combination
thereof. An siRNA identified as being immunostimulatory
can then be modified to decrease its immunostimulatory
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properties by replacing at least one of the nucleotides on the
sense and/or antisense strand with modified nucleotides. For
example, less than about 30% (e.g., less than about 30%,
25%, 20%, 15%, 10%, or 5%) of the nucleotides in the
double-stranded region of the siRNA duplex can be replaced
with modified nucleotides such as 2'OMe nucleotides. The
modified siRNA can then be contacted with a mammalian
responder cell as described above to confirm that its immu-
nostimulatory properties have been reduced or abrogated.

Suitable in vitro assays for detecting an immune response
include, but are not limited to, the double monoclonal anti-
body sandwich immunoassay technique of David et al. (U.S.
Pat. No. 4,376,110); monoclonal-polyclonal antibody sand-
wich assays (Wide et al., in Kirkham and Hunter, eds., Radio-
immunoassay Methods, E. and S. Livingstone, Edinburgh
(1970)); the “Western blot” method of Gordon etal. (U.S. Pat.
No. 4,452,901); immunoprecipitation of labeled ligand
(Brown et al., J Biol. Chem., 255:4980-4983 (1980));
enzyme-linked immunosorbent assays (ELISA) as described,
for example, by Raines et al., J. Biol. Chem., 257:5154-5160
(1982); immunocytochemical techniques, including the use
of fluorochromes (Brooks et al., Clin. Exp. Immunol., 39:477
(1980)); and neutralization of activity (Bowen-Pope et al.,
Proc. Natl. Acad. Sci. USA, 81:2396-2400 (1984)). In addi-
tion to the immunoassays described above, a number of other
immunoassays are available, including those described in
U.S. Pat. Nos. 3,817,827, 3,850,752; 3,901,654; 3,935,074,
3,984,533, 3,996,345; 4,034,074; and 4,098,876. The disclo-
sures of these references are herein incorporated by reference
in their entirety for all purposes.

A non-limiting example of an in vivo model for detecting
an immune response includes an in vivo mouse cytokine
induction assay as described in, e.g., Judge et al., Mol. Ther.,
13:494-505 (2006). In certain embodiments, the assay that
can be performed as follows: (1) siRNA can be administered
by standard intravenous injection in the lateral tail vein; (2)
blood can be collected by cardiac puncture about 6 hours after
administration and processed as plasma for cytokine analysis;
and (3) cytokines can be quantified using sandwich ELISA
kits according to the manufacturer’s instructions (e.g., mouse
and human IFN-o. (PBL Biomedical; Piscataway, N.J.);
human IL.-6 and TNF-a (eBioscience; San Diego, Calif.); and
mouse [L.-6, TNF-a, and IFN-y (BD Biosciences; San Diego,
Calif))).

Monoclonal antibodies that specifically bind cytokines and
growth factors are commercially available from multiple
sources and can be generated using methods known in the art
(see, e.g., Kohler et al., Nature, 256: 495-497 (1975) and
Harlow and Lane, ANTIBODIES, A LABORATORY
MANUAL, Cold Spring Harbor Publication, New York
(1999)). Generation of monoclonal antibodies has been pre-
viously described and can be accomplished by any means
known in the art (Buhring et al., in Hybridoma, Vol. 10,No. 1,
pp. 77-78 (1991)). In some methods, the monoclonal anti-
body is labeled (e.g., with any composition detectable by
spectroscopic, photochemical, biochemical, electrical, opti-
cal, or chemical means) to facilitate detection.

b) Generating siRNA Molecules

siRNA can be provided in several forms including, e.g., as
one or more isolated small-interfering RNA (siRNA)
duplexes, as longer double-stranded RNA (dsRNA), or as
siRNA or dsRNA transcribed from a transcriptional cassette
in a DNA plasmid. In some embodiments, siRNA may be
produced enzymatically or by partial/total organic synthesis,
and modified ribonucleotides can be introduced by in vitro
enzymatic or organic synthesis. In certain instances, each
strand is prepared chemically. Methods of synthesizing RNA
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molecules are known in the art, e.g., the chemical synthesis
methods as described in Verma and Eckstein (1998) or as
described herein.

An RNA population can be used to provide long precursor
RNAs, or long precursor RNAs that have substantial or com-
plete identity to a selected target sequence can be used to
make the siRNA. The RNAs can be isolated from cells or
tissue, synthesized, and/or cloned according to methods well
known to those of skill in the art. The RNA can be a mixed
population (obtained from cells or tissue, transcribed from
cDNA, subtracted, selected, etc.), or can represent a single
target sequence. RNA can be naturally occurring (e.g., iso-
lated from tissue or cell samples), synthesized in vitro (e.g.,
using T7 or SP6 polymerase and PCR products or a cloned
c¢DNA), or chemically synthesized.

To form a long dsRNA, for synthetic RNAs, the comple-
ment is also transcribed in vitro and hybridized to form a
dsRNA. If a naturally occuring RNA population is used, the
RNA complements are also provided (e.g., to form dsRNA
for digestion by E. coli RNAse III or Dicer), e.g., by tran-
scribing cDNAs corresponding to the RNA population, or by
using RNA polymerases. The precursor RNAs are then
hybridized to form double stranded RNAs for digestion. The
dsRNAs can be directly administered to a subject or can be
digested in vitro prior to administration.

Methods for isolating RNA, synthesizing RNA, hybridiz-
ing nucleic acids, making and screening cDNA libraries, and
performing PCR are well known in the art (see, e.g., Gubler
and Hoffman, Gene, 25:263-269 (1983); Sambrook et al.,
supra; Ausubel et al., supra), as are PCR methods (see, U.S.
Pat. Nos. 4,683,195 and 4,683,202, PCR Protocols: A Guide
to Methods and Applications (Innis et al., eds, 1990)). Expres-
sion libraries are also well known to those of skill in the art.
Additional basic texts disclosing the general methods of use
in this invention include Sambrook et al., Molecular Cloning,
A Laboratory Manual (2nd ed. 1989); Kriegler, Gene Trans-
fer and Expression: A Laboratory Manual (1990); and Cur-
rent Protocols in Molecular Biology (Ausubel et al., eds.,
1994). The disclosures of these references are herein incor-
porated by reference in their entirety for all purposes.

Preferably, siRNA are chemically synthesized. The oligo-
nucleotides that comprise the siRNA molecules of the inven-
tion can be synthesized using any of a variety of techniques
known in the art, such as those described in Usman et al., J.
Am. Chem. Soc., 109:7845 (1987); Scaringe et al., Nucl. Acids
Res., 18:5433 (1990); Wincott et al., Nucl. Acids Res.,
23:2677-2684 (1995); and Wincott et al., Methods Mol. Bio.,
74:59 (1997). The synthesis of oligonucleotides makes use of
common nucleic acid protecting and coupling groups, such as
dimethoxytrityl at the 5'-end and phosphoramidites at the
3'-end. As a non-limiting example, small scale syntheses can
be conducted on an Applied Biosystems synthesizer using a
0.2 umol scale protocol. Alternatively, syntheses at the 0.2
umol scale can be performed on a 96-well plate synthesizer
from Protogene (Palo Alto, Calif.). However, a larger or
smaller scale of synthesis is also within the scope of this
invention. Suitable reagents for oligonucleotide synthesis,
methods for RNA deprotection, and methods for RNA puri-
fication are known to those of skill in the art.

siRNA molecules can also be synthesized via a tandem
synthesis technique, wherein both strands are synthesized as
a single continuous oligonucleotide fragment or strand sepa-
rated by a cleavable linker that is subsequently cleaved to
provide separate fragments or strands that hybridize to form
the siRNA duplex. The linker can be a polynucleotide linker
or a non-nucleotide linker. The tandem synthesis of siRNA
can be readily adapted to both multiwell/multiplate synthesis
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platforms as well as large scale synthesis platforms employ-
ing batch reactors, synthesis columns, and the like. Alterna-
tively, siRNA molecules can be assembled from two distinct
oligonucleotides, wherein one oligonucleotide comprises the
sense strand and the other comprises the antisense strand of
the siRNA. For example, each strand can be synthesized
separately and joined together by hybridization or ligation
following synthesis and/or deprotection. In certain other
instances, siRNA molecules can be synthesized as a single
continuous oligonucleotide fragment, where the self-comple-
mentary sense and antisense regions hybridize to form an
siRNA duplex having hairpin secondary structure.

¢) Modifying siRNA Sequences

In certain aspects, siRNA molecules comprise a duplex
having two strands and at least one modified nucleotide in the
double-stranded region, wherein each strand is about 15 to
about 60 nucleotides in length. Advantageously, the modified
siRNA is less immunostimulatory than a corresponding
unmodified siRNA sequence, but retains the capability of
silencing the expression of a target sequence. In preferred
embodiments, the degree of chemical modifications intro-
duced into the siRNA strikes a balance between reduction or
abrogation of the immunostimulatory properties of the
siRNA and retention of RNAi activity. As a non-limiting
example, an siRNA molecule that targets a gene of interest
can be minimally modified (e.g., less than about 30%, 25%,
20%, 15%, 10%, or 5% modified) at selective uridine and/or
guanosine nucleotides within the siRNA duplex to eliminate
the immune response generated by the siRNA while retaining
its capability to silence target gene expression.

Examples of modified nucleotides suitable for use in the
invention include, but are not limited to, ribonucleotides hav-
ing a 2-O-methyl (2'OMe), 2'-deoxy-2'-fluoro (2'F),
2'-deoxy, 5-C-methyl, 2'-O-(2-methoxyethyl) (MOE),
4'-thio, 2'-amino, or 2'-C-allyl group. Modified nucleotides
having a Northern conformation such as those described in,
e.g., Saenger, Principles of Nucleic Acid Structure, Springer-
Verlag Ed. (1984), are also suitable for use in siRNA mol-
ecules. Such modified nucleotides include, without limita-
tion, locked nucleic acid (LNA) nucleotides (e.g., 2'-O, 4'-C-
methylene-(D-ribofuranosyl) nucleotides), 2'-0-(2-
methoxyethyl) (MOE) nucleotides, 2'-methyl-thio-ethyl
nucleotides, 2'-deoxy-2'-fluoro (2'F) nucleotides, 2'-deoxy-
2'-chloro (2'Cl) nucleotides, and 2'-azido nucleotides. In cer-
tain instances, the siRNA molecules described herein include
one or more G-clamp nucleotides. A G-clamp nucleotide
refers to a modified cytosine analog wherein the modifica-
tions confer the ability to hydrogen bond both Watson-Crick
and Hoogsteen faces of a complementary guanine nucleotide
within a duplex (see, e.g., Lin et al., J Am. Chem. Soc.,
120:8531-8532 (1998)). In addition, nucleotides having a
nucleotide base analog such as, for example, C-phenyl,
C-naphthyl, other aromatic derivatives, inosine, azole car-
boxamides, and nitroazole derivatives such as 3-nitropyrrole,
4-nitroindole, 5-nitroindole, and 6-nitroindole (see, e.g.,
Loakes, Nucl. Acids Res., 29:2437-2447 (2001)) can be incor-
porated into siRNA molecules.

In certain embodiments, siRNA molecules may further
comprise one or more chemical modifications such as termi-
nal cap moieties, phosphate backbone modifications, and the
like. Examples of terminal cap moieties include, without
limitation, inverted deoxy abasic residues, glyceryl modifi-
cations, 4',5'-methylene nucleotides, 1-(f-D-erythrofurano-
syl) nucleotides, 4'-thio nucleotides, carbocyclic nucleotides,
1,5-anhydrohexitol nucleotides, L-nucleotides, a-nucle-
otides, modified base nucleotides, threo-pentofuranosyl
nucleotides, acyclic 3',4'-seco nucleotides, acyclic 3,4-dihy-
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droxybutyl nucleotides, acyclic 3,5-dihydroxypentyl nucle-
otides, 3'-3'-inverted nucleotide moieties, 3% 3'-inverted aba-
sic moieties, 3'-2'-inverted nucleotide moieties, 3'-2'-inverted
abasic moieties, 5'-5'-inverted nucleotide moieties, 5'-5'-in-
verted abasic moieties, 3'-5'-inverted deoxy abasic moieties,
S'-amino-alkyl phosphate, 1,3-diamino-2-propyl phosphate,
3-aminopropyl phosphate, 6-aminohexyl phosphate, 1,2-
aminododecyl phosphate, hydroxypropyl phosphate, 1,4-bu-
tanediol phosphate, 3'-phosphoramidate, 5'-phosphorami-
date, hexylphosphate, aminohexyl phosphate, 3'-phosphate,
S'-amino, 3'-phosphorothioate, 5'-phosphorothioate, phos-
phorodithioate, and bridging or non-bridging methylphos-
phonate or 5'-mercapto moieties (see, e.g., U.S. Pat. No.
5,998,203; Beaucage et al., Tetrahedron 49:1925 (1993)).
Non-limiting examples of phosphate backbone modifications
(i.e., resulting in modified internucleotide linkages) include
phosphorothioate, phosphorodithioate, methylphosphonate,
phosphotriester, morpholino, amidate, carbamate, carboxym-
ethyl, acetamidate, polyamide, sulfonate, sulfonamide, sulfa-
mate, formacetal, thioformacetal, and alkylsilyl substitutions
(see, e.g., Hunziker et al., Nucleic Acid Analogues: Synthesis
and Properties,in Modern Synthetic Methods,VCH, 331-417
(1995); Mesmaeker et al., Novel Backbone Replacements for
Oligonucleotides, in Carbohydrate Modifications in Anti-
sense Research, ACS, 24-39 (1994)). Such chemical modifi-
cations can occur at the 5'-end and/or 3'-end of the sense
strand, antisense strand, or both strands of the siRNA. The
disclosures of these references are herein incorporated by
reference in their entirety for all purposes.

In some embodiments, the sense and/or antisense strand of
the siRNA molecule can further comprise a 3'-terminal over-
hang having about 1 to about 4 (e.g., 1, 2, 3, or 4) 2'-deoxy
ribonucleotides, modified (e.g., 2'OMe) and/or unmodified
uridine ribonucleotides, and/or any other combination of
modified (e.g., 2'0OMe) and unmodified nucleotides.

Additional examples of modified nucleotides and types of
chemical modifications that can be introduced into siRNA
molecules are described, e.g., in UK Patent No. GB 2,397,818
B and U.S. Patent Publication Nos. 20040192626,
20050282188, and 20070135372, the disclosures of which
are herein incorporated by reference in their entirety for all
purposes.

The siRNA molecules described herein can optionally
comprise one or more non-nucleotides in one or both strands
of the siRNA. As used herein, the term “non-nucleotide”
refers to any group or compound that can be incorporated into
a nucleic acid chain in the place of one or more nucleotide
units, including sugar and/or phosphate substitutions, and
allows the remaining bases to exhibit their activity. The group
or compound is abasic in that it does not contain a commonly
recognized nucleotide base such as adenosine, guanine,
cytosine, uracil, or thymine and therefore lacks a base at the
1'-position.

In other embodiments, chemical modification of the
siRNA comprises attaching a conjugate to the siRNA mol-
ecule. The conjugate can be attached at the 5' and/or 3'-end of
the sense and/or antisense strand of the siRNA via a covalent
attachment such as, e.g., a biodegradable linker. The conju-
gate can also be attached to the siRNA, e.g., through a car-
bamate group or other linking group (see, e.g., U.S. Patent
Publication Nos. 20050074771, 20050043219, and
20050158727). In certain instances, the conjugate is a mol-
ecule that facilitates the delivery of the siRNA into a cell.
Examples of conjugate molecules suitable for attachment to
siRNA include, without limitation, steroids such as choles-
terol, glycols such as polyethylene glycol (PEG), human
serum albumin (HSA), fatty acids, carotenoids, terpenes, bile
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acids, folates (e.g., folic acid, folate analogs and derivatives
thereof), sugars (e.g., galactose, galactosamine, N-acetyl
galactosamine, glucose, mannose, fructose, fucose, etc.),
phospholipids, peptides, ligands for cellular receptors
capable of mediating cellular uptake, and combinations
thereof (see, e.g., U.S. Patent Publication Nos. 20030130186,
20040110296, and 20040249178; U.S. Pat. No. 6,753,423).
Other examples include the lipophilic moiety, vitamin, poly-
mer, peptide, protein, nucleic acid, small molecule, oligosac-
charide, carbohydrate cluster, intercalator, minor groove
binder, cleaving agent, and cross-linking agent conjugate
molecules described in U.S. Patent Publication Nos.
20050119470 and 20050107325. Yet other examples include
the 2'-O-alkyl amine, 2'-O-alkoxyalkyl amine, polyamine,
CS5-cationic modified pyrimidine, cationic peptide, guani-
dinium group, amidininium group, cationic amino acid con-
jugate molecules described in U.S. Patent Publication No.
20050153337. Additional examples include the hydrophobic
group, membrane active compound, cell penetrating com-
pound, cell targeting signal, interaction modifier, and steric
stabilizer conjugate molecules described in U.S. Patent Pub-
lication No. 20040167090. Further examples include the con-
jugate molecules described in U.S. Patent Publication No.
20050239739. The type of conjugate used and the extent of
conjugation to the siRNA molecule can be evaluated for
improved pharmacokinetic profiles, bioavailability, and/or
stability of the siRNA while retaining RNAI activity. As such,
one skilled in the art can screen siRNA molecules having
various conjugates attached thereto to identify ones having
improved properties and full RNAi activity using any of a
variety of well-known in vitro cell culture or in vivo animal
models. The disclosures of the above-described patent docu-
ments are herein incorporated by reference in their entirety
for all purposes.

d) Target Genes

The siRNA component of the nucleic acid-lipid particles of
the present invention (e.g., SNALP) can be used to downregu-
late or silence the translation (i.e., expression) of a gene of
interest. As previously mentioned, it has been unexpectedly
found that the nucleic acid-lipid particles of the present inven-
tion (i.e., SNALP formulations) containing at least one
siRNA as disclosed herein show increased potency (i.e.,
increased silencing) and/or increased tolerability (e.g.,
decreased toxicity) when targeting a gene of interest in a
tumor cell, when compared to other nucleic acid-lipid particle
compositions previously described. In preferred embodi-
ments, the siRNA silences the expression of a gene associated
with cell proliferation, tumorigenesis, and/or cell transforma-
tion (e.g., a cell proliferative disorder such as cancer). Other
genes of interest include, but are not limited to, angiogenic
genes, receptor ligand genes, immunomodulator genes (e.g.,
those associated with inflammatory and autoimmune
responses), genes associated with metabolic diseases and dis-
orders (e.g., liver diseases and disorders), genes associated
with viral infection and survival, and genes associated with
neurodegenerative disorders.

Genes associated with tumorigenesis or cell transforma-
tion (e.g., cancer or other neoplasia) include, for example,
genes involved in p53 ubiquitination, c-Jun ubiquitination,
histone deacetylation, cell cycle regulation, transcriptional
regulation, and combinations thereof. Non-limiting examples
of gene sequences associated with tumorigenesis or cell
transformation include serine/threonine kinases such as polo-
like kinase 1 (PLK-1) (Genbank Accession No. NM_005030;
Barr et al., Nat. Rev. Mol. Cell Biol., 5:429-440 (2004)) and
cyclin-dependent kinase 4 (CDK4) (Genbank Accession No.
NM_000075); ubiquitin ligases such as COP1 (RFWD2;
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Genbank Accession Nos. NM_022457 and NM_001001740)
and ring-box 1 (RBX1) (ROC1; Genbank Accession No.
NM_014248); tyrosine kinases such as WEE1 (Genbank
Accession Nos. NM_003390 and NM_001143976); mitotic
kinesins such as Eg5 (KSP, KIFI 1; Genbank Accession No.
NM_004523); transcription factors such as forkhead box M1

(FOXM1) (Genbank Accession Nos. NM_202002,
NM_021953, and NM_202003) and RAM2 (Rl or
CDCA7L; Genbank Accession Nos. NM_018719,

NM_001127370, and NM_001127371); inhibitors of apop-
tosis such as XIAP (Genbank Accession No. NM_001167);
COP9 signalosome subunits such as CSN1, CSN2, CSN3,
CSN4, CSNS (JAB1; Genbank Accession No. NM_006837);
CSN6, CSN7A, CSN7B, and CSNS; and histone deacety-
lases such as HDAC1, HDAC2 (Genbank Accession No.
NM_001527), HDAC3, HDAC4, HDACS, HDAC6, HDAC?7,
HDACS, HDACY, etc.

Non-limiting examples of siRNA molecules targeting the
PLK-1 gene include those described herein and in U.S. Patent
Publication Nos. 20050107316 and 20070265438; and PCT
Publication No. WO 09/082817, the disclosures of which are
herein incorporated by reference in their entirety for all pur-
poses. Non-limiting examples of siRNA molecules targeting
the Eg5 and XIAP genes include those described in U.S.
Patent Publication No. 20090149403, the disclosure of which
is herein incorporated by reference in its entirety for all pur-
poses. Non-limiting examples of siRNA molecules targeting
the CSNS5 gene include those described in PCT Publication
No. WO 09/129319, the disclosure of which is herein incor-
porated by reference in its entirety for all purposes. Non-
limiting examples of siRNA molecules targeting the COP1,
CSN35,RBX1, HDAC2, CDK4, WEE1, FOXM1, and RAM2
genes include those described in U.S. Provisional Application
No. 61/245,143, filed Sep. 23, 2009, the disclosure of which
is herein incorporated by reference in its entirety for all pur-
poses.

Additional examples of gene sequences associated with
tumorigenesis or cell transformation include translocation
sequences such as MLL fusion genes, BCR-ABL (Wilda et
al., Oncogene, 21:5716 (2002); Scherr etal., Blood, 101:1566
(2003)), TEL-AML1, EWS-FLI1, TLS-FUS, PAX3-FKHR,
BCL-2, AML1-ETO, and AML1-MTGS (Heidenreich et al.,
Blood, 101:3157 (2003)); overexpressed sequences such as
multidrug resistance genes (Nieth et al., FEBS Lett., 545:144
(2003); Wu et al, Cancer Res. 63:1515 (2003)), cyclins (Liet
al., Cancer Res., 63:3593 (2003); Zou et al., Genes Dev,
16:2923 (2002)), beta-catenin (Verma et al., Clin Cancer
Res., 9:1291 (2003)), telomerase genes (Kosciolek et al., Mol
Cancer Ther, 2:209 (2003)), ¢-MYC, N-MYC, BCL-2,
growth factor receptors (e.g., EGFR/ErbB1 (Genbank Acces-
sion Nos. NM_005228, NM_201282, NM_201283, and
NM_201284; see also, Nagy et al. Exp. Cell Res., 285:39-49
(2003)), ErbB2/HER-2 (Genbank Accession Nos.
NM_004448 and NM_001005862), ErbB3 (Genbank Acces-
sion Nos. NM_001982 and NM_001005915), and ErbB4
(Genbank Accession Nos. NM_005235 and
NM_001042599)), and mutated sequences such as RAS
(Tuschl and Borkhardt, Mol. Interventions, 2:158 (2002)).
Non-limiting examples of siRNA molecules targeting the
EGFR gene include those described in U.S. Patent Publica-
tion No. 20090149403, the disclosure of which is herein
incorporated by reference in its entirety for all purposes.
siRNA molecules that target VEGFR genes are set forth in,
e.g.,GB 2396864; U.S. Patent Publication No. 20040142895;
and CA 2456444, the disclosures of which are herein incor-
porated by reference in their entirety for all purposes.
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Silencing of sequences that encode DNA repair enzymes
find use in combination with the administration of chemo-
therapeutic agents (Collis et al., Cancer Res., 63:1550
(2003)). Genes encoding proteins associated with tumor
migration are also target sequences of interest, for example,
integrins, selectins, and metalloproteinases. The foregoing
examples are not exclusive. Those of skill in the art will
understand that any whole or partial gene sequence that facili-
tates or promotes tumorigenesis or cell transformation, tumor
growth, or tumor migration can be included as a template
sequence.

Angiogenic genes are able to promote the formation of new
vessels. Angiogenic genes of particular interest include, but
are not limited to, vascular endothelial growth factor (VEGF)
(Reichetal., Mol. Vis., 9:210 (2003)), placental growth factor
(PGF), VEGFR-1 (Flt-1), VEGFR-2 (KDR/FIk-1), and the
like. siRNA molecules that target VEGFR genes are set forth
in, eg., GB 2396864; U.S. Patent Publication No.
20040142895; and CA 2456444, the disclosures of which are
herein incorporated by reference in their entirety for all pur-
poses.

Immunomodulator genes are genes that modulate one or
more immune responses. Examples of immunomodulator
genes include, without limitation, growth factors (e.g., TGF-
o, TGF-0Op, EGF, FGF, IGF, NGF, PDGF, CGF, GM-CSF,
SCF, etc.), interleukins (e.g., IL-2, IL-4, IL.-12 (Hill et al., J.
Immunol., 171:691 (2003)), IL-15, IL-18, IL-20, etc.), inter-
ferons (e.g., IFN-a, IFN-f, IFN-y, etc.), and TNF. Fas and Fas
ligand genes are also immunomodulator target sequences of
interest (Song et al., Nat. Med., 9:347 (2003)). Genes encod-
ing secondary signaling molecules in hematopoietic and lym-
phoid cells are also included in the present invention, for
example, Tec family kinases such as Bruton’s tyrosine kinase
(Btk) (Heinonen et al., FEBS Lett., 527:274 (2002)).

Cell receptor ligand genes include ligands that are able to
bind to cell surface receptors (e.g., cytokine receptors, growth
factor receptors, receptors with tyrosine kinase activity,
G-protein coupled receptors, insulin receptor, EPO receptor,
etc.)to modulate (e.g., inhibit) the physiological pathway that
the receptor is involved in (e.g., cell proliferation, tumorigen-
esis, cell transformation, mitogenesis, etc.). Non-limiting
examples of cell receptor ligand genes include cytokines
(e.g., TNF-q, interferons such as IFN-c, IFN-f3, and IFN-y,
interleukins such as IL-1c, IL-1p, 1L-2, IL-4, IL-5, IL-6,
1L-7, IL-8, IL-9, IL-10, 1L-12, IL-13, IL-15, IL-17, 1IL-23,
1L-27, chemokines, etc.), growth factors (e.g., EGF, HB-EGF,
VEGF, PEDF, SDGF, bFGF, HGF, TGF-a, TGF-3, BMP1-
BMP15, PDGF, IGF, NGF, 3-NGF, BDNF, NT3,NT4, GDF-
9, CGF, G-CSF, GM-CSF, GDF-8, EPO, TPO, etc.), insulin,
glucagon, G-protein coupled receptor ligands, etc.

Genes associated with viral infection and survival include
those expressed by a host (e.g., a host factor such as tissue
factor (TF)) or a virus in order to bind, enter, and replicate in
a cell. Of particular interest are viral sequences associated
with chronic viral diseases. Viral sequences of particular
interest include sequences of Filoviruses such as Ebola virus
and Marburg virus (see, e.g., Geisbert et al., J Infect. Dis.,
193:1650-1657 (2006)); Arenaviruses such as Lassa virus,
Junin virus, Machupo virus, Guanarito virus, and Sabia virus
(Buchmeier et al., Arenaviridae: the viruses and their repli-
cation, In: FieLDs ViRoLoGY, Knipe et al. (eds.), 4th ed., Lip-
pincott-Raven, Philadelphia, (2001)); Influenza viruses such
as Influenza A, B, and C viruses, (see, e.g., Steinhauer et al.,
Annu Rev Genet., 36:305-332 (2002); and Neumann et al., J
Gen Viral., 83:2635-2662 (2002)); Hepatitis viruses (see,
e.g.,Hamasaki etal., FEBS Lett., 543:51 (2003); Yokotaetal.,
EMBO Rep., 4:602 (2003); Schlomai et al., Hepatology,
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37:764 (2003); Wilson et al., Proc. Natl. Acad. Sci. US4,
100:2783 (2003); Kapadia et al., Proc. Natl. Acad. Sci. USA,
100:2014 (2003); and Frerps Virorogy, Knipe et al. (eds.), 4th
ed., Lippincott-Raven, Philadelphia (2001)); Human Immu-
nodeficiency Virus (HIV) (Banerjea et al., Mol. Ther, 8:62
(2003); Song et al., J. Virol., 77:7174 (2003); Stephenson,
JAMA, 289:1494 (2003); Qin et al., Proc. Natl. Acad. Sci.
US4, 100:183 (2003)); Herpes viruses (Jia et al., J. Virol.,
77:3301 (2003)); and Human Papilloma Viruses (HPV) (Hall
et al., J. Virol, 77:6066 (2003); Jiang et al., Oncogene,
21:6041 (2002)).

Exemplary Filovirus nucleic acid sequences that can be
silenced include, but are not limited to, nucleic acid
sequences encoding structural proteins (e.g., VP30, VP35,
nucleoprotein (NP), polymerase protein (L-pol)) and mem-
brane-associated proteins (e.g., VP40, glycoprotein (GP),
VP24). Complete genome sequences for Ebola virus are set
forth in, e.g., Genbank Accession Nos. NC_002549;
AY769362; NC_006432; NC_004161; AY729654,
AY354458; AY142960; AB050936; AF522874; AF499101,
AF272001; and AF086833. Ebola virus VP24 sequences are
set forth in, e.g., Genbank Accession Nos. U77385 and
AY058897. Ebola virus L-pol sequences are set forth in, e.g.,
Genbank Accession No. X67110. Ebola virus VP40
sequences are set forth in, e.g., Genbank Accession No.
AY058896. Ebola virus NP sequences are set forth in, e.g.,
Genbank Accession No. AY058895. Ebola virus GP
sequences are set forth in, e.g., Genbank Accession No.
AY058898; Sanchez et al., Virus Res., 29:215-240 (1993);
Will et al., J. Virol, 67:1203-1210 (1993); Volchkov et al.,
FEBS Lett., 305:181-184 (1992); and U.S. Pat. No. 6,713,
069. Additional Ebola virus sequences are set forth in, e.g.,
Genbank Accession Nos. 111365 and X61274. Complete
genome sequences for Marburg virus are set forth in, e.g.,
Genbank Accession Nos. NC_001608; AY430365;
AY430366; and AY358025. Marburg virus GP sequences are
set forth in, e.g., Genbank Accession Nos. AF005734;
AF005733; and AF005732. Marburg virus VP35 sequences
are set forth in, e.g., Genbank Accession Nos. AF005731 and
AF005730. Additional Marburg virus sequences are set forth
in, e.g, Genbank Accession Nos. X64406; 729337
AF005735; and Z12132. Non-limiting examples of siRNA
molecules targeting Ebola virus and Marburg virus nucleic
acid sequences include those described in U.S. Patent Publi-
cation No. 20070135370 and U.S. Provisional Application
No. 61/286,741, filed Dec. 15, 2009, the disclosures of which
are herein incorporated by reference in their entirety for all
purposes.

Exemplary Arenavirus nucleic acid sequences that can be
silenced include, but are not limited to, nucleic acid
sequences encoding nucleoprotein (NP), glycoprotein (GP),
L-polymerase (L), and Z protein (7). Complete genome
sequences for Lassa virus are set forth in, e.g., Genbank
Accession Nos. NC_004296 (LASV segment S) and
NC_004297 (LASV segment L). Non-limiting examples of
siRNA molecules targeting Lassa virus nucleic acid
sequences include those described in U.S. Provisional Appli-
cation No. 61/319,855, filed Mar. 31, 2010, the disclosure of
which is herein incorporated by reference in its entirety for all
purposes.

Exemplary host nucleic acid sequences that can be silenced
include, but are not limited to, nucleic acid sequences encod-
ing host factors such as tissue factor (TF) that are known to
play a role in the pathogenisis of hemorrhagic fever viruses.
The mRNA sequence of TF is set forth in Genbank Accession
No. NM_001993. Those of skill in the art will appreciate that
TF is also known as F3, coagulation factor I1I, thromboplas-
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tin, and CD142. Non-limiting examples of siRNA molecules
targeting TF nucleic acid sequences include those described
in U.S. Provisional Application No. 61/319,855, filed Mar.
31, 2010, the disclosure of which is herein incorporated by
reference in its entirety for all purposes.

Exemplary Influenza virus nucleic acid sequences that can
be silenced include, but are not limited to, nucleic acid
sequences encoding nucleoprotein (NP), matrix proteins (M1
and M2), nonstructural proteins (NS1 and NS2), RNA poly-
merase (PA, PB1, PB2), neuraminidase (NA), and haemag-
glutinin (HA). Influenza A NP sequences are set forth in, e.g.,
Genbank Accession Nos. NC_004522; AYS818138;
AB166863; AB188817; AB189046; AB189054; AB189062;
AY646169; AY646177; AY651486; AY651493; AY651494,
AY651495; AY651496; AY651497; AY651498; AY 651499,
AY651500; AY651501; AY651502; AY651503; AY651504,
AY651505; AY651506; AY651507; AY651509; AY651528,
AY770996; AY790308; AY818138; and AY818140. Influ-
enza A PA sequences are set forth in, e.g., Genbank Accession
Nos. AYS818132; AY790280; AY646171; AY818132,
AY818133; AY646179; AY818134; AY551934; AY651613,
AY651610; AY651620; AY651617; AY651600; AY651611,
AY651606; AY651618; AY651608; AY651607; AY651605;
AY651609; AY651615; AY651616; AY651640; AY651614,
AY651612; AY651621; AY651619; AY770995; and
AY'724786. Non-limiting examples of siRNA molecules tar-
geting Influenza virus nucleic acid sequences include those
described in U.S. Patent Publication No. 20070218122, the
disclosure of which is herein incorporated by reference in its
entirety for all purposes.

Exemplary hepatitis virus nucleic acid sequences that can
be silenced include, but are not limited to, nucleic acid
sequences involved in transcription and translation (e.g., Enl1,
En2, X, P) and nucleic acid sequences encoding structural
proteins (e.g., core proteins including C and C-related pro-
teins, capsid and envelope proteins including S, M, and/or L
proteins, or fragments thereof) (see, e.g., FIELDS VIROL-
OGY, supra). Exemplary Hepatits C virus (HCV) nucleic acid
sequences that can be silenced include, but are not limited to,
the 5'-untranslated region (5'-UTR), the 3'-untranslated
region (3'-UTR), the polyprotein translation initiation codon
region, the internal ribosome entry site (1RES) sequence,
and/or nucleic acid sequences encoding the core protein, the
E1 protein, the E2 protein, the p7 protein, the NS2 protein, the
NS3 protease/helicase, the NS4 A protein, the NS4B protein,
the NS5A protein, and/or the NS5B RNA-dependent RNA
polymerase. HCV genome sequences are set forth in, e.g.,
Genbank Accession Nos. NC_004102 (HCV genotype la),
AJ238799 (HCV genotype 1b), NC_009823 (HCV genotype
2), NC_009824 (HCV genotype 3), NC_009825 (HCV geno-
type 4), NC_009826 (HCV genotype 5), and NC 009827
(HCV genotype 6). Hepatitis A virus nucleic acid sequences
are set forth in, e.g., Genbank Accession No. NC_001489;
Hepatitis B virus nucleic acid sequences are set forth in, e.g.,
Genbank Accession No. NC_003977; Hepatitis D virus
nucleic acid sequence are set forth in, e.g., Genbank Acces-
sion No. NC_001653; Hepatitis E virus nucleic acid
sequences are set forth in, e.g., Genbank Accession No.
NC_001434; and Hepatitis G virus nucleic acid sequences are
set forth in, e.g., Genbank Accession No. NC_001710.
Silencing of sequences that encode genes associated with
viral infection and survival can conveniently be used in com-
bination with the administration of conventional agents used
to treat the viral condition. Non-limiting examples of siRNA
molecules targeting hepatitis virus nucleic acid sequences
include those described in U.S. Patent Publication Nos.
20060281175, 20050058982, and 20070149470; U.S. Pat.
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No. 7,348,314; and PCT Application No. PCT/CA2010/
000444, entitled “Compositions and Methods for Silencing
Hepatitis C Virus Expression,” filed Mar. 19, 2010, bearing
Attorney Docket No. 020801-008910PC, the disclosures of
which are herein incorporated by reference in their entirety
for all purposes.

Genes associated with metabolic diseases and disorders
(e.g., disorders in which the liver is the target and liver dis-
eases and disorders) include, but are not limited to, genes
expressed in dyslipidemia, such as, e.g., apolipoprotein B
(APOB) (Genbank Accession No. NM_000384), apolipopro-
tein CIII (APOC3) (Genbank Accession Nos. NM_000040
and NG_008949 REGION: 5001 . . . 8164), apolipoprotein E
(APOE) (Genbank Accession Nos. NM_000041 and
NG_007084 REGION: 5001 ... 8612), proprotein convertase
subtilisin/kexin type 9 (PCSK9) (Genbank Accession No.
NM_174936), diacylglycerol O-acyltransferase type 1
(DGAT1) (Genbank Accession No. NM_012079), diacylgly-
erol O-acyltransferase type 2 (DGAT2) (Genbank Accession
No. NM_032564), liver X receptors such as LXRaand LXRf
(Genback Accession No. NM_007121), farnesoid X recep-
tors (FXR) (Genbank Accession No. NM_005123), sterol-
regulatory element binding protein (SREBP), site-1 protease
(SIP), 3-hydroxy-3-methylglutaryl coenzyme-A reductase
(HMG coenzyme-A reductase); and genes expressed in dia-
betes, such as, e.g., glucose 6-phosphatase (see, e.g., Forman
etal., Cell, 81:687 (1995); Seol et al., Mol. Endocrinol., 9:72
(1995), Zavacki et al., Proc. Natl. Acad. Sci. USA, 94:7909
(1997); Sakaietal., Cell, 85:1037-1046 (1996); Duncan et al.,
J. Biol. Chem., 272:12778-12785 (1997); Willy et al., Genes
Dev., 9:1033-1045 (1995); Lehmann et al., J Biol. Chem.,
272:3137-3140 (1997); Janowski et al., Nature, 383:728-731
(1996); and Peet et al., Cell, 93:693-704 (1998)).

One of skill in the art will appreciate that genes associated
with metabolic diseases and disorders (e.g., diseases and dis-
orders in which the liver is a target and liver diseases and
disorders) include genes that are expressed in the liver itself as
well as and genes expressed in other organs and tissues.
Silencing of sequences that encode genes associated with
metabolic diseases and disorders can conveniently be used in
combination with the administration of conventional agents
used to treat the disease or disorder. Non-limiting examples of
siRNA molecules targeting the APOB gene include those
described in U.S. Patent Publication Nos. 20060134189,
20060105976, and 20070135372, and PCT Publication No.
WO 04/091515, the disclosures of which are herein incorpo-
rated by reference in their entirety for all purposes. Non-
limiting examples of siRNA molecules targeting the APOC3
gene include those described in PCT Application No. PCT/
CA2010/000120, filed Jan. 26, 2010, the disclosure of which
is herein incorporated by reference in its entirety for all pur-
poses. Non-limiting examples of siRNA molecules targeting
the PCSK9 gene include those described in U.S. Patent Pub-
lication Nos. 20070173473, 20080113930, and
20080306015, the disclosures of which are herein incorpo-
rated by reference in their entirety for all purposes. Exem-
plary siRNA molecules targeting the DGAT1 gene may be
designed using the antisense compounds described in U.S.
Patent Publication No. 20040185559, the disclosure of which
is herein incorporated by reference in its entirety for all pur-
poses. Exemplary siRNA molecules targeting the DGAT2
gene may be designed using the antisense compounds
described in U.S. Patent Publication No. 20050043524, the
disclosure of which is herein incorporated by reference in its
entirety for all purposes.

Templates coding for an expansion of trinucleotide repeats
(e.g., CAG repeats) find use in silencing pathogenic
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sequences in neurodegenerative disorders caused by the
expansion of trinucleotide repeats, such as spinobulbular
muscular atrophy and Huntington’s Disease (Caplen et al.,
Hum. Mol. Genet., 11:175 (2002)).

In addition to its utility in silencing the expression of any of
the above-described genes for therapeutic purposes, the
siRNA described herein are also useful in research and devel-
opment applications as well as diagnostic, prophylactic,
prognostic, clinical, and other healthcare applications. As a
non-limiting example, the siRNA can be used in target vali-
dation studies directed at testing whether a gene of interest
has the potential to be a therapeutic target. The siRNA can
also be used in target identification studies aimed at discov-
ering genes as potential therapeutic targets.

e) Exemplary siRNA Embodiments

In some embodiments, each strand of the siRNA molecule
comprises from about 15 to about 60 nucleotides in length
(e.g., about 15-60, 15-50, 15-40, 15-30, 15-25, or 19-25
nucleotides in length, or 15, 16, 17, 18, 19, 20, 21, 22, 23, 24,
or 25 nucleotides in length). In one particular embodiment,
the siRNA is chemically synthesized. The siRNA molecules
of the invention are capable of silencing the expression of a
target sequence in vitro and/or in vivo.

In other embodiments, the siRNA comprises at least one
modified nucleotide. In certain embodiments, the siRNA
comprises one, two, three, four, five, six, seven, eight, nine,
ten, or more modified nucleotides in the double-stranded
region. In particular embodiments, less than about 50% (e.g.,
less than about 50%, 45%, 40%, 35%, 30%, 25%, 20%, 15%,
10%, or 5%) of the nucleotides in the double-stranded region
of the siRNA comprise modified nucleotides. In preferred
embodiments, from about 1% to about 50% (e.g., from about
5%-50%, 10%-50%, 15%-50%, 20%-50%, 25%-50%, 30%-
50%, 35%-50%, 40%-50%, 45%-50%, 5%-45%, 10%-45%,
15%-45%, 20%-45%, 25%-45%, 30%-45%, 35%-45%,
40%-45%, 5%-40%, 10%-40%, 15%-40%, 20%-40%, 25%-
40%, 30%-40%, 35%-40%, 5%-35%, 10%-35%, 15%-35%,
20%-35%, 25%-35%, 30%-35%, 5%-30%, 10%-30%, 15%-
30%, 20%-30%, 25%-30%, 5%-25%, 10%-25%, 15%-25%,
20%-25%, 5%-20%, 10%-20%, 15%-20%, 5%-15%, 10%-
15%, or 5%-10%) of the nucleotides in the double-stranded
region of the siRNA comprise modified nucleotides.

In further embodiments, the siRNA comprises modified
nucleotides including, but not limited to, 2'-O-methyl
(2'OMe) nucleotides, 2'-deoxy-2'-fluoro (2'F) nucleotides,
2'-deoxy nucleotides, 2'-O-(2-methoxyethyl) (MOE) nucle-
otides, locked nucleic acid (LNA) nucleotides, and mixtures
thereof. In preferred embodiments, the siRNA comprises
2'OMe nucleotides (e.g., 2'OMe purine and/or pyrimidine
nucleotides) such as, e.g., 2'OMe-guanosine nucleotides,
2'0OMe-uridine nucleotides, 2'OMe-adenosine nucleotides,
2'OMe-cytosine nucleotides, or mixtures thereof. In one par-
ticular embodiment, the siRNA comprises at least one
2'OMe-guanosine nucleotide, 2'OMe-uridine nucleotide, or
mixtures thereof. In certain instances, the siRNA does not
comprise 2'OMe-cytosine nucleotides. In other embodi-
ments, the siRNA comprises a hairpin loop structure.

In certain embodiments, the siRNA comprises modified
nucleotides in one strand (i.e., sense or antisense) or both
strands of the double-stranded region of the siRNA molecule.
Preferably, uridine and/or guanosine nucleotides are modi-
fied at selective positions in the double-stranded region of the
siRNA duplex. With regard to uridine nucleotide modifica-
tions, at least one, two, three, four, five, six, or more of the
uridine nucleotides in the sense and/or antisense strand can be
a modified uridine nucleotide such as a 2'OMe-uridine nucle-
otide. In some embodiments, every uridine nucleotide in the
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sense and/or antisense strand is a 2'OMe-uridine nucleotide.
With regard to guanosine nucleotide modifications, at least
one, two, three, four, five, six, or more of the guanosine
nucleotides in the sense and/or antisense strand can be a
modified guanosine nucleotide such as a 2'OMe-guanosine
nucleotide. In some embodiments, every guanosine nucle-
otide in the sense and/or antisense strand is a 2'OMe-gua-
nosine nucleotide.

In certain embodiments, at least one, two, three, four, five,
six, seven, or more 5'-GU-3' motifs in an siRNA sequence
may be modified, e.g., by introducing mismatches to elimi-
nate the 5'-GU-3' motifs and/or by introducing modified
nucleotides such as 2'OMe nucleotides. The 5'-GU-3' motif
can be in the sense strand, the antisense strand, or both strands
of'the siRNA sequence. The 5'-GU-3' motifs may be adjacent
to each other or, alternatively, they may be separated by 1, 2,
3,4,5,6,7,8,9,10, 11, 12, or more nucleotides.

In some embodiments, a modified siRNA molecule is less
immunostimulatory than a corresponding unmodified siRNA
sequence. In such embodiments, the modified siRNA mol-
ecule with reduced immunostimulatory properties advanta-
geously retains RNAI activity against the target sequence. In
another embodiment, the immunostimulatory properties of
the modified siRNA molecule and its ability to silence target
gene expression can be balanced or optimized by the intro-
duction of minimal and selective 2'OMe modifications within
the siRNA sequence such as, e.g., within the double-stranded
region of the siRNA duplex. In certain instances, the modified
siRNA is atleast about 5%, 10%, 15%, 20%, 25%, 30%, 35%,
40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%, 80%, 85%,
90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or
100% less immunostimulatory than the corresponding
unmodified siRNA. It will be readily apparent to those of skill
in the art that the immunostimulatory properties of the modi-
fied siRNA molecule and the corresponding unmodified
siRNA molecule can be determined by, for example, measur-
ing INF-a and/or IL-6 levels from about two to about twelve
hours after systemic administration in a mammal or transfec-
tion of a mammalian responder cell using an appropriate
lipid-based delivery system (such as the SNALP delivery
system disclosed herein).

In other embodiments, a modified siRNA molecule has an
1C,, (i.e., half-maximal inhibitory concentration) less than or
equal to ten-fold that of the corresponding unmodified siRNA
(i.e., the modified siRNA has an IC,, that is less than or equal
to ten-times the IC,, of the corresponding unmodified
siRNA). In other embodiments, the modified siRNA has an
1C5, less than or equal to three-fold that of the corresponding
unmodified siRNA sequence. In yet other embodiments, the
modified siRNA has an IC,, less than or equal to two-fold that
of the corresponding unmodified siRNA. It will be readily
apparent to those of skill in the art that a dose-response curve
can be generated and the IC,,, values for the modified siRNA
and the corresponding unmodified siRNA can be readily
determined using methods known to those of skill in the art.

In another embodiment, an unmodified or modified siRNA
molecule is capable of silencing at least about 5%, 10%, 15%,
20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%,
70%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%,
84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99%, or 100% of the expression
of the target sequence relative to a negative control (e.g.,
buffer only, an siRNA sequence that targets a different gene,
a scrambled siRNA sequence, etc.).

In yet another embodiment, a modified siRNA molecule is
capable of silencing at least about 5%, 10%, 15%, 20%, 25%,
30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%,
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76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 85%,
86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, 99%, or 100% of the expression of the target
sequence relative to the corresponding unmodified siRNA
sequence.

In some embodiments, the siRNA molecule does not com-
prise phosphate backbone modifications, e.g., in the sense
and/or antisense strand of the double-stranded region. In
other embodiments, the siRNA comprises one, two, three,
four, or more phosphate backbone modifications, e.g., in the
sense and/or antisense strand of the double-stranded region.
In preferred embodiments, the siRNA does not comprise
phosphate backbone modifications.

In further embodiments, the siRNA does not comprise
2'-deoxy nucleotides, e.g., in the sense and/or antisense strand
of the double-stranded region. In yet further embodiments,
the siRNA comprises one, two, three, four, or more 2'-deoxy
nucleotides, e.g., in the sense and/or antisense strand of the
double-stranded region. In preferred embodiments, the
siRNA does not comprise 2'-deoxy nucleotides.

In certain instances, the nucleotide at the 3'-end of the
double-stranded region in the sense and/or antisense strand is
not a modified nucleotide. In certain other instances, the
nucleotides near the 3'-end (e.g., within one, two, three, or
four nucleotides of the 3'-end) of the double-stranded region
in the sense and/or antisense strand are not modified nucle-
otides.

The siRNA molecules described herein may have 3' over-
hangs of one, two, three, four, or more nucleotides on one or
both sides of the double-stranded region, or may lack over-
hangs (i.e., have blunt ends) on one or both sides of the
double-stranded region. In certain embodiments, the 3' over-
hang on the sense and/or antisense strand independently com-
prises one, two, three, four, or more modified nucleotides
such as 2'OMe nucleotides and/or any other modified nucle-
otide described herein or known in the art.

Inparticular embodiments, siRNAs are administered using
a carrier system such as a nucleic acid-lipid particle. In a
preferred embodiment, the nucleic acid-lipid particle com-
prises: (a) one or more siRNA molecules targeting one or
more genes associated with cell proliferation, tumorigenesis,
and/or cell transformation (e.g., PLK-1); (b) one or more
cationic lipids (e.g., one or more cationic lipids of Formula
I-XVTI or salts thereof as set forth herein); (c) one or more
non-cationic lipids (e.g., DPPC, DSPC, DSPE, and/or cho-
lesterol); and (d) one or more conjugated lipids that inhibit
aggregation of the particles (e.g., one or more PEG-lipid
conjugates having an average molecular weight of from about
550 daltons to about 1000 daltons such as PEG750-C-DMA).

2. Dicer-Substrate dsSRNA

As used herein, the term “Dicer-substrate dsSRNA” or “pre-
cursor RNAi molecule” is intended to include any precursor
molecule that is processed in vivo by Dicer to produce an
active siRNA which is incorporated into the RISC complex
for RNA interference of a target gene, such as PLK-1.

In one embodiment, the Dicer-substrate dsRNA has a
length sufficient such that it is processed by Dicer to produce
ansiRNA. According to this embodiment, the Dicer-substrate
dsRNA comprises (i) a first oligonucleotide sequence (also
termed the sense strand) that is between about 25 and about 60
nucleotides in length (e.g., about 25-60, 25-55, 25-50, 25-45,
25-40, 25-35, or 25-30 nucleotides in length), preferably
between about 25 and about 30 nucleotides in length (e.g., 25,
26, 27, 28, 29, or 30 nucleotides in length), and (ii) a second
oligonucleotide sequence (also termed the antisense strand)
that anneals to the first sequence under biological conditions,
such as the conditions found in the cytoplasm of a cell. The
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second oligonucleotide sequence may be between about 25
and about 60 nucleotides in length (e.g., about 25-60, 25-55,
25-50, 25-45, 25-40, 25-35, or 25-30 nucleotides in length),
and is preferably between about 25 and about 30 nucleotides
in length (e.g., 25,26, 27, 28, 29, or 30 nucleotides in length).
In addition, a region of one of the sequences, particularly of
the antisense strand, of the Dicer-substrate dsRNA has a
sequence length of at least about 19 nucleotides, for example,
from about 19 to about 60 nucleotides (e.g., about 19-60,
19-55, 19-50, 19-45, 19-40, 19-35, 19-30, or 19-25 nucle-
otides), preferably from about 19 to about 23 nucleotides
(e.g., 19, 20, 21, 22, or 23 nucleotides) that are sufficiently
complementary to a nucleotide sequence of the RNA pro-
duced from the target gene to trigger an RNAI response.

In a second embodiment, the Dicer-substrate dsSRNA has
several properties which enhance its processing by Dicer.
According to this embodiment, the dsRNA has a length suf-
ficient such that it is processed by Dicer to produce an siRNA
and has at least one of the following properties: (i) the dsSRNA
is asymmetric, e.g., has a 3'-overhang on the antisense strand;
and/or (ii) the dsRNA has a modified 3'-end on the sense
strand to direct orientation of Dicer binding and processing of
the dsRNA to an active siRNA. According to this latter
embodiment, the sense strand comprises from about 22 to
about 28 nucleotides and the antisense strand comprises from
about 24 to about 30 nucleotides.

In one embodiment, the Dicer-substrate dsRNA has an
overhang on the 3'-end of the antisense strand. In another
embodiment, the sense strand is modified for Dicer binding
and processing by suitable modifiers located at the 3'-end of
the sense strand. Suitable modifiers include nucleotides such
as deoxyribonucleotides, acyclonucleotides, and the like, and
sterically hindered molecules such as fluorescent molecules
and the like. When nucleotide modifiers are used, they replace
ribonucleotides in the dsRNA such that the length of the
dsRNA does not change. In another embodiment, the Dicer-
substrate dsRNA has an overhang on the 3'-end of the anti-
sense strand and the sense strand is modified for Dicer pro-
cessing. In another embodiment, the 5'-end of the sense strand
has a phosphate. In another embodiment, the 5'-end of the
antisense strand has a phosphate. In another embodiment, the
antisense strand or the sense strand or both strands have one
or more 2'-O-methyl (2'OMe) modified nucleotides. In
another embodiment, the antisense strand contains 2'OMe
modified nucleotides. In another embodiment, the antisense
stand contains a 3'-overhang that is comprised of 2'OMe
modified nucleotides. The antisense strand could also include
additional 2'OMe modified nucleotides. The sense and anti-
sense strands anneal under biological conditions, such as the
conditions found in the cytoplasm of a cell. In addition, a
region of one of the sequences, particularly of the antisense
strand, of the Dicer-substrate dsSRNA has a sequence length of
at least about 19 nucleotides, wherein these nucleotides are in
the 21-nucleotide region adjacent to the 3'-end of the anti-
sense strand and are sufficiently complementary to a nucle-
otide sequence of the RNA produced from the target gene,
such as PLK-1. Further, in accordance with this embodiment,
the Dicer-substrate dsSRNA may also have one or more of the
following additional properties: (a) the antisense strand has a
right shift from the typical 21-mer (i.e., the antisense strand
includes nucleotides on the right side of the molecule when
compared to the typical 21-mer); (b) the strands may not be
completely complementary, i.e., the strands may contain
simple mismatch pairings; and (c) base modifications such as
locked nucleic acid(s) may be included in the 5'-end of the
sense strand.
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In a third embodiment, the sense strand comprises from
about 25 to about 28 nucleotides (e.g., 25, 26, 27, or 28
nucleotides), wherein the 2 nucleotides on the 3'-end of the
sense strand are deoxyribonucleotides. The sense strand con-
tains a phosphate at the 5'-end. The antisense strand com-
prises from about 26 to about 30 nucleotides (e.g., 26, 27, 28,
29, or 30 nucleotides) and contains a 3'-overhang of 1-4
nucleotides. The nucleotides comprising the 3'-overhang are
modified with 2'OMe modified ribonucleotides. The anti-
sense strand contains alternating 2'OMe modified nucleotides
beginning at the first monomer of the antisense strand adja-
cent to the 3'-overhang, and extending 15-19 nucleotides
from the first monomer adjacent to the 3'-overhang. For
example, for a 27-nucleotide antisense strand and counting
the first base at the 5'-end of the antisense strand as position
number 1, 2'OMe modifications would be placed at bases 9,
11,13,15,17,19,21,23,25,26,and 27. In one embodiment,
the Dicer-substrate dsRNA has the following structure:

5 ' - pXXXXXXXXXXXXXXXXXXXXXXXDD-3"

wherein “X”=RNA, “p”=a phosphate group, “X”=2'0OMe
RNA, “Y” is an overhang domain comprised of 1, 2, 3, or 4
RNA monomers that are optionally 2'OMe RNA monomers,
and “D”=DNA. The top strand is the sense strand, and the
bottom strand is the antisense strand.

In a fourth embodiment, the Dicer-substrate dsRNA has
several properties which enhance its processing by Dicer.
According to this embodiment, the dsRNA has a length suf-
ficient such that it is processed by Dicer to produce an siRNA
and at least one of the following properties: (i) the dsRNA is
asymmetric, e.g., has a 3'-overhang on the sense strand; and
(ii) the dsRNA has a modified 3'-end on the antisense strand
to direct orientation of Dicer binding and processing of the
dsRNA to an active siRNA. According to this embodiment,
the sense strand comprises from about 24 to about 30 nucle-
otides (e.g., 24, 25, 26, 27, 28, 29, or 30 nucleotides) and the
antisense strand comprises from about 22 to about 28 nucle-
otides (e.g., 22, 23, 24, 25, 26, 27, or 28 nucleotides). In one
embodiment, the Dicer-substrate dsSRNA has an overhang on
the 3'-end of the sense strand. In another embodiment, the
antisense strand is modified for Dicer binding and processing
by suitable modifiers located at the 3'-end of the antisense
strand. Suitable modifiers include nucleotides such as deox-
yribonucleotides, acyclonucleotides, and the like, and steri-
cally hindered molecules such as fluorescent molecules and
the like. When nucleotide modifiers are used, they replace
ribonucleotides in the dsRNA such that the length of the
dsRNA does not change. In another embodiment, the dssSRNA
has an overhang on the 3'-end of the sense strand and the
antisense strand is modified for Dicer processing. In one
embodiment, the antisense strand has a 5'-phosphate. The
sense and antisense strands anneal under biological condi-
tions, such as the conditions found in the cytoplasm of a cell.
In addition, a region of one of the sequences, particularly of
the antisense strand, of the dsRNA has a sequence length of at
least 19 nucleotides, wherein these nucleotides are adjacent to
the 3'-end of antisense strand and are sufficiently complemen-
tary to a nucleotide sequence of the RNA produced from the
target gene, such as PLK-1. Further, in accordance with this
embodiment, the Dicer-substrate dsRNA may also have one
or more of the following additional properties: (a) the anti-
sense strand has a left shift from the typical 21-mer (i.e., the
antisense strand includes nucleotides on the left side of the
molecule when compared to the typical 21-mer); and (b) the
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strands may not be completely complementary, i.e., the
strands may contain simple mismatch pairings.

In a preferred embodiment, the Dicer-substrate dsSRNA has
an asymmetric structure, with the sense strand having a
25-base pair length, and the antisense strand having a 27-base
pairlength with a 2 base 3'-overhang. In certain instances, this
dsRNA having an asymmetric structure further contains 2
deoxynucleotides at the 3'-end of the sense strand in place of
two of the ribonucleotides. In certain other instances, this
dsRNA having an asymmetric structure further contains
2'0OMe modifications at positions 9, 11, 13,15,17,19, 21, 23,
and 25 of the antisense strand (wherein the first base at the
5'-end of the antisense strand is position 1). In certain addi-
tional instances, this dsSRNA having an asymmetric structure
further contains a 3'-overhang on the antisense strand com-
prising 1, 2, 3, or 4 2'OMe nucleotides (e.g., a 3'-overhang of
2'0OMe nucleotides at positions 26 and 27 on the antisense
strand).

In another embodiment, Dicer-substrate dssSRNAs may be
designed by first selecting an antisense strand siRNA
sequence having a length of at least 19 nucleotides. In some
instances, the antisense siRNA is modified to include about 5
to about 11 ribonucleotides on the 5'-end to provide a length
of about 24 to about 30 nucleotides. When the antisense
strand has a length of 21 nucleotides, 3-9, preferably 4-7, or
more preferably 6 nucleotides may be added on the 5'-end.
Although the added ribonucleotides may be complementary
to the target gene sequence, full complementarity between the
target sequence and the antisense siRNA is not required. That
is, the resultant antisense siRNA is sufficiently complemen-
tary with the target sequence. A sense strand is then produced
that has about 22 to about 28 nucleotides. The sense strand is
substantially complementary with the antisense strand to
anneal to the antisense strand under biological conditions. In
one embodiment, the sense strand is synthesized to contain a
modified 3'-end to direct Dicer processing of the antisense
strand. In another embodiment, the antisense strand of the
dsRNA has a3'-overhang. In a further embodiment, the sense
strand is synthesized to contain a modified 3'-end for Dicer
binding and processing and the antisense strand of the dsSRNA
has a 3'-overhang.

In a related embodiment, the antisense siRNA may be
modified to include about 1 to about 9 ribonucleotides on the
5'-end to provide a length of about 22 to about 28 nucleotides.
When the antisense strand has a length of 21 nucleotides, 1-7,
preferably 2-5, or more preferably 4 ribonucleotides may be
added on the 3'-end. The added ribonucleotides may have any
sequence. Although the added ribonucleotides may be
complementary to the target gene sequence, full complemen-
tarity between the target sequence and the antisense siRNA is
not required. That is, the resultant antisense siRNA is suffi-
ciently complementary with the target sequence. A sense
strand is then produced that has about 24 to about 30 nucle-
otides. The sense strand is substantially complementary with
the antisense strand to anneal to the antisense strand under
biological conditions. In one embodiment, the antisense
strand is synthesized to contain a modified 3'-end to direct
Dicer processing. In another embodiment, the sense strand of
the dsRNA has a 3'-overhang. In a further embodiment, the
antisense strand is synthesized to contain a modified 3'-end
for Dicer binding and processing and the sense strand of the
dsRNA has a 3'-overhang.

Suitable Dicer-substrate dsRNA sequences can be identi-
fied, synthesized, and modified using any means known in the
art for designing, synthesizing, and modifying siRNA
sequences. In particular embodiments, Dicer-substrate dsR-
NAs are administered using a carrier system such as a nucleic
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acid-lipid particle. In a preferred embodiment, the nucleic
acid-lipid particle comprises: (a) one or more Dicer-substrate
dsRNA molecules targeting one or more genes associated
with cell proliferation, tumorigenesis, and/or cell transforma-
tion (e.g., PLK-1); (b) one or more cationic lipids (e.g., one or
more cationic lipids of Formula [-X VT or salts thereof as set
forth herein); (¢) one or more non-cationic lipids (e.g., DPPC,
DSPC, DSPE, and/or cholesterol); and (d) one or more con-
jugated lipids that inhibit aggregation of the particles (e.g.,
one or more PEG-lipid conjugates having an average molecu-
lar weight of from about 550 daltons to about 1000 daltons
such as PEG750-C-DMA).

Additional embodiments related to the Dicer-substrate
dsRNAs of the invention, as well as methods of designing and
synthesizing such dsRNAs, are described in U.S. Patent Pub-
lication ~ Nos. 20050244858, 20050277610, and
20070265220, and U.S. application Ser. No. 12/794,701,
filed Jun. 4, 2010, the disclosures of which are herein incor-
porated by reference in their entirety for all purposes.

3. Small Hairpin RNA (shRNA)

A “small hairpin RNA” or “short hairpin RNA” or
“shRNA” includes a short RNA sequence that makes a tight
hairpin turn that can be used to silence gene expression via
RNA interference. The shRNAs of the invention may be
chemically synthesized or transcribed from a transcriptional
cassette in a DNA plasmid. The shRNA hairpin structure is
cleaved by the cellular machinery into siRNA, which is then
bound to the RNA-induced silencing complex (RISC).

The shRNAs of the invention are typically about 15-60,
15-50, or 15-40 (duplex) nucleotides in length, more typically
about 15-30, 15-25, or 19-25 (duplex) nucleotides in length,
and are preferably about 20-24, 21-22, or 21-23 (duplex)
nucleotides in length (e.g., each complementary sequence of
the double-stranded shRNA is 15-60, 15-50, 15-40, 15-30,
15-25, or 19-25 nucleotides in length, preferably about 20-24,
21-22, or 21-23 nucleotides in length, and the double-
stranded shRNA is about 15-60, 15-50, 15-40, 15-30, 15-25,
or 19-25 base pairs in length, preferably about 18-22, 19-20,
or 19-21 base pairs in length). shRNA duplexes may comprise
3" overhangs of about 1 to about 4 nucleotides or about 2 to
about 3 nucleotides on the antisense strand and/or 5'-phos-
phate termini on the sense strand. In some embodiments, the
shRNA comprises a sense strand and/or antisense strand
sequence of from about 15 to about 60 nucleotides in length
(e.g., about 15-60, 15-55, 15-50, 15-45, 15-40, 15-35, 15-30,
or 15-25 nucleotides in length), preferably from about 19 to
about 40 nucleotides in length (e.g., about 19-40, 19-35,
19-30, or 19-25 nucleotides in length), more preferably from
about 19 to about 23 nucleotides in length (e.g., 19, 20, 21,22,
or 23 nucleotides in length).

Non-limiting examples of shRNA include a double-
stranded polynucleotide molecule assembled from a single-
stranded molecule, where the sense and antisense regions are
linked by a nucleic acid-based or non-nucleic acid-based
linker; and a double-stranded polynucleotide molecule with a
hairpin secondary structure having self-complementary sense
and antisense regions. In preferred embodiments, the sense
and antisense strands of the shRNA are linked by a loop
structure comprising from about 1 to about 25 nucleotides,
from about 2 to about 20 nucleotides, from about 4 to about 15
nucleotides, from about 5 to about 12 nucleotides, or 1, 2, 3,
4,5,6,7,8,9,10,11,12,13,14,15,16,17,18, 19,20, 21, 22,
23, 24, 25,