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hypertriglyceridemia can also lead to pancreatitis. Hyperlipidemia is another example of
a lipid metabolism disorder that is characterized by elevated levels of any one or all
lipids and/or lipoproteins in the blood. Current treatments for disorders of lipid
metabolism, including dieting, exercise and treatment with statins and other drugs, are
not always effective. Accordingly, there is a need in the art for alternative treatments for

subjects having disorders of lipid metabolism.

Summary

The present disclosure provides iRNA compositions which effect the RNA-
induced silencing complex (RISC)-mediated cleavage of RNA transcripts of an
ANGPL3 gene. The ANGPL3 gene may be within a cell, e.g., a cell within a subject,
such as a human. The present disclosure also provides methods of using the iRNA
compositions of the disclosure for inhibiting the expression of an ANGPL3 gene and/or
for treating a subject who would benefit from inhibiting or reducing the expression of an
ANGPL3 gene, e.g., a subject suffering or prone to suffering from a disorder of lipid
metabolism, such as a subject suffering or prone to suffering from hyperlipidemia or

hypertriglyceridemia.

In one aspect, the present disclosure refers to a double-stranded ribonucleic acid
(dsRNA) agent for inhibiting expression of Angiopoietin-like 3 (ANGPTL3),
comprising a sense strand and an antisense strand, wherein the antisense strand
comprises at least 17 contiguous nucleotides which differ by no more than three
nucleotides from the complement of nucleotides 244-307 of SEQ ID NO:1, wherein all
of the nucleotides of the sense strand and all of the nucleotides of the antisense strand
are modified nucleotides, wherein at least one of the modified nucleotides is selected
from the group consisting of a 2'-O-methyl modified nucleotide, a 2[7-fluoro modified
nucleotide, a nucleotide comprising a 5'-phosphorothioate group, an abasic nucleotide,
and a 2’-amino modified nucleotide, and wherein a ligand comprising an N-
acetylgalactosamine (GalNAc) derivative is conjugated to at least one strand of the

dsRNA agent.
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In another aspect, the present disclosure refers to a double-stranded ribonucleic
acid (dsRNA) agent for inhibiting expression of Angiopoietin-like 3 (ANGPTL3),
wherein the dSRNA agent comprises a sense strand and an antisense strand, wherein the
antisense strand comprises at least 17 contiguous nucleotides which differ by no more
than three nucleotides from the complement of nucleotides 256-306 of SEQ ID NO:1,
wherein all of the nucleotides of the sense strand and all of the nucleotides of the
antisense strand are modified nucleotides, wherein at least one of the modified
nucleotides is selected from the group consisting of a 2'-O-methyl modified nucleotide, a
2[-fluoro modified nucleotide, a nucleotide comprising a 5'-phosphorothioate group, an
abasic nucleotide, and a 2’-amino modified nucleotide, and wherein a ligand comprising
an N-acetylgalactosamine (GalNAc) derivative is conjugated to at least one strand of the

dsRNA agent.

In another aspect, the present disclosure refers to a double-stranded ribonucleic
acid (dsRNA) agent for inhibiting expression of Angiopoietin-like 3 (ANGPTL3),
wherein the dSRNA agent comprises a sense strand and an antisense strand, wherein the
antisense strand comprises at least 17 contiguous nucleotides which differ by no more
than three nucleotides from the complement of nucleotides 266-299 of SEQ ID NO:1,
wherein all of the nucleotides of the sense strand and all of the nucleotides of the
antisense strand are modified nucleotides, wherein at least one of the modified
nucleotides is selected from the group consisting of a 2'-O-methyl modified nucleotide, a
2[1-fluoro modified nucleotide, a nucleotide comprising a 5'-phosphorothioate group, an
abasic nucleotide, and a 2’-amino modified nucleotide, and wherein a ligand comprising
an N-acetylgalactosamine (GalNAc) derivative is conjugated to at least one strand of the

dsRNA agent.

In yet another aspect, the present disclosure refers to a cell containing the dsSRNA

agent as disclosed herein.

In yet another aspect, the present disclosure refers to a pharmaceutical
composition for inhibiting expression of an ANGPTL3 gene, comprising the dsSRNA

agent as disclosed herein.
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In yet another aspect, the present disclosure refers to an in vitro method of
inhibiting ANGPTL3 expression in a cell, the method comprising: (a) contacting the cell
with the dsRNA agent as disclosed herein; and (b) maintaining the cell produced in step
(a) for a time sufficient to obtain degradation of the mRNA transcript of an ANGPTL3

gene, thereby inhibiting expression of the ANGPTL3 gene in the cell.

In yet another aspect, the present disclosure refers to the use of the dsSRNA agent
as disclosed herein in the manufacture of a medicament for treating a subject having a
disorder that would benefit from reduction in ANGPTL3 expression, comprising that the
dsRNA agent is to be administered to the subject, wherein the disorder is a disorder of

lipid metabolism.

Accordingly, in one example, the present disclosure provides double-stranded
ribonucleic acids (dsRNAs) for inhibiting expression of ANGPTL3. The dsRNAs
comprise a sense strand and an antisense strand, wherein the sense strand comprises at
least 15 contiguous nucleotides differing by no more than 3 nucleotides from the
nucleotide sequence of SEQ ID NO:1 and the antisense strand comprises at least 15
contiguous nucleotides differing by no more than 3 nucleotides from the nucleotide

sequence of SEQ ID NO:5.

In another example, the present disclosure provides double-stranded ribonucleic
acids (dsRNAs) for inhibiting expression of ANGPTL3. The dsRNAs comprise a sense
strand and an antisense strand, the antisense strand comprising a region of

complementarity which comprises at least 15 contiguous nucleotides differing by no

2b
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more than 3 nucleotides from any one of the antisense sequences listed in Tables 2, 3, 7,

8, 9 and 10.

In one example, the sense and antisense strands comprise sequences selected
from the group consisting of AD-53063.1, AD-53001.1, AD-53015.1, AD-52986.1, AD-
52981.1, AD-52953.1, AD-53024.1, AD-53033.1, AD-53030.1, AD-53080.1, AD-
53073.1, AD-53132.1, AD-52983.1, AD-52954.1, AD-52961.1, AD-52994.1, AD-
52970.1, AD-53075.1, AD-53147.1, AD-53077.1 of Tables 7 and 8.

In certain examples of the disclosure, the dSRNAs comprise at least one modified
nucleotide. In one example, at least one of the modified nucleotides is selected from the
group consisting of a 2'-O-methyl modified nucleotide, a nucleotide comprising a 5'-
phosphorothioate group, and a terminal nucleotide linked to a cholesteryl derivative or a
dodecanoic acid bisdecylamide group. In another example, the modified nucleotide is
selected from the group consisting of a 2'-deoxy-2'-fluoro modified nucleotide, a 2'-
deoxy-modified nucleotide, a locked nucleotide, an abasic nucleotide, a 2’-amino-
modified nucleotide, a 2’-alkyl-modified nucleotide, a morpholino nucleotide, a

phosphoramidate, and a non-natural base comprising nucleotide.

The region of complementarity of the dSRNAs may be at least 17 nucleotides in

length, between 19 and 21 nucleotides in length, or 19 nucleotides in length.

In one example, each strand of a dSRNA is no more than 30 nucleotides in

length.

At least one strand of a dSRNA may comprise a 3’ overhang of at least 1

nucleotide or at least 2 nucleotides.

In certain examples, a dSRNA further comprises a ligand. In one example, the ligand is

conjugated to the 3’ end of the sense strand of the dsSRNA.

In some examples, the ligand is one or more N-acetylgalactosamine (GalNAc)
derivatives attached through a bivalent or trivalent branched linker. In particular examples, the

ligand is
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following schematic

Ho OH rL
(A H H 0=p-0°
HO&M'O‘A/WFN"A"N‘? (|} OH
|'D OH \u\‘ N/
N H O o
AcHN & o &
HO [OH K
HOA 2.0 NT~"N"0
AC Wﬁ‘cﬂﬂ H

In some examples, the RNAi agent further includes at least one phosphorothioate
or methylphosphonate internucleotide linkage. In some examples, the phosphorothioate
or methylphosphonate internucleotide linkage is at the 3’-terminal of one strand. In
some examples, the strand is the antisense strand. In other examples, the strand is the

sense strand.

In one example, the region of complementarity of a dsRNA consists of one of the

antisense sequences of Tables 2, 3, 7, 8, 9 and 10.

In another example, a dsSRNA comprises a sense strand consisting of a sense
strand sequence selected from the sequences of Tables 2, 3, 7, 8, 9 and 10, and an
antisense strand consisting of an antisense sequence selected from the sequences of

Tables 2, 3,7, 8, 9 and 10.
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In another example, the present disclosure provides a cell, e.g., a hepatocyte,

containing a dsSRNA of the disclosure.

In yet another example, the present disclosure provides a vector encoding at least
one strand of a dsSRNA, wherein the dsSRNA comprises a region of complementarity to at
least a part of an mRNA encoding ANGPTL3, wherein the dsRNA is 30 base pairs or
less in length, and wherein the dsSRNA targets the mRNA for cleavage. The region of

complementarity may be least 15 nucleotides in length or 19 to 21 nucleotides in length.

In a further example, the present disclosure provides a cell comprising a vector
encoding at least one strand of a dSRNA, wherein the dsSRNA comprises a region of
complementarity to at least a part of an mRNA encoding ANGPTL3, wherein the
dsRNA is 30 base pairs or less in length, and wherein the dsSRNA targets the mRNA for

cleavage.

In one example, the present disclosure provides a pharmaceutical composition
for inhibiting expression of an ANGPTL3 gene comprising a dsSRNA or vector of the

disclosure.

In one example, the pharmaceutical composition comprises a lipid formulation,

such as a MC3, SNALP or XTC formulation.

In another example, the present disclosure provides methods of inhibiting
ANGPTL3 expression in a cell. The methods include contacting the cell with a dSRNA
or a vector of the disclosure, and maintaining the cell produced for a time sufficient to
obtain degradation of the mRINA transcript of an ANGPTL3 gene, thereby inhibiting
expression of the ANGPTL3 gene in the cell.

The cell may be within a subject, such as a human subject, for example a human subject

suffering from a disorder of lipid metabolism, e.g., hyperlipidemia or hypertriglyceridemia.

In one example of the methods of the disclosure, ANGPTL3 expression is inhibited by
at least about 30%, at least about 35%,at least about 40%, at least about 45%, at least about
50%, at least about 55%, at least about 60%, at least about 65%, at
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least about 70%, at least about 75%, at least about 80%, at least about 85%, at least
about 90%, at least about 91%, at least about 92%, at least about 93%, at least about
94%, at least about 95%, at least about 96%, at least about 97%, at least about 98%, or at
least about 99%.

In another example, the present disclosure provides methods of treating a subject having
a disorder that would benefit from reduction in ANGPTL3 expression, e.g., a disorder of lipid
metabolism, such as hyperlipidemia or hypertriglyceridemia. The methods include
administering to the subject a therapeutically effective amount of a dSRNA or a vector of the

disclosure, thereby treating the subject.

The disorder may be disorder of lipid metabolism, such as hyperlipidemia or

hypertriglyceridemia

In one example, the administration of the dSRNA to the subject causes a decrease in the
level of a serum lipid, triglycerides, cholesterol and/or free fatty acids; and/or a decrease in
ANGPTL3 protein accumulation. In one example, administration of the dsSRNA to the subject

causes a decrease in the level of LDL-C, HDL-C, VLDL-C, IDL-C and/or total cholesterol.

In one example, the dsSRNA is administered at a dose of about 0.01 mg/kg to
about 10 mg/kg, e.g., about 0.05 mg/kg to about 5 mg/kg, about 0.05 mg/kg to about 10
mg/kg, about 0.1 mg/kg to about 5 mg/kg, about 0.1 mg/kg to about 10 mg/kg, about 0.2
mg/kg to about 5 mg/kg, about 0.2 mg/kg to about 10 mg/kg, about 0.3 mg/kg to about 5
mg/kg, about 0.3 mg/kg to about 10 mg/kg, about 0.4 mg/kg to about 5 mg/kg, about 0.4
mg/kg to about 10 mg/kg, about 0.5 mg/kg to about 5 mg/kg, about 0.5 mg/kg to about
10 mg/kg, about 1 mg/kg to about 5 mg/kg, about 1 mg/kg to about 10 mg/kg, about 1.5
mg/kg to about 5 mg/kg, about 1.5 mg/kg to about 10 mg/kg, about 2 mg/kg to about
about 2.5 mg/kg, about 2 mg/kg to about 10 mg/kg, about 3 mg/kg to about 5 mg/kg,
about 3 mg/kg to about 10 mg/kg, about 3.5 mg/kg to about 5 mg/kg, about 4 mg/kg to
about 5 mg/kg, about 4.5 mg/kg to about 5 mg/kg, about 4 mg/kg to about 10 mg/kg,
about 4.5 mg/kg to about 10 mg/kg, about 5 mg/kg to about 10 mg/kg, about 5.5 mg/kg
to about 10 mg/kg, about 6 mg/kg to about 10 mg/kg, about 6.5 mg/kg to about 10
mg/kg, about 7 mg/kg to about 10 mg/kg, about 7.5 mg/kg to about 10 mg/kg, about 8
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mg/kg to about 10 mg/kg, about 8.5 mg/kg to about 10 mg/kg, about 9 mg/kg to about
10 mg/kg, or about 9.5 mg/kg to about 10 mg/kg. Values and ranges intermediate to the

recited values are also intended to be part of this disclosure.

For example, the dSRNA may be administered at a dose of about 0.01, 0.02, 0.03,
0.04, 0.05, 0.06, 0.07, 0.08, 0.09, 0.1, 0.2, 0.3, 0.4, 0.5, 0.6, 0.7. 0.8, 0.9, 1, 1.1, 1.2, 1.3,
1.4,15,1.6,1.7,1.8.1.9,2,2.1,2.2,2.3,2.4,2.5,2.6,2.7,2.8.29,3,3.1,3.2,3.3,34,
3.5,3.6,3.7,3.8.3.9,4,4.1,4.2,43,4.4,45,4.6,4.7,4.8.49,5,5.1,5.2,5.3,54,5.5,
56,5.7,5.8.59,6,6.1,6.2,6.3,64,6.5,6.6,6.7,6.8.69,7,7.1,7.2,7.3,7.4,7.5,7.6,
7.7,78.7.9,8,8.1,8.2,83,84,8.5,8.6,8.7,8.8.89,9,9.1,9.2,9.3,9.4,9.5,9.6,9.7,
9.8.9.9, or about 10 mg/kg. Values and ranges intermediate to the recited values are

also intended to be part of this disclosure.

In another example, the dsRNA is administered at a dose of about 0.5 to about 50
mg/kg, about 0.75 to about 50 mg/kg, about 1 to about 50 mg/mg, about 1.5 to about 50 mg/kb,
about 2 to about 50 mg/kg, about 2.5 to about 50 mg/kg, about 3 to about 50 mg/kg, about 3.5 to
about 50 mg/kg, about 4 to about 50 mg/kg, about 4.5 to about 50 mg/kg, about 5 to about 50
mg/kg, about 7.5 to about 50 mg/kg, about 10 to about 50 mg/kg, about 15 to about 50 mg/kg,
about 20 to about 50 mg/kg, about 20 to about 50 mg/kg, about 25 to about 50 mg/kg, about 25
to about 50 mg/kg, about 30 to about 50 mg/kg, about 35 to about 50 mg/kg, about 40 to about
50 mg/kg, about 45 to about 50 mg/kg, about 0.5 to about 45 mg/kg, about 0.75 to about 45
mg/kg, about 1 to about 45 mg/mg, about 1.5 to about 45 mg/kb, about 2 to about 45 mg/kg,
about 2.5 to about 45 mg/kg, about 3 to about 45 mg/kg, about 3.5 to about 45 mg/kg, about 4 to
about 45 mg/kg, about 4.5 to about 45 mg/kg, about 5 to about 45 mg/kg, about 7.5 to about 45
mg/kg, about 10 to about 45 mg/kg, about 15 to about 45 mg/kg, about 20 to about 45 mg/kg,
about 20 to about 45 mg/kg, about 25 to about 45 mg/kg, about 25 to about 45 mg/kg, about 30
to about 45 mg/kg, about 35 to about 45 mg/kg, about 40 to about 45 mg/kg, about 0.5 to about
40 mg/kg, about 0.75 to about 40 mg/kg, about 1 to about 40 mg/mg, about 1.5 to about 40
mg/kb, about 2 to about 40 mg/kg, about 2.5 to about 40 mg/kg, about 3 to about 40 mg/kg,
about 3.5 to about 40 mg/kg, about 4 to about 40 mg/kg, about 4.5 to about 40 mg/kg, about 5 to
about 40 mg/kg, about 7.5 to about 40 mg/kg, about 10 to about 40 mg/kg, about 15 to about 40
mg/kg, about 20 to about 40 mg/kg, about 20 to about 40 mg/kg, about 25 to about 40 mg/kg,
about 25 to



10

15

20

25

30

about 40 mg/kg, about 30 to about 40 mg/kg, about 35 to about 40 mg/kg, about 0.5 to
about 30 mg/kg, about 0.75 to about 30 mg/kg, about 1 to about 30 mg/mg, about 1.5 to
about 30 mg/kb, about 2 to about 30 mg/kg, about 2.5 to about 30 mg/kg, about 3 to
about 30 mg/kg, about 3.5 to about 30 mg/kg, about 4 to about 30 mg/kg, about 4.5 to
about 30 mg/kg, about 5 to about 30 mg/kg, about 7.5 to about 30 mg/kg, about 10 to
about 30 mg/kg, about 15 to about 30 mg/kg, about 20 to about 30 mg/kg, about 20 to
about 30 mg/kg, about 25 to about 30 mg/kg, about 0.5 to about 20 mg/kg, about 0.75 to
about 20 mg/kg, about 1 to about 20 mg/mg, about 1.5 to about 20 mg/kb, about 2 to
about 20 mg/kg, about 2.5 to about 20 mg/kg, about 3 to about 20 mg/kg, about 3.5 to
about 20 mg/kg, about 4 to about 20 mg/kg, about 4.5 to about 20 mg/kg, about 5 to
about 20 mg/kg, about 7.5 to about 20 mg/kg, about 10 to about 20 mg/kg, or about 15
to about 20 mg/kg. Values and ranges intermediate to the recited values are also

intended to be part of this disclosure.

For example, subjects can be administered a therapeutic amount of iRNA, such as about
0.5,0.6,0.7.0.8,09,1,1.1,1.2,1.3,1.4,1.5,1.6,1.7,1.8.1.9,2,2.1,2.2,2.3,24,2.5, 2.6, 2.7,
2.8.29,3,3.1,3.2,3.3,3.4,3.5,3.6,3.7,3.8.39,4,4.1,4.2,4.3,44,4.5,4.6,4.7,48. 4.9, 5,
5.1,52,53,54,55,5.6,5.7,58.5.9,6,6.1,6.2,6.3,6.4,6.5,6.6,6.7,6.8.69,7,7.1,7.2,7.3,
7.4,7.5,76,7.7,78.79,8,8.1,8.2,8.3,84,8.5, 8.6,8.7,8.8.8.9,9,9.1,9.2,9.3,9.4, 9.5, 9.6,
9.7,9.8.9.9,10.5, 11, 11.5, 12, 12.5, 13, 13.5, 14, 14.5, 15, 15.5, 16, 16.5, 17, 17.5, 18, 18.5, 19,
19.5, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29, 30, 31, 32, 33, 34, 34, 35, 36, 37, 38, 39, 40, 41, 42,
43,44, 45, 46, 47, 48, 49, or about 50 mg/kg. Values and ranges intermediate to the recited

values are also intended to be part of this disclosure.

In another example, the present disclosure provides methods of inhibiting the expression
of ANGPTL3 in a subject. The methods include administering to the subject a therapeutically
effective amount of a dsRNA or a vector of the disclosure, thereby inhibiting the expression of

ANGPTL3 in the subject.

In yet another example, the disclosure provides kits for performing the methods of the
disclosure. In one example, the disclosure provides a kit for performing a method of inhibiting
expression of ANGPTL3 gene in a cell by contacting a cell with a double stranded RNAi agent

in an amount effective to inhibit expression of the ANGPTL3 in
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Table 2. Unmodified sense and antisense strand sequences of ANGPTL3 dsRNAs

Sense Sequence

Antisense Sequence

Sense (SEQ ID NOS 16-77, respectively, Position in Antisense (SEQ ID NOS 78-139, respectively, Position in
Duplex ID Name in order of appearance) NM_014495.2 Name in order of appearance) NM_014495.2

AD-45939.1 | A-96225.1 | UAUUUGAUCAGUCUUUUUA 281-299 A-96226.1 UAAAAAGACUGAUCAAAUA 281-299
AD-45858.1 | A-96149.1 | GAGCAACUAACUAACUUAA 478-496 A-96150.1 UUAAGUUAGUUAGUUGCUC 478-496
AD-45869.1 | A-96137.1 | GGCCAAAUUAAUGACAUAU 247-265 A-96138.1 AUAUGUCAUUAAUUUGGCC 247-265
AD-45884.1 | A-96189.1 | CGAAUUGAGUUGGAAGACU 1045-1063 A-96190.1 AGUCUUCCAACUCAAUUCG 1045-1063
AD-45892.1 | A-96129.1 | CCUCCUUCAGUUGGGACAU 198-216 A-96130.1 AUGUCCCAACUGAAGGAGG 198-216
AD-45899.1 | A-96147.1 | CACUUGAACUCAACUCAAA 401-419 A-96148.1 UUUGAGUUGAGUUCAAGUG 401-419
AD-45915.1 | A-96231.1 | GUCCAUGGACAUUAAUUCA 890-908 A-96232.1 UGAAUUAAUGUCCAUGGAC 890-908
AD-45924.1 | A-96219.1 | AAUCAAGAUUUGCUAUGUU 152-170 A-96220.1 AACAUAGCAAAUCUUGAUU 152-170
AD-45860.1 | A-96181.1 | CUAGAGAAGAUAUACUCCA 1000-1018 A-96182.1 UGGAGUAUAUCUUCUCUAG 1000-1018
AD-45870.1 | A-96153.1 | CUAACUAACUUAAUUCAAA 484-502 A-96154.1 UUUGAAUUAAGUUAGUUAG 484-502
AD-45870.2 | A-96153.2 | CUAACUAACUUAAUUCAAA 484-502 A-96154.2 UUUGAAUUAAGUUAGUUAG 484-502
AD-45877.1 | A-96171.1 | CAUUAAUUCAACAUCGAAU 899-917 A-96172.1 AUUCGAUGUUGAAUUAAUG 899-917
AD-45885.1 | A-96205.1 | CAAAAUGUUGAUCCAUCCA 1392-1410 A-96206.1 UGGAUGGAUCAACAUUUUG 1392-1410
AD-45893.1 | A-96145.1 | CAUAUAAACUACAAGUCAA 359-377 A-96146.1 UUGACUUGUAGUUUAUAUG 359-377
AD-45900.1 | A-96163.1 | GACCCAGCAACUCUCAAGU 839-857 A-96164.1 ACUUGAGAGUUGCUGGGUC 839-857
AD-45925.1 | A-96235.1 | GGUUGGGCCUAGAGAAGAU 992-1010 A-96236.1 AUCUUCUCUAGGCCCAACC 992-1010
AD-45861.1 | A-96197.1 | GUGUGGAGAAAACAACCUA 1272-1290 A-96198.1 UAGGUUGUUUUCUCCACAC 1272-1290

131




AD-45871.1 | A-96169.1 | GACAUUAAUUCAACAUCGA 897-915 A-96170.1 UCGAUGUUGAAUUAAUGUC 897-915
AD-45878.1 | A-96187.1 | CAUAGUGAAGCAAUCUAAU 1017-1035 A-96188.1 AUUAGAUUGCUUCACUAUG 1017-1035
AD-45886.1 | A-96127.1 | CUAUGUUAGACGAUGUAAA 164-182 A-96128.1 UUUACAUCGUCUAACAUAG 164-182
AD-45894.1 | A-96161.1 | CACAGAAAUUUCUCUAUCU 684-702 A-96162.1 AGAUAGAGAAAUUUCUGUG 684-702
AD-45901.1 | A-96179.1 | GUUGGGCCUAGAGAAGAUA 993-1011 A-96180.1 UAUCUUCUCUAGGCCCAAC 993-1011
AD-45909.1 | A-96213.1 | GCCAAAAUCAAGAUUUGCU 147-165 A-96214.1 AGCAAAUCUUGAUUUUGGC 147-165
AD-45934.1 | A-96223.1 | ACAUAUUUGAUCAGUCUUU 278-296 A-96224.1 AAAGACUGAUCAAAUAUGU 278-296
AD-45934.2 | A-96223.2 | ACAUAUUUGAUCAGUCUUU 278-296 A-96224.2 AAAGACUGAUCAAAUAUGU 278-296
AD-45863.1 | A-96135.1 | CUUAAAGACUUUGUCCAUA 220-238 A-96136.1 UAUGGACAAAGUCUUUAAG 220-238
AD-45872.1 | A-96185.1 | CCAUAGUGAAGCAAUCUAA 1016-1034 A-96186.1 UUAGAUUGCUUCACUAUGG 1016-1034
AD-45879.1 | A-96203.1 | CAACCAAAAUGUUGAUCCA 1388-1406 A-96204.1 UGGAUCAACAUUUUGGUUG 1388-1406
AD-45887.1 | A-96143.1 | CUACAUAUAAACUACAAGU 356-374 A-96144.1 ACUUGUAGUUUAUAUGUAG 356-374
AD-45895.1 | A-96177.1 | GGGAGGCUUGAUGGAGAAU 970-988 A-96178.1 AUUCUCCAUCAAGCCUCCC 970-988
AD-45902.1 | A-96195.1 | GGUGUUUUCUACUUGGGAU 1188-1206 A-96196.1 AUCCCAAGUAGAAAACACC 1188-1206
AD-45910.1 | A-96229.1 | AAGAGCACCAAGAACUACU 711-729 A-96230.1 AGUAGUUCUUGGUGCUCUU 711-729
AD-45935.1 | A-96239.1 | UGGAGAAAACAACCUAAAU 1275-1293 A-96240.1 AUUUAGGUUGUUUUCUCCA 1275-1293
AD-45864.1 | A-96151.1 | GCAACUAACUAACUUAAUU 480-498 A-96152.1 AAUUAAGUUAGUUAGUUGC 480-498
AD-45873.1 | A-96201.1 | CAACCUAAAUGGUAAAUAU 1284-1302 A-96202.1 AUAUUUACCAUUUAGGUUG 1284-1302
AD-45880.1 | A-96125.1 | GCUAUGUUAGACGAUGUAA 163-181 A-96126.1 UUACAUCGUCUAACAUAGC 163-181
AD-45888.1 | A-96159.1 | CCCACAGAAAUUUCUCUAU 682-700 A-96160.1 AUAGAGAAAUUUCUGUGGG 682-700
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AD-45896.1 | A-96193.1 | GAUUUGGUGUUUUCUACUU 1183-1201 A-96194.1 AAGUAGAAAACACCAAAUC 1183-1201
AD-45903.1 | A-96211.1 | CAGAGCCAAAAUCAAGAUU 143-161 A-96212.1 AAUCUUGAUUUUGGCUCUG 143-161
AD-45919.1 | A-96217.1 | AAAUCAAGAUUUGCUAUGU 151-169 A-96218.1 ACAUAGCAAAUCUUGAUUU 151-169
AD-45865.1 | A-96167.1 | CAUGGACAUUAAUUCAACA 893-911 A-96168.1 UGUUGAAUUAAUGUCCAUG 893-911
AD-45874.1 | A-96123.1 | GAUUUGCUAUGUUAGACGA 158-176 A-96124.1 UCGUCUAACAUAGCAAAUC 158-176
AD-45881.1 | A-96141.1 | GAACUACAUAUAAACUACA 353-371 A-96142.1 UGUAGUUUAUAUGUAGUUC 353-371
AD-45889.1 | A-96175.1 | CGAAUAGAUGGAUCACAAA 913-931 A-96176.1 UUUGUGAUCCAUCUAUUCG 913-931
AD-45897.1 | A-96209.1 | CUUGUUAAAACUCUAAACU 1817-1835 A-96210.1 AGUUUAGAGUUUUAACAAG 1817-1835
AD-45904.1 | A-96227.1 | AUUUGAUCAGUCUUUUUAU 282-300 A-96228.1 AUAAAAAGACUGAUCAAAU 282-300
AD-45920.1 | A-96233.1 | UCCAUGGACAUUAAUUCAA 891-909 A-96234.1 UUGAAUUAAUGUCCAUGGA 891-909
AD-45856.1 | A-96117.1 | CACAAUUAAGCUCCUUCUU 57-75 A-96118.1 AAGAAGGAGCUUAAUUGUG 57-75
AD-45929.1 | A-96221.1 | CAACAUAUUUGAUCAGUCU 276-294 A-96222.1 AGACUGAUCAAAUAUGUUG 276-294
AD-45866.1 | A-96183.1 | CUCCAUAGUGAAGCAAUCU 1014-1032 A-96184.1 AGAUUGCUUCACUAUGGAG 1014-1032
AD-45875.1 | A-96139.1 | GCCAAAUUAAUGACAUAUU 248-266 A-96140.1 AAUAUGUCAUUAAUUUGGC 248-266
AD-45882.1 | A-96157.1 | CAACAGCAUAGUCAAAUAA 622-640 A-96158.1 UUAUUUGACUAUGCUGUUG 622-640
AD-45890.1 | A-96191.1 | GGAAAUCACGAAACCAACU 1105-1123 A-96192.1 AGUUGGUUUCGUGAUUUCC 1105-1123
AD-45898.1 | A-96131.1 | CAGUUGGGACAUGGUCUUA 205-223 A-96132.1 UAAGACCAUGUCCCAACUG 205-223
AD-45857.1 | A-96133.1 | GACAUGGUCUUAAAGACUU 212-230 A-96134.1 AAGUCUUUAAGACCAUGUC 212-230
AD-45930.1 | A-96237.1 | UGUGGAGAAAACAACCUAA 1273-1291 A-96238.1 UUAGGUUGUUUUCUCCACA 1273-1291
AD-45867.1 | A-96199.1 | GUGGAGAAAACAACCUAAA 1274-1292 A-96200.1 UUUAGGUUGUUUUCUCCAC 1274-1292
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AD-45876.1 | A-96155.1 | CCAACAGCAUAGUCAAAUA 621-639 A-96156.1 UAUUUGACUAUGCUGUUGG 621-639
AD-45883.1 | A-96173.1 | CAACAUCGAAUAGAUGGAU 907-925 A-96174.1 AUCCAUCUAUUCGAUGUUG 907-925
AD-45891.1 | A-96207.1 | GCAAAUUUAAAAGGCAAUA 1441-1459 A-96208.1 UAUUGCCUUUUAAAUUUGC 1441-1459
AD-45914.1 | A-96215.1 | CAAAAUCAAGAUUUGCUAU 149-167 A-96216.1 AUAGCAAAUCUUGAUUUUG 149-167
AD-15838.1 | A-26242.1 | AGAGCCAAAAUCAAGAUUU 144-162 A-26243.2 AAAUCUUGAUUUUGGCUCU 144-162

Table 3. Modified sense and antisense strand sequences of ANGPTL3 dsRNAs

Sense Sequence

Antisense Sequence

Duplex ID OIi:(e):‘s:me (SEQ ID NOS 140-201, respectively, in order of (;?gt:,::::e (SEQ ID NOS 202-263, respectively, in order of
appearance) appearance)

AD-45939.1 A-96225.1 UAUUUGAUCAGuUcuuuuuAdTsdT A-96226.1 UAAAAAGACUGAUCAAAUAdTsdT

AD-45858.1 A-96149.1 GAGCcAACUAACUAACUUAAdTsdAT A-96150.1 UUAAGUUAGUUAGUUGCUCdTsdT
AD-45869.1 A-96137.1 GGccAAAUUAAUGACAUAUdTSdT A-96138.1 AUuAUGUCAUUAAUUUGGCCdTsdT
AD-45884.1 A-96189.1 cGAAUUGAGUUGGAAGAcudTsdT A-96190.1 AGUCUUCCAACUCAAUUCGdTsdT

AD-45892.1 A-96129.1 ccuccuucAGUUGGGACAuUdTsdT A-96130.1 AUGUCCcAACUGAAGGAGGTsdT
AD-45899.1 A-96147.1 cAcuuGAAcucAAcucAAAdTsdT A-96148.1 UUUGAGUUGAGUUCAAGUGdTsdT
AD-45915.1 A-96231.1 GuccAUGGACAUUAAUUCAdTsdT A-96232.1 UGAAUUAAUGUCCAUGGACdTsdT
AD-45924.1 A-96219.1 AAucAAGAUUUGCcUAUGUUdTsdT A-96220.1 AACAUAGCAAAUCUUGAUUdTsdT

AD-45860.1 A-96181.1 CUAGAGAAGAUAUAcuccAdTsdT A-96182.1 UGGAGUAUAUCUUCUCUAGdTsdT
AD-45870.1 A-96153.1 CUAACUAAcUUAAUUCAAAdTsdT A-96154.1 UUUGAAUUAAGUUAGUUAGdTsdT
AD-45870.2 A-96153.2 CUAACUAAcUUAAUUCAAAdTsdT A-96154.2 UUUGAAUUAAGUUAGUUAGdTsdT
AD-45877.1 A-96171.1 CAuuAAUUCAACAUCGAAUdTsdT A-96172.1 AUUCGAUGUUGAAUUAAUGdTsdT
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AD-45885.1 A-96205.1 cAAAAUGUUGAuccAuccAdTsdT A-96206.1 UGGAUGGAUCAACAUUUUGTsdT
AD-45893.1 A-96145.1 cAUAUAAACUACAAGUCAAdTsdT A-96146.1 UUGACUUGUAGUUUAUAUGdTsdT
AD-45900.1 A-96163.1 GAcccAGcAAcucucAAGudTsdT A-96164.1 ACUUGAGAGUUGCUGGGUCTsdT
AD-45925.1 A-96235.1 GGUUGGGCCcUAGAGAAGAUdTsdT A-96236.1 AUCUUCUCUAGGCCCAACCTsdT

AD-45861.1 A-96197.1 GUGUGGAGAAAACAAccUuAdTsdT A-96198.1 UAGGUUGUUUUCUCCACACITsdT
AD-45871.1 A-96169.1 GAcAuuAAuucAACAucGAdTsdT A-96170.1 UCGAUGUUGAAUUAAUGUCdTsdT
AD-45878.1 A-96187.1 cAuAGUGAAGCcAAucuAAudTsdT A-96188.1 AUUAGAUUGCUUCACUAUGdTsdT
AD-45886.1 A-96127.1 CUAUGUUAGACGAUGUAAAdTsAT A-96128.1 UUUACAUCGUCUAACAUAGATsdT

AD-45894.1 A-96161.1 cAcAGAAAuuucucuAucudTsdT A-96162.1 AGAUAGAGAAAUUUCUGUGdTsdT
AD-45901.1 A-96179.1 GUUGGGCccUAGAGAAGAUAdTsAT A-96180.1 UAUCUUCUCUAGGCCCAACITsdT

AD-45909.1 A-96213.1 GccAAAAUCAAGAuUUUGcudTsdT A-96214.1 AGcAAAUCUUGAUUUUGGCTsdT
AD-45934.1 A-96223.1 AcAuAuuuGAucAGucuuudTsdT A-96224.1 AAAGACUGAUCAAAUAUGUdTsdT
AD-45934.2 A-96223.2 AcAuAuuuGAucAGucuuudTsdT A-96224.2 AAAGACUGAUCAAAUAUGUdTsdT
AD-45863.1 A-96135.1 cuuAAAGAcuuuGuccAuAdTsdT A-96136.1 UAUGGACAAAGUCUUUAAGATsdT
AD-45872.1 A-96185.1 ccAUAGUGAAGCcAAucuAAdTsdT A-96186.1 UuAGAUUGCUUCACUAUGGdTsdT
AD-45879.1 A-96203.1 cAAccAAAAUGUUGAuUCcAdTsdT A-96204.1 UGGAUCAACAUUUUGGUUGdTsdT
AD-45887.1 A-96143.1 CUACAUAUAAACUACAAGUTsdT A-96144.1 ACUUGUAGUUUAUAUGUAGdTsdT
AD-45895.1 A-96177.1 GGGAGGCUUGAUGGAGAAudTsdT A-96178.1 AUUCUCCAUCAAGCCUCCCATsdT

AD-45902.1 A-96195.1 GGuGuuuucuAcuuGGGAudTsdT A-96196.1 AUCCcAAGUAGAAAACACCATsdT

AD-45910.1 A-96229.1 AAGAGCcAccAAGAAcUAcudTsdT A-96230.1 AGUAGUUCUUGGUGCUCUUdTsdT
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AD-45935.1 A-96239.1 UGGAGAAAAcAAccuAAAudTsdT A-96240.1 AUUUAGGUUGUUUUCUCCAdTsdT
AD-45864.1 A-96151.1 GcAAcuAAcuAAcuuAAuudTsdT A-96152.1 AAUUAAGUUAGUUAGUUGCTsdT
AD-45873.1 A-96201.1 cAAccuAAAUGGUAAAUAUdTsdT A-96202.1 AuAUUUACCcAUUUAGGUUGTsdT
AD-45880.1 A-96125.1 GcuAuGUUAGACGAUGUAAdTsdT A-96126.1 UuAcAUCGUCUAACAUAGCdTsdT

AD-45888.1 A-96159.1 cccAcAGAAAuuucucuAudTsdT A-96160.1 AuAGAGAAAUUUCUGUGGGdTsdT
AD-45896.1 A-96193.1 GAuuuGGuGuuuucuAcuudTsdT A-96194.1 AAGUAGAAAACACCAAAUCTsAT

AD-45903.1 A-96211.1 cAGAGccAAAAUcCAAGAuUdTsdT A-96212.1 AAUCUUGAUUUUGGCUCUGdTsdT
AD-45919.1 A-96217.1 AAAucAAGAuUUUGCcUAUGuUdTsdT A-96218.1 AcAuAGCAAAUCUUGAUUUdTsdT
AD-45865.1 A-96167.1 CAUGGACcAUuuAAuucAACAdTsdT A-96168.1 UGUUGAAUUAAUGUCCAUGTsdT
AD-45874.1 A-96123.1 GAuuuGCcuUAUGUUAGACGAdTsdT A-96124.1 UCGUCUAACAUAGCAAAUCTsdT

AD-45881.1 A-96141.1 GAAcUAcAuAUuAAACUACAdTsdT A-96142.1 UGUAGUUUAUAUGUAGUUCTsdT
AD-45889.1 A-96175.1 CGAAUAGAUGGAUCACAAAdTsdT A-96176.1 UUUGUGAUCCAUCUAUUCGATsdT
AD-45897.1 A-96209.1 cuuGuuAAAAcucuAAAcudTsdT A-96210.1 AGUUUAGAGUUUUAACAAGATsdT
AD-45904.1 A-96227.1 AuuuGAucAGucuuuuuAudTsdT A-96228.1 AuAAAAAGACUGAUCAAAUdTsdT

AD-45920.1 A-96233.1 uccAuGGAcAuuAAuucAAdTsdT A-96234.1 UUGAAUUAAUGUCCAUGGAdTsdT
AD-45856.1 A-96117.1 cAcAAuuAAGcuccuucuudTsdT A-96118.1 AAGAAGGAGCUUAAUUGUGdTsdT
AD-45929.1 A-96221.1 cAAcAuAuuUGAuUcAGucudTsdT A-96222.1 AGACUGAUCAAAUAUGUUGTsAT
AD-45866.1 A-96183.1 cuccAuAGUGAAGCcAAucudTsdT A-96184.1 AGAUUGCUUCACUAUGGAGATsdT
AD-45875.1 A-96139.1 GccAAAuUAAUGACAUAUUdTsdT A-96140.1 AAUAUGUCAUUAAUUUGGCTsdT
AD-45882.1 A-96157.1 cAACAGCAUAGUCAAAUAAdTsAT A-96158.1 UuAUUUGACUAUGCUGUUGdTsdT
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AD-45890.1 A-96191.1 GGAAAuUcAcGAAAccAAcudTsdT A-96192.1 AGUUGGUUUCGUGAUUUCCATsdT
AD-45898.1 A-96131.1 cAGUUGGGACAUGGuUCcUUAdTsdT A-96132.1 UAAGACCcAUGUCCCAACUGTsdT

AD-45857.1 A-96133.1 GAcAuGGucuuAAAGAcuudTsdT A-96134.1 AAGUCUUUAAGACCAUGUCdTsdT
AD-45930.1 A-96237.1 UGUGGAGAAAACAACCUAAdTsdT A-96238.1 UuAGGUUGUUUUCUCCACAdTsdT
AD-45867.1 A-96199.1 GUGGAGAAAACcAAccuAAAdTsdT A-96200.1 UUuAGGUUGUUUUCUCCACTsdT
AD-45876.1 A-96155.1 cCAACAGCAUAGUCAAAUAdTSAT A-96156.1 UAUUUGACUAUGCUGUUGGdTsdT
AD-45883.1 A-96173.1 CAACAUCGAAUAGAUGGAuUdTsdT A-96174.1 AUCcAUCUAUUCGAUGUUGATsdT
AD-45891.1 A-96207.1 GcAAAUUUAAAAGGCAAUAdTsdT A-96208.1 uAUUGCCUUUUAAAUUUGCdTsdT
AD-45914.1 A-96215.1 cAAAAucAAGAuUUGCcuAudTsdT A-96216.1 AuAGcAAAUCUUGAUUUUGTsdT
AD-15838.1 A-26242.1 AGAGccAAAAUcAAGAuuudTsdT A-26243.2 AAAUCUUGAUUUUGGCUCUdTsdT

Lowercase nucleotides (a, u, g, ¢) are 2’-O-methyl nucleotides; s is a phosphothiorate linkage.
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Table 7. Unmodified sense and antisense strand sequences of ANGPTL3 GalNac-conjugated dsRNAs

Sense Sequence

Antisense Sequence
(SEQ ID NOS 449-633,

Ouplextd | Name | FQIDNOS26Haa8 respectvely, | \\opqungy | Mgpe | respectively,inonderof M 014495 2
AD-53063.1 | A-108558.1 AAAGACAACAAACAUUAUAUUxX 1066-1086 A-108559.1 AAUAUAAUGUUUGUUGUCUUUCC 1064-1086
AD-52965.1 | A-108310.1 ACAAUUAAGCUCCUUCUUUUUX 58-78 A-108311.1 AAAAAGAAGGAGCUUAAUUGUGA 56-78
AD-53030.1 | A-108410.1 UGUCACUUGAACUCAACUCAAX 398-418 A-108411.1 UUGAGUUGAGUUCAAGUGACAUA 396-418
AD-52953.1 | A-108306.1 UCACAAUUAAGCUCCUUCUUUx 56-76 A-108307.1 AAAGAAGGAGCUUAAUUGUGAAC 54-76
AD-53001.1 | A-108416.1 CUUGAACUCAACUCAAAACUUX 403-423 A-108417.1 | AAGUUUUGAGUUGAGUUCAAGUG 401-423
AD-53080.1 | A-108548.1 CUCCAUAGUGAAGCAAUCUAAX 1014-1034 A-108549.1 UUAGAUUGCUUCACUAUGGAGUA 1012-1034
AD-52971.1 | A-108312.1 CAAUUAAGCUCCUUCUUUUUAX 59-79 A-108313.1 UAAAAAGAAGGAGCUUAAUUGUG 57-79
AD-53071.1 | A-108498.1 ACCCAGCAACUCUCAAGUUUUx 840-860 A-108499.1 AAAACUUGAGAGUUGCUGGGUCU 838-860
AD-53024.1 | A-108408.1 GAAUAUGUCACUUGAACUCAAX 393-413 A-108409.1 UUGAGUUCAAGUGACAUAUUCUU 391-413
AD-52977.1 | A-108314.1 AAUUAAGCUCCUUCUUUUUAUx 60-80 A-108315.1 AUAAAAAGAAGGAGCUUAAUUGU 58-80
AD-53064.1 | A-108574.1 CAUUAUAUUGAAUAUUCUUUUx 1078-1098 A-108575.1 AAAAGAAUAUUCAAUAUAAUGUU 1076-1098

UUUUGAAUUAAGUUAGUUAGUU
AD-53033.1 | A-108458.1 ACUAACUAACUUAAUUCAAAAX 483-503 A-108459.1 G 481-503
AD-52954.1 | A-108322.1 UUAUUGUUCCUCUAGUUAUUUx 77-97 A-108323.1 AAAUAACUAGAGGAACAAUAAAA 75-97
AD-53098.1 | A-108554.1 CAUAGUGAAGCAAUCUAAUUAX 1017-1037 A-108555.1 UAAUUAGAUUGCUUCACUAUGGA 1015-1037
AD-53092.1 | A-108552.1 CCAUAGUGAAGCAAUCUAAUUX 1016-1036 A-108553.1 AAUUAGAUUGCUUCACUAUGGAG 1014-1036
AD-53073.1 | A-108530.1 GAUCACAAAACUUCAAUGAAAX 923-943 A-108531.1 UUUCAUUGAAGUUUUGUGAUCCA 921-943
AD-53132.1 | A-108628.1 AUGGAAGGUUAUACUCUAUAAX 1364-1384 A-108629.1 UUAUAGAGUAUAACCUUCCAUUU 1362-1384
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AD-53086.1 | A-108550.1 UCCAUAGUGAAGCAAUCUAAUX 1015-1035 A-108551.1 AUUAGAUUGCUUCACUAUGGAGU 1013-1035
AD-52961.1 | A-108340.1 CUAUGUUAGACGAUGUAAAAAX 164-184 A-108341.1 UUUUUACAUCGUCUAACAUAGCA 162-184
AD-52983.1 | A-108316.1 AUUAAGCUCCUUCUUUUUAUUxX 61-81 A-108317.1 AAUAAAAAGAAGGAGCUUAAUUG 59-81
AD-53027.1 | A-108456.1 AACUAACUAACUUAAUUCAAAX 482-502 A-108457.1 | UUUGAAUUAAGUUAGUUAGUUGC 480-502
AD-52986.1 | A-108364.1 GGCCAAAUUAAUGACAUAUUUx 247-267 A-108365.1 AAAUAUGUCAUUAAUUUGGCCCU 245-267
AD-52989.1 | A-108318.1 UUUUAUUGUUCCUCUAGUUAUx 75-95 A-108319.1 AUAACUAGAGGAACAAUAAAAAG 73-95
AD-52981.1 | A-108378.1 ACAUAUUUGAUCAGUCUUUUUx 278-298 A-108379.1 AAAAAGACUGAUCAAAUAUGUUG 276-298
AD-53077.1 | A-108500.1 CCCAGCAACUCUCAAGUUUUUX 841-861 A-108501.1 AAAAACUUGAGAGUUGCUGGGUC 839-861
AD-53095.1 | A-108506.1 CAGGUAGUCCAUGGACAUUAAX 884-904 A-108507.1 UUAAUGUCCAUGGACUACCUGAU 882-904
AD-52970.1 | A-108390.1 ACUGAGAAGAACUACAUAUAAX 345-365 A-108391.1 UUAUAUGUAGUUCUUCUCAGUUC 343-365
AD-53015.1 | A-108452.1 GAGCAACUAACUAACUUAAUUxX 478-498 A-108453.1 | AAUUAAGUUAGUUAGUUGCUCUU 476-498
AD-53147.1 | A-108618.1 AACAACCUAAAUGGUAAAUAUx 1282-1302 A-108619.1 | AUAUUUACCAUUUAGGUUGUUUU 1280-1302
AD-53103.1 | A-108540.1 CCUAGAGAAGAUAUACUCCAUX 999-1019 A-108541.1 AUGGAGUAUAUCUUCUCUAGGCC 997-1019
AD-52969.1 | A-108374.1 CAACAUAUUUGAUCAGUCUUUx 276-296 A-108375.1 AAAGACUGAUCAAAUAUGUUGAG 274-296
AD-53075.1 | A-108562.1 ACAACAAACAUUAUAUUGAAUx 1070-1090 A-108563.1 | AUUCAAUAUAAUGUUUGUUGUCU 1068-1090
UUUGACUUGUAGUUUAUAUGUA

AD-52994.1 | A-108398.1 ACAUAUAAACUACAAGUCAAAX 358-378 A-108399.1 G 356-378
AD-52960.1 | A-108324.1 CUAGUUAUUUCCUCCAGAAUUx 88-108 A-108325.1 AAUUCUGGAGGAAAUAACUAGAG 86-108
AD-53003.1 | A-108448.1 AAGAGCAACUAACUAACUUAAX 476-496 A-108449.1 | UUAAGUUAGUUAGUUGCUCUUCU 474-496
AD-52995.1 | A-108320.1 UUUAUUGUUCCUCUAGUUAUUx 76-96 A-108321.1 AAUAACUAGAGGAACAAUAAAAA 74-96
AD-53037.1 | A-108428.1 CUCCUAGAAGAAAAAAUUCUAX 430-450 A-108429.1 UAGAAUUUUUUCUUCUAGGAGGC 428-450
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AD-53087.1 | A-108566.1 AACAAACAUUAUAUUGAAUAUX 1072-1092 A-108567.1 | AUAUUCAAUAUAAUGUUUGUUGU 1070-1092
AD-53076.1 | A-108578.1 GGAAAUCACGAAACCAACUAUx 1105-1125 A-108579.1 | AUAGUUGGUUUCGUGAUUUCCCA 1103-1125
AD-52975.1 | A-108376.1 AACAUAUUUGAUCAGUCUUUUx 277-297 A-108377.1 AAAAGACUGAUCAAAUAUGUUGA 275-297
AD-53138.1 | A-108630.1 UGGAAGGUUAUACUCUAUAAAX 1365-1385 A-108631.1 UUUAUAGAGUAUAACCUUCCAUU 1363-1385
AD-53091.1 | A-108536.1 GGAGAACUACAAAUAUGGUUUx 948-968 A-108537.1 AAACCAUAUUUGUAGUUCUCCCA 946-968
AD-53124.1 | A-108594.1 GAAAACAAAGAUUUGGUGUUUxX 1174-1194 A-108595.1 AAACACCAAAUCUUUGUUUUCCG 1172-1194
AD-53125.1 | A-108610.1 AGUGUGGAGAAAACAACCUAAX 1271-1291 A-108611.1 UUAGGUUGUUUUCUCCACACUCA 1269-1291
AD-53036.1 | A-108412.1 GUCACUUGAACUCAACUCAAAX 399-419 A-108413.1 UUUGAGUUGAGUUCAAGUGACAU 397-419
AD-53061.1 | A-108526.1 GAUGGAUCACAAAACUUCAAUX 919-939 A-108527.1 | AUUGAAGUUUUGUGAUCCAUCUA 917-939
AD-53093.1 | A-108568.1 ACAAACAUUAUAUUGAAUAUUx 1073-1093 A-108569.1 | AAUAUUCAAUAUAAUGUUUGUUG 1071-1093
AD-53137.1 | A-108614.1 UGUGGAGAAAACAACCUAAAUxX 1273-1293 A-108615.1 AUUUAGGUUGUUUUCUCCACACU 1271-1293
AD-52999.1 | A-108384.1 AUCAGUCUUUUUAUGAUCUAUx 287-307 A-108385.1 AUAGAUCAUAAAAAGACUGAUCA 285-307
AD-53069.1 | A-108560.1 GACAACAAACAUUAUAUUGAAX 1069-1089 A-108561.1 | UUCAAUAUAAUGUUUGUUGUCUU 1067-1089
UUUUAUUUGACUAUGCUGUUGG
AD-53034.1 | A-108474.1 CAACAGCAUAGUCAAAUAAAAX 622-642 A-108475.1 u 620-642
AD-52976.1 | A-108392.1 CUGAGAAGAACUACAUAUAAAX 346-366 A-108393.1 | UUUAUAUGUAGUUCUUCUCAGUU 344-366
AD-52996.1 | A-108336.1 UGCUAUGUUAGACGAUGUAAAX 162-182 A-108337.1 UUUACAUCGUCUAACAUAGCAAA 160-182
AD-53029.1 | A-108488.1 AACCCACAGAAAUUUCUCUAUx 680-700 A-108489.1 | AUAGAGAAAUUUCUGUGGGUUCU 678-700
AD-53020.1 | A-108438.1 CUUCAACAAAAAGUGAAAUAUX 451-471 A-108439.1 | AUAUUUCACUUUUUGUUGAAGUA 449-471
AD-53042.1 | A-108414.1 UCACUUGAACUCAACUCAAAAX 400-420 A-108415.1 UUUUGAGUUGAGUUCAAGUGACA 398-420
AD-53011.1 | A-108482.1 CAUAGUCAAAUAAAAGAAAUAX 628-648 A-108483.1 | UAUUUCUUUUAUUUGACUAUGCU 626-648
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AD-52957.1 | A-108370.1 CAAAAACUCAACAUAUUUGAUX 268-288 A-108371.1 | AUCAAAUAUGUUGAGUUUUUGAA 266-288
AD-53008.1 | A-108434.1 UACUUCAACAAAAAGUGAAAUx 449-469 A-108435.1 | AUUUCACUUUUUGUUGAAGUAGA 447-469
AD-53065.1 | A-108496.1 GACCCAGCAACUCUCAAGUUUx 839-859 A-108497.1 | AAACUUGAGAGUUGCUGGGUCUG 837-859
AD-53115.1 | A-108638.1 UUGAAUGAACUGAGGCAAAUUX 1427-1447 A-108639.1 AAUUUGCCUCAGUUCAUUCAAAG 1425-1447
AUUUUUGACUUGUAGUUUAUAU
AD-53012.1 | A-108404.1 UAUAAACUACAAGUCAAAAAUX 361-381 A-108405.1 G 359-381
UUUGAUGCUAUUAUCUUGUUUU
AD-53004.1 | A-108464.1 AAACAAGAUAAUAGCAUCAAAX 559-579 A-108465.1 u 557-579
AD-53021.1 | A-108454.1 CAACUAACUAACUUAAUUCAAX 481-501 A-108455.1 | UUGAAUUAAGUUAGUUAGUUGCU 479-501
AD-52955.1 | A-108338.1 GCUAUGUUAGACGAUGUAAAAX 163-183 A-108339.1 UUUUACAUCGUCUAACAUAGCAA 161-183
AD-53119.1 | A-108608.1 ACUUGGGAUCACAAAGCAAAAX 1198-1218 A-108609.1 UUUUGCUUUGUGAUCCCAAGUAG 1196-1218
AD-52990.1 | A-108334.1 UUGCUAUGUUAGACGAUGUAAX 161-181 A-108335.1 UUACAUCGUCUAACAUAGCAAAU 159-181
AD-52964.1 | A-108388.1 AACUGAGAAGAACUACAUAUAX 344-364 A-108389.1 UAUAUGUAGUUCUUCUCAGUUCC 342-364
AD-52973.1 | A-108344.1 GAUGUAAAAAUUUUAGCCAAUX 175-195 A-108345.1 AUUGGCUAAAAUUUUUACAUCGU 173-195
AD-53074.1 | A-108546.1 ACUCCAUAGUGAAGCAAUCUAX 1013-1033 A-108547.1 UAGAUUGCUUCACUAUGGAGUAU 1011-1033
AD-53026.1 | A-108440.1 UUCAACAAAAAGUGAAAUAUUx 452-472 A-108441.1 | AAUAUUUCACUUUUUGUUGAAGU 450-472
AD-53062.1 | A-108542.1 CUAGAGAAGAUAUACUCCAUAX 1000-1020 A-108543.1 UAUGGAGUAUAUCUUCUCUAGGC 998-1020
AD-53114.1 | A-108622.1 CAACCUAAAUGGUAAAUAUAAX 1284-1304 A-108623.1 | UUAUAUUUACCAUUUAGGUUGUU 1282-1304
AD-53082.1 | A-108580.1 GAAAUCACGAAACCAACUAUAX 1106-1126 A-108581.1 UAUAGUUGGUUUCGUGAUUUCCC 1104-1126
AD-53035.1 | A-108490.1 CCACAGAAAUUUCUCUAUCUUX 683-703 A-108491.1 | AAGAUAGAGAAAUUUCUGUGGGU 681-703
AD-52978.1 | A-108330.1 AAAUCAAGAUUUGCUAUGUUAXx 151-171 A-108331.1 UAACAUAGCAAAUCUUGAUUUUG 149-171
AD-53084.1 | A-108518.1 ACAUUAAUUCAACAUCGAAUAX 898-918 A-108519.1 UAUUCGAUGUUGAAUUAAUGUCC 896-918
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AD-52972.1 | A-108328.1 CCAGAGCCAAAAUCAAGAUUUxX 142-162 A-108329.1 | AAAUCUUGAUUUUGGCUCUGGAG 140-162
AD-53002.1 | A-108432.1 CUACUUCAACAAAAAGUGAAAX 448-468 A-108433.1 UUUCACUUUUUGUUGAAGUAGAA 446-468
AD-53078.1 | A-108516.1 GACAUUAAUUCAACAUCGAAUX 897917 A-108517.1 AUUCGAUGUUGAAUUAAUGUCCA 895-917
AD-53072.1 | A-108514.1 GGACAUUAAUUCAACAUCGAAX 896-916 A-108515.1 UUCGAUGUUGAAUUAAUGUCCAU 894-916
AD-53005.1 | A-108480.1 GCAUAGUCAAAUAAAAGAAAUX 627-647 A-108481.1 | AUUUCUUUUAUUUGACUAUGCUG 625-647
AD-53083.1 | A-108502.1 CUCUCAAGUUUUUCAUGUCUAXx 849-869 A-108503.1 UAGACAUGAAAAACUUGAGAGUU 847-869
AD-53102.1 | A-108524.1 AUCGAAUAGAUGGAUCACAAAX 911-931 A-108525.1 UUUGUGAUCCAUCUAUUCGAUGU 909-931
AD-53105.1 | A-108572.1 ACAUUAUAUUGAAUAUUCUUUxX 1077-1097 A-108573.1 AAAGAAUAUUCAAUAUAAUGUUU 1075-1097
AD-53090.1 | A-108520.1 UUAAUUCAACAUCGAAUAGAUx 901-921 A-108521.1 | AUCUAUUCGAUGUUGAAUUAAUG 899-921
AD-53010.1 | A-108466.1 GAUAAUAGCAUCAAAGACCUUX 565-585 A-108467.1 | AAGGUCUUUGAUGCUAUUAUCUU 563-585
AD-52998.1 | A-108368.1 UGACAUAUUUCAAAAACUCAAX 258-278 A-108369.1 | UUGAGUUUUUGAAAUAUGUCAUU 256-278
AD-52992.1 | A-108366.1 AAAUUAAUGACAUAUUUCAAAX 251-271 A-108367.1 | UUUGAAAUAUGUCAUUAAUUUGG 249-271
AD-53068.1 | A-108544.1 GAAGAUAUACUCCAUAGUGAAX 1005-1025 A-108545.1 UUCACUAUGGAGUAUAUCUUCUC 1003-1025
AD-53032.1 | A-108442.1 AAUAUUUAGAAGAGCAACUAAX 467-487 A-108443.1 UUAGUUGCUCUUCUAAAUAUUUC 465-487
AD-52967.1 | A-108342.1 CGAUGUAAAAAUUUUAGCCAAX 174-194 A-108343.1 UUGGCUAAAAUUUUUACAUCGUC 172-194
AD-53096.1 | A-108522.1 UUCAACAUCGAAUAGAUGGAUX 905-925 A-108523.1 AUCCAUCUAUUCGAUGUUGAAUU 903-925
AD-53131.1 | A-108612.1 GUGUGGAGAAAACAACCUAAAX 1272-1292 A-108613.1 UUUAGGUUGUUUUCUCCACACUC 1270-1292
AD-52963.1 | A-108372.1 UCAACAUAUUUGAUCAGUCUUx 275-295 A-108373.1 AAGACUGAUCAAAUAUGUUGAGU 273-295
AD-53089.1 | A-108504.1 UCAGGUAGUCCAUGGACAUUAX 883-903 A-108505.1 UAAUGUCCAUGGACUACCUGAUA 881-903
AD-53044.1 | A-108446.1 UUUAGAAGAGCAACUAACUAAX 471-491 A-108447.1 UUAGUUAGUUGCUCUUCUAAAUA 469-491
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UUGACUUGUAGUUUAUAUGUAG

AD-52988.1 | A-108396.1 UACAUAUAAACUACAAGUCAAX 357-377 A-108397.1 u 355-377
AD-53067.1 | A-108528.1 GGAUCACAAAACUUCAAUGAAX 922-942 A-108529.1 UUCAUUGAAGUUUUGUGAUCCAU 920-942
AD-53009.1 | A-108450.1 AGAGCAACUAACUAACUUAAUxX 477-497 A-108451.1 | AUUAAGUUAGUUAGUUGCUCUUC 475-497
AD-53022.1 | A-108470.1 ACCAACAGCAUAGUCAAAUAAX 620-640 A-108471.1 UUAUUUGACUAUGCUGUUGGUUU 618-640
AD-53016.1 | A-108468.1 AACCAACAGCAUAGUCAAAUAX 619-639 A-108469.1 UAUUUGACUAUGCUGUUGGUUUA 617-639
AD-53007.1 | A-108418.1 GAACUCAACUCAAAACUUGAAX 406-426 A-108419.1 UUCAAGUUUUGAGUUGAGUUCAA 404-426
AD-53148.1 | A-108634.1 UACUCUAUAAAAUCAACCAAAX 1375-1395 A-108635.1 UUUGGUUGAUUUUAUAGAGUAUA 1373-1395
AD-53040.1 | A-108476.1 CAGCAUAGUCAAAUAAAAGAAX 625-645 A-108477.1 | UUCUUUUAUUUGACUAUGCUGUU 623-645
AD-53041.1 | A-108492.1 GAAAUAAGAAAUGUAAAACAUX 748-768 A-108493.1 | AUGUUUUACAUUUCUUAUUUCAU 746-768
AUUUUGAAUUAAGUUAGUUAGU
AD-53039.1 | A-108460.1 CUAACUAACUUAAUUCAAAAUxX 484-504 A-108461.1 u 482-504
AD-53139.1 | A-108646.1 AUGAACUGAGGCAAAUUUAAAX 1431-1451 A-108647.1 UUUAAAUUUGCCUCAGUUCAUUC 1429-1451
AD-53144.1 | A-108648.1 UGAACUGAGGCAAAUUUAAAAX 1432-1452 A-108649.1 UUUUAAAUUUGCCUCAGUUCAUU 1430-1452
AD-53142.1 | A-108616.1 AAACAACCUAAAUGGUAAAUAX 1281-1301 A-108617.1 | UAUUUACCAUUUAGGUUGUUUUC 1279-1301
AD-53108.1 | A-108620.1 ACAACCUAAAUGGUAAAUAUAX 1283-1303 A-108621.1 | UAUAUUUACCAUUUAGGUUGUUU 1281-1303
AD-53079.1 | A-108532.1 AACGUGGGAGAACUACAAAUAX 942-962 A-108533.1 UAUUUGUAGUUCUCCCACGUUUC 940-962
AD-53133.1 | A-108644.1 AAUGAACUGAGGCAAAUUUAAX 1430-1450 A-108645.1 UUAAAUUUGCCUCAGUUCAUUCA 1428-1450
AD-53104.1 | A-108556.1 GUUGGAAGACUGGAAAGACAAX 1053-1073 A-108557.1 UUGUCUUUCCAGUCUUCCAACUC 1051-1073
AD-53088.1 | A-108582.1 UGGCAAUGUCCCCAAUGCAAUx 1149-1169 A-108583.1 AUUGCAUUGGGGACAUUGCCAGU 1147-1169
AD-53101.1 | A-108508.1 GGUAGUCCAUGGACAUUAAUUX 886-906 A-108509.1 AAUUAAUGUCCAUGGACUACCUG 884-906
UUUUGACUUGUAGUUUAUAUGU
AD-53000.1 | A-108400.1 CAUAUAAACUACAAGUCAAAAX 359-379 A-108401.1 A 357-379
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AD-53112.1 | A-108590.1 AAUCCCGGAAAACAAAGAUUUX 1167-1187 A-108591.1 | AAAUCUUUGUUUUCCGGGAUUGC 1165-1187
AD-53107.1 | A-108604.1 CUACUUGGGAUCACAAAGCAAXx 1196-1216 A-108605.1 UUGCUUUGUGAUCCCAAGUAGAA 1194-1216
AD-53121.1 | A-108640.1 UGAAUGAACUGAGGCAAAUUUx 1428-1448 A-108641.1 AAAUUUGCCUCAGUUCAUUCAAA 1426-1448
AD-53046.1 | A-108478.1 AGCAUAGUCAAAUAAAAGAAAX 626-646 A-108479.1 | UUUCUUUUAUUUGACUAUGCUGU 624-646
AD-53038.1 | A-108444.1 AUUUAGAAGAGCAACUAACUAX 470-490 A-108445.1 UAGUUAGUUGCUCUUCUAAAUAU 468-490
AD-53140.1 | A-108662.1 AGGCAAAUUUAAAAGGCAAUAX 1439-1459 A-108663.1 UAUUGCCUUUUAAAUUUGCCUCA 1437-1459
AD-52987.1 | A-108380.1 CAUAUUUGAUCAGUCUUUUUAX 279-299 A-108381.1 UAAAAAGACUGAUCAAAUAUGUU 277-299
AD-53130.1 | A-108596.1 AAAACAAAGAUUUGGUGUUUUx 1175-1195 A-108597.1 AAAACACCAAAUCUUUGUUUUCC 1173-1195
AD-53106.1 | A-108588.1 CAAUCCCGGAAAACAAAGAUUx 1166-1186 A-108589.1 | AAUCUUUGUUUUCCGGGAUUGCA 1164-1186
AD-53081.1 | A-108564.1 CAACAAACAUUAUAUUGAAUAX 1071-1091 A-108565.1 | UAUUCAAUAUAAUGUUUGUUGUC 1069-1091
AD-53118.1 | A-108592.1 GGAAAACAAAGAUUUGGUGUUxX 1173-1193 A-108593.1 AACACCAAAUCUUUGUUUUCCGG 1171-1193
AD-53136.1 | A-108598.1 ACAAAGAUUUGGUGUUUUCUAX 1178-1198 A-108599.1 UAGAAAACACCAAAUCUUUGUUU 1176-1198
AD-53127.1 | A-108642.1 GAAUGAACUGAGGCAAAUUUAX 1429-1449 A-108643.1 UAAAUUUGCCUCAGUUCAUUCAA 1427-1449
AD-53066.1 | A-108512.1 CCAUGGACAUUAAUUCAACAUX 892-912 A-108513.1 AUGUUGAAUUAAUGUCCAUGGAC 890-912
AD-53013.1 | A-108420.1 AACUCAACUCAAAACUUGAAAX 407-427 A-108421.1 | UUUCAAGUUUUGAGUUGAGUUCA 405-427
AD-52991.1 | A-108350.1 CAGUUGGGACAUGGUCUUAAAX 205-225 A-108351.1 UUUAAGACCAUGUCCCAACUGAA 203-225
AD-53099.1 | A-108570.1 AACAUUAUAUUGAAUAUUCUUx 1076-1096 A-108571.1 AAGAAUAUUCAAUAUAAUGUUUG 1074-1096
AD-52958.1 | A-108386.1 ACCAGUGAAAUCAAAGAAGAAX 316-336 A-108387.1 | UUCUUCUUUGAUUUCACUGGUUU 314-336
AD-53097.1 | A-108538.1 GUUGGGCCUAGAGAAGAUAUAX 993-1013 A-108539.1 UAUAUCUUCUCUAGGCCCAACCA 991-1013
AD-52966.1 | A-108326.1 CUCCAGAGCCAAAAUCAAGAUX 140-160 A-108327.1 | AUCUUGAUUUUGGCUCUGGAGAU 138-160
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AD-53145.1 | A-108664.1 GGCAAAUUUAAAAGGCAAUAAX 1440-1460 A-108665.1 UUAUUGCCUUUUAAAUUUGCCUC 1438-1460
AD-53113.1 | A-108606.1 UACUUGGGAUCACAAAGCAAAxX 1197-1217 A-108607.1 UUUGCUUUGUGAUCCCAAGUAGA 1195-1217
AD-52993.1 | A-108382.1 GAUCAGUCUUUUUAUGAUCUAX 286-306 A-108383.1 UAGAUCAUAAAAAGACUGAUCAA 284-306
AD-53031.1 | A-108426.1 GAAAGCCUCCUAGAAGAAAAAX 424-444 A-108427.1 UUUUUCUUCUAGGAGGCUUUCAA 422-444
AD-53017.1 | A-108484.1 AGUCAAAUAAAAGAAAUAGAAX 631-651 A-108485.1 | UUCUAUUUCUUUUAUUUGACUAU 629-651
UUGGUUGAUUUUAUAGAGUAUA
AD-53143.1 | A-108632.1 AUACUCUAUAAAAUCAACCAAX 1374-1394 A-108633.1 A 1372-1394
AD-53149.1 | A-108650.1 GAACUGAGGCAAAUUUAAAAAX 1433-1453 A-108651.1 UUUUUAAAUUUGCCUCAGUUCAU 1431-1453_G21A
AD-53059.1 | A-108494.1 AGACCCAGCAACUCUCAAGUUX 838-858 A-108495.1 | AACUUGAGAGUUGCUGGGUCUGA 836-858
UUUUUGACUUGUAGUUUAUAUG

AD-53006.1 | A-108402.1 AUAUAAACUACAAGUCAAAAAX 360-380 A-108403.1 u 358-380
AD-53025.1 | A-108424.1 UGAAAGCCUCCUAGAAGAAAAX 423-443 A-108425.1 UUUUCUUCUAGGAGGCUUUCAAG 421-443
AD-53085.1 | A-108534.1 GGGAGAACUACAAAUAUGGUUX 947-967 A-108535.1 AACCAUAUUUGUAGUUCUCCCAC 945-967
AD-52984.1 | A-108332.1 AGAUUUGCUAUGUUAGACGAUx 157-177 A-108333.1 AUCGUCUAACAUAGCAAAUCUUG 155-177
AD-53023.1 | A-108486.1 GAACCCACAGAAAUUUCUCUAX 679-699 A-108487.1 | UAGAGAAAUUUCUGUGGGUUCUU 677-699
AD-53014.1 | A-108436.1 ACUUCAACAAAAAGUGAAAUAX 450-470 A-108437.1 | UAUUUCACUUUUUGUUGAAGUAG 448-470
AD-53060.1 | A-108510.1 AGUCCAUGGACAUUAAUUCAAX 889-909 A-108511.1 UUGAAUUAAUGUCCAUGGACUAC 887-909
AD-53110.1 | A-108652.1 AACUGAGGCAAAUUUAAAAGAX 1434-1454 A-108653.1 UCUUUUAAAUUUGCCUCAGUUCA 1432-1454_G21A
AD-52980.1 | A-108362.1 GGGCCAAAUUAAUGACAUAUUX 246-266 A-108363.1 AAUAUGUCAUUAAUUUGGCCCUU 244-266
AD-53109.1 | A-108636.1 AUCCAUCCAACAGAUUCAGAAX 1402-1422 A-108637.1 UUCUGAAUCUGUUGGAUGGAUCA 1400-1422
AD-53141.1 | A-108600.1 AAGAUUUGGUGUUUUCUACUUx 1181-1201 A-108601.1 AAGUAGAAAACACCAAAUCUUUG 1179-1201
AD-53126.1 | A-108626.1 GUCUCAAAAUGGAAGGUUAUAX 1356-1376 A-108627.1 UAUAACCUUCCAUUUUGAGACUU 1354-1376
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AD-53116.1 | A-108654.1 ACUGAGGCAAAUUUAAAAGGAX 1435-1455 A-108655.1 UCCUUUUAAAUUUGCCUCAGUUC 1433-1455_C21A
AD-52997.1 | A-108352.1 GGGACAUGGUCUUAAAGACUUx 210-230 A-108353.1 AAGUCUUUAAGACCAUGUCCCAA 208-230
UUGGUUUGUUAUAUUUACCAUU
AD-53120.1 | A-108624.1 AUGGUAAAUAUAACAAACCAAX 1292-1312 A-108625.1 u 1290-1312
AD-53070.1 | A-108576.1 GGGAAAUCACGAAACCAACUAX 1104-1124 A-108577.1 UAGUUGGUUUCGUGAUUUCCCAA 1102-1124
AD-53028.1 | A-108472.1 CCAACAGCAUAGUCAAAUAAAX 621-641 A-108473.1 UUUAUUUGACUAUGCUGUUGGUU 619-641
AD-53146.1 | A-108602.1 UUUUCUACUUGGGAUCACAAAX 1192-1212 A-108603.1 UUUGUGAUCCCAAGUAGAAAACA 1190-1212
UUGUAGUUUAUAUGUAGUUCUU
AD-52982.1 | A-108394.1 AGAACUACAUAUAAACUACAAX 352-372 A-108395.1 C 350-372
AD-53111.1 | A-108668.1 AGAGUAUGUGUAAAAAUCUGUX 1915-1935 A-108669.1 ACAGAUUUUUACACAUACUCUGU 1913-1935
AD-53045.1 | A-108462.1 AAAACAAGAUAAUAGCAUCAAX 558-578 A-108463.1 | UUGAUGCUAUUAUCUUGUUUUUC 556-578
AD-53123.1 | A-108672.1 AGUAUGUGUAAAAAUCUGUAAX 1917-1937 A-108673.1 UUACAGAUUUUUACACAUACUCU 1915-1937
AD-53018.1 | A-108406.1 AGUCAAAAAUGAAGAGGUAAAX 372-392 A-108407.1 UUUACCUCUUCAUUUUUGACUUG 370-392
AD-52956.1 | A-108354.1 GGACAUGGUCUUAAAGACUUUX 211-231 A-108355.1 AAAGUCUUUAAGACCAUGUCCCA 209-231
AD-53134.1 | A-108660.1 GAGGCAAAUUUAAAAGGCAAUx 1438-1458 A-108661.1 AUUGCCUUUUAAAUUUGCCUCAG 1436-1458
AD-52968.1 | A-108358.1 GUCUUAAAGACUUUGUCCAUAX 218-238 A-108359.1 UAUGGACAAAGUCUUUAAGACCA 216-238
AD-53122.1 | A-108656.1 CUGAGGCAAAUUUAAAAGGCAXxX 1436-1456 A-108657.1 UGCCUUUUAAAUUUGCCUCAGUU 1434-1456
AD-53100.1 | A-108586.1 GCAAUCCCGGAAAACAAAGAUX 1165-1185 A-108587.1 | AUCUUUGUUUUCCGGGAUUGCAU 1163-1185
AD-53128.1 | A-108658.1 UGAGGCAAAUUUAAAAGGCAAxX 1437-1457 A-108659.1 UUGCCUUUUAAAUUUGCCUCAGU 1435-1457
AD-53043.1 | A-108430.1 UCUACUUCAACAAAAAGUGAAX 447-467 A-108431.1 UUCACUUUUUGUUGAAGUAGAAU 445-467
AD-53135.1 | A-108676.1 UAUGUGUAAAAAUCUGUAAUAX 1919-1939 A-108677.1 UAUUACAGAUUUUUACACAUACU 1917-1939
UUUGUUUUCCGGGAUUGCAUUG
AD-53094.1 | A-108584.1 AAUGCAAUCCCGGAAAACAAAX 1162-1182 A-108585.1 G 1160-1182
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AD-53019.1 | A-108422.1 CUUGAAAGCCUCCUAGAAGAAX 421-441 A-108423.1 UUCUUCUAGGAGGCUUUCAAGUU 419-441
AD-53129.1 | A-108674.1 GUAUGUGUAAAAAUCUGUAAUx 1918-1938 A-108675.1 AUUACAGAUUUUUACACAUACUC 1916-1938
AD-53150.1 | A-108666.1 CAGAGUAUGUGUAAAAAUCUUX 1914-1934 A-108667.1 AAGAUUUUUACACAUACUCUGUG 1912-1934_G21U
AD-53117.1 | A-108670.1 GAGUAUGUGUAAAAAUCUGUAX 1916-1936 A-108671.1 UACAGAUUUUUACACAUACUCUG 1914-1936
AD-52985.1 | A-108348.1 UCAGUUGGGACAUGGUCUUAAX 204-224 A-108349.1 UUAAGACCAUGUCCCAACUGAAG 202-224
AD-52962.1 | A-108356.1 GGUCUUAAAGACUUUGUCCAUx 217-237 A-108357.1 AUGGACAAAGUCUUUAAGACCAU 215-237
AD-52974.1 | A-108360.1 UCUUAAAGACUUUGUCCAUAAXx 219-239 A-108361.1 UUAUGGACAAAGUCUUUAAGACC 217-239
AD-52979.1 | A-108346.1 UUCAGUUGGGACAUGGUCUUAX 203-223 A-108347.1 UAAGACCAUGUCCCAACUGAAGG 201-223

The symbol “x” indicates that the sequence contains a GalNAc conjugate.
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Table 8. Modified sense and antisense strand sequences of ANGPTL3 GalNac-conjugated dsRNAs

Sense Sequence

Antisense Sequence

Duplex 1D OIiEEES;ne (SEQ ID NOS 634-818, respectively, in order é‘l?;;s;::‘ee (SEQ ID NOS 819-1003, respectively, in
of appearance) order of appearance)

AD-53063.1 A-108558.1 | AfaAfgAfcAfaCfAfAfaCfaUfuAfuAfuUfL96 A-108559.1 | aAfuAfuAfaUfgUfuugUfuGfuCfuUfusCfsc
AD-52965.1 A-108310.1 | AfcAfaUfuAfaGfCfUfcCfuUfcUfuUfuUfL96 A-108311.1 | aAfaAfaGfaAfgGfagcUfuAfaUfuGfusGfsa
AD-53030.1 A-108410.1 | UfgUfcAfcUfuGfAfAfcUfcAfaCfuCfaAfL96 A-108411.1 | uUfgAfgUfuGfaGfuucAfaGfuGfaCfasUfsa
AD-52953.1 A-108306.1 | UfcAfcAfaUfuAfAfGfcUfcCfuUfcUfuUfL96 A-108307.1 | aAfaGfaAfgGfaGfcuuAfaUfuGfuGfasAfsc
AD-53001.1 A-108416.1 | CfuUfgAfaCfuCfAfAfcUfcAfaAfaCfuUfL96 A-108417.1 | aAfgUfuUfuGfaGfuugAfgUfuCfaAfgsUfsg
AD-53080.1 A-108548.1 | CfuCfcAfuAfgUfGfAfaGfcAfaUfcUfaAfL96 A-108549.1 | uUfaGfaUfuGfcUfucaCfuAfuGfgAfgsUfsa
AD-52971.1 A-108312.1 | CfaAfuUfaAfgCfUfCfcUfuCfuUfuUfuAfL96 A-108313.1 | uAfaAfaAfgAfaGfgagCfuUfaAfuUfgsUfsg
AD-53071.1 A-108498.1 | AfcCfcAfgCfaAfCfUfcUfcAfaGfuUfuUfL96 A-108499.1 | aAfaAfcUfuGfaGfaguUfgCfuGfgGfusCfsu
AD-53024.1 A-108408.1 | GfaAfuAfuGfuCfAfCfuUfgAfaCfuCfaAfL96 A-108409.1 | uUfgAfgUfuCfaAfgugAfcAfuAfuUfcsUfsu
AD-52977.1 A-108314.1 | AfaUfuAfaGfcUfCfCfuUfcUfuUfuUfaUfL96 A-108315.1 | aUfaAfaAfaGfaAfggaGfcUfuAfaUfusGfsu
AD-53064.1 A-108574.1 | CfaUfuAfuAfuUfGfAfaUfaUfuCfuUfuUfL96 A-108575.1 | aAfaAfgAfaUfaUfucaAfuAfuAfaUfgsUfsu
AD-53033.1 A-108458.1 | AfcUfaAfcUfaAfCfUfuAfaUfuCfaAfaAfL96 A-108459.1 | uUfuUfgAfaUfuAfaguUfaGfuUfaGfusUfsg
AD-52954.1 A-108322.1 | UfuAfuUfgUfuCfCfUfcUfaGfuUfaUfuUfL96 A-108323.1 | aAfaUfaAfcUfaGfaggAfaCfaAfuAfasAfsa
AD-53098.1 A-108554.1 | CfaUfaGfuGfaAfGfCfaAfuCfuAfaUfuAfL96 A-108555.1 | uAfaUfuAfgAfuUfgcuUfcAfcUfaUfgsGfsa
AD-53092.1 A-108552.1 | CfcAfuAfgUfgAfAfGfcAfaUfcUfaAfuUfL96 A-108553.1 | aAfuUfaGfaUfuGfcuuCfaCfuAfuGfgsAfsg
AD-53073.1 A-108530.1 | GfaUfcAfcAfaAfAfCfuUfcAfaUfgAfaAfL96 A-108531.1 | uUfuCfaUfuGfaAfguuUfuGfuGfaUfcsCfsa
AD-53132.1 A-108628.1 | AfuGfgAfaGfgUfUfAfuAfcUfcUfaUfaAfL96 A-108629.1 | uUfaUfaGfaGfuAfuaaCfcUfuCfcAfusUfsu
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AD-53086.1 | A-108550.1 | UfcCfaUfaGfuGfAfAfgCfaAfuCfuAfaUfL96 A-108551.1 | aUfuAfgAfuUfgCfuucAfcUfaUfgGfasGfsu
AD-52961.1 | A-108340.1 | CfuAfuGfuUfaGfAfCfgAfuGfuAfaAfaAfL96 A-108341.1 | uUfuUfuAfcAfuCfgucUfaAfcAfuAfgsCfsa
AD-52983.1 | A-108316.1 | AfuUfaAfgCfuCfCfUfuCfuUfuUfuAfuUfL96 A-108317.1 | aAfuAfaAfaAfgAfaggAfgCfuUfaAfusUfsg
AD-53027.1 A-108456.1 | AfaCfuAfaCfuAfAfCfuUfaAfuUfcAfaAfL96 A-108457.1 | uUfuGfaAfuUfaAfguuAfgUfuAfgUfusGfsc
AD-52986.1 A-108364.1 | GfgCfcAfaAfuUfAfAfuGfaCfaUfaUfuUfL96 A-108365.1 | aAfaUfaUfgUfcAfuuaAfuUfuGfgCfcsCfsu
AD-52989.1 A-108318.1 | UfuUfuAfuUfgUfUfCfcUfcUfaGfuUfaUfL96 A-108319.1 | aUfaAfcUfaGfaGfgaaCfaAfuAfaAfasAfsg
AD-52981.1 | A-108378.1 | AfcAfuAfuUfuGfAfUfcAfgUfcUfuUfuUfL96 A-108379.1 | aAfaAfaGfaCfuGfaucAfaAfuAfuGfusUfsg
AD-53077.1 A-108500.1 | CfcCfaGfcAfaCfUfCfuCfaAfgUfuUfuUfL96 A-108501.1 | aAfaAfaCfuUfgAfgagUfuGfcUfgGfgsUfsc
AD-53095.1 A-108506.1 | CfaGfgUfaGfuCfCfAfuGfgAfcAfuUfaAfL96 A-108507.1 | uUfaAfuGfuCfcAfuggAfcUfaCfcUfgsAfsu
AD-52970.1 A-108390.1 | AfcUfgAfgAfaGfAfAfcUfaCfaUfaUfaAfL96 A-108391.1 | uUfaUfaUfgUfaGfuucUfuCfuCfaGfusUfsc
AD-53015.1 | A-108452.1 | GfaGfcAfaCfuAfAfCfuAfaCfuUfaAfuUfL96 A-108453.1 | aAfuUfaAfgUfuAfguuAfgUfuGfcUfcsUfsu
AD-53147.1 | A-108618.1 | AfaCfaAfcCfuAfAfAfuGfgUfaAfaUfaUfL96 A-108619.1 | aUfaUfuUfaCfcAfuuuAfgGfuUfgUfusUfsu
AD-53103.1 A-108540.1 | CfcUfaGfaGfaAfGfAfuAfuAfcUfcCfaUfL96 A-108541.1 | aUfgGfaGfuAfuAfucuUfcUfcUfaGfgsCfsc
AD-52969.1 A-108374.1 | CfaAfcAfuAfuUfufGfaUfcAfgUfcUfuUfL96 A-108375.1 | aAfaGfaCfuGfaUfcaaAfuAfuGfuUfgsAfsg
AD-53075.1 A-108562.1 | AfcAfaCfaAfaCfAfUfuAfuAfuUfgAfaUfL96 A-108563.1 | aUfuCfaAfuAfuAfaugUfuUfgUfuGfusCfsu
AD-52994.1 A-108398.1 | AfcAfuAfuAfaAfCfUfaCfaAfgUfcAfaAfL96 A-108399.1 | uUfuGfaCfuUfgUfaguUfuAfuAfuGfusAfsg
AD-52960.1 | A-108324.1 | CfuAfgUfuAfuUfUfCfcUfcCfaGfaAfuUfL96 A-108325.1 | aAfuUfcUfgGfaGfgaaAfuAfaCfuAfgsAfsg
AD-53003.1 | A-108448.1 | AfaGfaGfcAfaCfUfAfaCfuAfaCfuUfaAfL96 A-108449.1 | uUfaAfgUfuAfgUfuagUfuGfcUfcUfusCfsu
AD-52995.1 | A-108320.1 | UfuUfaUfuGfuUfCfCfuCfuAfgUfuAfuUfL96 A-108321.1 | aAfuAfaCfuAfgAfggaAfcAfaUfaAfasAfsa
AD-53037.1 A-108428.1 | CfuCfcUfaGfaAfGfAfaAfaAfaUfuCfuAfL96 A-108429.1 | uAfgAfaUfuUfuUfucuUfcUfaGfgAfgsGfsc
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AD-53087.1 | A-108566.1 | AfaCfaAfaCfaUfUfAfuAfuUfgAfaUfaUfL96 A-108567.1 | aUfaUfuCfaAfuAfuaaUfgUfuUfgUfusGfsu
AD-53076.1 A-108578.1 | GfgAfaAfuCfaCfGfAfaAfcCfaAfcUfaUfL96 A-108579.1 | aUfaGfuUfgGfuUfucgUfgAfuUfuCfcsCfsa
AD-52975.1 A-108376.1 | AfaCfaUfaUfuUfGfAfuCfaGfuCfuUfuUfL96 A-108377.1 | aAfaAfgAfcUfgAfucaAfaUfaUfgUfusGfsa
AD-53138.1 A-108630.1 | UfgGfaAfgGfuUfAfUfaCfuCfuAfuAfaAfL96 A-108631.1 | uUfuAfuAfgAfgUfauaAfcCfuUfcCfasUfsu
AD-53091.1 A-108536.1 | GfgAfgAfaCfuAfCfAfaAfuAfuGfgUfuUfL96 A-108537.1 | aAfaCfcAfuAfuUfuguAfgUfuCfuCfcsCfsa

AD-53124.1 A-108594.1 | GfaAfaAfcAfaAfGfAfuUfuGfgUfgUfuUfL96 A-108595.1 | aAfaCfaCfcAfaAfucuUfuGfuUfuUfcsCfsg

AD-53125.1 | A-108610.1 | AfgUfgUfgGfaGfAfAfaAfcAfaCfcUfaAfL96 A-108611.1 | uUfaGfgUfuGfuUfuucUfcCfaCfaCfusCfsa
AD-53036.1 | A-108412.1 | GfuCfaCfuUfgAfAfCfuCfaAfcUfcAfaAfL96 A-108413.1 | uUfuGfaGfuUfgAfguuCfaAfgUfgAfcsAfsu
AD-53061.1 A-108526.1 | GfaUfgGfaUfcAfCfAfaAfaCfuUfcAfaUfL96 A-108527.1 | aUfuGfaAfgUfuUfuguGfaUfcCfaUfcsUfsa
AD-53093.1 A-108568.1 | AfcAfaAfcAfuUfAfUfaUfuGfaAfuAfuUfL96 A-108569.1 | aAfuAfuUfcAfaUfauaAfuGfuUfuGfusUfsg
AD-53137.1 A-108614.1 | UfgUfgGfaGfaAfAfAfcAfaCfcUfaAfaUfL96 A-108615.1 | aUfuUfaGfgUfuGfuuuUfcUfcCfaCfasCfsu
AD-52999.1 | A-108384.1 | AfuCfaGfuCfuUfUfUfuAfuGfaUfcUfaUfL96 A-108385.1 | aUfaGfaUfcAfuAfaaaAfgAfcUfgAfusCfsa

AD-53069.1 | A-108560.1 | GfaCfaAfcAfaAfCfAfuUfaUfaUfuGfaAfL96 A-108561.1 | uUfcAfaUfaUfaAfuguUfuGfuUfgUfcsUfsu
AD-53034.1 A-108474.1 | CfaAfcAfgCfaUfAfGfuCfaAfaUfaAfaAfL96 A-108475.1 | uUfuUfaUfuUfgAfcuaUfgCfuGfuUfgsGfsu
AD-52976.1 A-108392.1 | CfuGfaGfaAfgAfAfCfuAfcAfuAfuAfaAfL96 A-108393.1 | uUfuAfuAfuGfuAfguuCfuUfcUfcAfgsUfsu
AD-52996.1 A-108336.1 | UfgCfuAfuGfuUfAfGfaCfgAfuGfuAfaAfL96 A-108337.1 | uUfuAfcAfuCfgUfcuaAfcAfuAfgCfasAfsa

AD-53029.1 A-108488.1 | AfaCfcCfaCfaGfAfAfaUfuUfcUfcUfaUfL96 A-108489.1 | aUfaGfaGfaAfaUfuucUfgUfgGfgUfusCfsu
AD-53020.1 | A-108438.1 | CfuUfcAfaCfaAfAfAfaGfuGfaAfaUfaUfL96 A-108439.1 | aUfaUfuUfcAfcUfuuuUfgUfuGfaAfgsUfsa
AD-53042.1 | A-108414.1 | UfcAfcUfuGfaAfCfUfcAfaCfuCfaAfaAfL96 A-108415.1 | uUfuUfgAfgUfuGfaguUfcAfaGfuGfasCfsa
AD-53011.1 A-108482.1 | CfaUfaGfuCfaAfAfUfaAfaAfgAfaAfuAfL96 A-108483.1 | uAfuUfuCfuUfuUfauuUfgAfcUfaUfgsCfsu
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AD-52957.1 | A-108370.1 | CfaAfaAfaCfuCfAfAfcAfuAfuUfuGfaUfL96 A-108371.1 | aUfcAfaAfuAfuGfuugAfgUfuUfuUfgsAfsa
AD-53008.1 | A-108434.1 | UfaCfuUfcAfaCfAfAfaAfaGfuGfaAfaUfL96 A-108435.1 | aUfuUfcAfcUfuUfuugUfuGfaAfgUfasGfsa
AD-53065.1 A-108496.1 | GfaCfcCfaGfcAfAfCfuCfuCfaAfgUfuUfL96 A-108497.1 | aAfaCfuUfgAfgAfguuGfcUfgGfgUfcsUfsg
AD-53115.1 A-108638.1 | UfuGfaAfuGfaAfCfUfgAfgGfcAfaAfuUfL96 A-108639.1 | aAfuUfuGfcCfuCfaguUfcAfuUfcAfasAfsg
AD-53012.1 A-108404.1 | UfaUfaAfaCfuAfCfAfaGfuCfaAfaAfaUfL96 A-108405.1 | aUfuUfuUfgAfcUfuguAfgUfuUfaUfasUfsg
AD-53004.1 A-108464.1 | AfaAfcAfaGfaUfAfAfuAfgCfaUfcAfaAfL96 A-108465.1 | uUfuGfaUfgCfuAfuuaUfcUfuGfuUfusUfsu
AD-53021.1 | A-108454.1 | CfaAfcUfaAfcUfAfAfcUfuAfaUfuCfaAfL96 A-108455.1 | uUfgAfaUfuAfaGfuuaGfuUfaGfuUfgsCfsu
AD-52955.1 A-108338.1 | GfcUfaUfgUfuAfGfAfcGfaUfgUfaAfaAfL96 A-108339.1 | uUfuUfaCfaUfcGfucuAfaCfaUfaGfcsAfsa
AD-53119.1 A-108608.1 | AfcUfuGfgGfaUfCfAfcAfaAfgCfaAfaAfL96 A-108609.1 | uUfuUfgCfuUfuGfugaUfcCfcAfaGfusAfsg
AD-52990.1 A-108334.1 | UfuGfcUfaUfgUfUfAfgAfcGfaUfgUfaAfL96 A-108335.1 | uUfaCfaUfcGfuCfuaaCfaUfaGfcAfasAfsu
AD-52964.1 | A-108388.1 | AfaCfuGfaGfaAfGfAfaCfuAfcAfuAfuAfL96 A-108389.1 | uAfuAfuGfuAfgUfucuUfcUfcAfgUfusCfsc
AD-52973.1 | A-108344.1 | GfaUfgUfaAfaAfAfUfuUfuAfgCfcAfaUufL96 A-108345.1 | aUfuGfgCfuAfaAfauuUfuUfaCfaUfcsGfsu
AD-53074.1 | A-108546.1 | AfcUfcCfaUfaGfUfGfaAfgCfaAfuCfuAfL96 A-108547.1 | uAfgAfuUfgCfuUfcacUfaUfgGfaGfusAfsu
AD-53026.1 A-108440.1 | UfuCfaAfcAfaAfAfAfgUfgAfaAfuAfuUfL96 A-108441.1 | aAfuAfuUfuCfaCfuuuUfuGfuUfgAfasGfsu
AD-53062.1 A-108542.1 | CfuAfgAfgAfaGfAfUfaUfaCfuCfcAfuAfL96 A-108543.1 | uAfuGfgAfgUfaUfaucUfuCfuCfuAfgsGfsc
AD-53114.1 A-108622.1 | CfaAfcCfuAfaAfUfGfgUfaAfaUfaUfaAfL96 A-108623.1 | uUfaUfaUfuUfaCfcauUfuAfgGfuUfgsUfsu
AD-53082.1 | A-108580.1 | GfaAfaUfcAfcGfAfAfaCfcAfaCfuAfuAfL96 A-108581.1 | uAfuAfgUfuGfgUfuucGfuGfaUfuUfcsCfsc
AD-53035.1 | A-108490.1 | CfcAfcAfgAfaAfUfUfuCfuCfuAfuCfuUfL96 A-108491.1 | aAfgAfuAfgAfgAfaauUfuCfuGfuGfgsGfsu
AD-52978.1 | A-108330.1 | AfaAfuCfaAfgAfUfUfuGfcUfaUfgUfuAfL96 A-108331.1 | uAfaCfaUfaGfcAfaauCfuUfgAfuUfusUfsg
AD-53084.1 A-108518.1 | AfcAfuUfaAfuUfCfAfaCfaUfcGfaAfuAfL96 A-108519.1 | uAfuUfcGfaUfgUfugaAfuUfaAfuGfusCfsc
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AD-52972.1 | A-108328.1 | CfcAfgAfgCfcAfAfAfaUfcAfaGfaUfuUfL96 A-108329.1 | aAfaUfcUfuGfaUfuuuGfgCfuCfuGfgsAfsg
AD-53002.1 | A-108432.1 | CfuAfcUfuCfaAfCfAfaAfaAfgUfgAfaAfL96 A-108433.1 | uUfuCfaCfuUfuUfuguUfgAfaGfuAfgsAfsa
AD-53078.1 A-108516.1 | GfaCfaUfuAfaUfUfCfaAfcAfuCfgAfaUfL96 A-108517.1 | aUfuCfgAfuGfuUfgaaUfuAfaUfgUfcsCfsa
AD-53072.1 A-108514.1 | GfgAfcAfuUfaAfUfUfcAfaCfaUfcGfaAfL96 A-108515.1 | uUfcGfaUfgUfuGfaauUfaAfuGfuCfcsAfsu
AD-53005.1 A-108480.1 | GfcAfuAfgUfcAfAfAfuAfaAfaGfaAfaUfL96 A-108481.1 | aUfuUfcUfuUfuAfuuuGfaCfuAfuGfcsUfsg
AD-53083.1 A-108502.1 | CfuCfuCfaAfgUfUfUfuUfcAfuGfuCfuAfL96 A-108503.1 | uAfgAfcAfuGfaAfaaaCfuUfgAfgAfgsUfsu
AD-53102.1 | A-108524.1 | AfuCfgAfaUfaGfAfUfgGfaUfcAfcAfaAfL96 A-108525.1 | uUfuGfuGfaUfcCfaucUfaUfuCfgAfusGfsu
AD-53105.1 | A-108572.1 | AfcAfuUfaUfaUfufGfaAfuAfuUfcUfuUfL96 A-108573.1 | aAfaGfaAfuAfuUfcaaUfaUfaAfuGfusUfsu
AD-53090.1 A-108520.1 | UfuAfaUfuCfaAfCfAfuCfgAfaUfaGfaUfL96 A-108521.1 | aUfcUfaUfuCfgAfuguUfgAfaUfuAfasUfsg
AD-53010.1 A-108466.1 | GfaUfaAfuAfgCfAfUfcAfaAfgAfcCfuUfL96 A-108467.1 | aAfgGfuCfuUfuGfaugCfuAfuUfaUfcsUfsu
AD-52998.1 | A-108368.1 | UfgAfcAfuAfuUfUfCfaAfaAfaCfuCfaAfL96 A-108369.1 | uUfgAfgUfuUfuUfgaaAfuAfuGfuCfasUfsu
AD-52992.1 | A-108366.1 | AfaAfuUfaAfuGfAfCfaUfaUfuUfcAfaAfL96 A-108367.1 | uUfuGfaAfaUfaUfgucAfuUfaAfuUfusGfsg
AD-53068.1 | A-108544.1 | GfaAfgAfuAfuAfCfUfcCfaUfaGfuGfaAfL96 A-108545.1 | uUfcAfcUfaUfgGfaguAfuAfuCfuUfcsUfsc
AD-53032.1 A-108442.1 | AfaUfaUfuUfaGfAfAfgAfgCfaAfcUfaAfL96 A-108443.1 | uUfaGfuUfgCfuCfuucUfaAfaUfaUfusUfsc
AD-52967.1 A-108342.1 | CfgAfuGfuAfaAfAfAfuUfuUfaGfcCfaAfL96 A-108343.1 | uUfgGfcUfaAfaAfuuuUfuAfcAfuCfgsUfsc
AD-53096.1 A-108522.1 | UfuCfaAfcAfuCfGfAfaUfaGfaUfgGfaUfL96 A-108523.1 | aUfcCfaUfcUfaUfucgAfuGfuUfgAfasUfsu
AD-53131.1 | A-108612.1 | GfuGfuGfgAfgAfAfAfaCfaAfcCfuAfaAfL96 A-108613.1 | uUfuAfgGfuUfgUfuuuCfuCfcAfcAfcsUfsc
AD-52963.1 A-108372.1 | UfcAfaCfaUfaUfUfUfgAfuCfaGfuCfuUfL96 A-108373.1 | aAfgAfcUfgAfuCfaaaUfaUfgUfuGfasGfsu
AD-53089.1 A-108504.1 | UfcAfgGfuAfgUfCfCfaUfgGfaCfaUfuAfL96 A-108505.1 | uAfaUfgUfcCfaUfggaCfuAfcCfuGfasUfsa
AD-53044.1 A-108446.1 | UfuUfaGfaAfgAfGfCfaAfcUfaAfcUfaAfL96 A-108447.1 | uUfaGfuUfaGfuUfgcuCfuUfcUfaAfasUfsa
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AD-52988.1 | A-108396.1 | UfaCfaUfaUfaAfAfCfuAfcAfaGfuCfaAfL96 A-108397.1 | uUfgAfcUfuGfuAfguuUfaUfaUfgUfasGfsu
AD-53067.1 | A-108528.1 | GfgAfuCfaCfaAfAfAfcUfuCfaAfuGfaAfL96 A-108529.1 | uUfcAfuUfgAfaGfuuuUfgUfgAfuCfcsAfsu
AD-53009.1 | A-108450.1 | AfgAfgCfaAfcUfAfAfcUfaAfcUfuAfaUufL96 A-108451.1 | aUfuAfaGfuUfaGfuuaGfuUfgCfuCfusUfsc
AD-53022.1 A-108470.1 | AfcCfaAfcAfgCfAfUfaGfuCfaAfaUfaAfL96 A-108471.1 | uUfaUfuUfgAfcUfaugCfuGfuUfgGfusUfsu
AD-53016.1 A-108468.1 | AfaCfcAfaCfaGfCfAfuAfgUfcAfaAfuAfL96 A-108469.1 | uAfuUfuGfaCfuAfugcUfgUfuGfgUfusUfsa
AD-53007.1 A-108418.1 | GfaAfcUfcAfaCfufCfaAfaAfcUfuGfaAfL96 A-108419.1 | uUfcAfaGfuUfuUfgagUfuGfaGfuUfcsAfsa
AD-53148.1 | A-108634.1 | UfaCfuCfuAfuAfAfAfaUfcAfaCfcAfaAfL96 A-108635.1 | uUfuGfgUfuGfaUfuuuAfuAfgAfgUfasUfsa
AD-53040.1 | A-108476.1 | CfaGfcAfuAfgUfCfAfaAfuAfaAfaGfaAfL96 A-108477.1 | uUfcUfuUfuAfuUfugaCfuAfuGfcUfgsUfsu
AD-53041.1 A-108492.1 | GfaAfaUfaAfgAfAfAfuGfuAfaAfaCfaUfL96 A-108493.1 | aUfgUfuUfuAfcAfuuuCfuUfaUfuUfcsAfsu
AD-53039.1 A-108460.1 | CfuAfaCfuAfaCfUufUfaAfuUfcAfaAfaUfL96 A-108461.1 | aUfuUfuGfaAfuUfaagUfuAfgUfuAfgsUfsu
AD-53139.1 | A-108646.1 | AfuGfaAfcUfgAfGfGfcAfaAfuUfuAfaAfL96 A-108647.1 | uUfuAfaAfuUfuGfccuCfaGfuUfcAfusUfsc
AD-53144.1 | A-108648.1 | UfgAfaCfuGfaGfGfCfaAfaUfuUfaAfaAfL96 A-108649.1 | uUfuUfaAfaUfuUfgccUfcAfgUfuCfasUfsu
AD-53142.1 | A-108616.1 | AfaAfcAfaCfcUfAfAfaUfgGfuAfaAfuAfL96 A-108617.1 | uAfuUfuAfcCfaUfuuaGfgUfuGfuUfusUfsc
AD-53108.1 A-108620.1 | AfcAfaCfcUfaAfAfUfgGfuAfaAfuAfuAfL96 A-108621.1 | uAfuAfuUfuAfcCfauuUfaGfgUfuGfusUfsu
AD-53079.1 A-108532.1 | AfaCfgUfgGfgAfGfAfaCfuAfcAfaAfuAfL96 A-108533.1 | uAfuUfuGfuAfgUfucuCfcCfaCfgUfusUfsc
AD-53133.1 A-108644.1 | AfaUfgAfaCfuGfAfGfgCfaAfaUfuUfaAfL96 A-108645.1 | uUfaAfaUfuUfgCfcucAfgUfuCfaUfusCfsa

AD-53104.1 A-108556.1 | GfuUfgGfaAfgAfCfUfgGfaAfaGfaCfaAfL96 A-108557.1 | uUfgUfcUfuUfcCfaguCfuUfcCfaAfcsUfsc

AD-53088.1 A-108582.1 | UfgGfcAfaUfgUfCfCfcCfaAfuGfcAfaUfL96 A-108583.1 | aUfuGfcAfuUfgGfggaCfaUfuGfcCfasGfsu
AD-53101.1 | A-108508.1 | GfgUfaGfuCfcAfUfGfgAfcAfuUfaAfuUfL96 A-108509.1 | aAfuUfaAfuGfuCfcauGfgAfcUfaCfcsUfsg

AD-53000.1 A-108400.1 | CfaUfaUfaAfaCfUfAfcAfaGfuCfaAfaAfL96 A-108401.1 | uUfuUfgAfcUfuGfuagUfuUfaUfaUfgsUfsa
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AD-53112.1 A-108590.1 | AfaUfcCfcGfgAfAfAfaCfaAfaGfaUfuUfL96 A-108591.1 | aAfaUfcUfuUfgUfuuuCfcGfgGfaUfusGfsc
AD-53107.1 | A-108604.1 | CfuAfcUfuGfgGfAfUfcAfcAfaAfgCfaAfL96 A-108605.1 | uUfgCfuUfuGfuGfaucCfcAfaGfuAfgsAfsa
AD-53121.1 A-108640.1 | UfgAfaUfgAfaCfUfGfaGfgCfaAfaUfuUfL96 A-108641.1 | aAfaUfuUfgCfcUfcagUfuCfaUfuCfasAfsa
AD-53046.1 A-108478.1 | AfgCfaUfaGfuCfAfAfaUfaAfaAfgAfaAfL96 A-108479.1 | uUfuCfuUfuUfaUfuugAfcUfaUfgCfusGfsu
AD-53038.1 A-108444.1 | AfuUfuAfgAfaGfAfGfcAfaCfuAfaCfuAfL96 A-108445.1 | uAfgUfuAfgUfuGfcucUfuCfuAfaAfusAfsu
AD-53140.1 A-108662.1 | AfgGfcAfaAfuUfUfAfaAfaGfgCfaAfuAfL96 A-108663.1 | uAfuUfgCfcUfuUfuaaAfuUfuGfcCfusCfsa
AD-52987.1 | A-108380.1 | CfaUfaUfuUfgAfUfCfaGfuCfuUfuUfuAfL96 A-108381.1 | uAfaAfaAfgAfcUfgauCfaAfaUfaUfgsUfsu
AD-53130.1 | A-108596.1 | AfaAfaCfaAfaGfAfUfuUfgGfuGfuUfuUfL96 A-108597.1 | aAfaAfcAfcCfaAfaucUfuUfgUfuUfusCfsc
AD-53106.1 A-108588.1 | CfaAfuCfcCfgGfAfAfaAfcAfaAfgAfuUfL96 A-108589.1 | aAfuCfuUfuGfuUfuucCfgGfgAfuUfgsCfsa
AD-53081.1 A-108564.1 | CfaAfcAfaAfcAfUfUfaUfaUfuGfaAfuAfL96 A-108565.1 | uAfuUfcAfaUfaUfaauGfuUfuGfuUfgsUfsc
AD-53118.1 | A-108592.1 | GfgAfaAfaCfaAfAfGfaUfuUfgGfuGfuUfL96 A-108593.1 | aAfcAfcCfaAfaUfcuuUfgUfuUfuCfcsGfsg
AD-53136.1 | A-108598.1 | AfcAfaAfgAfuUfUfGfgUfgUfuUfuCfuAfL96 A-108599.1 | uAfgAfaAfaCfaCfcaaAfuCfuUfuGfusUfsu
AD-53127.1 | A-108642.1 | GfaAfuGfaAfcUfGfAfgGfcAfaAfuUfuAfL96 A-108643.1 | uAfaAfuUfuGfcCfucaGfuUfcAfuUfcsAfsa
AD-53066.1 A-108512.1 | CfcAfuGfgAfcAfUfUfaAfuUfcAfaCfaUfL96 A-108513.1 | aUfgUfuGfaAfuUfaauGfuCfcAfuGfgsAfsc
AD-53013.1 A-108420.1 | AfaCfuCfaAfcUfCfAfaAfaCfuUfgAfaAfL96 A-108421.1 | uUfuCfaAfgUfuUfugaGfuUfgAfgUfusCfsa
AD-52991.1 A-108350.1 | CfaGfuUfgGfgAfCfAfuGfgUfcUfuAfaAfL96 A-108351.1 | uUfuAfaGfaCfcAfuguCfcCfaAfcUfgsAfsa
AD-53099.1 | A-108570.1 | AfaCfaUfuAfuAfUufUfgAfaUfaUfuCfuUfL96 A-108571.1 | aAfgAfaUfaUfuCfaauAfuAfaUfgUfusUfsg
AD-52958.1 | A-108386.1 | AfcCfaGfuGfaAfAfUfcAfaAfgAfaGfaAfL96 A-108387.1 | uUfcUfuCfuUfuGfauuUfcAfcUfgGfusUfsu
AD-53097.1 | A-108538.1 | GfuUfgGfgCfcUfAfGfaGfaAfgAfuAfuAfL96 A-108539.1 | uAfuAfuCfuUfcUfcuaGfgCfcCfaAfcsCfsa
AD-52966.1 A-108326.1 | CfuCfcAfgAfgCfCfAfaAfaUfcAfaGfaUfL96 A-108327.1 | aUfcUfuGfaUfuUfuggCfuCfuGfgAfgsAfsu
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AD-53145.1 | A-108664.1 | GfgCfaAfaUfuUfAfAfaAfgGfcAfaUfaAfL96 A-108665.1 | uUfaUfuGfcCfuUfuuaAfaUfuUfgCfcsUfsc
AD-53113.1 A-108606.1 | UfaCfuUfgGfgAfUfCfaCfaAfaGfcAfaAfL96 A-108607.1 | uUfuGfcUfuUfgUfgauCfcCfaAfgUfasGfsa
AD-52993.1 | A-108382.1 | GfaUfcAfgUfcUfUfUfuUfaUfgAfuCfuAfL96 A-108383.1 | uAfgAfuCfaUfaAfaaaGfaCfuGfaUfcsAfsa
AD-53031.1 A-108426.1 | GfaAfaGfcCfuCfCfUfaGfaAfgAfaAfaAfL96 A-108427.1 | uUfuUfuCfuUfcUfaggAfgGfcUfuUfcsAfsa
AD-53017.1 A-108484.1 | AfgUfcAfaAfuAfAfAfaGfaAfaUfaGfaAfL96 A-108485.1 | uUfcUfaUfuUfcUfuuuAfuUfuGfaCfusAfsu
AD-53143.1 A-108632.1 | AfuAfcUfcUfaUfAfAfaAfuCfaAfcCfaAfL96 A-108633.1 | uUfgGfuUfgAfuUfuuaUfaGfaGfuAfusAfsa
AD-53149.1 | A-108650.1 | GfaAfcUfgAfgGfCfAfaAfuUfuAfaAfaAfL96 A-108651.1 | uUfuUfuAfaAfuUfugcCfuCfaGfuUfcsAfsu
AD-53059.1 | A-108494.1 | AfgAfcCfcAfgCfAfAfcUfcUfcAfaGfuUfL96 A-108495.1 | aAfcUfuGfaGfaGfuugCfuGfgGfuCfusGfsa
AD-53006.1 A-108402.1 | AfuAfuAfaAfcUfAfCfaAfgUfcAfaAfaAfL96 A-108403.1 | uUfuUfuGfaCfuUfguaGfuUfuAfuAfusGfsu
AD-53025.1 A-108424.1 | UfgAfaAfgCfcUfCfCfuAfgAfaGfaAfaAfL96 A-108425.1 | uUfuUfcUfuCfuAfggaGfgCfuUfuCfasAfsg
AD-53085.1 A-108534.1 | GfgGfaGfaAfcUfAfCfaAfaUfaUfgGfuUfL96 A-108535.1 | aAfcCfaUfaUfuUfguaGfuUfcUfcCfcsAfsc
AD-52984.1 | A-108332.1 | AfgAfuUfuGfcUfAfUfgUfuAfgAfcGfaUfLI6 A-108333.1 | aUfcGfuCfuAfaCfauaGfcAfaAfuCfusUfsg
AD-53023.1 | A-108486.1 | GfaAfcCfcAfcAfGfAfaAfuUfuCfuCfuAfL96 A-108487.1 | uAfgAfgAfaAfuUfucuGfuGfgGfuUfcsUfsu
AD-53014.1 A-108436.1 | AfcUfuCfaAfcAfAfAfaAfgUfgAfaAfuAfL96 A-108437.1 | uAfuUfuCfaCfuUfuuuGfuUfgAfaGfusAfsg
AD-53060.1 A-108510.1 | AfgUfcCfaUfgGfAfCfaUfuAfaUfuCfaAfL96 A-108511.1 | uUfgAfaUfuAfaUfgucCfaUfgGfaCfusAfsc
AD-53110.1 A-108652.1 | AfaCfuGfaGfgCfAfAfaUfuUfaAfaAfgAfL96 A-108653.1 | uCfuUfuUfaAfaUfuugCfcUfcAfgUfusCfsa
AD-52980.1 | A-108362.1 | GfgGfcCfaAfaUfUfAfaUfgAfcAfuAfuUfLI6 A-108363.1 | aAfuAfuGfuCfaUfuaaUfuUfgGfcCfcsUfsu
AD-53109.1 | A-108636.1 | AfuCfcAfuCfcAfAfCfaGfaUfuCfaGfaAfL96 A-108637.1 | uUfcUfgAfaUfcUfguuGfgAfuGfgAfusCfsa
AD-53141.1 A-108600.1 | AfaGfaUfuUfgGfUufGfuUfuUfcUfaCfuUfL96 A-108601.1 | aAfgUfaGfaAfaAfcacCfaAfaUfcUfusUfsg
AD-53126.1 A-108626.1 | GfuCfuCfaAfaAfUufGfgAfaGfgUfuAfuAfL96 A-108627.1 | uAfuAfaCfcUfuCfcauUfuUfgAfgAfcsUfsu
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AD-53116.1 | A-108654.1 | AfcUfgAfgGfcAfAfAfuUfuAfaAfaGfgAfLI6 A-108655.1 | uCfcUfuUfuAfaAfuuuGfcCfuCfaGfusUfsc
AD-52997.1 A-108352.1 | GfgGfaCfaUfgGfUfCfuUfaAfaGfaCfuUfL96 A-108353.1 | aAfgUfcUfuUfaAfgacCfaUfgUfcCfcsAfsa
AD-53120.1 | A-108624.1 | AfuGfgUfaAfaUfAfUfaAfcAfaAfcCfaAfL96 A-108625.1 | uUfgGfuUfuGfuUfauaUfuUfaCfcAfusUfsu
AD-53070.1 A-108576.1 | GfgGfaAfaUfcAfCfGfaAfaCfcAfaCfuAfL96 A-108577.1 | uAfgUfuGfgUfuUfcguGfaUfuUfcCfcsAfsa
AD-53028.1 A-108472.1 | CfcAfaCfaGfcAfUfAfgUfcAfaAfuAfaAfL96 A-108473.1 | uUfuAfuUfuGfaCfuauGfcUfgUfuGfgsUfsu
AD-53146.1 A-108602.1 | UfuUfuCfuAfcUfufGfgGfaUfcAfcAfaAfL96 A-108603.1 | uUfuGfuGfaUfcCfcaaGfuAfgAfaAfasCfsa
AD-52982.1 | A-108394.1 | AfgAfaCfuAfcAfUfAfuAfaAfcUfaCfaAfL96 A-108395.1 | uUfgUfaGfuUfuAfuauGfuAfgUfuCfusUfsc
AD-53111.1 A-108668.1 | AfgAfgUfaUfgUfGfUfaAfaAfaUfcUfgUfL96 A-108669.1 | aCfaGfaUfuUfuUfacaCfaUfaCfuCfusGfsu
AD-53045.1 A-108462.1 | AfaAfaCfaAfgAfUfAfaUfaGfcAfuCfaAfL96 A-108463.1 | uUfgAfuGfcUfaUfuauCfuUfgUfuUfusUfsc
AD-53123.1 A-108672.1 | AfgUfaUfgUfgUfAfAfaAfaUfcUfgUfaAfL96 A-108673.1 | uUfaCfaGfaUfuUfuuaCfaCfaUfaCfusCfsu
AD-53018.1 | A-108406.1 | AfgUfcAfaAfaAfUfGfaAfgAfgGfuAfaAfLI6 A-108407.1 | uUfuAfcCfuCfuUfcauUfuUfuGfaCfusUfsg
AD-52956.1 | A-108354.1 | GfgAfcAfuGfgUfCfUfuAfaAfgAfcUfuUfL96 A-108355.1 | aAfaGfuCfuUfuAfagaCfcAfuGfuCfcsCfsa
AD-53134.1 A-108660.1 | GfaGfgCfaAfaUfUfUfaAfaAfgGfcAfaUfL96 A-108661.1 | aUfuGfcCfuUfuUfaaaUfuUfgCfcUfcsAfsg
AD-52968.1 A-108358.1 | GfuCfuUfaAfaGfAfCfuUfuGfuCfcAfuAfL96 A-108359.1 | uAfuGfgAfcAfaAfgucUfuUfaAfgAfcsCfsa
AD-53122.1 A-108656.1 | CfuGfaGfgCfaAfAfUfuUfaAfaAfgGfcAfL96 A-108657.1 | uGfcCfuUfuUfaAfauuUfgCfcUfcAfgsUfsu
AD-53100.1 A-108586.1 | GfcAfaUfcCfcGfGfAfaAfaCfaAfaGfaUfL96 A-108587.1 | aUfcUfuUfgUfuUfuccGfgGfaUfuGfcsAfsu
AD-53128.1 | A-108658.1 | UfgAfgGfcAfaAfUfUfuAfaAfaGfgCfaAfL96 A-108659.1 | uUfgCfcUfuUfuAfaauUfuGfcCfuCfasGfsu
AD-53043.1 | A-108430.1 | UfcUfaCfuUfcAfAfCfaAfaAfaGfuGfaAfL96 A-108431.1 | uUfcAfcUfuUfuUfguuGfaAfgUfaGfasAfsu
AD-53135.1 | A-108676.1 | UfaUfgUfgUfaAfAfAfaUfcUfgUfaAfuAfL96 A-108677.1 | uAfuUfaCfaGfaUfuuuUfaCfaCfaUfasCfsu
AD-53094.1 A-108584.1 | AfaUfgCfaAfuCfCfCfgGfaAfaAfcAfaAfL96 A-108585.1 | uUfuGfuUfuUfcCfgggAfuUfgCfaUfusGfsg
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AD-53019.1 | A-108422.1 | CfuUfgAfaAfgCfCfUfcCfuAfgAfaGfaAfL96 A-108423.1 | uUfcUfuCfuAfgGfaggCfuUfuCfaAfgsUfsu
AD-53129.1 | A-108674.1 | GfuAfuGfuGfuAfAfAfaAfuCfuGfuAfaUfL96 A-108675.1 | aUfuAfcAfgAfuUfuuuAfcAfcAfuAfcsUfsc
AD-53150.1 | A-108666.1 | CfaGfaGfuAfuGfUfGfuAfaAfaAfuCfuUfL96 A-108667.1 | aAfgAfuUfuUfuAfcacAfuAfcUfcUfgsUfsg
AD-53117.1 A-108670.1 | GfaGfuAfuGfuGfUfAfaAfaAfuCfuGfuAfL96 A-108671.1 | uAfcAfgAfuUfuUfuacAfcAfuAfcUfcsUfsg
AD-52985.1 A-108348.1 | UfcAfgUfuGfgGfAfCfaUfgGfuCfuUfaAfL96 A-108349.1 | uUfaAfgAfcCfaUfgucCfcAfaCfuGfasAfsg
AD-52962.1 A-108356.1 | GfgUfcUfuAfaAfGfAfcUfuUfgUfcCfaUfL96 A-108357.1 | aUfgGfaCfaAfaGfucuUfuAfaGfaCfcsAfsu
AD-52974.1 | A-108360.1 | UfcUfuAfaAfgAfCfUfuUfgUfcCfaUfaAfL96 A-108361.1 | uUfaUfgGfaCfaAfaguCfuUfuAfaGfasCfsc
AD-52979.1 | A-108346.1 | UfuCfaGfuUfgGfGfAfcAfuGfgUfcUfuAfL96 A-108347.1 | uAfaGfaCfcAfuGfuccCfaAfcUfgAfasGfsg

Lowercase nucleotides (a, u, g, ¢) are 2’-O-methyl nucleotides; Nf (e.g., Af) is a 2’-fluoro nucleotide; s is a phosphothiorate linkage; 1.96

indicates a GalNAc ligand.
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Table 9. Unmodified Sense and antisense strand sequences of ANGPTL3 dsRNAs without GalNal conjugation

These sequences are the same as the sequences listed in Table 7 except that they do not contain GalNal conjugation.

Sense Sequence

Antisense Sequence

appearance) in order of appearance)
AD-52637.1 A-108817.1 UCACAAUUAAGCUCCUUCUUU A-108307.2 AAAGAAGGAGCUUAAUUGUGAAC 54-76
AD-52638.1 A-108825.1 UUAUUGUUCCUCUAGUUAUUU A-108323.2 AAAUAACUAGAGGAACAAUAAAA 75-97
AD-52639.1 A-108833.1 GCUAUGUUAGACGAUGUAAAA A-108339.2 UUUUACAUCGUCUAACAUAGCAA 161-183
AD-52640.1 A-108841.1 GGACAUGGUCUUAAAGACUUU A-108355.2 AAAGUCUUUAAGACCAUGUCCCA 209-231
AD-52641.1 A-108849.1 CAAAAACUCAACAUAUUUGAU A-108371.2 AUCAAAUAUGUUGAGUUUUUGAA 266-288
AD-52642.1 A-108857.1 ACCAGUGAAAUCAAAGAAGAA A-108387.2 UUCUUCUUUGAUUUCACUGGUUU 314-336
AD-52643.1 A-108818.1 CACAAUUAAGCUCCUUCUUUU A-108309.2 AAAAGAAGGAGCUUAAUUGUGAA 55-77
AD-52645.1 A-108834.1 CUAUGUUAGACGAUGUAAAAA A-108341.2 UUUUUACAUCGUCUAACAUAGCA 162-184
AD-52647.1 A-108850.1 UCAACAUAUUUGAUCAGUCUU A-108373.2 AAGACUGAUCAAAUAUGUUGAGU 273-295
AD-52648.1 A-108858.1 AACUGAGAAGAACUACAUAUA A-108389.2 UAUAUGUAGUUCUUCUCAGUUCC 342-364
AD-52649.1 A-108819.1 ACAAUUAAGCUCCUUCUUUUU A-108311.2 AAAAAGAAGGAGCUUAAUUGUGA 56-78
AD-52650.1 A-108827.1 CUCCAGAGCCAAAAUCAAGAU A-108327.2 AUCUUGAUUUUGGCUCUGGAGAU 138-160
AD-52651.1 A-108835.1 CGAUGUAAAAAUUUUAGCCAA A-108343.2 UUGGCUAAAAUUUUUACAUCGUC 172-194
AD-52652.1 A-108843.1 GUCUUAAAGACUUUGUCCAUA A-108359.2 UAUGGACAAAGUCUUUAAGACCA 216-238
AD-52653.1 A-108851.1 CAACAUAUUUGAUCAGUCUUU A-108375.2 AAAGACUGAUCAAAUAUGUUGAG 274-296
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AD-52654.1 A-108859.1 ACUGAGAAGAACUACAUAUAA A-108391.2 UUAUAUGUAGUUCUUCUCAGUUC 343-365
AD-52656.1 A-108828.1 CCAGAGCCAAAAUCAAGAUUU A-108329.2 AAAUCUUGAUUUUGGCUCUGGAG 140-162
AD-52657.1 A-108836.1 GAUGUAAAAAUUUUAGCCAAU A-108345.2 AUUGGCUAAAAUUUUUACAUCGU 173-195
AD-52658.1 A-108844.1 UCUUAAAGACUUUGUCCAUAA A-108361.2 UUAUGGACAAAGUCUUUAAGACC 217-239
AD-52659.1 A-108852.1 AACAUAUUUGAUCAGUCUUUU A-108377.2 AAAAGACUGAUCAAAUAUGUUGA 275-297
AD-52660.1 A-108860.1 CUGAGAAGAACUACAUAUAAA A-108393.2 UUUAUAUGUAGUUCUUCUCAGUU 344-366
AD-52661.1 A-108821.1 AAUUAAGCUCCUUCUUUUUAU A-108315.2 AUAAAAAGAAGGAGCUUAAUUGU 58-80

AD-52662.1 A-108829.1 AAAUCAAGAUUUGCUAUGUUA A-108331.2 UAACAUAGCAAAUCUUGAUUUUG 149-171
AD-52663.1 A-108837.1 UUCAGUUGGGACAUGGUCUUA A-108347.2 UAAGACCAUGUCCCAACUGAAGG 201-223
AD-52664.1 A-108845.1 GGGCCAAAUUAAUGACAUAUU A-108363.2 AAUAUGUCAUUAAUUUGGCCCUU 244-266
AD-52665.1 A-108853.1 ACAUAUUUGAUCAGUCUUUUU A-108379.2 AAAAAGACUGAUCAAAUAUGUUG 276-298
AD-52666.1 A-108861.1 AGAACUACAUAUAAACUACAA A-108395.2 UUGUAGUUUAUAUGUAGUUCUUC 350-372
AD-52667.1 A-108822.1 AUUAAGCUCCUUCUUUUUAUU A-108317.2 AAUAAAAAGAAGGAGCUUAAUUG 59-81

AD-52668.1 A-108830.1 AGAUUUGCUAUGUUAGACGAU A-108333.2 AUCGUCUAACAUAGCAAAUCUUG 155-177
AD-52669.1 A-108838.1 UCAGUUGGGACAUGGUCUUAA A-108349.2 UUAAGACCAUGUCCCAACUGAAG 202-224
AD-52670.1 A-108846.1 GGCCAAAUUAAUGACAUAUUU A-108365.2 AAAUAUGUCAUUAAUUUGGCCCU 245-267
AD-52671.1 A-108854.1 CAUAUUUGAUCAGUCUUUUUA A-108381.2 UAAAAAGACUGAUCAAAUAUGUU 277-299
AD-52672.1 A-108862.1 UACAUAUAAACUACAAGUCAA A-108397.2 UUGACUUGUAGUUUAUAUGUAGU 355-377
AD-52673.1 A-108823.1 UUUUAUUGUUCCUCUAGUUAU A-108319.2 AUAACUAGAGGAACAAUAAAAAG 73-95

AD-52674.1 A-108831.1 UUGCUAUGUUAGACGAUGUAA A-108335.2 UUACAUCGUCUAACAUAGCAAAU 159-181
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AD-52675.1 A-108839.1 CAGUUGGGACAUGGUCUUAAA A-108351.2 UUUAAGACCAUGUCCCAACUGAA 203-225
AD-52676.1 A-108847.1 AAAUUAAUGACAUAUUUCAAA A-108367.2 UUUGAAAUAUGUCAUUAAUUUGG 249-271
AD-52677.1 A-108855.1 GAUCAGUCUUUUUAUGAUCUA A-108383.2 UAGAUCAUAAAAAGACUGAUCAA 284-306
AD-52678.1 A-108863.1 ACAUAUAAACUACAAGUCAAA A-108399.2 UUUGACUUGUAGUUUAUAUGUAG 356-378
AD-52679.1 A-108824.1 UUUAUUGUUCCUCUAGUUAUU A-108321.2 AAUAACUAGAGGAACAAUAAAAA 74-96

AD-52680.1 A-108832.1 UGCUAUGUUAGACGAUGUAAA A-108337.2 UUUACAUCGUCUAACAUAGCAAA 160-182
AD-52681.1 A-108840.1 GGGACAUGGUCUUAAAGACUU A-108353.2 AAGUCUUUAAGACCAUGUCCCAA 208-230
AD-52682.1 A-108848.1 UGACAUAUUUCAAAAACUCAA A-108369.2 UUGAGUUUUUGAAAUAUGUCAUU 256-278
AD-52683.1 A-108856.1 AUCAGUCUUUUUAUGAUCUAU A-108385.2 AUAGAUCAUAAAAAGACUGAUCA 285-307
AD-52684.1 A-108864.1 CAUAUAAACUACAAGUCAAAA A-108401.2 UUUUGACUUGUAGUUUAUAUGUA 357-379
AD-52685.1 A-108872.1 CUUGAACUCAACUCAAAACUU A-108417.2 AAGUUUUGAGUUGAGUUCAAGUG 401-423
AD-52686.1 A-108880.1 CUACUUCAACAAAAAGUGAAA A-108433.2 UUUCACUUUUUGUUGAAGUAGAA 446-468
AD-52687.1 A-108888.1 AAGAGCAACUAACUAACUUAA A-108449.2 UUAAGUUAGUUAGUUGCUCUUCU 474-496
AD-52688.1 A-108896.1 AAACAAGAUAAUAGCAUCAAA A-108465.2 UUUGAUGCUAUUAUCUUGUUUUU 557-579
AD-52689.1 A-108904.1 GCAUAGUCAAAUAAAAGAAAU A-108481.2 AUUUCUUUUAUUUGACUAUGCUG 625-647
AD-52690.1 A-108865.1 AUAUAAACUACAAGUCAAAAA A-108403.2 UUUUUGACUUGUAGUUUAUAUGU 358-380
AD-52691.1 A-108873.1 GAACUCAACUCAAAACUUGAA A-108419.2 UUCAAGUUUUGAGUUGAGUUCAA 404-426
AD-52692.1 A-108881.1 UACUUCAACAAAAAGUGAAAU A-108435.2 AUUUCACUUUUUGUUGAAGUAGA 447-469
AD-52693.1 A-108889.1 AGAGCAACUAACUAACUUAAU A-108451.2 AUUAAGUUAGUUAGUUGCUCUUC 475-497
AD-52694.1 A-108897.1 GAUAAUAGCAUCAAAGACCUU A-108467.2 AAGGUCUUUGAUGCUAUUAUCUU 563-585
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AD-52695.1 A-108905.1 CAUAGUCAAAUAAAAGAAAUA A-108483.2 UAUUUCUUUUAUUUGACUAUGCU 626-648
AD-52696.1 A-108866.1 UAUAAACUACAAGUCAAAAAU A-108405.2 AUUUUUGACUUGUAGUUUAUAUG 359-381
AD-52697.1 A-108874.1 AACUCAACUCAAAACUUGAAA A-108421.2 UUUCAAGUUUUGAGUUGAGUUCA 405-427
AD-52698.1 A-108882.1 ACUUCAACAAAAAGUGAAAUA A-108437.2 UAUUUCACUUUUUGUUGAAGUAG 448-470
AD-52699.1 A-108890.1 GAGCAACUAACUAACUUAAUU A-108453.2 AAUUAAGUUAGUUAGUUGCUCUU 476-498
AD-52700.1 A-108898.1 AACCAACAGCAUAGUCAAAUA A-108469.2 UAUUUGACUAUGCUGUUGGUUUA 617-639
AD-52701.1 A-108906.1 AGUCAAAUAAAAGAAAUAGAA A-108485.2 UUCUAUUUCUUUUAUUUGACUAU 629-651
AD-52702.1 A-108867.1 AGUCAAAAAUGAAGAGGUAAA A-108407.2 UUUACCUCUUCAUUUUUGACUUG 370-392
AD-52703.1 A-108875.1 CUUGAAAGCCUCCUAGAAGAA A-108423.2 UUCUUCUAGGAGGCUUUCAAGUU 419-441
AD-52704.1 A-108883.1 CUUCAACAAAAAGUGAAAUAU A-108439.2 AUAUUUCACUUUUUGUUGAAGUA 449-471
AD-52705.1 A-108891.1 CAACUAACUAACUUAAUUCAA A-108455.2 UUGAAUUAAGUUAGUUAGUUGCU 479-501
AD-52706.1 A-108899.1 ACCAACAGCAUAGUCAAAUAA A-108471.2 UUAUUUGACUAUGCUGUUGGUUU 618-640
AD-52707.1 A-108907.1 GAACCCACAGAAAUUUCUCUA A-108487.2 UAGAGAAAUUUCUGUGGGUUCUU 677-699
AD-52708.1 A-108868.1 GAAUAUGUCACUUGAACUCAA A-108409.2 UUGAGUUCAAGUGACAUAUUCUU 391-413
AD-52709.1 A-108876.1 UGAAAGCCUCCUAGAAGAAAA A-108425.2 UUUUCUUCUAGGAGGCUUUCAAG 421-443
AD-52710.1 A-108884.1 UUCAACAAAAAGUGAAAUAUU A-108441.2 AAUAUUUCACUUUUUGUUGAAGU 450-472
AD-52711.1 A-108892.1 AACUAACUAACUUAAUUCAAA A-108457.2 UUUGAAUUAAGUUAGUUAGUUGC 480-502
AD-52712.1 A-108900.1 CCAACAGCAUAGUCAAAUAAA A-108473.2 UUUAUUUGACUAUGCUGUUGGUU 619-641
AD-52713.1 A-108908.1 AACCCACAGAAAUUUCUCUAU A-108489.2 AUAGAGAAAUUUCUGUGGGUUCU 678-700
AD-52714.1 A-108869.1 UGUCACUUGAACUCAACUCAA A-108411.2 UUGAGUUGAGUUCAAGUGACAUA 396-418
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AD-52715.1 A-108877.1 GAAAGCCUCCUAGAAGAAAAA A-108427.2 UUUUUCUUCUAGGAGGCUUUCAA 422-444
AD-52716.1 A-108885.1 AAUAUUUAGAAGAGCAACUAA A-108443.2 UUAGUUGCUCUUCUAAAUAUUUC 465-487
AD-52717.1 A-108893.1 ACUAACUAACUUAAUUCAAAA A-108459.2 UUUUGAAUUAAGUUAGUUAGUUG 481-503
AD-52718.1 A-108901.1 CAACAGCAUAGUCAAAUAAAA A-108475.2 UUUUAUUUGACUAUGCUGUUGGU 620-642
AD-52719.1 A-108909.1 CCACAGAAAUUUCUCUAUCUU A-108491.2 AAGAUAGAGAAAUUUCUGUGGGU 681-703
AD-52720.1 A-108870.1 GUCACUUGAACUCAACUCAAA A-108413.2 UUUGAGUUGAGUUCAAGUGACAU 397-419
AD-52721.1 A-108878.1 CUCCUAGAAGAAAAAAUUCUA A-108429.2 UAGAAUUUUUUCUUCUAGGAGGC 428-450
AD-52722.1 A-108886.1 AUUUAGAAGAGCAACUAACUA A-108445.2 UAGUUAGUUGCUCUUCUAAAUAU 468-490
AD-52723.1 A-108894.1 CUAACUAACUUAAUUCAAAAU A-108461.2 AUUUUGAAUUAAGUUAGUUAGUU 482-504
AD-52724.1 A-108902.1 CAGCAUAGUCAAAUAAAAGAA A-108477.2 UUCUUUUAUUUGACUAUGCUGUU 623-645
AD-52725.1 A-108910.1 GAAAUAAGAAAUGUAAAACAU A-108493.2 AUGUUUUACAUUUCUUAUUUCAU 746-768
AD-52726.1 A-108871.1 UCACUUGAACUCAACUCAAAA A-108415.2 UUUUGAGUUGAGUUCAAGUGACA 398-420
AD-52727.1 A-108879.1 UCUACUUCAACAAAAAGUGAA A-108431.2 UUCACUUUUUGUUGAAGUAGAAU 445-467
AD-52728.1 A-108887.1 UUUAGAAGAGCAACUAACUAA A-108447.2 UUAGUUAGUUGCUCUUCUAAAUA 469-491
AD-52729.1 A-108895.1 AAAACAAGAUAAUAGCAUCAA A-108463.2 UUGAUGCUAUUAUCUUGUUUUUC 556-578
AD-52730.1 A-108903.1 AGCAUAGUCAAAUAAAAGAAA A-108479.2 UUUCUUUUAUUUGACUAUGCUGU 624-646
AD-52731.1 A-108958.1 AGACCCAGCAACUCUCAAGUU A-108495.2 AACUUGAGAGUUGCUGGGUCUGA 836-858
AD-52732.1 A-108966.1 AGUCCAUGGACAUUAAUUCAA A-108511.2 UUGAAUUAAUGUCCAUGGACUAC 887-909
AD-52733.1 A-108974.1 GAUGGAUCACAAAACUUCAAU A-108527.2 AUUGAAGUUUUGUGAUCCAUCUA 917-939
AD-52734.1 A-108982.1 CUAGAGAAGAUAUACUCCAUA A-108543.2 UAUGGAGUAUAUCUUCUCUAGGC 998-1020
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AD-52735.1 A-108990.1 AAAGACAACAAACAUUAUAUU A-108559.2 AAUAUAAUGUUUGUUGUCUUUCC 1064-1086
AD-52736.1 A-108998.1 CAUUAUAUUGAAUAUUCUUUU A-108575.2 AAAAGAAUAUUCAAUAUAAUGUU 1076-1098
AD-52737.1 A-108959.1 GACCCAGCAACUCUCAAGUUU A-108497.2 AAACUUGAGAGUUGCUGGGUCUG 837-859
AD-52739.1 A-108975.1 GGAUCACAAAACUUCAAUGAA A-108529.2 UUCAUUGAAGUUUUGUGAUCCAU 920-942
AD-52740.1 A-108983.1 GAAGAUAUACUCCAUAGUGAA A-108545.2 UUCACUAUGGAGUAUAUCUUCUC 1003-1025
AD-52741.1 A-108991.1 GACAACAAACAUUAUAUUGAA A-108561.2 UUCAAUAUAAUGUUUGUUGUCUU 1067-1089
AD-52742.1 A-108999.1 GGGAAAUCACGAAACCAACUA A-108577.2 UAGUUGGUUUCGUGAUUUCCCAA 1102-1124
AD-52743.1 A-108960.1 ACCCAGCAACUCUCAAGUUUU A-108499.2 AAAACUUGAGAGUUGCUGGGUCU 838-860
AD-52744.1 A-108968.1 GGACAUUAAUUCAACAUCGAA A-108515.2 UUCGAUGUUGAAUUAAUGUCCAU 894-916
AD-52745.1 A-108976.1 GAUCACAAAACUUCAAUGAAA A-108531.2 UUUCAUUGAAGUUUUGUGAUCCA 921-943
AD-52746.1 A-108984.1 ACUCCAUAGUGAAGCAAUCUA A-108547.2 UAGAUUGCUUCACUAUGGAGUAU 1011-1033
AD-52747.1 A-108992.1 ACAACAAACAUUAUAUUGAAU A-108563.2 AUUCAAUAUAAUGUUUGUUGUCU 1068-1090
AD-52748.1 A-109000.1 GGAAAUCACGAAACCAACUAU A-108579.2 AUAGUUGGUUUCGUGAUUUCCCA 1103-1125
AD-52749.1 A-108961.1 CCCAGCAACUCUCAAGUUUUU A-108501.2 AAAAACUUGAGAGUUGCUGGGUC 839-861
AD-52750.1 A-108969.1 GACAUUAAUUCAACAUCGAAU A-108517.2 AUUCGAUGUUGAAUUAAUGUCCA 895-917
AD-52751.1 A-108977.1 AACGUGGGAGAACUACAAAUA A-108533.2 UAUUUGUAGUUCUCCCACGUUUC 940-962
AD-52752.1 A-108985.1 CUCCAUAGUGAAGCAAUCUAA A-108549.2 UUAGAUUGCUUCACUAUGGAGUA 1012-1034
AD-52753.1 A-108993.1 CAACAAACAUUAUAUUGAAUA A-108565.2 UAUUCAAUAUAAUGUUUGUUGUC 1069-1091
AD-52754.1 A-109001.1 GAAAUCACGAAACCAACUAUA A-108581.2 UAUAGUUGGUUUCGUGAUUUCCC 1104-1126
AD-52755.1 A-108962.1 CUCUCAAGUUUUUCAUGUCUA A-108503.2 UAGACAUGAAAAACUUGAGAGUU 847-869
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AD-52756.1 A-108970.1 ACAUUAAUUCAACAUCGAAUA A-108519.2 UAUUCGAUGUUGAAUUAAUGUCC 896-918
AD-52757.1 A-108978.1 GGGAGAACUACAAAUAUGGUU A-108535.2 AACCAUAUUUGUAGUUCUCCCAC 945-967
AD-52758.1 A-108986.1 UCCAUAGUGAAGCAAUCUAAU A-108551.2 AUUAGAUUGCUUCACUAUGGAGU 1013-1035
AD-52759.1 A-108994.1 AACAAACAUUAUAUUGAAUAU A-108567.2 AUAUUCAAUAUAAUGUUUGUUGU 1070-1092
AD-52760.1 A-109002.1 UGGCAAUGUCCCCAAUGCAAU A-108583.2 AUUGCAUUGGGGACAUUGCCAGU 1147-1169
AD-52761.1 A-108963.1 UCAGGUAGUCCAUGGACAUUA A-108505.2 UAAUGUCCAUGGACUACCUGAUA 881-903
AD-52762.1 A-108971.1 UUAAUUCAACAUCGAAUAGAU A-108521.2 AUCUAUUCGAUGUUGAAUUAAUG 899-921
AD-52763.1 A-108979.1 GGAGAACUACAAAUAUGGUUU A-108537.2 AAACCAUAUUUGUAGUUCUCCCA 946-968
AD-52764.1 A-108987.1 CCAUAGUGAAGCAAUCUAAUU A-108553.2 AAUUAGAUUGCUUCACUAUGGAG 1014-1036
AD-52765.1 A-108995.1 ACAAACAUUAUAUUGAAUAUU A-108569.2 AAUAUUCAAUAUAAUGUUUGUUG 1071-1093
AD-52766.1 A-109003.1 AAUGCAAUCCCGGAAAACAAA A-108585.2 UUUGUUUUCCGGGAUUGCAUUGG 1160-1182
AD-52767.1 A-108964.1 CAGGUAGUCCAUGGACAUUAA A-108507.2 UUAAUGUCCAUGGACUACCUGAU 882-904
AD-52768.1 A-108972.1 UUCAACAUCGAAUAGAUGGAU A-108523.2 AUCCAUCUAUUCGAUGUUGAAUU 903-925
AD-52769.1 A-108980.1 GUUGGGCCUAGAGAAGAUAUA A-108539.2 UAUAUCUUCUCUAGGCCCAACCA 991-1013
AD-52770.1 A-108988.1 CAUAGUGAAGCAAUCUAAUUA A-108555.2 UAAUUAGAUUGCUUCACUAUGGA 1015-1037
AD-52771.1 A-108996.1 AACAUUAUAUUGAAUAUUCUU A-108571.2 AAGAAUAUUCAAUAUAAUGUUUG 1074-1096
AD-52772.1 A-109004.1 GCAAUCCCGGAAAACAAAGAU A-108587.2 AUCUUUGUUUUCCGGGAUUGCAU 1163-1185
AD-52773.1 A-108965.1 GGUAGUCCAUGGACAUUAAUU A-108509.2 AAUUAAUGUCCAUGGACUACCUG 884-906
AD-52774.1 A-108973.1 AUCGAAUAGAUGGAUCACAAA A-108525.2 UUUGUGAUCCAUCUAUUCGAUGU 909-931
AD-52775.1 A-108981.1 CCUAGAGAAGAUAUACUCCAU A-108541.2 AUGGAGUAUAUCUUCUCUAGGCC 997-1019
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AD-52776.1 A-108989.1 GUUGGAAGACUGGAAAGACAA A-108557.2 UUGUCUUUCCAGUCUUCCAACUC 1051-1073
AD-52777.1 A-108997.1 ACAUUAUAUUGAAUAUUCUUU A-108573.2 AAAGAAUAUUCAAUAUAAUGUUU 1075-1097
AD-52778.1 A-109005.1 CAAUCCCGGAAAACAAAGAUU A-108589.2 AAUCUUUGUUUUCCGGGAUUGCA 1164-1186
AD-52779.1 A-109013.1 CUACUUGGGAUCACAAAGCAA A-108605.2 UUGCUUUGUGAUCCCAAGUAGAA 1194-1216
AD-52780.1 A-109021.1 ACAACCUAAAUGGUAAAUAUA A-108621.2 UAUAUUUACCAUUUAGGUUGUUU 1281-1303
AD-52781.1 A-109029.1 AUCCAUCCAACAGAUUCAGAA A-108637.2 UUCUGAAUCUGUUGGAUGGAUCA 1400-1422
AD-52782.1 A-109037.1 AACUGAGGCAAAUUUAAAAGA A-108653.2 UCUUUUAAAUUUGCCUCAGUUCA 1432-1454_G21A
AD-52783.1 A-109045.1 AGAGUAUGUGUAAAAAUCUGU A-108669.2 ACAGAUUUUUACACAUACUCUGU 1913-1935
AD-52784.1 A-109006.1 AAUCCCGGAAAACAAAGAUUU A-108591.2 AAAUCUUUGUUUUCCGGGAUUGC 1165-1187
AD-52785.1 A-109014.1 UACUUGGGAUCACAAAGCAAA A-108607.2 UUUGCUUUGUGAUCCCAAGUAGA 1195-1217
AD-52786.1 A-109022.1 CAACCUAAAUGGUAAAUAUAA A-108623.2 UUAUAUUUACCAUUUAGGUUGUU 1282-1304
AD-52787.1 A-109030.1 UUGAAUGAACUGAGGCAAAUU A-108639.2 AAUUUGCCUCAGUUCAUUCAAAG 1425-1447
AD-52788.1 A-109038.1 ACUGAGGCAAAUUUAAAAGGA A-108655.2 UCCUUUUAAAUUUGCCUCAGUUC 1433-1455_C21A
AD-52789.1 A-109046.1 GAGUAUGUGUAAAAAUCUGUA A-108671.2 UACAGAUUUUUACACAUACUCUG 1914-1936
AD-52791.1 A-109015.1 ACUUGGGAUCACAAAGCAAAA A-108609.2 UUUUGCUUUGUGAUCCCAAGUAG 1196-1218
AD-52792.1 A-109023.1 AUGGUAAAUAUAACAAACCAA A-108625.2 UUGGUUUGUUAUAUUUACCAUUU 1290-1312
AD-52793.1 A-109031.1 UGAAUGAACUGAGGCAAAUUU A-108641.2 AAAUUUGCCUCAGUUCAUUCAAA 1426-1448
AD-52794.1 A-109039.1 CUGAGGCAAAUUUAAAAGGCA A-108657.2 UGCCUUUUAAAUUUGCCUCAGUU 1434-1456
AD-52795.1 A-109047.1 AGUAUGUGUAAAAAUCUGUAA A-108673.2 UUACAGAUUUUUACACAUACUCU 1915-1937
AD-52796.1 A-109008.1 GAAAACAAAGAUUUGGUGUUU A-108595.2 AAACACCAAAUCUUUGUUUUCCG 1172-1194
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AD-52797.1 A-109016.1 AGUGUGGAGAAAACAACCUAA A-108611.2 UUAGGUUGUUUUCUCCACACUCA 1269-1291
AD-52798.1 A-109024.1 GUCUCAAAAUGGAAGGUUAUA A-108627.2 UAUAACCUUCCAUUUUGAGACUU 1354-1376
AD-52799.1 A-109032.1 GAAUGAACUGAGGCAAAUUUA A-108643.2 UAAAUUUGCCUCAGUUCAUUCAA 1427-1449
AD-52800.1 A-109040.1 UGAGGCAAAUUUAAAAGGCAA A-108659.2 UUGCCUUUUAAAUUUGCCUCAGU 1435-1457
AD-52801.1 A-109048.1 GUAUGUGUAAAAAUCUGUAAU A-108675.2 AUUACAGAUUUUUACACAUACUC 1916-1938
AD-52802.1 A-109009.1 AAAACAAAGAUUUGGUGUUUU A-108597.2 AAAACACCAAAUCUUUGUUUUCC 1173-1195
AD-52803.1 A-109017.1 GUGUGGAGAAAACAACCUAAA A-108613.2 UUUAGGUUGUUUUCUCCACACUC 1270-1292
AD-52804.1 A-109025.1 AUGGAAGGUUAUACUCUAUAA A-108629.2 UUAUAGAGUAUAACCUUCCAUUU 1362-1384
AD-52805.1 A-109033.1 AAUGAACUGAGGCAAAUUUAA A-108645.2 UUAAAUUUGCCUCAGUUCAUUCA 1428-1450
AD-52806.1 A-109041.1 GAGGCAAAUUUAAAAGGCAAU A-108661.2 AUUGCCUUUUAAAUUUGCCUCAG 1436-1458
AD-52807.1 A-109049.1 UAUGUGUAAAAAUCUGUAAUA A-108677.2 UAUUACAGAUUUUUACACAUACU 1917-1939
AD-52808.1 A-109010.1 ACAAAGAUUUGGUGUUUUCUA A-108599.2 UAGAAAACACCAAAUCUUUGUUU 1176-1198
AD-52809.1 A-109018.1 UGUGGAGAAAACAACCUAAAU A-108615.2 AUUUAGGUUGUUUUCUCCACACU 1271-1293
AD-52810.1 A-109026.1 UGGAAGGUUAUACUCUAUAAA A-108631.2 UUUAUAGAGUAUAACCUUCCAUU 1363-1385
AD-52811.1 A-109034.1 AUGAACUGAGGCAAAUUUAAA A-108647.2 UUUAAAUUUGCCUCAGUUCAUUC 1429-1451
AD-52812.1 A-109042.1 AGGCAAAUUUAAAAGGCAAUA A-108663.2 UAUUGCCUUUUAAAUUUGCCUCA 1437-1459
AD-52813.1 A-109011.1 AAGAUUUGGUGUUUUCUACUU A-108601.2 AAGUAGAAAACACCAAAUCUUUG 1179-1201
AD-52814.1 A-109019.1 AAACAACCUAAAUGGUAAAUA A-108617.2 UAUUUACCAUUUAGGUUGUUUUC 1279-1301
AD-52815.1 A-109027.1 AUACUCUAUAAAAUCAACCAA A-108633.2 UUGGUUGAUUUUAUAGAGUAUAA 1372-1394
AD-52816.1 A-109035.1 UGAACUGAGGCAAAUUUAAAA A-108649.2 UUUUAAAUUUGCCUCAGUUCAUU 1430-1452
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AD-52817.1 A-109043.1 GGCAAAUUUAAAAGGCAAUAA A-108665.2 UUAUUGCCUUUUAAAUUUGCCUC 1438-1460
AD-52818.1 A-109012.1 UUUUCUACUUGGGAUCACAAA A-108603.2 UUUGUGAUCCCAAGUAGAAAACA 1190-1212
AD-52819.1 A-109020.1 AACAACCUAAAUGGUAAAUAU A-108619.2 AUAUUUACCAUUUAGGUUGUUUU 1280-1302
AD-52820.1 A-109028.1 UACUCUAUAAAAUCAACCAAA A-108635.2 UUUGGUUGAUUUUAUAGAGUAUA 1373-1395
AD-52821.1 A-109036.1 GAACUGAGGCAAAUUUAAAAA A-108651.2 UUUUUAAAUUUGCCUCAGUUCAU 1431-1453_G21A
AD-52822.1 A-109044.1 CAGAGUAUGUGUAAAAAUCUU A-108667.2 AAGAUUUUUACACAUACUCUGUG 1912-1934_G21U

Table 10. Modified Sense and antisense strand sequences of ANGPTL3 dsRNAs without GalNal conjugation

These sequences are the same as the sequences listed in Table 8 except that they do not contain GalNal conjugation.

Dublex sense Oligo Sense Sequence Antisense Antisense Oligo Sequence
P g (SEQ ID NOS 1366-1546, respectively, in . (SEQ ID NOS 1547-1727, respectively, in
Name Name OligoName
order of appearance) order of appearance)
AD-52637.1 A-108817.1 UfcAfcAfaUfuAfAfGfcUfcCfuUfcUfuUf A-108307.2 aAfaGfaAfgGfaGfcuuAfaUfuGfuGfasAfsc
AD-52638.1 A-108825.1 UfuAfuUfgUfuCfCfUfcUfaGfuUfaUfuUf A-108323.2 aAfaUfaAfcUfaGfaggAfaCfaAfuAfasAfsa
AD-52639.1 A-108833.1 GfcUfaUfgUfuAfGfAfcGfaUfgUfaAfaAf A-108339.2 uUfuUfaCfaUfcGfucuAfaCfaUfaGfcsAfsa
AD-52640.1 A-108841.1 GfgAfcAfuGfgUfCfUfuAfaAfgAfcUfuUf A-108355.2 aAfaGfuCfuUfuAfagaCfcAfuGfuCfcsCfsa
AD-52641.1 A-108849.1 CfaAfaAfaCfuCfAfAfcAfuAfuUfuGfauf A-108371.2 aUfcAfaAfuAfuGfuugAfgUfuUfuUfgsAfsa
AD-52642.1 A-108857.1 AfcCfaGfuGfaAfAfUfcAfaAfgAfaGfaAf A-108387.2 uUfcUfuCfuUfuGfauuUfcAfcUfgGfusUfsu
AD-52643.1 A-108818.1 CfaCfaAfuUfaAfGfCfuCfcUfuCfuUfuUf A-108309.2 aAfaAfgAfaGfgAfgcuUfaAfuUfgUfgsAfsa
AD-52645.1 A-108834.1 CfuAfuGfuUfaGfAfCfgAfuGfuAfaAfaAf A-108341.2 uUfuUfuAfcAfuCfgucUfaAfcAfuAfgsCfsa
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AD-52647.1 A-108850.1 UfcAfaCfaUfaUfUfUfgAfuCfaGfuCfuUf A-108373.2 aAfgAfcUfgAfuCfaaaUfaUfgUfuGfasGfsu
AD-52648.1 A-108858.1 AfaCfuGfaGfaAfGfAfaCfuAfcAfuAfuAf A-108389.2 uAfuAfuGfuAfgUfucuUfcUfcAfgUfusCfsc
AD-52649.1 A-108819.1 AfcAfaUfuAfaGfCfUfcCfuUfcUfuUfuUf A-108311.2 aAfaAfaGfaAfgGfagcUfuAfaUfuGfusGfsa
AD-52650.1 A-108827.1 CfuCfcAfgAfgCfCfAfaAfaUfcAfaGfaUf A-108327.2 aUfcUfuGfaUfuUfuggCfuCfuGfgAfgsAfsu
AD-52651.1 A-108835.1 CfgAfuGfuAfaAfAfAfuUfuUfaGfcCfaAf A-108343.2 uUfgGfcUfaAfaAfuuuUfuAfcAfuCfgsUfsc
AD-52652.1 A-108843.1 GfuCfuUfaAfaGfAfCfuUfuGfuCfcAfuAf A-108359.2 uAfuGfgAfcAfaAfgucUfuUfaAfgAfcsCfsa
AD-52653.1 A-108851.1 CfaAfcAfuAfuUfUfGfaUfcAfgUfcUfuUf A-108375.2 aAfaGfaCfuGfaUfcaaAfuAfuGfuUfgsAfsg
AD-52654.1 A-108859.1 AfcUfgAfgAfaGfAfAfcUfaCfaUfaUfaAf A-108391.2 uUfaUfaUfgUfaGfuucUfuCfuCfaGfusUfsc
AD-52656.1 A-108828.1 CfcAfgAfgCfcAfAfAfaUfcAfaGfaUfuUf A-108329.2 aAfaUfcUfuGfaUfuuuGfgCfuCfuGfgsAfsg
AD-52657.1 A-108836.1 GfaUfgUfaAfaAfAfUfuUfuAfgCfcAfaUf A-108345.2 aUfuGfgCfuAfaAfauuUfuUfaCfaUfcsGfsu
AD-52658.1 A-108844.1 UfcUfuAfaAfgAfCfUfuUfgUfcCfaUfaAf A-108361.2 uUfaUfgGfaCfaAfaguCfuUfuAfaGfasCfsc
AD-52659.1 A-108852.1 AfaCfaUfaUfuUfGfAfuCfaGfuCfuUfuUf A-108377.2 aAfaAfgAfcUfgAfucaAfaUfaUfgUfusGfsa
AD-52660.1 A-108860.1 CfuGfaGfaAfgAfAfCfuAfcAfuAfuAfaAf A-108393.2 uUfuAfuAfuGfuAfguuCfuUfcUfcAfgsUfsu
AD-52661.1 A-108821.1 AfaUfuAfaGfcUfCfCfuUfcUfuUfuUfauf A-108315.2 aUfaAfaAfaGfaAfggaGfcUfuAfaUfusGfsu
AD-52662.1 A-108829.1 AfaAfuCfaAfgAfUfUfuGfcUfaUfgUfuAf A-108331.2 uAfaCfaUfaGfcAfaauCfuUfgAfuUfusUfsg
AD-52663.1 A-108837.1 UfuCfaGfuUfgGfGfAfcAfuGfgUfcUfuAf A-108347.2 uAfaGfaCfcAfuGfuccCfaAfcUfgAfasGfsg
AD-52664.1 A-108845.1 GfgGfcCfaAfaUfUfAfaUfgAfcAfuAfuUf A-108363.2 aAfuAfuGfuCfaUfuaaUfuUfgGfcCfcsUfsu
AD-52665.1 A-108853.1 AfcAfuAfuUfuGfAfUfcAfgUfcUfuUfuUf A-108379.2 aAfaAfaGfaCfuGfaucAfaAfuAfuGfusUfsg
AD-52666.1 A-108861.1 AfgAfaCfuAfcAfUfAfuAfaAfcUfaCfaAf A-108395.2 uUfgUfaGfuUfuAfuauGfuAfgUfuCfusUfsc
AD-52667.1 A-108822.1 AfuUfaAfgCfuCfCfUufuCfuUfuUfuAfuUf A-108317.2 aAfuAfaAfaAfgAfaggAfgCfuUfaAfusUfsg
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AD-52668.1 A-108830.1 AfgAfuUfuGfcUfAfUfgUfuAfgAfcGfaUf A-108333.2 aUfcGfuCfuAfaCfauaGfcAfaAfuCfusUfsg
AD-52669.1 A-108838.1 UfcAfgUfuGfgGfAfCfaUfgGfuCfuUfaAf A-108349.2 uUfaAfgAfcCfaUfgucCfcAfaCfuGfasAfsg
AD-52670.1 A-108846.1 GfgCfcAfaAfuUfAfAfuGfaCfaUfaUfuUf A-108365.2 aAfaUfaUfgUfcAfuuaAfuUfuGfgCfcsCfsu
AD-52671.1 A-108854.1 CfaUfaUfuUfgAfUfCfaGfuCfuUfuUfuAf A-108381.2 uAfaAfaAfgAfcUfgauCfaAfaUfaUfgsUfsu
AD-52672.1 A-108862.1 UfaCfaUfaUfaAfAfCfuAfcAfaGfuCfaAf A-108397.2 uUfgAfcUfuGfuAfguuUfaUfaUfgUfasGfsu
AD-52673.1 A-108823.1 UfuUfuAfuUfgUfUfCfcUfcUfaGfuUfaUf A-108319.2 aUfaAfcUfaGfaGfgaaCfaAfuAfaAfasAfsg
AD-52674.1 A-108831.1 UfuGfcUfaUfgUfUfAfgAfcGfaUfgUfaAf A-108335.2 uUfaCfaUfcGfuCfuaaCfaUfaGfcAfasAfsu
AD-52675.1 A-108839.1 CfaGfuUfgGfgAfCfAfuGfgUfcUfuAfaAf A-108351.2 uUfuAfaGfaCfcAfuguCfcCfaAfcUfgsAfsa
AD-52676.1 A-108847.1 AfaAfuUfaAfuGfAfCfaUfaUfuUfcAfaAf A-108367.2 uUfuGfaAfaUfaUfgucAfuUfaAfuUfusGfsg
AD-52677.1 A-108855.1 GfaUfcAfgUfcUfUfUfuUfaUfgAfuCfuAf A-108383.2 uAfgAfuCfaUfaAfaaaGfaCfuGfaUfcsAfsa
AD-52678.1 A-108863.1 AfcAfuAfuAfaAfCfUfaCfaAfgUfcAfaAf A-108399.2 uUfuGfaCfuUfgUfaguUfuAfuAfuGfusAfsg
AD-52679.1 A-108824.1 UfuUfaUfuGfuUfCfCfuCfuAfgUfuAfuUf A-108321.2 aAfuAfaCfuAfgAfggaAfcAfaUfaAfasAfsa
AD-52680.1 A-108832.1 UfgCfuAfuGfuUfAfGfaCfgAfuGfuAfaAf A-108337.2 uUfuAfcAfuCfgUfcuaAfcAfuAfgCfasAfsa
AD-52681.1 A-108840.1 GfgGfaCfaUfgGfUfCfuUfaAfaGfaCfuUf A-108353.2 aAfgUfcUfuUfaAfgacCfaUfgUfcCfcsAfsa
AD-52682.1 A-108848.1 UfgAfcAfuAfuUfUfCfaAfaAfaCfuCfaAf A-108369.2 uUfgAfgUfuUfuUfgaaAfuAfuGfuCfasUfsu
AD-52683.1 A-108856.1 AfuCfaGfuCfuUfUfUfuAfuGfaUfcUfaUf A-108385.2 aUfaGfaUfcAfuAfaaaAfgAfcUfgAfusCfsa
AD-52684.1 A-108864.1 CfaUfaUfaAfaCfUfAfcAfaGfuCfaAfaAf A-108401.2 uUfuUfgAfcUfuGfuagUfuUfaUfaUfgsUfsa
AD-52685.1 A-108872.1 CfuUfgAfaCfuCfAfAfcUfcAfaAfaCfuUf A-108417.2 aAfgUfuUfuGfaGfuugAfgUfuCfaAfgsUfsg
AD-52686.1 A-108880.1 CfuAfcUfuCfaAfCfAfaAfaAfgUfgAfaAf A-108433.2 uUfuCfaCfuUfuUfuguUfgAfaGfuAfgsAfsa
AD-52687.1 A-108888.1 AfaGfaGfcAfaCfUfAfaCfuAfaCfuUfaAf A-108449.2 uUfaAfgUfuAfgUfuagUfuGfcUfcUfusCfsu
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AD-52688.1 A-108896.1 AfaAfcAfaGfaUfAfAfuAfgCfaUfcAfaAf A-108465.2 uUfuGfaUfgCfuAfuuaUfcUfuGfuUfusUfsu
AD-52689.1 A-108904.1 GfcAfuAfgUfcAfAfAfuAfaAfaGfaAfaUf A-108481.2 aUfuUfcUfuUfuAfuuuGfaCfuAfuGfcsUfsg
AD-52690.1 A-108865.1 AfuAfuAfaAfcUfAfCfaAfgUfcAfaAfaAf A-108403.2 uUfuUfuGfaCfuUfguaGfuUfuAfuAfusGfsu
AD-52691.1 A-108873.1 GfaAfcUfcAfaCfUfCfaAfaAfcUfuGfaAf A-108419.2 uUfcAfaGfuUfuUfgagUfuGfaGfuUfcsAfsa
AD-52692.1 A-108881.1 UfaCfuUfcAfaCfAfAfaAfaGfuGfaAfaUf A-108435.2 aUfuUfcAfcUfuUfuugUfuGfaAfgUfasGfsa
AD-52693.1 A-108889.1 AfgAfgCfaAfcUfAfAfcUfaAfcUfuAfaUf A-108451.2 aUfuAfaGfuUfaGfuuaGfuUfgCfuCfusUfsc
AD-52694.1 A-108897.1 GfaUfaAfuAfgCfAfUfcAfaAfgAfcCfuUf A-108467.2 aAfgGfuCfuUfuGfaugCfuAfuUfaUfcsUfsu
AD-52695.1 A-108905.1 CfaUfaGfuCfaAfAfUfaAfaAfgAfaAfuAf A-108483.2 uAfuUfuCfuUfuUfauuUfgAfcUfaUfgsCfsu
AD-52696.1 A-108866.1 UfaUfaAfaCfuAfCfAfaGfuCfaAfaAfaUf A-108405.2 aUfuUfuUfgAfcUfuguAfgUfuUfaUfasUfsg
AD-52697.1 A-108874.1 AfaCfuCfaAfcUfCfAfaAfaCfuUfgAfaAf A-108421.2 uUfuCfaAfgUfuUfugaGfuUfgAfgUfusCfsa
AD-52698.1 A-108882.1 AfcUfuCfaAfcAfAfAfaAfgUfgAfaAfuAf A-108437.2 uAfuUfuCfaCfuUfuuuGfuUfgAfaGfusAfsg
AD-52699.1 A-108890.1 GfaGfcAfaCfuAfAfCfuAfaCfuUfaAfuUf A-108453.2 aAfuUfaAfgUfuAfguuAfgUfuGfcUfcsUfsu
AD-52700.1 A-108898.1 AfaCfcAfaCfaGfCfAfuAfgUfcAfaAfuAf A-108469.2 uAfuUfuGfaCfuAfugcUfgUfuGfgUfusUfsa
AD-52701.1 A-108906.1 AfgUfcAfaAfuAfAfAfaGfaAfaUfaGfaAf A-108485.2 uUfcUfaUfuUfcUfuuuAfuUfuGfaCfusAfsu
AD-52702.1 A-108867.1 AfgUfcAfaAfaAfUfGfaAfgAfgGfuAfaAf A-108407.2 uUfuAfcCfuCfuUfcauUfuUfuGfaCfusUfsg
AD-52703.1 A-108875.1 CfuUfgAfaAfgCfCfUfcCfuAfgAfaGfaAf A-108423.2 uUfcUfuCfuAfgGfaggCfuUfuCfaAfgsUfsu
AD-52704.1 A-108883.1 CfuUfcAfaCfaAfAfAfaGfuGfaAfaUfauf A-108439.2 aUfaUfuUfcAfcUfuuuUfgUfuGfaAfgsUfsa
AD-52705.1 A-108891.1 CfaAfcUfaAfcUfAfAfcUfuAfaUfuCfaAf A-108455.2 uUfgAfaUfuAfaGfuuaGfuUfaGfuUfgsCfsu
AD-52706.1 A-108899.1 AfcCfaAfcAfgCfAfUfaGfuCfaAfaUfaAf A-108471.2 uUfaUfuUfgAfcUfaugCfuGfuUfgGfusUfsu
AD-52707.1 A-108907.1 GfaAfcCfcAfcAfGfAfaAfuUfuCfuCfuAf A-108487.2 uAfgAfgAfaAfuUfucuGfuGfgGfuUfcsUfsu
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AD-52708.1 A-108868.1 GfaAfuAfuGfuCfAfCfuUfgAfaCfuCfaAf A-108409.2 uUfgAfgUfuCfaAfgugAfcAfuAfuUfcsUfsu
AD-52709.1 A-108876.1 UfgAfaAfgCfcUfCfCfuAfgAfaGfaAfaAf A-108425.2 uUfuUfcUfuCfuAfggaGfgCfuUfuCfasAfsg
AD-52710.1 A-108884.1 UfuCfaAfcAfaAfAfAfgUfgAfaAfuAfuUf A-108441.2 aAfuAfuUfuCfaCfuuuUfuGfuUfgAfasGfsu
AD-52711.1 A-108892.1 AfaCfuAfaCfuAfAfCfuUfaAfuUfcAfaAf A-108457.2 uUfuGfaAfuUfaAfguuAfgUfuAfgUfusGfsc
AD-52712.1 A-108900.1 CfcAfaCfaGfcAfUfAfgUfcAfaAfuAfaAf A-108473.2 uUfuAfuUfuGfaCfuauGfcUfgUfuGfgsUfsu
AD-52713.1 A-108908.1 AfaCfcCfaCfaGfAfAfaUfuUfcUfcUfaUf A-108489.2 aUfaGfaGfaAfaUfuucUfgUfgGfgUfusCfsu
AD-52714.1 A-108869.1 UfgUfcAfcUfuGfAfAfcUfcAfaCfuCfaAf A-108411.2 uUfgAfgUfuGfaGfuucAfaGfuGfaCfasUfsa
AD-52715.1 A-108877.1 GfaAfaGfcCfuCfCfUfaGfaAfgAfaAfaAf A-108427.2 uUfuUfuCfuUfcUfaggAfgGfcUfuUfcsAfsa
AD-52716.1 A-108885.1 AfaUfaUfuUfaGfAfAfgAfgCfaAfcUfaAf A-108443.2 uUfaGfuUfgCfuCfuucUfaAfaUfaUfusUfsc
AD-52717.1 A-108893.1 AfcUfaAfcUfaAfCfUfuAfaUfuCfaAfaAf A-108459.2 uUfuUfgAfaUfuAfaguUfaGfuUfaGfusUfsg
AD-52718.1 A-108901.1 CfaAfcAfgCfaUfAfGfuCfaAfaUfaAfaAf A-108475.2 uUfuUfaUfuUfgAfcuaUfgCfuGfuUfgsGfsu
AD-52719.1 A-108909.1 CfcAfcAfgAfaAfUfUfuCfuCfuAfuCfuuf A-108491.2 aAfgAfuAfgAfgAfaauUfuCfuGfuGfgsGfsu
AD-52720.1 A-108870.1 GfuCfaCfuUfgAfAfCfuCfaAfcUfcAfaAf A-108413.2 uUfuGfaGfuUfgAfguuCfaAfgUfgAfcsAfsu
AD-52721.1 A-108878.1 CfuCfcUfaGfaAfGfAfaAfaAfaUfuCfuAf A-108429.2 uAfgAfaUfuUfuUfucuUfcUfaGfgAfgsGfsc
AD-52722.1 A-108886.1 AfuUfuAfgAfaGfAfGfcAfaCfuAfaCfuAf A-108445.2 uAfgUfuAfgUfuGfcucUfuCfuAfaAfusAfsu
AD-52723.1 A-108894.1 CfuAfaCfuAfaCfUfUfaAfuUfcAfaAfaUf A-108461.2 aUfuUfuGfaAfuUfaagUfuAfgUfuAfgsUfsu
AD-52724.1 A-108902.1 CfaGfcAfuAfgUfCfAfaAfuAfaAfaGfaAf A-108477.2 uUfcUfuUfuAfuUfugaCfuAfuGfcUfgsUfsu
AD-52725.1 A-108910.1 GfaAfaUfaAfgAfAfAfuGfuAfaAfaCfauf A-108493.2 aUfgUfuUfuAfcAfuuuCfuUfaUfuUfcsAfsu
AD-52726.1 A-108871.1 UfcAfcUfuGfaAfCfUfcAfaCfuCfaAfaAf A-108415.2 uUfuUfgAfgUfuGfaguUfcAfaGfuGfasCfsa
AD-52727.1 A-108879.1 UfcUfaCfuUfcAfAfCfaAfaAfaGfuGfaAf A-108431.2 uUfcAfcUfuUfuUfguuGfaAfgUfaGfasAfsu
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AD-52728.1 A-108887.1 UfuUfaGfaAfgAfGfCfaAfcUfaAfcUfaAf A-108447.2 uUfaGfuUfaGfuUfgcuCfuUfcUfaAfasUfsa
AD-52729.1 A-108895.1 AfaAfaCfaAfgAfUfAfaUfaGfcAfuCfaAf A-108463.2 uUfgAfuGfcUfaUfuauCfuUfgUfuUfusUfsc
AD-52730.1 A-108903.1 AfgCfaUfaGfuCfAfAfaUfaAfaAfgAfaAf A-108479.2 uUfuCfuUfuUfaUfuugAfcUfaUfgCfusGfsu
AD-52731.1 A-108958.1 AfgAfcCfcAfgCfAfAfcUfcUfcAfaGfuUf A-108495.2 aAfcUfuGfaGfaGfuugCfuGfgGfuCfusGfsa
AD-52732.1 A-108966.1 AfgUfcCfaUfgGfAfCfaUfuAfaUfuCfaAf A-108511.2 uUfgAfaUfuAfaUfgucCfaUfgGfaCfusAfsc
AD-52733.1 A-108974.1 GfaUfgGfaUfcAfCfAfaAfaCfuUfcAfaUf A-108527.2 aUfuGfaAfgUfuUfuguGfaUfcCfaUfcsUfsa
AD-52734.1 A-108982.1 CfuAfgAfgAfaGfAfUfaUfaCfuCfcAfuAf A-108543.2 uAfuGfgAfgUfaUfaucUfuCfuCfuAfgsGfsc
AD-52735.1 A-108990.1 AfaAfgAfcAfaCfAfAfaCfaUfuAfuAfuUf A-108559.2 aAfuAfuAfaUfgUfuugUfuGfuCfuUfusCfsc
AD-52736.1 A-108998.1 CfaUfuAfuAfuUfGfAfaUfaUfuCfuUfuUf A-108575.2 aAfaAfgAfaUfaUfucaAfuAfuAfaUfgsUfsu
AD-52737.1 A-108959.1 GfaCfcCfaGfcAfAfCfuCfuCfaAfgUfuUf A-108497.2 aAfaCfuUfgAfgAfguuGfcUfgGfgUfcsUfsg
AD-52739.1 A-108975.1 GfgAfuCfaCfaAfAfAfcUfuCfaAfuGfaAf A-108529.2 uUfcAfuUfgAfaGfuuuUfgUfgAfuCfcsAfsu
AD-52740.1 A-108983.1 GfaAfgAfuAfuAfCfUfcCfaUfaGfuGfaAf A-108545.2 uUfcAfcUfaUfgGfaguAfuAfuCfuUfcsUfsc
AD-52741.1 A-108991.1 GfaCfaAfcAfaAfCfAfuUfaUfaUfuGfaAf A-108561.2 uUfcAfaUfaUfaAfuguUfuGfuUfgUfcsUfsu
AD-52742.1 A-108999.1 GfgGfaAfaUfcAfCfGfaAfaCfcAfaCfuAf A-108577.2 uAfgUfuGfgUfuUfcguGfaUfuUfcCfcsAfsa
AD-52743.1 A-108960.1 AfcCfcAfgCfaAfCfUfcUfcAfaGfuUfuUf A-108499.2 aAfaAfcUfuGfaGfaguUfgCfuGfgGfusCfsu
AD-52744.1 A-108968.1 GfgAfcAfuUfaAfUfUfcAfaCfaUfcGfaAf A-108515.2 uUfcGfaUfgUfuGfaauUfaAfuGfuCfcsAfsu
AD-52745.1 A-108976.1 GfaUfcAfcAfaAfAfCfuUfcAfaUfgAfaAf A-108531.2 uUfuCfaUfuGfaAfguuUfuGfuGfaUfcsCfsa
AD-52746.1 A-108984.1 AfcUfcCfaUfaGfUfGfaAfgCfaAfuCfuAf A-108547.2 uAfgAfuUfgCfulUfcacUfaUfgGfaGfusAfsu
AD-52747.1 A-108992.1 AfcAfaCfaAfaCfAfUfuAfuAfuUfgAfauf A-108563.2 aUfuCfaAfuAfuAfaugUfuUfgUfuGfusCfsu
AD-52748.1 A-109000.1 GfgAfaAfuCfaCfGfAfaAfcCfaAfcUfaUf A-108579.2 aUfaGfuUfgGfuUfucgUfgAfuUfuCfcsCfsa
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AD-52749.1 A-108961.1 CfcCfaGfcAfaCfUfCfuCfaAfgUfuUfuUf A-108501.2 aAfaAfaCfuUfgAfgagUfuGfcUfgGfgsUfsc
AD-52750.1 A-108969.1 GfaCfaUfuAfaUfUfCfaAfcAfuCfgAfaUf A-108517.2 aUfuCfgAfuGfuUfgaaUfuAfaUfgUfcsCfsa
AD-52751.1 A-108977.1 AfaCfgUfgGfgAfGfAfaCfuAfcAfaAfuAf A-108533.2 uAfuUfuGfuAfgUfucuCfcCfaCfgUfusUfsc
AD-52752.1 A-108985.1 CfuCfcAfuAfgUfGfAfaGfcAfaUfcUfaAf A-108549.2 uUfaGfaUfuGfcUfucaCfuAfuGfgAfgsUfsa
AD-52753.1 A-108993.1 CfaAfcAfaAfcAfUfUfaUfaUfuGfaAfuAf A-108565.2 uAfuUfcAfaUfaUfaauGfuUfuGfuUfgsUfsc
AD-52754.1 A-109001.1 GfaAfaUfcAfcGfAfAfaCfcAfaCfuAfuAf A-108581.2 uAfuAfgUfuGfgUfuucGfuGfaUfuUfcsCfsc
AD-52755.1 A-108962.1 CfuCfuCfaAfgUfUfUfuUfcAfuGfuCfuAf A-108503.2 uAfgAfcAfuGfaAfaaaCfuUfgAfgAfgsUfsu

AD-52756.1 A-108970.1 AfcAfuUfaAfuUfCfAfaCfaUfcGfaAfuAf A-108519.2 uAfuUfcGfaUfgUfugaAfuUfaAfuGfusCfsc
AD-52757.1 A-108978.1 GfgGfaGfaAfcUfAfCfaAfaUfaUfgGfuUf A-108535.2 aAfcCfaUfaUfuUfguaGfuUfcUfcCfcsAfsc

AD-52758.1 A-108986.1 UfcCfaUfaGfuGfAfAfgCfaAfuCfuAfaUf A-108551.2 aUfuAfgAfuUfgCfuucAfcUfaUfgGfasGfsu
AD-52759.1 A-108994.1 AfaCfaAfaCfaUfUfAfuAfuUfgAfaUfaUf A-108567.2 aUfaUfuCfaAfuAfuaaUfgUfuUfgUfusGfsu
AD-52760.1 A-109002.1 UfgGfcAfaUfgUfCfCfcCfaAfuGfcAfaUf A-108583.2 aUfuGfcAfuUfgGfggaCfaUfuGfcCfasGfsu
AD-52761.1 A-108963.1 UfcAfgGfuAfgUfCfCfaUfgGfaCfaUfuAf A-108505.2 uAfaUfgUfcCfaUfggaCfuAfcCfuGfasUfsa

AD-52762.1 A-108971.1 UfuAfaUfuCfaAfCfAfuCfgAfaUfaGfaUf A-108521.2 aUfcUfaUfuCfgAfuguUfgAfaUfuAfasUfsg
AD-52763.1 A-108979.1 GfgAfgAfaCfuAfCfAfaAfuAfuGfgUfuUf A-108537.2 aAfaCfcAfuAfuUfuguAfgUfuCfuCfcsCfsa

AD-52764.1 A-108987.1 CfcAfuAfgUfgAfAfGfcAfaUfcUfaAfuUf A-108553.2 aAfuUfaGfaUfuGfcuuCfaCfuAfuGfgsAfsg
AD-52765.1 A-108995.1 AfcAfaAfcAfuUfAfUfaUfuGfaAfuAfuUf A-108569.2 aAfuAfuUfcAfaUfauaAfuGfuUfuGfusUfsg
AD-52766.1 A-109003.1 AfaUfgCfaAfuCfCfCfgGfaAfaAfcAfaAf A-108585.2 uUfuGfuUfuUfcCfgggAfuUfgCfaUfusGfsg
AD-52767.1 A-108964.1 CfaGfgUfaGfuCfCfAfuGfgAfcAfuUfaAf A-108507.2 uUfaAfuGfuCfcAfuggAfcUfaCfcUfgsAfsu

AD-52768.1 A-108972.1 UfuCfaAfcAfuCfGfAfaUfaGfaUfgGfaUf A-108523.2 aUfcCfaUfcUfaUfucgAfuGfuUfgAfasUfsu
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AD-52769.1 A-108980.1 GfuUfgGfgCfcUfAfGfaGfaAfgAfuAfuAf A-108539.2 uAfuAfuCfuUfcUfcuaGfgCfcCfaAfcsCfsa
AD-52770.1 A-108988.1 CfaUfaGfuGfaAfGfCfaAfuCfuAfaUfuAf A-108555.2 uAfaUfuAfgAfuUfgcuUfcAfcUfaUfgsGfsa
AD-52771.1 A-108996.1 AfaCfaUfuAfuAfUfUfgAfaUfaUfuCfuUf A-108571.2 aAfgAfaUfaUfuCfaauAfuAfaUfgUfusUfsg
AD-52772.1 A-109004.1 GfcAfaUfcCfcGfGfAfaAfaCfaAfaGfaUf A-108587.2 aUfcUfuUfgUfuUfuccGfgGfaUfuGfcsAfsu
AD-52773.1 A-108965.1 GfgUfaGfuCfcAfUfGfgAfcAfuUfaAfuUf A-108509.2 aAfuUfaAfuGfuCfcauGfgAfcUfaCfcsUfsg
AD-52774.1 A-108973.1 AfuCfgAfaUfaGfAfUfgGfaUfcAfcAfaAf A-108525.2 uUfuGfuGfaUfcCfaucUfaUfuCfgAfusGfsu
AD-52775.1 A-108981.1 CfcUfaGfaGfaAfGfAfuAfuAfcUfcCfauf A-108541.2 aUfgGfaGfuAfuAfucuUfcUfcUfaGfgsCfsc
AD-52776.1 A-108989.1 GfuUfgGfaAfgAfCfUfgGfaAfaGfaCfaAf A-108557.2 uUfgUfcUfuUfcCfaguCfuUfcCfaAfcsUfsc
AD-52777.1 A-108997.1 AfcAfuUfaUfaUfUfGfaAfuAfuUfcUfuUf A-108573.2 aAfaGfaAfuAfuUfcaaUfaUfaAfuGfusUfsu
AD-52778.1 A-109005.1 CfaAfuCfcCfgGfAfAfaAfcAfaAfgAfuUf A-108589.2 aAfuCfuUfuGfuUfuucCfgGfgAfuUfgsCfsa
AD-52779.1 A-109013.1 CfuAfcUfuGfgGfAfUfcAfcAfaAfgCfaAf A-108605.2 uUfgCfuUfuGfuGfaucCfcAfaGfuAfgsAfsa
AD-52780.1 A-109021.1 AfcAfaCfcUfaAfAfUfgGfuAfaAfuAfuAf A-108621.2 uAfuAfuUfuAfcCfauuUfaGfgUfuGfusUfsu
AD-52781.1 A-109029.1 AfuCfcAfuCfcAfAfCfaGfaUfuCfaGfaAf A-108637.2 uUfcUfgAfaUfcUfguuGfgAfuGfgAfusCfsa
AD-52782.1 A-109037.1 AfaCfuGfaGfgCfAfAfaUfuUfaAfaAfgAf A-108653.2 uCfuUfuUfaAfaUfuugCfcUfcAfgUfusCfsa
AD-52783.1 A-109045.1 AfgAfgUfaUfgUfGfUfaAfaAfaUfcUfgUf A-108669.2 aCfaGfaUfuUfuUfacaCfaUfaCfuCfusGfsu
AD-52784.1 A-109006.1 AfaUfcCfcGfgAfAfAfaCfaAfaGfaUfuUf A-108591.2 aAfaUfcUfuUfgUfuuuCfcGfgGfaUfusGfsc
AD-52785.1 A-109014.1 UfaCfuUfgGfgAfUfCfaCfaAfaGfcAfaAf A-108607.2 uUfuGfcUfuUfgUfgauCfcCfaAfgUfasGfsa
AD-52786.1 A-109022.1 CfaAfcCfuAfaAfUfGfgUfaAfaUfaUfaAf A-108623.2 uUfaUfaUfuUfaCfcauUfuAfgGfuUfgsUfsu
AD-52787.1 A-109030.1 UfuGfaAfuGfaAfCfUfgAfgGfcAfaAfuUf A-108639.2 aAfuUfuGfcCfuCfaguUfcAfuUfcAfasAfsg
AD-52788.1 A-109038.1 AfcUfgAfgGfcAfAfAfuUfuAfaAfaGfgAf A-108655.2 uCfcUfuUfuAfaAfuuuGfcCfuCfaGfusUfsc
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AD-52789.1 A-109046.1 GfaGfuAfuGfuGfUfAfaAfaAfuCfuGfuAf A-108671.2 uAfcAfgAfuUfuUfuacAfcAfuAfcUfcsUfsg
AD-52791.1 A-109015.1 AfcUfuGfgGfaUfCfAfcAfaAfgCfaAfaAf A-108609.2 uUfuUfgCfuUfuGfugaUfcCfcAfaGfusAfsg
AD-52792.1 A-109023.1 AfuGfgUfaAfaUfAfUfaAfcAfaAfcCfaAf A-108625.2 uUfgGfuUfuGfuUfauaUfuUfaCfcAfusUfsu
AD-52793.1 A-109031.1 UfgAfaUfgAfaCfUfGfaGfgCfaAfaUfuUf A-108641.2 aAfaUfuUfgCfcUfcagUfuCfaUfuCfasAfsa
AD-52794.1 A-109039.1 CfuGfaGfgCfaAfAfUfuUfaAfaAfgGfcAf A-108657.2 uGfcCfuUfuUfaAfauuUfgCfcUfcAfgsUfsu
AD-52795.1 A-109047.1 AfgUfaUfgUfgUfAfAfaAfaUfcUfgUfaAf A-108673.2 uUfaCfaGfaUfuUfuuaCfaCfaUfaCfusCfsu
AD-52796.1 A-109008.1 GfaAfaAfcAfaAfGfAfuUfuGfgUfgUfuuf A-108595.2 aAfaCfaCfcAfaAfucuUfuGfuUfuUfcsCfsg
AD-52797.1 A-109016.1 AfgUfgUfgGfaGfAfAfaAfcAfaCfcUfaAf A-108611.2 uUfaGfgUfuGfuUfuucUfcCfaCfaCfusCfsa
AD-52798.1 A-109024.1 GfuCfuCfaAfaAfUufGfgAfaGfgUfuAfuAf A-108627.2 uAfuAfaCfcUfuCfcauUfuUfgAfgAfcsUfsu
AD-52799.1 A-109032.1 GfaAfuGfaAfcUfGfAfgGfcAfaAfuUfuAf A-108643.2 uAfaAfuUfuGfcCfucaGfuUfcAfuUfcsAfsa
AD-52800.1 A-109040.1 UfgAfgGfcAfaAfUfUfuAfaAfaGfgCfaAf A-108659.2 uUfgCfcUfuUfuAfaauUfuGfcCfuCfasGfsu
AD-52801.1 A-109048.1 GfuAfuGfuGfuAfAfAfaAfuCfuGfuAfaUf A-108675.2 aUfuAfcAfgAfuUfuuuAfcAfcAfuAfcsUfsc
AD-52802.1 A-109009.1 AfaAfaCfaAfaGfAfUfuUfgGfuGfuUfuUf A-108597.2 aAfaAfcAfcCfaAfaucUfuUfgUfuUfusCfsc
AD-52803.1 A-109017.1 GfuGfuGfgAfgAfAfAfaCfaAfcCfuAfaAf A-108613.2 uUfuAfgGfuUfgUfuuuCfuCfcAfcAfcsUfsc
AD-52804.1 A-109025.1 AfuGfgAfaGfgUfUfAfuAfcUfcUfaUfaAf A-108629.2 uUfaUfaGfaGfuAfuaaCfcUfuCfcAfusUfsu
AD-52805.1 A-109033.1 AfaUfgAfaCfuGfAfGfgCfaAfaUfuUfaAf A-108645.2 uUfaAfaUfuUfgCfcucAfgUfuCfaUfusCfsa
AD-52806.1 A-109041.1 GfaGfgCfaAfaUfUfUfaAfaAfgGfcAfaUf A-108661.2 aUfuGfcCfuUfuUfaaaUfuUfgCfcUfcsAfsg
AD-52807.1 A-109049.1 UfaUfgUfgUfaAfAfAfaUfcUfgUfaAfuAf A-108677.2 uAfuUfaCfaGfaUfuuuUfaCfaCfaUfasCfsu
AD-52808.1 A-109010.1 AfcAfaAfgAfuUfUufGfgUfgUfuUfuCfuAf A-108599.2 uAfgAfaAfaCfaCfcaaAfuCfuUfuGfusUfsu
AD-52809.1 A-109018.1 UfgUfgGfaGfaAfAfAfcAfaCfcUfaAfaUf A-108615.2 aUfuUfaGfgUfuGfuuuUfcUfcCfaCfasCfsu
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AD-52810.1 A-109026.1 UfgGfaAfgGfuUfAfUfaCfuCfuAfuAfaAf A-108631.2 uUfuAfuAfgAfgUfauaAfcCfuUfcCfasUfsu
AD-52811.1 A-109034.1 AfuGfaAfcUfgAfGfGfcAfaAfuUfuAfaAf A-108647.2 uUfuAfaAfuUfuGfccuCfaGfuUfcAfusUfsc
AD-52812.1 A-109042.1 AfgGfcAfaAfuUfUfAfaAfaGfgCfaAfuAf A-108663.2 uAfuUfgCfcUfuUfuaaAfuUfuGfcCfusCfsa
AD-52813.1 A-109011.1 AfaGfaUfuUfgGfUfGfuUfuUfcUfaCfuUf A-108601.2 aAfgUfaGfaAfaAfcacCfaAfaUfcUfusUfsg
AD-52814.1 A-109019.1 AfaAfcAfaCfcUfAfAfaUfgGfuAfaAfuAf A-108617.2 uAfuUfuAfcCfaUfuuaGfgUfuGfuUfusUfsc
AD-52815.1 A-109027.1 AfuAfcUfcUfaUfAfAfaAfuCfaAfcCfaAf A-108633.2 uUfgGfuUfgAfuUfuuaUfaGfaGfuAfusAfsa
AD-52816.1 A-109035.1 UfgAfaCfuGfaGfGfCfaAfaUfuUfaAfaAf A-108649.2 uUfuUfaAfaUfuUfgccUfcAfgUfuCfasUfsu
AD-52817.1 A-109043.1 GfgCfaAfaUfuUfAfAfaAfgGfcAfaUfaAf A-108665.2 uUfaUfuGfcCfuUfuuaAfaUfuUfgCfcsUfsc
AD-52818.1 A-109012.1 UfuUfuCfuAfcUfUfGfgGfaUfcAfcAfaAf A-108603.2 uUfuGfuGfaUfcCfcaaGfuAfgAfaAfasCfsa
AD-52819.1 A-109020.1 AfaCfaAfcCfuAfAfAfuGfgUfaAfaUfaUf A-108619.2 aUfaUfuUfaCfcAfuuuAfgGfuUfgUfusUfsu
AD-52820.1 A-109028.1 UfaCfuCfuAfuAfAfAfaUfcAfaCfcAfaAf A-108635.2 uUfuGfgUfuGfaUfuuuAfuAfgAfgUfasUfsa
AD-52821.1 A-109036.1 GfaAfcUfgAfgGfCfAfaAfuUfuAfaAfaAf A-108651.2 uUfuUfuAfaAfuUfugcCfuCfaGfuUfcsAfsu
AD-52822.1 A-109044.1 CfaGfaGfuAfuGfUfGfuAfaAfaAfuCfuuf A-108667.2 aAfgAfuUfuUfuAfcacAfuAfcUfcUfgsUfsg
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We claim:

1. A double-stranded ribonucleic acid (dsRNA) agent for inhibiting expression of
Angiopoietin-like 3 (ANGPTL3), comprising a sense strand and an antisense strand,

wherein the antisense strand comprises at least 17 contiguous nucleotides which differ
by no more than three nucleotides from the complement of nucleotides 244-307 of SEQ ID
NO:1,

wherein all of the nucleotides of the sense strand and all of the nucleotides of the
antisense strand are modified nucleotides,

wherein at least one of the modified nucleotides is selected from the group consisting
of a 2'-O-methyl modified nucleotide, a 2’-fluoro modified nucleotide, a nucleotide
comprising a 5'-phosphorothioate group, an abasic nucleotide, and a 2’-amino modified
nucleotide, and

wherein a ligand comprising an N-acetylgalactosamine (GalNAc) derivative is

conjugated to at least one strand of the dSRNA agent.

2. A double-stranded ribonucleic acid (dsRNA) agent for inhibiting expression of
Angiopoietin-like 3 (ANGPTL3), wherein the dsSRNA agent comprises a sense strand and an
antisense strand,

wherein the antisense strand comprises at least 17 contiguous nucleotides which differ
by no more than three nucleotides from the complement of nucleotides 256-306 of SEQ ID
NO:1,

wherein all of the nucleotides of the sense strand and all of the nucleotides of the
antisense strand are modified nucleotides,

wherein at least one of the modified nucleotides is selected from the group consisting
of a 2'-O-methyl modified nucleotide, a 2[]-fluoro modified nucleotide, a nucleotide
comprising a 5'-phosphorothioate group, an abasic nucleotide, and a 2’-amino modified
nucleotide, and

wherein a ligand comprising an N-acetylgalactosamine (GalNAc) derivative is

conjugated to at least one strand of the dSRNA agent.
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3. A double-stranded ribonucleic acid (dsRNA) agent for inhibiting expression of
Angiopoietin-like 3 (ANGPTL3), wherein the dsSRNA agent comprises a sense strand and an
antisense strand,

wherein the antisense strand comprises at least 17 contiguous nucleotides which differ
by no more than three nucleotides from the complement of nucleotides 266-299 of SEQ ID
NO:1,

wherein all of the nucleotides of the sense strand and all of the nucleotides of the
antisense strand are modified nucleotides,

wherein at least one of the modified nucleotides is selected from the group consisting
of a 2'-O-methyl modified nucleotide, a 2[]-fluoro modified nucleotide, a nucleotide
comprising a 5'-phosphorothioate group, an abasic nucleotide, and a 2’-amino modified
nucleotide, and

wherein a ligand comprising an N-acetylgalactosamine (GalNAc) derivative is

conjugated to at least one strand of the dSRNA agent.

4. The dsRNA agent of claim 1, wherein each strand is independently 19-25 nucleotides
in length.
5. The dsRNA agent of claim 1, wherein the dsSRNA agent comprises at least one

phosphorothioate or methylphosphonate internucleotide linkage.

6. The dsRNA of claim 1, wherein the GalNAc (N-acetylgalactosamine) derivative is

attached through a bivalent or trivalent branched linker.

7. The dsRNA agent of claim 1, wherein the sense and antisense strands comprise
nucleotide sequences selected from the group consisting of

5’ - AUCAGUCUUUUUAUGAUCUAU -3’ (SEQ ID NO: 312) and

5’ - AUAGAUCAUAAAAAGACUGAUCA -3’ (SEQ ID NO: 497);

5’ - GAUCAGUCUUUUUAUGAUCUA -3’ (SEQ ID NO: 403) and

5’ - UAGAUCAUAAAAAGACUGAUCAA -3’ (SEQ ID NO: 588);

5’ - AUUUGAUCAGUCUUUUUAU -3’ (SEQ ID NO: 61) and
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5’ - AUAAAAAGACUGAUCAAAU -3’ (SEQ ID NO: 123);

5’ - UAUUUGAUCAGUCUUUUUA -3’ (SEQ ID NO: 16) and

5" - UAAAAAGACUGAUCAAAUA -3’ (SEQ ID NO: 78);

5’ - CAUAUUUGAUCAGUCUUUUUA -3’ (SEQ ID NO: 387) and
5’ - UAAAAAGACUGAUCAAAUAUGUU -3’ (SEQ ID NO: 572);
5’ - ACAUAUUUGAUCAGUCUUUUU -3’ (SEQ ID NO: 287) and
5" - AAAAAGACUGAUCAAAUAUGUUG -3’ (SEQ ID NO: 472);
5" - AACAUAUUUGAUCAGUCUUUU -3’ (SEQ ID NO: 303) and
5’ - AAAAGACUGAUCAAAUAUGUUGA -3’ (SEQ ID NO: 488);
5’ - ACAUAUUUGAUCAGUCUUU -3’ (SEQ ID NO: 39) and

5" - AAAGACUGAUCAAAUAUGU -3’ (SEQ ID NO: 101);

5" - CAACAUAUUUGAUCAGUCUUU -3’ (SEQ ID NO: 294) and
5’ - AAAGACUGAUCAAAUAUGUUGAG -3’ (SEQ ID NO: 479);
5" - UCAACAUAUUUGAUCAGUCUU -3’ (SEQ ID NO: 358) and
5" - AAGACUGAUCAAAUAUGUUGAGU -3’ (SEQ ID NO: 543);
5’ - CAACAUAUUUGAUCAGUCU -3’ (SEQ ID NO: 64) and

5" - AGACUGAUCAAAUAUGUUG -3’ (SEQ ID NO: 126);

5" - CAAAAACUCAACAUAUUUGAU -3’ (SEQ ID NO: 321) and
5’ - AUCAAAUAUGUUGAGUUUUUGAA -3’ (SEQ ID NO: 5006);
5" - UGACAUAUUUCAAAAACUCAA -3’ (SEQ ID NO: 351) and
5’ - UUGAGUUUUUGAAAUAUGUCAUU -3’ (SEQ ID NO: 536);
5" - AAAUUAAUGACAUAUUUCAAA -3’ (SEQ ID NO: 352) and
5’ - UUUGAAAUAUGUCAUUAAUUUGG -3’ (SEQ ID NO: 537);
5" - GGCCAAAUUAAUGACAUAUUU -3’ (SEQ ID NO: 285) and

5’ - AAAUAUGUCAUUAAUUUGGCCCU -3’ (SEQ ID NO: 470); and

5’ - GGGCCAAAUUAAUGACAUAUU -3’ (SEQ ID NO: 417) and
5" - AAUAUGUCAUUAAUUUGGCCCUU -3’ (SEQ ID NO: 602) .

8. A cell containing the dsRNA agent of claim 1.
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0. A pharmaceutical composition for inhibiting expression of an ANGPTL3 gene,

comprising the dSRNA agent of claim 1.

10.  The pharmaceutical composition of claim 9, wherein the dsSRNA agent is present in a

buffered solution.

11. An in vitro method of inhibiting ANGPTL3 expression in a cell, the method
comprising:
(a) contacting the cell with the dSRNA agent of claim 1; and
(b) maintaining the cell produced in step (a) for a time sufficient to obtain
degradation of the mRNA transcript of an ANGPTL3 gene, thereby inhibiting
expression of the ANGPTL3 gene in the cell.

12. Use of the dsSRNA agent of claim 1 in the manufacture of a medicament for treating a
subject having a disorder that would benefit from reduction in ANGPTL3 expression,
comprising that the dSRNA agent is to be administered to the subject, wherein the disorder is a

disorder of lipid metabolism.
13.  The use of claim 12, wherein the disorder is selected from the group consisting of
hypertriglyceridemia, obesity, hyperlipidemia, atherosclerosis, diabetes, cardiovascular

disease, and coronary artery disease.

14. The use of claim 12, further comprising that an additional therapeutic is to be

administered to the subject.

15. The use of claim 14, wherein the additional therapeutic is a statin.

16. The use of claim 12, wherein the dsSRNA agent is to be administered at a dose of 0.5
mg/kg to 50 mg/kg.
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17. The use of claim 12, wherein the dsSRNA agent that is to be administered to the subject
causes a decrease in one or more serum lipid and/or a decrease in ANGPTL3 protein

accumulation.
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