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grd 97] A7 F9= AFA SR ofdid, AEL, Fold, $#pA, HR EE o]xilo]
gd-4-2, ygd-2-&, #Hd, FEHH, 2,4,6—‘53]“1]%/\] WA, 3-dE SR,
stolE2fEd, yzd, oluwdd, 5-4ZAAHY (& , -HlEAE ), 5-4ARY
@), 5-EERFEYUT (d& 5o, 5-HEEFIY) EE% -olAtE End & 6-¢ET
Eo, 6-WERFgd), ZEH, Ffoll &4l (quesosine), 2-HofFEd, 4-HFHd, <o|FEAl (wybutosine),
ghol -5 4221 (wybutoxosine), 4-obHIEEIT, 5-(FHgAlstel=SAME)fe|d, 5'-7Hg Al Eo}n
Sfreld, S—7HEA e er e feld, B-D-AetEAFA 4, I-w"otd A, 1-w"Ee] Al 2,2 ‘?]“ﬂe
Tobesl, -HIEAEA, 2- UﬂBOFH]LL, 2-mgTroliesl, Ne-wdoleAl, 7-mlE ol S-S A|olr] e
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[0086]

[0087]

[0088]

[0089]

[0090]

[0091]

[0092]

SIHS51 10-2018-0118828

HE-2-E e fEd, S-vld ot e el fed, S-vEztRd e fed, S5-HlEE AR,
S-vle-2-El o frEld, 2-wEE e-N6-o] A ol =2, B-D-Tredifol 24l FEH-5-ZA P EAL, 2-F]
SAEY, EFed {4 53 2 d7I7F ¥ Y [Burgin et al., 1996, Biochemistry, 35, 14090;
Uhlman & Peyman, supral. ©o]#dt #deA "wgd G7]"= 7] AWt vie} 22 oldid (A), Fold (G),
ABAL (O, EY (1) 2 S84 (Delge e wIaEel= A71E ousiy; olgd d7|e <FeAl~ &
zke] ofw| AL AFRE = otk & V|siokA SHE HEVFe &EaHe] X wEkA Ts 2 Us
S A% wugdd 5SS ol Aotk oAE 59, Y RNA-FANS 2'-0-WE Qe A~ &8 aw S 2Elo)
o} 2o tE oA 38 Ao T drlE U2 vehd $ It (Fx: dF B0, A9E=E),

v

go] "HAH o R EAsh= ofv| it T AR Foll o] &H 20719 (L)-obv]wmAHERE ofuje} 4-3fo] =
FSAZEY, slol=FAIEAl, HaRAl, oAHARA, SEALHS, AEEHA Z 2UR e 7 v o}
2 Az 7ol Ao BHEE duld Yol EASE o weAkS YERdE, §o] "H-HAF oju ke 2}
ol A wE = gl o] EAHA] b oAb YEhY, o2& wel-<dEbd (B-Ala; E= B), 6-of
= SAL e AE (Ahx) B 6-ofn| A Ef e Ato] EFFETE. "H]-H AR ofn| At Y] F7be] dEE & 7)okl A
Ay AE7FA FAE D)-obv Ak, =2R7a, w29d ) p-EReavddeld, JdEd o] oL,
AE A= ek

"FEF T X8 FaH S A s Aeled uhe T X5ty ans Adshed avy
ol AoR, IHTE UAAA 9 gFow wE Ao guko] dRFEow Foly= otelAlA Sulur s}
2o AmEA FgFEY] &S Uit dste A wEo & 7HA de tEAls Seavrt gl AS-
EE gz gFand vjE), FE AE YA2EZY auds shRsiAY gaERZAS kA & &5 24
T MEoA HzERd dwde] njuz 7oy AEgHor G4 Fo F7te S 3T
dats xNEEE ayel JdE2E 53 FA55 S e ety A, 2AF55 4 =v gty A
o] ta, 2 ZHFT T T HYste] JAe EsvF dEY, AdE A= vk ol T
25 92, 4 AA, &5 o), &% 7w 24 (dE 501, 9¥7], &3 (hopping), 3 (jumping)),
HIRgh dol Bl W ko] x3tETH. 25T BT dF Bol, 2R &4 2 9 vES 5HoE
g 5 k. el SElame] Ao, o] a¥E AYPHom dE ~7EAE fFude Y g2 Agd 1
A Ah (g Bol, J2ERZH)| Aol ~-AA S WstAZl o224 fFrgrt

rejEro A e m=gksk kel Y Fo], i ZE-TaAAY (£ A7A) RNA9 o RES
2Zetol ol osiA AA $o] RNA ®2ke] AdEeh FEolA yYehuE ik AES YERdth. A5 RNA
b= w4214 RNA (mRNA), B H]-ZE=3} RNAS] )54 dd, & 5o}, rRNA = tRNAY & giok. <1k o
2EZ2F FAAE o 75709 A& et

"QIERE"S TR WoHR e (AR We) ik RS JEpdth. QJIEELS A5 mRNA (pre-mRNA) 2
AAbE L, ool A A4 RNAS A Foll 2&utol el oA AAEE H-FE=3) FHo|th

4e) Tel-L2A Y RAZTE AR, ol
}9e vheha,
Fepol =R 2

(z
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oX,
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e
y
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=
o 2
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E)
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b, e - IS e 4

o, AYHow wMAs] WHHAAAW, 43 J5H FUE YN, 5o FAANN, 273
EooEe a8 ge APt oY 2EdeYS ol vl B te WsE 119 MY U 34
T 5 Qe A HiERR GAARTEY o4 &t B4 AN, 27PHE gEL UrER
A fAA] qE 175 Fo| o= st EE 1 olgolAu, o

a A7 Y2Ewd AR & 44, 45, 46, 47,
48, 49, 50, 51, 52, 53, 54 H/EE 55 F9| ol i} EE 1 o 3|

)

)]
=
o
N
Ol
ol
O

"HAERA"E RE (rod)-@ AEE @idoln, o Afo AEIAs Axws SIA Fu AEe] WE
go dddhs did HEgse] Fad fiolth. viERdL g5 7vH 999S FHIY. dE =
o, HAERAL thef opulidl 14-240014 e Ash g R ti=f ofbv|eql 253-3040°14 = 25 Fd=
gt oHd & T4 49 gu-dn 2 A=Y I FEAAS Fe oF 109719 opwwte] 24 2
HAEA-frAb At @40l oJeir FAETh. WA (repeats) WA oR, P4 (hinge) FEOE EF
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[0095]

[0096]

[0098]

[0099]

ZIHSdl 10-2018-0118828

[ A]
29 AH 29 77 W& =
el 29 24 14-240 2-8
R EE 29 253-3040 g-61
714 1 253327 (81-9
UHEA | 337-447 10-11
HrEH 2 445-556 12-14
HEE A 3 55T-667 14-16
772 BEE-T17 17
HHEA 4 718-828 (17)-20
HHEH & g29-934 20-21
HHEA B g935-1045 22-23
e 1046-1154 {23)-(26]
U= 8 1155-1263 26-27
HtEA 3 1264-1367 28-130)
BHEA 10 1365-1463 J0-32
BEA 11 1464-1568 32-134)
orEA 12 1569-1G76 34-35
BHEA 13 1577-1773 36-37
HtEA 14 1779-1874 38-140)
BtEA 15 1875-1973 40-41
tg 1974-1391 42
YHEA 16 1992-2101 42-43
oEA 17 2102-2208 44-45
HtEA 18 Z2z09-2318 46-48
BHEA 19 2313-2423 45-50
7173 2424-2470 50-51
BHEA 20 24T =257 51-53
BHEA Zl 2078-2586 B3-155)
HHEA 22 2687-2002 E5-(5T)
BHEA 23 2803-2331 57-54
HHEA 24 2932-3040 E9-i61)
F17 4 3041-3112 61-64
A AHY-FE 99 3080-3360 B3-69
OAEESEZ 28 24 3080-3403 63-70
g 3056-3092 62-63
EFSHE '| 3130-3157 B5
EF-giE 2 3176-3206 B5-EE
Iz 849 3307-3354 B3-69
FIEA-BE 233 3361-36585 T0-79
gu 1-HEZH Y 2R 3444-3454 73-74
plI-MERT H3F BT 3495-3535 74-75
(Lew)B-HEIE 9HEH 35583593 =]

B owweld AgE AemA, go B R VINA" §e AR, fxd w: g

J

2
N
off
tlo

A" dAERY ghilae dubdow MK o7 DD B BDE ZE EAHo tgiAA« A5 Wy
Ag "detd Felo) taER diddd vE|A, 5T o2 549 48 229 g wAgdS daA
e Sus AEYH 48 2E Y2EZY 9uE s yeidnh. 549 FAdA, 754 H2EZA ©
M B U)siofd Aol ddA Vwd mEk SAHE Ao RA oY YiERA AFIY e AU
AESA A2 oF 10%, 20%, 30%, 40%, 50%, 60%, 70%, 80%, 90% H+= 100% (o]5 Alole] RE A4 ¥3hHE=
7t 4 k. & EA] A2, AT 25 oG EeAN YsERd-gdyd @4 43 2], Sg9AR =
A3l (= A, =5 &4, E opAEEFY =849 ALd ZFe]~EHH (spontaneous clustering)dl uwegh &
e = dg [#Zx: dE E9, Brown et al., Journal of Cell Science. 112:209-216, 1999]. & R4
T Awo] WAES AFsly] fle f83 Ado|n, firERd-pdE FHS Adsts Fus ATt
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[0100]

[0101]

[0102]

[0103]

[0104]

[0105]

ZIHSdl 10-2018-0118828

DMD A& A 71 FHIA AH8d 8 2 Fo F AT mdx v~ 2 =€ BEEH (golden
retriever) @955 (GRMD) 7HolH, o]& F 7IX+= EF U2E=RA SAoltt [ dE £, Collins &

2E=ZY gy

Morgan, Int J Exp Pathol 84: 165-172, 2003]. o]& % =1 =
o J5A Ye SAe] FalA LR F otk W wwe] i) e BEE Fo) ARl o
A A Fesh 2o UxEzue dud Pt Taad,

HRAATE QAR el BA RAARE RS, DA W/EE WY 24 Y WEE mSs YR Y/E
LNy A9 (3, AEE, 5 R 3 0EY Az FHHE Ao FUES Jr)an

R BEAS ou|sith. oE Eof, £ WA AEE A 7l AdH o=~
EAlstE A olAE ERWAEE AEERH AAHAY 28E ZEwEdLEels, odF Eof, dHd
Ao R A AE2FE 2" DNA 93-S Yepd 5 Q).

"SZATIT e "FRATE", B "SRR B "SR, e "ASEi EE A
dubrl oz Qb Al~ sgkEo] e Ay tix sieEel osiA ofrlE whgol HlsiA AlE EE oA el A
o & AYEgE wg (5, a5 2)& ATsAY oprlshe st e 2 oAk i Als FEE e 24
B9 58S vedth. SA7FE AedH whge B s folilAe] ol ¥ B e MdyoziE oy
gk T2 RS FollA 53] t2ERZA A V)54 Feje Fvkd O, e 25 2ZoA Tk g AE
29-gE9 BB S48 T3 5 k. o 1%, 2%, 3%, 4%, 5%, 6%, 7%, 8%, 9%, 10%, 11%, 12%, 13%,

14%, 15%, 16%, 17%, 18%, 19%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%, 80%, 85%,
90%, 95% W= 100%9HFe] 5 7lsolAe T7F e NS Edete S 25 V)Tl B 53" & 9l
ok 2R ok 1%, 2%, 3%, 4%, 5%, 6%, 7%, 8%, %%, 10%, 11%, 12%, 13%, 14%, 15%, 16%, 17%, 18%, 19%,
20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%, 80%, 85%, 90%, 95% FEX 100%clA Z7}3+ T
2E23 BdS ¥xdste, 7|54 frERds ddste AR 9Ege] me A9 S . dE
Eof, Afel 25-30%7F UAERRS LAIT o 40%e] 5 V)T iAol vk S Sle Aew yeiwt
[Z%: d& E9], DelloRusso et al., Proc Natl Acad Sci USA 99: 12979-12984, 2002]. "Z7}'stAY

A'E 2 HdPHor, "FATHoE {Fo4F"Ql Foln, AdHAE FFHEC] e Ag (FA FA) ke
o oA AFTA o 1.1, 1.2, 2, 3, 4, 5, 6, 7, 8, 9, 10, 15, 20, 30, 40, 508} FEE 1 o]
& E°1, 500, 1000M]) (o]5 Ate] & 1 oo RE A4 H A5 23, & E9], 1.5, 1.6,

1.7, 1.8 5) F715 E8st 4= U},

fo] "TAATIG" EE AR E it o R R Foki A Al YEd weE SHE AoRA, &
dge ZledE Ay e e T4 2e #Ed A e Az wess "gaATE 2 2o st
woEE o] HAE e ey el & vk, #EE AEEH e AEd Wk (A
Y == A2 2 VjEEoklA sHE dEvbddAl Bd Aoln, Z9EFTY T e ¥y 1A,
T DD E= BIDZE g A A Bl faERde] wiztd e B tiERF A& PE o HH
Aol AAE EFI 4 gdrh. wEgol oA "Hate EAA EEe] e AS e dE 2AE
oF|A] AYAtE BRG] HlFA] BATH O fo)Ad = Jow 1%, 2%, 3%, 4%, 5%, 6%, 7%, 8%, 9%, 10%,

11%, 12%, 13%, 14%, 15%, 16%, 17%, 18%, 19%, 20%, 25%, 30%, 35%, 40%, 45%, 50%, 55%, 60%, 65%, 70%,
75%, 80%, 85%, 90%, 95% == 100% 7+A (o]E Alole] RE AL E3HE F 3+ AT},

_/]:
& AE YEdt. AEAS GAP [Deveraux
et al., 1984, Nucleic Acids Research 12, 387-395]1¢} & M vlw T3S ALg3te] 2" 4= Q).
% < 449 W= 7Y (gaps)S
Ao =H vlud 4 Jow, olgdt L oE Eof, GAPAl oA AMEE W daEEdd oA AAH

Bl 0% o rr & omx
e

gol A AlgE AomA A "MI FAA" T S B, "~ e 50% T HL"S s A
2 o] vl Fo| AHA FEHLEo|E-U-FEHLEE V|E T ofn|Ab-tl-otu| Al VESR B
g ALE vehdo, wEbd, "AE A WSS 279 HHor HEd DS vl Foll A A H|
ta, T3 A G (B B, A, T, C, G, ) TE $93 oluxal I7] (dF E9], Ala, Pro,

Ser, Thr, Gly, Val, Leu, Ile, Phe, Tyr, Trp, Lys, Arg, His, Asp, Glu, Asn, Gln, Cys % Met)7} & A<
oAlAl BT Yt $1X9 & ZAASte] wiAd A9 & da, wAE A9 55 vl A ule] $X9
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[0106]

[0107]

[0108]

[0109]

SIHS31 10-2018-0118828

B4 (5, F AN el R, Ad 100 FEkel AY BUS] WRES $EFoRy Al

ATt

27) w2 ool Felraeletels wi Eeldetls Alolel NI #AE J1EE] AsIA AL folol

B 1E ALY W g, e B4, TG BRge Mg W adHe 5U4 ) xgEY. I

AME"e o7t Hoje 8 wE 107, 18y WHHEHAE 16 UiA 187, EF Aok 25719 wEuESEel= |

oAt 715 TEF Biwer fUECT 279 FeyrFdSeelut 77t (1) 279 EElirEe Sels
), R () 271 EE e Lol =

)= ar T
Atololl A fARSE M (5, @A ¢hdgh Zelr S ul Qo= Mg dFE
] (<3} A

AN

Aol AAFA e NAS EFE & Q7] WA, 20 (E= T og)e] Eeirelertels Alole] N4
e Agdow e 43 24s FenIdeselse Ade vwstel 4G fAH9 FaH
e Hostm Mwgozs FARY. W P Holw 6] QPR 91, BPHAoZE oF 50 WA o
1007), B% BgAozE oF 100 WA o 150749 A AdH AR vhehi, o 7llA qde 249 A
4e AHow YUY

of sdg o AR X 7IF AEFH vjuErk. Hal A 2749 M) HAH
T & ¥gatA Fe)ol Wl o 20% e 1 owwe] Byl wE 44
Z, A)s T g vk, vl ZAS AGEsr] Ak A9 HAH Hde 43a8E (Wisconsin Genetics
Software Package Release 7.0 W]2] GAP, BESTFIT, FASTA, % TFASTA, Genetics Computer Group, 575 Science
Drive Madison, Wl, USA)®] FFEIstel o]sfo] oJsA], = ded vhgFsk i 5o o= Ao oA A
Ax g HA AE (5, val Zo dA Aol s NEES ATEel dsiA Fad Utk TeEe B
&, & Bo], 3 [Altschul et al., 1997, Nucl. Acids Res. 25: 3389]el 7|&¥ 3 2L T2
BLAST #jdglel] diaA ®tEold F% k. AdE 49 Mg AdEE &3 [Unit 19.3 of Ausubel et al.,
"Current Protocols in Molecular Biology", John Wiley & Sons Inc, 1994-1998, Chapter 15]°A & <=
ATt
MA (dE 5o, AR} 22 L/sE) B A

g& W77 917 Al

Lo,
Z
4

0

"AmEE"E ANA e MEY AA-A T

4 2dE9 Folg XF
A (etiologic agent)<}
EZy dwdy Ade A4y
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[0110]

[0111]

[0112]

[0113]

[0114]

[0115]

[0116]

[0117]

[0118]

[0119]

[0120]

[0121]
[0122]

[0123]

[0124]

SIHS5 10-2018-0118828

71 9%k oW sdolgt: AR 4 gt dileR, WHE S5 AX Uz =HeE e Aw g E
e olzle] BE ANA(E)H A HAlste AY + Ank

HE EE ANt e A" gl ¥y Ee ZfkavE, 55 AX As WE =9E F DNAE A #
ok 27) Hs 2 o]Ae] HWE Ee EdAvE, Ee ENAYE (transposon)s EFT ¢ Sk WE S
e dgdes wWErt =909 S5 Axs WE o dspdel mE g v wwe] A, ¥E £
b e Ak eE 25 AES 2L THew AXA AeHoer 7eAddd Aot WEE Ed
233 FAHA me FAAAAY A EE S M AHEE e A B e ARE /4
A, e dEH AR (5, 54 3 9, AR S gAY v E 23 e A A
A T A2F2 B IERoklA eAE AE ToA 53] dERAolE A (dE 5], dEmboles) WH,
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"o "= -NH, ]S yrERdITEH

rerzlouiet s e NHR HEE -NRARAS] FT1Z-E UEhin], o]l A7be] Rix S@Ae
golg viel e o griZolth. go "AF LAkt 1 U e BAS ot
o vheh 2 QAolul 1E S ey

relEl Aol 2 e olske] slHl At Fo] of® o] WAl wlel §iE vlolAel2Y nelT ESE, X
S #33} Ei BRRN, Ak, A2 % Fozih SPdes A%d 1 U4 vl AAEUAE i

B 5 WA -9 Baeabel2Y, mE -y 10-9 vholAlolFE slH2Atel2Y weld ejvjaku, o}7]o)A
A4 8 @ AHZRAE QU 4HE 4 9w, A4 ANZAAE YA 4EE + Ao, Ao e
ow sl da wE wa A4 BadetE PAd 5 oo suzAel2e olste] Foshs st 2o 4

Hzolde @ webAl, sl AAH slElzeldol Hatel slHzAlel2 e ®E meZed, 3EY
wd, gAY, e, AdgAY, svreld, wazun, SAdd, SAgd, HEdse|m
gy, HEdselERsed, HEdselErn oY, HEdseeredd, HEdsol e evlad, |
EetstelEmseuitd, HEdstelE e evlehd B2 Egwh

"HE ROl e Wi- W wpolAbol Y el ALW REE LS, 5o WA 10-90]m Ak, Ak R FOoR
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gotd, vetAd, deirdy, sed, Eeoby, Aned, Tued % AuEedeld.

gol "oz ABE G, "oz ABY AN, "Pelw A AZA", "oz ABY FodTA",
"Qelm AE Ao, "oz A#E AR B, Aoz ABE AF AL, Aoz oA A
2", ol ima:¢1a°ﬂﬂ1," T Qelrlet 9 rQlelw A slE| o) 2
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AAE, Jo)E XFE Lrd, o= XFE ofd, Jo|E X FH FHEHEAE F JO|R X T Alo]EEY
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AL L dwe) d @l wet 29 =7 Aol uieAsAE 106509014 FoR sk Zf" st s
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Az g IFI U el BE X3, HEdE =4 ARS e EEIZYx SIAFE EﬂoE]ro]E 9 o5
o AxWHE oS So], BF s B ddo] Fug ¥3E F3 [Summerton and Weller 1997] % F%5-4

e UH‘# E3] x115 698,685, 5,217,866, 5,142,047, 5,034,506, 5,166,315, 5,185,444, 5,521,063 2
5,

2Z2Yre-7]8 ABRHUES $a3 EAL 1) kA3 neAdgAY Fo g dE ZZF A gsiM &7
oW FYZ dA=E T8 2) gA4" 9yt nlnd Fe 2awEdlEels (dF £, 10-15 €7D
A

oF 45T o)) Tme =, ¥4 RNAE Xslsts ARA-97] 14 4ty sfolng=3sd & s wEdle
Elo]= 7] (A& B9, ofuld, AEA, Fobd, EHud, 22 H olwi)E AX e T8; 3) EFe=
MAE YR T840 BF 5802 F5He SYavEeeel=e 53, ¥ 4) 27 RNAse ¥ RNasel &
ol Aasls e AMlA S FEE LEO] = RNA FH|2FEY 20 58S 3
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e 'a el wAR Aol b d g AR, FAE vk sl SAEA gt @ 7 A
del A, FA= A9 dd FACIG. ol#d A= I (-9 725 7H 5 /lew, of7]elA n&
1-12, Wk sl 2-8, Bl vk sl 2-60|t
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XeX
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BE Sggon Aas, g Wuela; Ak (b1) 2 (b1') el sht EE 7 olge] wa A4
AN Fa u1 A ARA (F, edeish 29 owe B Ageks el JEAS WA §
& AADE vepah. s, A2k 1 s el Bat MARS A A 5d e
B WAL Y Ee Rac 28 w-td AAE ERE S+ Ak vhAsE, A} 1 T 279
B 47} oA A
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EgaE, oF 10 A o 40 ABFUE, U4 vpRAsls oF 10 YA 30 ABgUE, A8902E 152

719 Wlelch, Egel FAGA, A SR F8F Polol 1920 ARFUES zh= ¥ o
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AeE FARjefol A, Zbzke] X'o gl S FHE oA ABRRFYE olZ7|d (Arg)ollAl 9t o] Foldol
ok, EAY FA| oM, 44 V'E EHAHOR —C(=0)-(CH2),~CHR-NH-°o]|¥ | o}7]elA n& 2 WA 70]aL, R&
Holt}. dE E9of, no Y

! 21 7 B oA AE epYahs 6-obmlnsibeal AnfUE
oIr; nel 2013 Rel 1) 73%011, Ve B oumel A B oYt p-gehd MuguEelth S4] FAldE

pu.

d& B9, B 6-olu| = FAL At & TS 35l A9 -RahxRRBRRAhXRRBRAhXB- (A UWE 578)&
xotsls Felo|mg xge AHoldt TA ofniite] 2FES ZHe @A HEfolzol T3 Aol

~
olyst Ele] migZE FElolmis wd ¥V MEFUES wEdE o= tolME X AL
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(RRY"), & zt= HElol=r) 28hE, of7]olA] pE 1 WA 2 WX 50]aL, Y'E wld3 s A= Ahxeldh. & 7}

A FAGANA, Y'E 6-olu At HEFUES|H | RS olZY|dola, pE 4olth, 5AHY FAdE= JdE
o], 44 (RY'R)(RRY')(RY'R)(RRY') (HEHZ 638), =& (RRY')(RY'R)(RRY') (M EWIE 639)E ztE= 4
2 Helolzg xgek, (RY'R), @ (RRY'), T Holx 2719 vhekst Ay 2ES L3y, o2 7449

Y. F7ke] dF AN, Azl 7' Adgedoln, ne 3 Ei 40]t),

I-rtzml

AFA EE Wepol =t mAsAE, A8 Sol, = 1B 2 1o e ukst 2ol P4 A-BE oA 29
ool we] ZAER, o]7]elA Ahxi 6-olmlwElAled AR AU ECS, BE B-kehd ARt
Ay pAGAA, Aze xol el 2 Ree m@dez Foyd  (N=COMNE), ohuldd

(HN=CONH)CH-), 2-o}v]itlshol Evjelmlel, 2-ovwe| Ectalo] Eslelnlel, 2-opulwsleleld, 3 2-o}v]
wolgvede T4 OFeRRE AduHu, oZe wadalt Folyd 2 opudumrE e,
@ 7H PRGN, S B9l opuial ABAUE ksl (Arg)olAsh o] Fohdoltt,

E4e) FAelA, V' ABFUEE Q8T 5 oM, F V' ALFUE Aelo] X' ABFUES AYSA &
A 5 vt 54 FAGNM, 94 ALFUEL Y ABfIE

A, X ABFUE Abold] wEow
Apolol & % gtk @ AR FANNA, ¥ ABFUEE SEAl9 wue) EAse; e EAdelA o)E
& X AnguEed  osd  BUZEn. Fske ugAd pAded, a7 v
-C(=0)-(CHy),~CHR-NH-¢]™, o}7]ellA] ne 2 WX] 7¢]aL, R Holth,  o|& Eof, no| 50]a Re] HA A5,
Ym R wgela A ebgehs b-ohv]welabedl ABfUEelt. o el el FAldelA, 77tel
X'E oh2slu AnFUEAASG 2L FohlY 24 $AE TAUG. oldd BR1e vpeaw fepolsi @
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o2 YelSY [Marshall, Oda et al. 2007; Jearawiriyapaisarn, Moulton et al. 2008; Wu, Moulton et al.
2008]. ©lgu}, FMIEZE (Penetratin) % Tat FEo|=9} 2 thE HEo]= FEA o] vlal], 2 ol 7]
=¥ qetel= FEAl= FEAlE PMOCl AFACIER = Ao, B 7HA A2 dAb=e AEeto]ld S BskA
71 3% 58S YeEhAt [Marshall, Oda et al. 2007]. 53] wpgag 22 o]ste] # 30 dA¥ P007,
CP06062 2 CP04057 =% SEfol= (22} AW s 573, 578 2 577)°|t},

F7 (B = AxB)S AT AAA fEtol= Al olste] & Bell AlAldAY. whghA g A dL CP06062
(93 578), P007 (HEH3E 573) 2 CP04057 (ANEWE 577)2 X AH Holt},

[ B]
HB. PMO2| M EL SEHs 215 ol A& 2l HEO|= 5|
Heto| = Mg (N-2Etol A C-2Heh) RETE
ITAT RRRQRRKKRC 570
RgF2 RRRRRRRRRFFC 571
(RRAhx),B i RRAhxRRAhxRRAhxRRAhxB 572
(RAhxR)+AhxB; (P007) ' RAhXRRAhXxRRAhXRRAhxRAhxB 573
(AhxRR)4AhxB | AhxRRAhXxRRAhxRRAhxRRAhxB 574
(RAhx)sB RAhxRAhxRAhxRAhxRAhxRAhxB 575
(RAhx)sB | RAhxRAhxRAhxRAhxRAhXxRAhxRAhx | 576
B
(RAhxR)sAhxB RAhxRRAhXxRRAhxRRAhxRRAhxRAhx | 577
(CP05057) B
(RAhXxRRBR),AhxB; RAhxRRBRRAhxRRBRAhxB 578
(CP06062)
MSP %ASSLNIA ) 579
A A
54 A, 2 2y 2 del vsd vpeh e EAlA SEjarme] X5 Fdel AgE AlA
e x2S Aedd. webd, 549 A, ¥ wWE sk e T o] fAStHoR s 8y
A (7D g/ A A AAstE, 2 el sE skt e 1 ol SElam e XwdhH
FEFS Xt AT oR F&H= AAES ATt 2 9o FYans 9508 Fod F A
ok, e ofAISA AlA (RAE)R Foste Blo] upeA sttt

Al Bxlol $£dS 93 WHE oS Eof, &3 [Akhtar et al., 1992, Trends Cell Bio., 2:139; %
Delivery Strategies for Antisense Oligonucleotide Therapeutics, ed. Akhtar; Sullivan et al., PCT WO
94/02595]¢ll 7]=le] Qltk. olE ¥ 1 ¥pe] thE TzEZe P odde fHjd avE £3d dd4e
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ht

Ty AHEgH AXgolst e A AL (4) AdF B9, HAY (pessary), A Ti= T (foam)EA
Ay = Ast o5 (6) U FoI; (7) AY Fo;, == (8) HU Fo

2FAlst HAR 2T F e 22 4R dEE o] XFHY, o|ER ATEHAE &=
(D) #HE=, SFa= %2 gaRzg g2 3 (2) S A3 2 A AR 22 A )
AEgzz, 9 UYEF 7HEA MY dgez, Jdd dEz= g AE82= opHelES &2 19 f=A; (4) &
T ERRIE; (5) Wol; (6) ATH; (7) B4 (8) ol MY F HA gaeh g2 F Al (9) 34
i, WA, SEER, Ivhy, SdE4, S RouFae 22 o (100 ZEIEA SE 22
=23 (1) 2949, 22485, /YE 2 E2dEd 2929 22 95 (12) o SgdolE # o4
ghg-glo] Bt e olaHE; (13) Fd; (14) Fasiviadle R pibstdfrjaa) 22 A (15) &4
(16) =dA E4o] gl &) (17) 34 294 (18) %A (Ringer) €9 (19) odLF; (20) pH g%

=
m
Y

O (21) ZEjelaHz, ZEgtndelE B/EE Zejckstolmtelm; @ (22) 7|e AISA AAle] ALEH
_‘1

2 o] Qe A~ gSEjav et A At AFe kAl FT1e] v]-AgHA o= thgo] EFHETH
A F-9E g5k ik, TAXRE| QM OIE, kst

AA (AE &9, EF2Y (Pluronic) P85); o] &
) wHT (microspheres)e} T2 AEs|AY ZEH
[Emerich, DF et al., 1999, Cell Transplant, 8, 47-58; Alkermes, Inc. Cambridge, Mass.]; @ =S &3
FHS JFRAYA $2F ¢ a3, w2 T /1AS "I S e ZEREA ool ol ER RHE

ozl A3} & Hahd v=dA [Prog Neuropsychopharmacol Biol Psychiatry, 23, 941-949, 1999].

2 age w3k, (g 22E) AES st xu-d1yE g XF (PEG-HY, 4 9 HEA] EE o
59 2%, e 4 (long)-w34 xFE T "9 (stealth) BEF)S Ll AEY AES EHC
2 gt 2 29 SEae 13, gde EAFe] TR eE FAE PEC #AE e ¢ k. oE
AAE B8 ZHdA G FH& Z7HA7v WHES AFe. olyd YR oE dAls ddA AAX
Al2~® (MPS T RES)O o3 &4 28 (opsonization) & A|Ad Aoz v 71 Nl £=3kAzF & 7
Aty kB gt TXE F2 =& JFEsiAl ) [Lasic et al. Chem. Rev. 1995, 95, 2601-2627;

Ishiwata et al., Chem. Pharm. Bull. 1995, 43, 1005-1011]. o]2|& 2|EEL olntx ANNE T2 %74
oMol 48 L Ezbof] o3 FU oA AElxor HHF = Ao Yelt) [Lasic et al., Science 1995,
267, 1275-1276; Oku et al., 1995, Biochim. Biophys. Acta, 1238, 86-90]. #-<=3tA g EXHF E3] MPS9
ZAY A FA438k= Zog Gzl B4R dolAd glEFol HsiA, DNA @ RNAS] oFH3 9 oksES F
AAA} [Liu et al., J. Biol. Chem. 1995, 42, 24864-24870; Choi et al., PCT =#|-&7] W0 96/10391% ;
Ansell et al., PCT =A</ #AIWO 96/10390%; Holland et al/., PCT =&/} AIW0 96/10392%]. F-<3hA

YEFL w3, 2k 9 vy} 2 A eg FAA WS 24 oA FAE v 189 8 V%
2 ko], Yol YT vE v F AEE FEdokd LaAEFH eSS BIse 3 .
F7ke]l FA oA, B awe = 53 A6,692,911, 7,163,695 L 7,070,807%] 7]|&® ulel go] $US
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AsA Axd Sl 2AES 2§, ol #al], & 7FA] FAoA] E EH e WE o R Hi= PEG (¢
2 59, BAHAY EAHA ¢4 PEG EE E vho] EFE)Y ], PEG 2 %A H9 = ded A F
o] ojw A} watAFA S A, W= B3 A7,163,695, 7,070,807, L 6,692,9115.] 7]&H nle} o] Al
9 S|~Ede mEYY (HDE X¥se 2A4E o 2 w4y SejamE AFdtt, 549 FA|doA, &
wyge FEIA-UYE Z3|AEHY B FFIALIE-Z2Y3 A d/Edadd-EL s e 2AE
o] el S IHE AFet. 2 jsdoklA SHE dEvhe ©£19, His R Lyset frAbsE 54S 2
= opiAte]l RAE UdA A3E & SS AT Floltt

Boago] 7y gEame EAo FAlde ol T ol e AV Ved aES T &
dom, mepa] kAt o R SEE = Aol o3 FATA R FHEHE s FAY £ Adrk. o]
AeJA], Bo] "efA|EtH o R FEE= 'S B Aol FgtEe Bl v-54¢ 7] 2 71 Ut S o
Btk olE 9 Fo] H3F T oy Az FAA adE, e 19 #7 947 FeE 2 e 3
AE FFES AP 7] e FrA AEE wbgA7|a, $45 GA Foll ol FAE 9L B
24 Azd ¢ Yrr. UEAH doE slolERHRulo|= | slel=RFReo)=, AW o]E, ufo]AwHo|E, XE
~Ho]E, YEHE, obAHE, W HolE, Sejoo]E, FnHolE, ZgolyolE, g9-go]E, wlzoo]
E, FHE, xAaHE, EAYE, AEHE, dEoo]E  Fulyo]E  AA|Yo|E, EIEEYO|E, X
deo]E, wAdgelE, SFIAYPEYIE, dENQYoE, 4 BdANYolE 9 Fo] XY [Hx: o

59y, Berge et al. (1977) "Pharmaceutical Salts", J. Pharm. Sci. 66:1-19].
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vRRA R, Fo] HlElE e FUY Alx g4 2z, e 1o fedt dE AAE sges ofAS
Hog 3&EE & Yol so|EFAtolm, FHEMO|E EE Hlo]FtR Mo E9} e {3 7|8, g
Yolel, EE AIStH oz FEEHE f7] 4, oy EE A oI BMER wgAlemx Azxd &
grh. OEAQ e Ee ABUAERE AL OF, 2, 2, 24, huds L ARG o 58 ¥
Fan 971 $rpgel WAl 8w mEAe f7 obie odepwl, Holgebn, siEdtob,
S 3z

o gZoll, Helghgolrl
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JEF vl dee]=, UYEF wehiloldslolE, GESF AvtelE i ge £84 FUEA; (2) ofrmen
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°F 50 nn "|Rke] H A

A ARE 2t MAS Awstd, 9 oS akgrE g FAldE oF 30 i P, EE oF 20 mo
nRtZbA o] B AAE 2

RE Agbet FHuid SAVE g EHAR, dA4 s GAe dibdos gmA o bddt AoR QA
= (Generally-Recognized-as-Safe (GRAS)) A& zrar, gdlo] AZYA =X (C7F YATA WAL=
A 257 HEFsHA HAH, B 239 stES 7HESAI7]AL, olAHE d Use] dAdA uwlo]A R d s}
A7 E HE g dE Aotk BAHoR, oF JaxAs TFAYE XA S 2-209] HLB (A

F o Af BY) @ MM, oo TxE
FelodA-2 2o A Feetol= 3 Felof

AFAZ (Gelucire)-AlY, B2 (Labrafil), ZtHet& (Labrasol), B+ @+$-2F 8= (Lauroglycol) (9]

58 5 Gattefosse Corporation (Saint Priest, France)ol oJsfA #|Z % vj¥H), PEG-Ex-2g]oloE,

PEG-T]-&2lol| o] E, PEG-Ei=-g-$2o]E H t)-g$-zolE, #AE, ZLEWIE 80 5 (W= 2 AAl9 <
)

o sl olald g % EE)S T FYHo o848 4 Ui FAMY WAL 53 H8T 9

e

EQ FAdelA, $E& A3 HF A Y2 B IHe 2R
172294, vy, A& JA, AEA T2 ARgol 9siA dof
144, glxF, A2¥A], Y= (nanosphere), Y=gAt 5 o
ol £ nF|Fo AAB} L AR FAEL FTHE V&

[*]

o

2 Aol ARgS]d Ae Mg FeElW e foldkAl e, AX-FA Add FRHHeR FId S
AL, =4 B} glo] F&E= (5, AAAFAA) Aolvk. A Zvde= EElddEd =8F (PEG), =
FEA (3 ZFEeR A, S (23 2P sg Ae), ZYgEA-ZYIYEt =2
Zey, 2 Egvd &Zo] xgEY. Ao FAdelA, EEHE oF 100 v 120 ©EFEH ¢F 5,000 E=
10,000 ZE7A], E= oF 300 @EFE oF 5,000 YE/NA Y] BAFE zterh. tgE FA|dolA, EEH e oF
100 W= ¢ 5,000 HES wAFS ZAY, 9 300 WA °F 5,000 ES EARS e
ZoogAFyZolty. EAY FAdelA, ZEvE 750 @E9 ZHddAZFeF (PEG(750))0]tt. Z@mE
T3, 1 o9be] Biue] Fof oaiA Aeoj" 4 glon; B wwe] npEA g FAldE 34 Rz FAH

PEG E2w (°F 150 GE) 2 Aol of 37je] wiewle] Fejug ol gt

ERRRE T el vE A5y Berde EudNBE, EYUEAE,
i

O
>
N
el
oo
ofi
ol
Mo
=2
a2
QL'
ol
-

5o FANA, ¥ 4Pl AAE Eons, Ee E, $929, oaddy U
dze) Eeiv), Feuld E¢v), FFeBc, SAUSN, FISUE @ o5 mEr), AFR=, F
drsad, S, FelsEd, SEN U FeEue] v, Fedstolmelels, Hef(Q2E)d 2
2, FY(LEA), FCRAEW), FU(FUs-a-AnzgE), SUAteels, wud, FNLSEA, %
PAcheolaReolE W oo DAE, EHE Er nEYnw pAE aFosiE dud AAA3d
HE ek

AolgRasERE 247k aus B4 o, BOEE yE AFE 6, 7 BE g)Y FRaz FUER THE A
oj2e LAl FRRE FUEE o-1,4-2F2AY A A QARY. T FUES
o2} el An, BE olF} slol=HA 1F (C-2, 3L TS @5 el FAek W), 604
o BE AR FHo=EA 1FS U el MHEd. AuHoz, 9F RS AFHoloA AelFRYAE
U 5840 WEG. YRHoE, AolFRUiENY FEES 94 3 ¥ 59 Fal oA, % o
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s 2E B Bo], 17a-d2Efdt]Sy} e
e e vlud 25420 SEETe] 53E P4 (complexation)S 7Hs kA
2 Tiss. Org. Cult. 38:1-3-113 (1994)]. EIE P&
g2 w2 (Van der Waals) A& zbgol ofafjA, Bl 4 A A oA dojdrt. Afo]S2Y~E- ]
q

BoE

s4e gYat Ade] FF L Am w A9 oE Sof,
= = Jel-AlolFz el =) WA 1U47% 78 (w/v)
: | &0 ZFo)M shgAoltt. Alo]Fmul s
ANAY FanezA ddd Ads e gaEd o 28g 7

olr

urt
o
é
BN
il

oo Ale] SR Y AEY 9 o] Ht e Ao 9y, o & £9°], Parmeter (1) & [V]=F &
5] #3,453,259%.] 2 Gramera & [v]=F 53] A3 2 A7A T AelERYAEAS 7|
I e g2 fFEACdE Fol2A EAS e Alo]FRYAEY [Parmeter (I1), W= 53] A)3,453,2573 ],
44 waAgE AlolFR2Y s , A= 53 A13,420,788%], B SolA BEAS ZE Alo|ERY
2~E# [Parmeter (I11), W= 53] #13,426,011% 0] g}, SolA SAS 2 Alo]E2YAEd f=
o= 2 Ayl 9 dE ] B
2y 2Edo| BEoHY [FZF: Parmeter (I11), supral. T4, AXL7 dEHE Alo]ZF2Y2E- %
Stella % [M= 53] A)5,134,12735 ] oA 71&= ).

E

i
w
o
=
»

= R
hya 31 ] hv SE A SE
THEAAE, ofRIAt, EXI w2t EARFEA, A, HeEAEL,

of

L)

A
o]
A

e iy

HEELS T4 UF 78S Eede Ho® st AAd olss wox FAgHETt. HEFS o gy o
A g Azle] osiA EAstd & dvk. A% ddebdel AFA (small unilamellar vesicles; SUVs)& @
s 7HAM, dPAHoRE o] 0.02 WA 0.05 me] Holx; Wy ddepdar AxA (LUVS)E d3 A
2&0.05 mEoh o A, agbdE) (oligolamellar) W A¥A 2 daehdal A¥AE 49
o8 FAYAYN B F& A, AFAHOE 0.1 mEC o A, 2 Y HlsAdd ¢, S 9 2

el a8 2 7o v Fe AZAE 2= FIEFS UFAFTA AFA (multivesicular vesicles)#t A

ot

o,

o @ 74 B ¥

e 718 285

£ el euFE oF

AW A oJeln 345

A-ABRAA QA 3wl ARSES A AT,
%_

o
=)

%

M

)

H

oL &

o N

rr =2
15?1 >
Nk =
10 m mE

P
oM,
$ !
-3
ke
o
g
rlo
]
oX,

E5 el e A ofAl= 7HEstE deieoln. AEEAgAlet 24 ofAle] SHAl (dE &0,
3ol 2 fAE b olEA Ee vl B dddd mEs gEEFe] Ui 3t ol dEGsEE
Tt AMEEAE 24 HAE 24 R 7RSI AEe s, udRt Al Aol (dE =91, of (14
WAl oF C20)9] AAA/A Holhx e dEFY (LPCs)S Edste (&, o52 AgEAE= Ferth) BE 4
e A, Aol RANS e WIS AWMEAARTH d9E 5 Qv PEG-AAH e ZEH-F=A
st Aol w3 A S fsiA olgd 4 et ol olge] WA/T §%S Al e &
Aar, AAGAA Al diF 2w el Hrbs AdEdAS] CE AaA7Ia nAd Ao =ws 5] WE
ojty. mpEAT AL wolAazs R9fe (MCsE zZke AddAdAlol; ¥ &2 CIC AdSAA7 & 2re] o
E5 el dEHZE MAs Axs7] A olgd = Ut

e

ES
e M2 fEES B T)jsdobdA A" tde 7e $o o' Ao YA Axd & Ak
[Zz: dF B9, v3 53 #14,235,871%; F7/0d PCT &Y AWO 96/14057=; New RRC, Liposomes: A
practical approach, IRL Press, Oxford (1990), pages 33-104; Lasic DD, Liposomes from physics to
applications, Elsevier Science Publishers BV, Amsterdam, 1993]. <& Eo], ¥ dHeo] gIxFHe gxH

ol A mhgra gt feAlste A2 HFT & HAAE deshs Ad kol dddE dEFS AE-ad=
Ed EdvE A" e w37l AR 22 Ul dsiM, ddAdd dESE Uz e EdnE A
EAstE AdS AR Axd ¢ . IAeA EHE drele gES2 I, 2 V]sEokelA
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= 6C-F= 9 4 Sl
6ol QoFd S5-H$ Alge AzE Uil = 665 24
HE 49)E A3},

ANEWE 27, 29, 34 2 395 A, &
owA] ¥uy B4 Laur (HNFE

= 61 % 61 RD AE B Q7 UAF =272 AX E udlA 7 @9l 9% 53-271 eean (Mad
34)9 &gt mwd 54 AD (AL 604-607)9] FA 24S vepdnt

(=
fol

Wy A7 Hek A g

AA ]

A 2 aa

A 9 2wl Ae 23]

e Al MEelA] 5% DMSO &9 (Sigma) Foll BEH Q17 FEIHF AE (ATCC, CCL-136; RD Al¥)E 4
& &z}o ol ol eol HA && wrhA] 37C EFRONA HEARA AEE L-2FEH (HyClone), 10% -

Ruii|
O
oA
ﬂlﬂl

fetal bovine serum), 2 1% #HUAU-~E=HEn}o]al fz}*gxﬂ LM (CelGro)L TG3E= 24 me 71
| DMEM oA 22 w2 ® 175 Zeh2T (Nune) el 1.5x10° A¥/Seh~a2 FEa41; 2447 T,
RS &olslar, AMEES 7F2F PBS FolA 13 AFsta, AA3 vixE H7sldck. AEES 5.0% CO, dfoll
37T HiE7] el 80% AZFA2 (confluence)7HA] A A F T,

WAE 1756 FEkeAmNE Fskal AEE 7h2® PBS TellA @9 AlHsta, FAsglth. 37C & FHE
A 7Fe%k 3 mE—‘l] EYRI/EDTAS Z47te] 1759 H7bsisict.  23stA] wwstuA] A7t Zeh~a =25 E R
2 wj7Ax] NES 37ColA 2-58 F<t vidsiint. AE NS 15.0 M 92Y FHo| gra; A
1.0 me2 E%VL/EDTA gdoz AAs YA AEE Bt AXEE wfol-A (Vi-Cell) XR AIX AF7]
(Beckman Coulter)E AF&3}ed Algstdtt. AMEES ZZ wd-Agw 12-9 Z¥olE (Falcon) Wel 1.0 mé

WA el A 2.0x10° AE AT AFHGTE. AEZ 5.0 C0, 39 37C wWekr] ol A wjerslalth.

12-49 HdFd EUESE ddst Ax Fx 9 FeolE F&o disiA At sAdx" fEtels AT
AolER FAEZU ol HolE RaZax g1 (PPM0s)E FEdoMA-54 = (Ambion) Zol 2.0 mMZ A
AN 7IaL, AZ A ol da Aol FAA7L; =5=E FAst7] 984 PPMOsE H==&F (NanoDrop)
2000 33 %A (Thermo Scientific)E AH&3te] SA43k3ith. PPMO A sty Aol v & F<lstal, AEE

7bed PBSE AAsI . PPMOsE 7F2d HlA] oM dets BerR 43ta; AEE 99 F 1.0 o
PPMO Toll A Hzlakith. PPMOsE AFoz Agsigdd. vAe tzE d&d, 243 718 wixE 1.0 ol
o] F8Hoz HIusltk. MEE 5.0% CO, 32l 37T wiYFr] Wloll A 48A13F &<t widst3ich.

RNA &

WA & FRlsta, AXEE 7H2% PBS FollA AAsIIY. RNAE Alzxxte] A4 Z2EZS AREste] Algd] b
& wAste] ofsfA FHA-71480 (QuickGene-Mini80) A|Z=B, =4l RNA wiF Al HC 71E S, ¥ mlauefo] A
(MagNAlyser) & AMg3le] &3k, 2HEReld, MEE A ZHolE oA 350 wl LRP (100 xf LRPE 10
w B-HFENEE ) &3 fFAoR LIATAL; dANS 2stelA Este] S gEE FASH
staL, mlavhelol Al (MagNAlyser) FEo &zt FHE mhavteto]#] welA 30 &<t 2800 rpme 2 3] HA|
A A qdASE s star, FA] WEAZT. 50 w SRP 7HEE ghEds Hrteta, #ARE 162 F
b AEEolE doth. 170 we] >99% oerE&S Zh7te] FHo| Hrtsta, ddAS 60 = 9k B4~
(vortex)3tth. A NS 73 AA7]a1, WY80 (Mini80) RNA ZFEZIA| &7]al, WS 7Mdsta, &%
o (flow-through)> WHTH. JIEZAE 750 w WRP AlZ 25 FollA AHsta, 7dsigict. 40 e
DNase & (1.25 ut F o}l (Qiagen) DNasel, 35 g€ RDD ¢+& 4, 3.75 pl wEHoA-5F-A £)& 7tEZA %
of AA H7lstal; AAEFAE AolA 47 < gadit. FHEZAE A4 Al o= shgstHA 750
wl WRPE 23] AF&drt. FFEAE FEHoA-F-A FH Aol ¥iAstTh. 50 wo] (RP &% S4FdE& 7
zbol el Hrbstar; whE Aol 52 Fob viYFEtsitt. FFEAE Theta, &S Rt RNAE
Akt w7bx] -80CoAlA Attt RNAE U==F (NanoDrop™) 2000 ¥33 =4S Ab&ate] At
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[0278] Y AE]= (Nested) RT-PCR
[0279] Zalolw-Eo|F d&-Eolx HAH3H UAEE RI-P(R TFE olske] # 10 vepdl upel e 7hzhe] g
Eay A& tig zZefoln] F NEE AR&ste] a3t

¥ 1

H1. AE-A7|HES HESH| 95t 22t C|AEZH mRNAS
PCR SEAI7|7| flail M ALEE Z2lo|HYE HE

=& |[FR|IVO| MY (5-3) ofl & =B e
HS
PS170|F | O | CCAGAGCTTTACCTGAGARACAAG |48 |9IZF C|AE| 640
PS172 |F || CCAGCCACTCAGCCAGTGAAG 49 %E‘Oll A o 641
PS174 [R || | CGATCCGTAATGATTGTTCTAGCC |52 |& 59”%' f;1 642
PS176 |[R | O | CATTTCATTCAACTGTTGCCTCCG | 53 g"o*' 4| 543
PS186 |F | O | CAATGCTCCTGACCTCTGTGC 42 |olZFC|AE| 644
PS187 [F || [GTCTACAACAAAGCTCAGGTCG (43 |ZHOIM 9| 645
PS189 [F || | GCAATGTTATCTGCTTCCTCCAACC |46 |& 44 % 45| 646
PS190 |[R | O | GCTCTTTTCCAGGITCAAGIGG | 46 g" 82l A| g47
PS192 |F | O | CTTGGACAGAACTTACCGACTGG 51 olZt C|AE| 648
PS193 | F | GCAGGATTTGGAACAGAGGCG 52 | 2HolAM o 649
PS195| R || CATCTACATTTGTCTGCCACTGG 54 ;3-0537?_54 650
PS197 |[R | O | GTTTCTTCCABAGCAGCCTCTCG |55 |22 HE | 651
[0280] s =
[0282] FAlE Zefolw B ZHZh A} i o|x} FFo ASste AW = 9w (F/R) ¥ 98 = gy =z
ol & (I/0)e2 Uehdit;, Zgoln FA o] & dE 2o FAHY, ZHL dE-~7]3 o|HET} A
29 4 998 etk dE So], PS170 2 PS176 TElo]m: Ax} ZEo|A] ol 48 U)X 539 RES =
ZA0g. 2 %, =Zgloln] PS172 W PS174E o)a} FZo|A o 49 X 52¢] FES ZZ AT, o]t
Y2E= PR S-S o 50 R/ A& 51 & tho] dE 278 A& 5 k. FAH U2E = RT-
PCR WF-S-Z7 2 o]sfo] AlFHt}
[0283] AP ME (%8 uke} 2SR RE 23 RNAE BE AT dsiA] 20 ng/w=Z 348900,
* 2
[0284] RT-PCR ¥ U=} T3& #& vbg =32 (50 w ¥H)
2X Hb§ F3E 25 b
PS XXX A9af abolw (30 uM) 0.5 u
GFxE1
PS XXX &9baf abolm (30 uM) 0.5 ut
GFx =1
T2 YE (Superscript) 111 ¥WF Taqg E3E 2 ul
T3 RNA (20 ng/ul) 10 u0
TEHHA-EA E (584 50 pb) 12 1l
F* 3
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[0285]

[0286]

[0287]

[0289]

[0290]

ZIHSd 10-2018-0118828

RT-PCR % Ux} 5F 73
= AlZE
RS 55°C 308
RT E843} 94°C 28
HA 94C 1#
olU¥® (annealing) 59°C 12 8 Atol &
A% 68T 13
4T o
X 4
YAEl= o]a} TES 93k kg 237 (50 w HHE)
10X PCR $+=oH 5l
dNTP &% (10 mM) 0.5 ub
50 mM MgCl 1.5 ul
PS XXX AHFeE Zzlolw (30 pM) 0.33 ut
(71—2 hy 1)
PS XXX 9ubgF Zzlolw (30 pM) 0.33 ut
(Fzx 521D
WF Tag DNA &4 0.2
0.1 mM Cy5-dCTP 1l
RT PCR AR E (9A 12HE]) 1 40
S olA-FA B (FE4 50 u) 40.15 @b
xz5
HAEE o)z TF L2
=5 A1 ZE
A= WA 94°C 3%
A 94°C 45% 28-30 Abol=
o]y ¥ ¥ (annealing) 59°C 30%
A% 68°C 12
4C co
A F719s A4 10 vle]a = He 5x IF (Ficoll) F3t 985 449l 50 H}Olﬂialﬂgl W 2Bl = RT-
PCR WHS-o] #H7}eldet. 15 wlo]la 28] PCR/EE E3HES 10% TBE 2 AbolA 300 BEER 308 <l F3
AFH. J719E Fol, AL 0 FolA, # 30&Entt & agtstiaA Aol 1Az %OJ AHsA.
o AL glolFE EPL vlglolo]E = o]u|o] A (Typhoon Trio Variable Mode Imager; GE Healthcare) Aol
A=A EETE. A 44 7)) Ao, HA-Zdo] t~ERNA FAAEZFEY dXEE RI-PCR AHES
571 bpolal, <= 44-27]4 ¥ mRNAZY-E]i= 423 bpolt} (<= 44% 148 bpolth). = 459 A9, AA-2
o] Yy2ERT HAIEZHE 9 YAE= RT-PCR A S 571 bpoli, <& 45-27]8 % mRNARFEE= 395 bpo]

t} (N 45% 176 bpolth).

al,

o
gagn. avel Ao
o Ao e 2 E FES

: 17@% PPMO &

o= 539

gl

= (Oﬂei
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AA-do] Y2EZH HALEZRE Q] PR YHELS
o 53-~7]3 % pRNAZFEE 153 bpolth (& 532 212 bhpolth).

5o, 3 mfo]ARE ) A<
st d#o] PPMOS] Aoy EdS AAdskitt.
2 59, 0.1, 0.3, 1.0, 3.0 2 10 wlo]=

WE FEE

365 bpo]

=
= =70
Eal



[0292]
[0293]

[0294]

[0295]

[0297]
[0298]

[0299]

[0301]
[0302]

[0303]

SIHS31 10-2018-0118828

A7F H2ERZA d&E 518 RO R sy Ao FEHA AEAL PPMOsE tAQletar, FAste A7t F7E
%% AE RD AE) =8 I3 QI FAZ AXE 8387 &M AFEstth. o] Age "dE Aol
Ast, olalel 7l wiel o] W siA 9 tE E1 EZ A& fisiA Al AREEelT. BE
PPMOsE CP06062 HElol= (MEWME 578) H 3' @k PMO 23S ALg3te] MElo|=-AFA S EXE PMO (PPM
0= A8tk d& 519 Ao, &= 249 el H}g} ol Zol7p 7v7} 26 17191 A<l 26719 PPMOs

2 Azt (H9WF 309-311, 314, 316, 317, 319, 321, 323, 324, 326, 327, 329-331, 333, 335, 336,
338-345). PPMOst= A& 2 WRolx J&d uie} o] thdt smoA RD AlEE Aoz dE ~7]3
Tl daA Hrreteich. 3709 PPMOs (MEWE 324, 326 2 327)7F dE-~7]18 S festEd g4l
o= gRletglon, F7to] HIME fEiA AdEeivt. RD Al H Axp QIF 4T AEA ] &F-HY
A& AHE3te] olE 3719 PPNO AMEe] A3 &a5s A8, Adws 327¢] & 2B 2 2Co] YERd whe}
2ol A& 51 A7)Fe Frsted 7P &394 Aoz et

2 A& sl-mAshd el el et Adws 3270 AiA frade] wlae dEdh vhep o] RD A

z | ez = AEA kAt WrE RE AP (P06062 FHERe]= H%ﬂﬂdi 578)5 Ah8-38t

o = Eg PNOs®= AlZsATH. olZe FEAlL ghe B Alx Sl Adtgle] HEAlA A

del A fradel AFAQ vas gt AdWE 3279 vad 54 A 51—;&4}; &l el

73 A= = 2D e &= 200 e whel o] eE-271 Faddel saEhE ATl SAlEH,
S Aol mlElA Aol B owje] gk 7Hg mapH o]l

1 Y ol

A 2
A& 50 270

o tAERW dE 508 FHOR e dwe TEHA oElAlA PPMOsE uAkQIEt AR dE 509
ZAg-olE=, & 3A0 YERH ule} o] Ao)rt 2zt 25 ¢47)¢1 d#e) 17712 PPMOsE A ZstTh (LW S 267,
269, 271, 273, 275, 277, 279, 280, 282 W 284-291). PPMOs= AlE @ HFHoA AF<Ldh upe} o] thordt

FZoA RD AEE ATozN A& 27 a5l usiA Hrtekdt. 47H4 PPMOs (MW 3Z 277, 287,
290 2 2917} d&=-2718S FESp=U adHd e gelsgleon, F H7vg A dEEd.
RD AlEZoA el &3-He AdS 283l ol 4712 PMO Mg AU4 a5e FUsgt. AdWE 584
(AVI-5656) H 287 (AVI-5038)°] L= 3Bl urEM Hpe} o] dl& 50 A7)FS fFEEEH JPY a3Ae How
UEbsTh. ECy #he &9 Ao wiH fFiestdlon, PR AAHES] 50%7F & 505 Hrshs nRNAR

B A PR AR Hls) o 508 Aolshs mRNAZYE feshe A% Add FEE ted. de

oolr_\;
1o,

AL (Fx: dF o], AEHE 584 2 5855 217} W02006/00005791 419 Adw¥E 173 2 1759 AH-g-3sio}) 7}
Hlaslked, AVI-5038 (M ERIE 287)2 = 3Bo| YEldH ulel o] RD ME Algol A dE&-27]3 A4S {3t

s BESAL U S,

AAld 3
A& 53 27
It fAERW & 538 FH oz Jl= dde FTEA ¢

= FElAl 2 PPMOsE tlAkQIshaL, skttt o 53
o Aol & Aol ERd whel o] Zolrh 747t 25 9179 d¥e] 247K9] PPMOsE AlZskAnt (M

416, 418, 420, 422, 424, 426, 428, 429, 431, 433, 434, 436, 438-440 % 443-451). PPMOst= Al& 2 W
olA gzt wheh o] thFd wmolA RD AE B AR A FAT AEE AYFeRA A& 27 dedl
tiel A F7bekivk. 37H9] PPMOs (MEWE 428, 429 H 431)7F NE-27138 S fdhsd] Al Aow o
deter, F7kel Jrks dAsiM Ak, RD AlZolA 9] &RF-w9 A& AREske] oS 37H9] PPNO A
Aol AiA Zes Sladth. MEUS 4297F = 4B-Foll vpEhdl wheh gro] o 53 A7 S frishsdl 7h
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[0305]
[0306]

[0307]

[0308]

[0309]

[0311]
[0312]

[0313]

[0314]

SIHS41 10-2018-0118828

T adH Aeg yEiwt. oy, e 9dE 53 HAE AEH HlwshE Agel, AE9HsE 429+
02006/000057414] AEHE 195 2 2 ZhA AEHE 6092 EAHE HH3A(+23+47) 3 5L3 A= YFH
Art. B A 27 AE¥s 608, 611 2 61002 IAF H53A(+39+69) = H53A(-12+10) (27
W02006/000057°1 4 AMEdHE 193 L 1992 IAHE) 2 h53A0NL (W= & #A111/233,50754 HIHE 39=
dAE)E XTFsE thE AES AEHS 4299 vl H7kE BEE A ES (P06062 FEMO|= (AEHS
578) & Ab&-3to] FEtol=-AFA]EH PMOsE A X3, o] A QME A~ 848F e Al Fdol] Adaglol
SHEJ Al M del ddid fade Al Hug ek, = 41 L 4G-Holl vl nie} o], MEWME 429
7} ol& 4 7kA A Zztel HlE| BEg Ao e

AAe 4

EZy dE 45 FHoR s g FEA CHE Al PPMOsE tIARISa, $ASIGITh. & 44

o] %o, = 5A0l uteEbd wie} o] Aoz Zhzh 25 719l d#e] PPMOsE AZdIAT (HIHE 1-20).

= As 9 el et viep o] thkdt FolA RD AEE Aoz dE ~7|3 ol uls)

B ettt 5709 PPMOs (MG 4, 8, 11, 12 2 13)7} A&-~7]|3S F53t=d 2942 Ao=w &

pom, F7he] A7kE QsiA dgskitk. RD AlEolA o] &9 AdS ARgste] ® 5C WA 5Hel o
zz o] o= 5709 PPNO A Eel AiA FHS Felasit. =

2127} dE 44 27185 Fested P a9 Aer YEiwen, AEWs 1271 7P a9F 3R

ohe i 44 <tEAlA Al gk s 129] W RD Al B QI AAF 34 AlE E velA 38
Atk WUk BE ADE (P06062 FEto|= (M AMS 578)F AHE3Ete] FEtel=-AF A0 Ed PNOs® A%t
At olAL SrEAlA sheh B Al Sl Avglo] oFE Al A A fadel AHA vas &
ATt

HEHE 4, 8, 11 2 1299 Ag (HEWHS: 600, 601, 602 2 603)9] AHLS %= 5B vtebdth. AdHE
601 2 603 W02006/00005704 AEHE 165 L 1672 IAET. AHEHI 6025 W02004/0834461 4 = 1]
o &Y A11/233,5078 004 AEdAE 212 IdARAYG. AEHE 6002 2007 A0 FANE AT [Wilton, Fall et
al. 2007]. RD A|FoAM v HEHE 602 2 603 & the AEHE 1200 89381988 Yehgdt (=
51). ¥y, = 5Je yEld nRe} o], QI Axp FAE AXolME AEHE 127F AT 602 (6.42%) =
o} gdaeltl (8.86% A& 271). AR AES ALHST 60390 <A G333

AAld 5
A& 45 270

AT HaERR oE 4565 A oR s dde T4 HEAlX PPNOsE txkQlstar, s, 9 45
o] Aoz, = 6Acl uEbd whel el o)zl Zbzh 25 47| A 2271¢] PPMOsE AFIATE (MEE
21, 23, 25, 27, 29, 31, 32, 34, 35, 37, 39, 41, 43 % 45-53). PPMOsE= A& L H“”oﬂﬂ <23t H}sa} 7z
o] st FxoA RD MXE Z QI dX ZAT AEE Ao zH AL 275 F%o
471¢] PPMOs (M9 27, 29, 34, % 39)7} d&E&-~7)8 S FEdt=d a342 ZHe=w &

B7He SAsliA dEasitt. RD AlEolA e &% A8 AFEste] & 6C-Goll Yepd nko} o] o] & 471¢]
PMO A9 Az a%S @lsigon, T 6ol Qokslgitt. AMAMT 495 o5 A

2 ARgEATh. AEWE 29 2 347k = 6Hel vERd whe} o] olE 45 279 S frE
Ao e

T2 ol 45 oFEJ Al H?—goﬂ gk MEWs 349 Hlal= RD AIE 9 QITF A 243 AXE E thollA] 33}
Atk WA BE A E2 (P06062 HEMI= (A EHE 578)E ARE3ste] el =-FAO]ER PMOs= A x3}
Sk, ol H2 QrEjAlA ﬁ}ﬂ EE AE e Adglo] Al Ade] oA fFadel Ax A<l vuE st
ATk, AEWI 27, 29, 34 2 399+ HE (HEHZF 604, 605, 606 = 607)° AP % 6Bo| eI
AEHZ 604 D 607 ZHZE W02006/00005701 4 AdHES: 211 2 2072 IAEY. MEHZ 605 Z 606>
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[0316]

[0317]

[0318]

el

ns Z9 A111/233,5075 004 Zhzt A9WE 23 9 18 FAEC}
ol AW E: 347} H7tE 479 M
dold Hael el ol s 3t

Abgake] LrERATR: A, G, C 2 T,

3IHSd 10-2018-0118828

2'-0-vey

KR
halel US ARERH. 97] 59 oWl Aozt 53] 37) Hi= 1 o] G 1719

ZEf X oA o]xAl ofs|A x&d 4 Utk
o & M NS
22|0H ¥&35 M (5'0M 3'22)

Hu.DMD.Exon44.25.001 | CTGCAGGTAAAAGCATATGGATCAA 1
Hu.DMD.Exon44.25.002 | ATCGCCTGCAGGTAAAAGCATATGG 2
' Hu.DMD.Exon44.25.003 | GTCAAATCGCCTGCAGGTAAAAGCA | 3
Hu.DMD.Exon44 25.004 | GATCTGTCAAATCGCCTGCAGGTAA 4
Hu.DMD.Exon44.25.005 | CAACAGATCTGTCAAATCGCCTGCA 5
Hu.DMD.Exon44.25.006 | TTTCTCAACAGATCTGTCAAATCGC 6
Hu.DMD.Exon44.25.007 | CCATTTCTCAACAGATCTGTCAAAT 7
Hu.DMD.Exon44.25.008 | ATAATGAAAACGCCGCCATTTCTCA 8
Hu.DMD.Exon44.25.009 | AAATATCTTTATATCATAATGAAAA 9
Hu.DMD.Exon44.25.010 | TGTTAGCCACTGATTAAATATCTTT 10
Hu.DMD.Exon44.25.011 | AAACTGTTCAGCTTCTGTTAGCCAC 1
Hu DMD.Exon44.25.012 | TTGTGTCTTTCTGAGAAACTGTTCA 12
Hu.DMD.Exon44.25.013 | CCAATTCTCAGGAATTTGTGTCTTT 13
'Hu.DMD.Exon44.25.014 | GTATTTAGCATGTTCCCAATTCTCA 14
Hu.DMD.Exon44.25.015 | CTTAAGATACCATTTGTATTTAGCA 15
Hu.DMD.Exon44.25.016 | CTTACCTTAAGATACCATTTGTATT 16
Hu.DMD.Exon44.25.017 | AAAGACTTACCTTAAGATACCATTT 7 |
Hu.DMD.Exon44.25.018 | AAATCAAAGACTTACCTTAAGATAC 18
Hu.DMD.Exon44.25.019 | AAAACAAATCAAAGACTTACCTTAA 19
Hu.DMD.Exon44.25.020 | TCGAAAAAACAAATCAAAGACTTAC 20
Hu.DMD.Exon45.25.001 | CTGTAAGATACCAAAAAGGCAAAAC 21
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[0319]

Hu.DMD.Exon45.25.002

CCTGTAAGATACCAAAAAGGCAAAA

22

Hu.DMD.Exon45.25.002.

2

AGTTCCTGTAAGATACCAAAAAGGC

23

Hu.DMD.Exon45.25.003

GAGTTCCTGTAAGATACCAAAAAGG

24

Hu.DMD.Exon45.25.003.

2

CCTGGAGTTCCTGTAAGATACCAAA

25

Hu.DMD.Exon45.25.004

TCCTGGAGTTCCTGTAAGATACCAA

26

Hu.DMD.Exon45.25.004.

2

GCCATCCTGGAGTTCCTGTAAGATA

27

Hu.DMD.Exon45.25.005

TGCCATCCTGGAGTTCCTGTAAGAT

28

Hu.DMD.Exon45.25.005.

2

CCAATGCCATCCTGGAGTTCCTGTA

29

Hu.DMD.Exon45.25.006

CCCAATGCCATCCTGGAGTTCCTGT

30

Hu.DMD.Exon45.25.006.

2

GCTGCCCAATGCCATCCTGGAGTTC

N

Hu.DMD.Exon45.25.007

CGCTGCCCAATGCCATCCTGGAGTT

32

Hu.DMD.Exon45.25.008

AACAGTTTGCCGCTGCCCAATGCCA

33

Hu.DMD.Exon45.25.008.

2

CTGACAACAGTTTGCCGCTGCCCAA

Hu.DMD.Exon45.25.009

GTTGCATTCAATGTTCTGACAACAG

35

Hu.DMD.Exon45.25.010

GCTGAATTATTTCTTCCCCAGTTGC

Hu.DMD.Exon456.25.010.

2

ATTATTTCTTCCCCAGTTGCATTCA

36
37

Hu.DMD.Exon45.25.011

GGCATCTGTTTTTGAGGATTGCTGA

38

Hu.DMD.Exon45.25.011.

2

TTTGAGGATTGCTGAATTATTTCTT

39

Hu.DMD.Exon45.25.012

AATTTTTCCTGTAGAATACTGGCAT

40

Hu.DMD.Exon45.25.012.

2

ATACTGGCATCTGTTTTTGAGGATT

a1

Hu.DMD.Exon45.25.013

ACCGCAGATTCAGGCTTCCCAATTT

42

Hu.DMD.Exon45.25.013.

2

AATTTTTCCTGTAGAATACTGGCAT

43
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[0320]

Hu.DMD.Exon45.25.014 | CTGTTTGCAGACCTCCTGCCACCGC 44
Hu.DMD.Exon45.25.014. | AGATTCAGGCTTCCCAATTTTTCCT 45
2

Hu.DMD.Exon45.25.015 | CTCTTTTTTCTGICTGACAGCTGTT 46
Hu.DMD.Exon45.25.015. | ACCTCCTGCCACCGCAGATTCAGGC 47
2

Hu.DMD.Exon45.25.016 | CCTACCTCTTTTTTCTGTCTGACAG 48
Hu.DMD.Exon45.25.016. | GACAGCTGTTTGCAGACCTCCTGCC 49
2

Hu.DMD.Exon45.25.017 | GTCGCCCTACCTCTTTTTICTGTCT 50
Hu.DMD.Exon45.25.018 | GATCTGTCGCCCTACCTCTTTTTIC 51
Hu.DMD.Exon45.25.019 | TATTAGATCTGTCGCCCTACCTCTT 52
Hu.DMD.Exon45.25.020 | ATTCCTATTAGATCTGTCGCCCTAC 53
Hu.DMD.Exon45.20.001 | AGATACCAAAAAGGCAAAAC 54
Hu.DMD.Exon45.20.002 | AAGATACCAAAAAGGCAAAA 55
Hu.DMD.Exon45.20.003 | CCTGTAAGATACCAAAAAGG 56
Hu.DMD.Exon45.20.004 | GAGTTCCTGTAAGATACCAA 57
Hu.DMD.Exon45.20.005 | TCCTGGAGTTCCTGTAAGAT 58
Hu.DMD.Exon45.20.006 | TGCCATCCTGGAGTTCCTGT 59
Hu.DMD.Exon45.20.007 | CCCAATGCCATCCTGGAGTT 60
Hu.DMD.Exon45.20.008 | CGCTGCCCAATGCCATCCTG 61
Hu.DMD.Exon45.20.009 | CTGACAACAGTTTGCCGCTG 62
Hu.DMD.Exon45.20.010 | GTTGCATTCAATGTTCTGAC 63
Hu.DMD.Exon45.20.011 | ATTATTTCTTCCCCAGTTGC 64
Hu.DMD.Exon45.20.012 | TTTGAGGATTGCTGAATTAT 65
Hu.DMD.Exond5.20.013 | ATACTGGCATCTGTTTTTGA 66
Hu.DMD.Exon45.20.014 | AATTTTTCCTGTAGAATACT 67
' Hu.DMD.Exon45.20.015 | AGATTCAGGCTTCCCAATTT 68
"Hu.DMD.Exond5.20.016 | ACCTCCTGCCACCGCAGATT 69
Hu.DMD.Exond5.20.017 | GACAGCTGTTTGCAGACCTC 70
Hu.DMD.Exon45.20.018 | CTCTTTTTTCTGTCTGACAG 71
Hu.DMD.Exon45.20.019 | CCTACCTCTTTTITCIGTCT 72
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[0321]

Hu.DMD.Exon45.20.020 | GTCGCCCTACCTCTTTTTTC 73
Hu.DMD.Exon45.20.021 | GATCTGTCGCCCTACCTCTT 74
Hu.DMD.Exond5.20.022 | TATTAGATCTGTCGCCCTAC 75
Hu.DMD.Exon45.20.023 | ATTCCTATTAGATCTGTCGC 76
Hu.DMD.Exon46.25.001 | GGGGGATTTGAGAAAATAAAATTAC 77
Hu.DMD,Exond6.25.002 | ATTTGAGAAAATAAAATTACCTTGA 78
Hu.DMD.Exon46.25.002. | CTAGCCTGGAGAAAGAAGAATAAAA 79
2

'Hu.DMD.Exon46.25.003 | AGAAAATAAAATTACCTTGACTTGC 80
Hu.DMD.Exon46.25.003. | TTCTTCTAGCCTGGAGAAAGAAGAA 81
2

Hu.DMD.Exon46.25.004 | ATAAAATTACCTTGACTTGCTCAAG 82
Hu.DMD.Exon46.25.004. | TTTTGTTCTTCTAGCCTGGAGAAAG 83
2

Hu.DMD.Exon46.25.005 | ATTACCTTGACTTGCTCAAGCTTTT 84
Hu.DMD.Exon46.25.005. | TATTCTTTTGTTCTTCTAGCCTGGA 85
2

Hu.DMD.Exond6.25.006 | CTTGACTTGCTCAAGCTTTTCTTIT 86
Hu.DMD.Exon46.25.006. | CAAGATATTCTTTTGTTCTTCTAGC 87
2

Hu.DMD.Exon46.25.007 | CTTTTAGTTGCTGCTCTTTTCCAGG 88
Hu.DMD.Exon46.25.008 | CCAGGTTCAAGTGGGATACTAGCAA 89
Hu.DMD.Exon46.25.008. | ATCTCTTTGAAATTCTGACAAGATA 90
2

Hu.DMD.Exon46.25.009 | AGCAATGTTATCTGCTTCCTCCAAC 91
Hu.DMD.Exon46.25.009. | AACAAATTCATTTAAATCTCTTTGA 92
2

Hu.DMD.Exond6.25.010 | CCAACCATAAAACAAATTCATTTAA 93
Hu.DMD.Exon46.25.010. | TTCCTCCAACCATAAAACAAATTCA 94
2

Hu.DMD.Exond6.25.011 | TTTAAATCTCTTTGAAATTCTGACA 95
Hu.DMD.Exond6.25.012 | TGACAAGATATTCTTTTGTTCTTCT )
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Hu.DMD.Exon46.25.012. | TTCAAGTGGGATACTAGCAATGTTA 97
2

Hu.DMD.Exon46.25.013 | AGATATTCTTTTGTTCTTCTAGCCT 98
Hu.DMD.Exond6.25.013. | CTGCTCTTTTCCAGGTTCAAGTGGG 99
2

Hu.DMD.Exon46.25.014 | TTCTTTTGTTCTTCTAGCCTGGAGA 100
Hu.DMD.Exon46.25.014. | CTTTTCTTTTAGTTGCTGCTCTTTT 101
2

Hu.DMD.Exon46.25.015 | TTGTTCTTCTAGCCTGGAGAAAGAA 102
Hu.DMD.Exon46.25.016 | CTTCTAGCCTGGAGAAAGAAGAATA 103
Hu.DMD.Exon46.25.017 | AGCCTGGAGAAAGAAGAATAAAATT 104
Hu.DMD.Exond6.25.018 | CTGGAGAAAGAAGAATAAAATTGTT 105
Hu.DMD.Exon46.20.001 | GAAAGAAGAATAAAATTGTT 106
Hu.DMD.Exon46.20.002 | GGAGAAAGAAGAATAAAATT 107
Hu.DMD.Exon46.20.003 | AGCCTGGAGAAAGAAGAATA 108
Hu.DMD.Exon46.20.004 | CTTCTAGCCTGGAGAAAGAA 109
Hu.DMD.Exon46.20.005 | TTGTTCTTCTAGCCTGGAGA 110
Hu.DMD.Exon46.20.006 | TTCTTTTGTTCTTCTAGCCT 111
Hu.DMD.Exon46.20.007 | TGACAAGATATTCTTTTIGTT 112
Hu.DMD.Exond6.20.008 | ATCTCTTTGAAATTCTGACA 113
Hu.DMD.Exon46.20.009 | AACAAATTCATTTAAATCTC 114
Hu.DMD.Exon46.20.010 | TTCCTCCAACCATAAAACAA 115
Hu.DMD.Exon46.20.011 | AGCAATGTTATCTGCTTCCT 116
Hu.DMD.Exon46.20.012 | TTCAAGTGGGATACTAGCAA 117
Hu.DMD.Exon46.20.013 | CTGCTCTTTTCCAGGTTCAA 118
Hu.DMD.Exon46.20.014 | CTTTTCTTTTAGTTGCTGCT 119
Hu.DMD.Exon46.20.015 | CTTGACTTGCTCAAGCTTTT 120
Hu.DMD.Exon46.20.016 | ATTACCTTGACTTGCTCAAG 121
Hu.DMD.Exon46.20.017 | ATAAAATTACCTTGACTTGC 122
Hu.DMD.Exon46.20.018 | AGAAAATAAAATTACCTTGA 123
Hu.DMD.Exon46.20.019 | ATTTGAGAAAATAAAATTAC 124
Hu.DMD.Exond8.20.020 | GGGGGATTTGAGAAAATAAA 125
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Hu.DMD.Exon47.25.001 | CTGAAACAGACAAATGCAACAACGT 126
Hu.DMD.Exon47.25.002 | AGTAACTGAAACAGACAAATGCAAC 127
Hu.DMD.Exon47.25.003 | CCACCAGTAACTGAAACAGACAAAT 128
Hu.DMD.Exon47.25.004 | CTCTTCCACCAGTAACTGAAACAGA 129
Hu.DMD.Exon47.25.005 | GGCAACTCTTCCACCAGTAACTGAA 130
Hu.DMD.Exon47.25.006 | GCAGGGGCAACTCTTCCACCAGTAA 131
Hu.DMD.Exon47.25.007 | CTGGCGCAGGGGCAACTCTTCCACC 132
Hu.DMD.Exon47.25.008 | TTTAATTGTTTGAGAATTCCCTGGC 133
Hu.DMD.Exon47.25.008. | TTGTTTGAGAATTCCCTGGCGCAGG 134
2

Hu.DMD.Exon47.25.009 | GCACGGGTCCTCCAGTTTCATTTAA 135
Hu.DMD.Exon47.25.009. | TCCAGTTTCATTTAATTGTTTGAGA 136
2

Hu.DMD.Exon47.26.010 | GCTTATGGGAGCACTTACAAGCACG 137
Hu.DMD.Exon47.25.010. | TACAAGCACGGGTCCTCCAGTTTCA 138
2

Hu.DMD.Exon47.25.011 | AGTTTATCTTGCTCTTCTGGGCTTA 139
Hu.DMD.Exon47.25.012 | TCTGCTTGAGCTTATTTTCAAGTTT 140
Hu.DMD.Exon47.25.012. | ATCTTGCTCTTCTGGGCTTATGGGA 141
2

Hu.DMD.Exon47.25.013 | CTTTATCCACTGGAGATTTGTCTGC 142
Hu.DMD.Exon47.25.013. | CTTATTTTCAAGTTTATCTTGCTCT 143
2

Hu.DMD.Exon47.25.014 | CTAACCTTTATCCACTGGAGATTTG 144
Hu.DMD.Exon47.25.014. | ATTTGTCTGCTTGAGCTTATTTTCA 145
2

Hu.DMD.Exon47.25.015 | AATGTCTAACCTTTATCCACTGGAG 146
Hu.DMD.Exon47.25.016 | TGGTTAATGTCTAACCTTTATCCAC 147
Hu.DMD.Exon47.25.017 | AGAGATGGTTAATGTCTAACCTTTA 148
Hu.DMD.Exon47.25.018 | ACGGAAGAGATGGTTAATGTCTAAC 149
Hu.DMD.Exon47.20.001 | ACAGACAAATGCAACAACGT 150
Hu.DMD.Exon47.20.002 | CTGAAACAGACAAATGCAAC 151
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Hu.DMD.Exon47.20.003 | AGTAACTGAAACAGACAAAT 152
Hu.DMD.Exon47.20.004 | CCACCAGTAACTGAAACAGA 153
Hu.DMD.Exon47.20.005 | CTCTTCCACCAGTAACTGAA 154
Hu.DMD.Exon47.20.006 | GGCAACTCTTCCACCAGTAA 155
Hu.DMD.Exon47.20.007 | CTGGCGCAGGGGCAACTCTT 156
Hu.DMD.Exon47.20.008 | TTGTTTGAGAATTCCCTGGC 157
Hu.DMD.Exon47.20.009 | TCCAGTTTCATTTAATTGTT 158
Hu.DMD.Exon47.20.010 | TACAAGCACGGGTCCTCCAG 159
'Hu.DMD.Exon47.20.011 | GCTTATGGGAGCACTTACAA 160
Hu.DMD _Exon47.20.012 | ATCTTGCTCTTCTGGGCTTA 161
Hu.DMD.Exon47.20.013 | CTTATTTTCAAGTTTATCTT 162
Hu.DMD.Exon47.20.014 | ATTTGTCTGCTTGAGCTTAT - 163
Hu.DMD.Exon47.20.015 | CTTTATCCACTGGAGATTTG 164
Hu.DMD.Exon47.20.016 | CTAACCTTTATCCACTGGAG 165
Hu.DMD.Exon47.20.017 | AATGTCTAACCTTTATCCAC 166
Hu.DMD.Exon47.20.018 | TGGTTAATGTCTAACCTTTA 167
Hu.DMD.Exon47.20.019 | AGAGATGGTTAATGTCTAAC 168
Hu.DMD.Exon47.20.020 | ACGGAAGAGATGGTTAATGT 169
Hu.DMD.Exon48.25.001 | CTGAAAGGAAAATACATTTTAAAAA 170
Hu.DMD.Exon48.25.002 | CCTGAAAGGAAAATACATTTTAAAA 171
Hu.DMD.Exon48.25.002. | GAAACCTGAAAGGAAAATACATTTT 172
2

Hu.DMD.Exon48.25.003 | GGAAACCTGAAAGGAAAATACATTT 173
Hu.DMD.Exon48.25.003. | CTCTGGAAACCTGAAAGGAAAATAC 174
2

Hu.DMD.Exon48.25.004 | GCTCTGGAAACCTGAAAGGAAAATA 175
Hu.DMD.Exon48.25.004. | TAAAGCTCTGGAAACCTGAAAGGAA 634
2

Hu.DMD.Exon48.25.005 | GTAAAGCTCTGGAAACCTGAAAGGA 176
Hu.DMD.Exon48.25.005. | TCAGGTAAAGCTCTGGAAACCTGAA 177
|2

Hu.DMD.Exond8.25.006 | CTCAGGTAAAGCTCTGGAAACCTGA 178
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Hu.DMD.Exon48.25.006.

2

GTTTCTCAGGTAAAGCTCTGGAAAC

179

Hu.DMD.Exon48.25.007

TGTTTCTCAGGTAAAGCTCTGGAAA

180

Hu.DMD.Exon48.25.007.

2

AATTTCTCCTTGTTTCTCAGGTAAA

181

Hu.DMD.Exon48.25.008

TTTGAGCTTCAATTTCTCCTTGTTT

182

Hu.DMD.Exon48.25.008

TTTTATTTGAGCTTCAATTTCTCCT

183

Hu.DMD.Exon48.25.009

AAGCTGCCCAAGGTCTTTTATTTGA

184

Hu.DMD.Exon48.25.010

AGGTCTTCAAGCTTTTTTTCAAGCT

185

Hu.DMD.Exon48.25.010.

2

TTCAAGCTTTTTTTCAAGCTGCCCA

186

Hu.DMD.Exon48.25.011

GATGATTTAACTGCTCTTCAAGGTC

187

Hu.DMD.Exon48.25.011.

2

CTGCTCTTCAAGGTCTTCAAGCTTT

188

Hu.DMD.Exon48.25.012

AGGAGATAACCACAGCAGCAGATGA

189

Hu.DMD.Exon48.25.012.

2

CAGCAGATGATTTAACTGCTCTTCA

190

Hu.DMD.Exon48.25.013

ATTTCCAACTGATTCCTAATAGGAG

191

Hu.DMD.Exon48.25.014

CTTGGTTTGGTTGGTTATAAATTTC

192

Hu.DMD.Exon48.25.014.

2

CAACTGATTCCTAATAGGAGATAAC

193

Hu.DMD.Exon48.25.015

CTTAACGTCAAATGGTCCTTCTTGG

194

Hu.DMD.Exon48.25.015.

2

TTGGTTATAAATTTCCAACTGATTC

195

Hu.DMD.Exon48.25.016

CCTACCTTAACGTCAAATGGTCCTT

196

Hu.DMD.Exon48.25.016.

2

TCCTTCTTGGTTTGGTTGGTTATAA

197

Hu.DMD.Exon48.25.017

AGTTCCCTACCTTAACGTCAAATGG

198

Hu.DMD.Exon48.25.018

CAAAAAGTTCCCTACCTTAACGTCA

199

Hu.DMD.Exon48.25.019

TAAAGCAAAAAGTTCCCTACCTTAA

200

Hu.DMD.Exon48.25.020

ATATTTAAAGCAAAAAGTTCCCTAC

201

Hu.DMD.Exon48.20.001

AGGAAAATACATTTTAAAAA

202
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Hu.DMD.Exon48.20.002 | AAGGAAAATACATTTTAAAA 203
Hu.DMD.Exon48.20.003 | CCTGAAAGGAAAATACATTT 204
Hu.DMD.Exon48.20.004 | GGAAACCTGAAAGGAAAATA 205
Hu.DMD.Exon48.20.005 | GCTCTGGAAACCTGAAAGGA 206
Hu.DMD.Exon48.20.006 | GTAAAGCTCTGGAAACCTGA 207
Hu.DMD.Exon48.20.007 | CTCAGGTAAAGCTCTGGAAA 208
Hu.DMD.Exon48.20.008 | AATTTCTCCTTGTTTCTCAG 209
Hu.DMD.Exon48.20.009 | TTTTATTTGAGCTTCAATTT 210
Hu.DMD.Exon48.20.010 | AAGCTGCCCAAGGTCTTTTA 211
Hu.DMD.Exon48.20.011 | TTCAAGCTTTTTTTCAAGCT 212
Hu.DMD.Exon48.20.012 | CTGCTCTTCAAGGTCTTCAA 213
Hu.DMD.Exon48.20.013 | CAGCAGATGATTTAACTGCT 214
Hu.DMD.Exon48.20.014 | AGGAGATAACCACAGCAGCA 215
Hu.DMD.Exon48.20.015 | CAACTGATTCCTAATAGGAG 216
Hu.DMD.Exon48.20.016 | TTGGTTATAAATTTCCAACT 217
Hu.DMD.Exon48.20.017 | TCCTTCTTGGTTTGGTTGGT 218
Hu.DMD.Exon48.20.018 | CTTAACGTCAAATGGTCCTT 219
Hu.DMD.Exon48.20.019 | CCTACCTTAACGTCAAATGG 220
Hu.DMD.Exon48.20.020 | AGTTCCCTACCTTAACGTCA 221
Hu.DMD.Exon48.20.021 | CAAAAAGTTCCCTACCTTAA 222
Hu.DMD.Exon48.20.022 | TAAAGCAAAAAGTTCCCTAC 223
Hu.DMD.Exon48.20.023 | ATATTTAAAGCAAAAAGTTC 224
Hu.DMD.Exon49.25.001 | CTGGGGAAAAGAACCCATATAGTGC 225
Hu.DMD.Exon49.25.002 | TCCTGGGGAAAAGAACCCATATAGT 226
Hu.DMD.Exon49.25.002. | GTTTCCTGGGGAAAAGAACCCATAT 227
2

Hu.DMD.Exon49.25.003 | CAGTTTCCTGGGGAAAAGAACCCAT 228
Hu.DMD.Exon49.25.003. | TTTCAGTTTCCTGGGGAAAAGAACC 229
2

Hu.DMD.Exon49.25.004 | TATTTCAGTTTCCTGGGGAAAAGAA 230
Hu.DMD.Exon49.25.004. | TGCTATTTCAGTTTCCTGGGGAAAA 231

2
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Hu.DMD.Exon49.25.005 | ACTGCTATTTCAGTTTCCTGGGGAA 232
Hu.DMD.Exon49.25.005. | TGAACTGCTATTTCAGTTTCCTGGG 233
2

Hu.DMD.Exon49.25.006 | CTTGAACTGCTATTTCAGTTTCCTG 234
Hu.DMD.Exon49.25.006. | TAGCTTGAACTGCTATTTCAGTTTC 235
2

Hu.DMD.Exon49.25.007 | TTTAGCTTGAACTGCTATTTCAGTT 236
Hu.DMD.Exon49.25.008 | TTCCACATCCGGTTGTTTAGCTTGA 237
 Hu.DMD.Exon49.25.009 | TGCCCTTTAGACAAAATCTCTTCCA 238
Hu.DMD_Exon49.25.009. | TTTAGACAAAATCTCTTCCACATCC 239
2

Hu.DMD.Exon49.25.010 | GTTTTTCCTTGTACAAATGCTGCCC 240
Hu.DMD.Exon49.25.010. | GTACAAATGCTGCCCTTTAGACAAA 241
2

Hu.DMD.Exon49.25.011 | CTTCACTGGCTGAGTGGCTGGTTTT 242
Hu.DMD.Exond9.25.011. | GGCTGGTTTTTCCTTGTACAAATGC 243
2

Hu.DMD.Exon49.25.012 | ATTACCTTCACTGGCTGAGTGGCTG 244
Hu.DMD.Exon49.25.013 | GCTTCATTACCTTCACTGGCTGAGT 245
Hu.DMD.Exon49.25.014 | AGGTTGCTTCATTACCTTCACTGGC 246
Hu.DMD.Exon49.25.015 | GCTAGAGGTTGCTTCATTACCTTCA 247
Hu.DMD.Exon49.25.016 | ATATTGCTAGAGGTTGCTTCATTAC 248
Hu.DMD.Exon49.20.001 | GAAAAGAACCCATATAGTGC 249
Hu.DMD.Exon49.20.002 | GGGAAAAGAACCCATATAGT 250
Hu.DMD.Exon49.20.003 | TCCTGGGGAAAAGAACCCAT 251
Hu.DMD.Exon49.20.004 | CAGTTTCCTGGGGAAAAGAA 252
Hu.DMD.Exon49.20.005 | TATTTCAGTTTCCTGGGGAA 253
Hu.DMD.Exon49.20.006 | ACTGCTATTTCAGTTTCCTG 254
Hu.DMD.Exon49.20.007 | CTTGAACTGCTATTTCAGTT 255
Hu.DMD.Exon49.20.008 | TTTAGCTTGAACTGCTATTT 256
Hu.DMD.Exon49.20.009 | TTCCACATCCGGTTGTTTAG 257
Hu.DMD.Exon49.20.010 | TTTAGACAAAATCTCTTCCA 258
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2

Hu.DMD.Exon49.20.011 | GTACAAATGCTGCCCTTTAG 259
Hu.DMD.Exon49.20.012 | GGCTGGTTTTTCCTTGTACA 260
Hu.DMD.Exon49.20.013 | CTTCACTGGCTGAGTGGCTG 261
| Hu.DMD.Exon49.20.014 | ATTACCTTCACTGGCTGAGT 262
Hu.DMD.Exon49.20.015 | GCTTCATTACCTTCACTGGC 263
Hu.DMD.Exon49.20.016 | AGGTTGCTTCATTACCTTCA 264
Hu.DMD.Exon49.20.017 | GCTAGAGGTTGCTTCATTAC 265
Hu.DMD.Exon49.20.018 | ATATTGCTAGAGGTTGCTTC 266
Hu.DMD.Exon50.25.001 | CTTTAACAGAAAAGCATACACATTA 267
Hu.DMD.Exon50.25.002 | TCCTCTTTAACAGAAAAGCATACAC 268
Hu.DMD.Exon50.25.002. | TTCCTCTTTAACAGAAAAGCATACA 269
2

Hu.DMD.Exon50.25.003 | TAACTTCCTCTTTAACAGAAAAGCA 270
Hu.DMD.Exon50.25.003. | CTAACTTCCTCTTTAACAGAAAAGC 271
2

Hu.DMD.Exon50.25.004 | TCTTCTAACTTCCTCTTTAACAGAA 272
Hu.DMD.Exon50.25.004. | ATCTTCTAACTTCCTCTTTAACAGA 273
2

Hu.DMD.Exon50.25.005 | TCAGATCTTCTAACTTCCTCTTTAA 274
Hu.DMD.Exon50.25.005. | CTCAGATCTTCTAACTTCCTCTTTA 275
2

Hu.DMD.Exon50.25.006 | AGAGCTCAGATCTTCTAACTTCCTC 276
| Hu.DMD.Ex0n50.25.006. | CAGAGCTCAGATCTTCTAACTTCCT 277
2

NG-08-0731

Hu.DMD.Exon50.25.007 | CACTCAGAGCTCAGATCTTCTACT 278
Hu.DMD.Exon50.25.007. | CCTTCCACTCAGAGCTCAGATCTTC 279
2

Hu.DMD.Exon50.25.008 | GTAAACGGTTTACCGCCTTCCACTC 280
Hu.DMD.Exon50.25.009 | CTTTGCCCTCAGCTCTTGAAGTAAA 281
Hu.DMD.Exon50.25.009. | CCCTCAGCTCTTGAAGTAAACGGTT 282
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Hu.DMD.Exon50.25.010 | CCAGGAGCTAGGTCAGGCTGCTTTG 283
Hu.DMD.Exon50.25.010. | GGTCAGGCTGCTTTGCCCTCAGCTC 284
2

Hu.DMD.Exon50.25.011 | AGGCTCCAATAGTGGTCAGTCCAGG 285
Hu.DMD.Exon50.25.011. | TCAGTCCAGGAGCTAGGTCAGGCTG 286
2

"Hu.DMD.Exon50.25.012 | CTTACAGGCTCCAATAGTGGTCAGT 287
| AVI-5038

| Hu.DMD.Exon50.25.013 | GTATACTTACAGGCTCCAATAGTGG 288
Hu.DMD.Exon50.25.014 | ATCCAGTATACTTACAGGCTCCAAT 289
Hu.DMD.Exon50.25.015 | ATGGGATCCAGTATACTTACAGGCT 290
NG-08-0741

Hu.DMD.Exon50.25.016 | AGAGAATGGGATCCAGTATACTTAC 291
NG-08-0742

Hu.DMD.Exon50.20.001 | ACAGAAAAGCATACACATTA 292
Hu.DMD.Exon50.20.002 | TTTAACAGAAAAGCATACAC 293
Hu.DMD.Exon50.20.003 | TCCTCTTTAACAGAAAAGCA 294
Hu.DMD.Exon50.20.004 | TAACTTCCTCTTTAACAGAA 295
Hu.DMD.Exon50.20.005 | TCTTCTAACTTCCTCTTTAA 296
Hu.DMD.Exon50.20.006 | TCAGATCTTCTAACTTCCTC 297
Hu.DMD.Exon50.20.007 | CCTTCCACTCAGAGCTCAGA 298
Hu.DMD.Exon50.20.008 | GTAAACGGTTTACCGCCTTC 299
Hu.DMD.Exon50.20.009 | CCCTCAGCTCTTGAAGTAAA 300
Hu.DMD.Exon50.20.010 | GGTCAGGCTGCTTTGCCCTC 301
Hu.DMD.Exon50.20.011 | TCAGTCCAGGAGCTAGGTCA 302
Hu.DMD.Exon50.20.012 | AGGCTCCAATAGTGGTCAGT 303
Hu.DMD.Exon50.20.013 | CTTACAGGCTCCAATAGTGG 304
Hu.DMD.Exon50.20.014 | GTATACTTACAGGCTCCAAT 305
Hu.DMD.Exon50.20.015 | ATCCAGTATACTTACAGGCT 306
Hu.DMD.Exon50.20.016 | ATGGGATCCAGTATACTTAC 307
Hu.DMD.Exon50.20.017 | AGAGAATGGGATCCAGTATA 308
Hu.DMD.Exon51.25.001- | CTAAAATATTTTGGGTTTTTGCAAAA 309

_55_

3IHSd 10-2018-0118828



[0330]

44

Hu.DMD.Exon51.25.002-
45

GCTAAAATATTTTGGGTTTTTGCAAA

310

Hu.DMD.Exon51.25.002.
2-46

TAGGAGCTAAAATATTTTGGGTTTTT

311

Hu.DMD.Exon51.25.003

AGTAGGAGCTAAAATATTTTGGGTT

312

Hu.DMD.Exon51.25.003.
2

TGAGTAGGAGCTAAAATATTTTGGG

313

Hu.DMD.Exon51.25.004

CTGAGTAGGAGCTAAAATATTTTGG
G

314

Hu.DMD.Exon51.25.004.
2

CAGTCTGAGTAGGAGCTAAAATATT

315

Hu.DMD.Exon51.25.005

ACAGTCTGAGTAGGAGCTAAAATATT

316

Hu.DMD.Exon51.25.005.
2

GAGTAACAGTCTGAGTAGGAGCTAA
A

317

Hu.DMD.Exon51.25.006

CAGAGTAACAGTCTGAGTAGGAGCT

318

Hu.DMD.Exon51.25.006.
2

CACCAGAGTAACAGTCTGAGTAGGA
G

319

Hu.DMD.Exon51.25.007

GTCACCAGAGTAACAGTCTGAGTAG

320

Hu.DMD.Exon51.25.007.
2

AACCACAGGTTGTGTCACCAGAGTA
A

321

Hu.DMD.Exon51.25.008

GTTGTGTCACCAGAGTAACAGTCTG

322

Hu.DMD.Exon51.25.009

TGGCAGTTTCCTTAGTAACCACAGG
T

323

Hu.DMD.Exon51.25.010

ATTTCTAGTTTGGAGATGGCAGTTTC

324

Hu.DMD.Exon51.25.010.
2

GGAAGATGGCATTTCTAGTTTGGAG

325

Hu.DMD.Exon51.25.011

CATCAAGGAAGATGGCATTTCTAGTT

326

Hu.DMD.Exon51.25.011.
2

GAGCAGGTACCTCCAACATCAAGGA
A

327

Hu.DMD.Exon51.25.012

ATCTGCCAGAGCAGGTACCTCCAAC

328

Hu.DMD.Exon51.25.013

AAGTTCTGTCCAAGCCCGGTTGAAA

329
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=

Hu.DMD.Exon51.25.013. | CGGTTGAAATCTGCCAGAGCAGGTA 330

2 c

'Hu.DMD.Exon51.25.014 | GAGAAAGCCAGTCGGTAAGTTCTGT | 331
c

Hu.DMD.Exon51.25.014. | GTCGGTAAGTTCTGTCCAAGCCCGG 332

2

Hu.DMD.Exon51.25.015 | ATAACTTGATCAAGCAGAGAAAGCC 333
A

Hu.DMD.Exon51.25.015. | AAGCAGAGAAAGCCAGTCGGTAAGT 334

2

Hu.DMD.Exon51.25.016 | CACCCTCTGTGATTTTATAACTTGAT 335

Hu.DMD.Exon51.25.017 | CAAGGTCACCCACCATCACCCTCTG 336
T

Hu.DMD.Exon51.25.017. | CATCACCCTCTGTGATTTTATAACT 337

2

Hu.DMD.Exon51.25.018 | CTTCTGCTTGATGATCATCTCGTTGA | 338

Hu.DMD.Exon51.25.019 | CCTTCTGCTTGATGATCATCTCGTTG 339

Hu.DMD.Exon51.25.019. | ATCTCGTTGATATCCTCAAGGTCACC 340

2

Hu.DMD.Exon51.25.020 | TCATACCTTCTGCTTGATGATCATCT 341

Hu.DMD.Exon51.25.020. | TCATTTTTTCTCATACCTTCTGCTTG 342

2

Hu.DMD.Exon51.25.021 | TTTTCTCATACCTTCTGCTTGATGAT 343

Hu.DMD.Exon51.25.022 | TTTTATCATTTTTTCTCATACCTTCT 344 |

Hu.DMD.Exon51.25.023 | CCAACTTTTATCATTTITICTCATAC 345

Hu.DMD.Exon51.20.001 | ATATTTTGGGTTTTTGCAAA 346

Hu.DMD.Exon51.20.002 | AAAATATTTTGGGTTTTTGC 347

Hu.DMD.Exon51.20.003 | GAGCTAAAATATTTTGGGTT 348

Hu.DMD.Exon51.20.004 | AGTAGGAGCTAAAATATTTT 349

Hu.DMD.Exon51.20.005 | GTCTGAGTAGGAGCTAAAAT 350

Hu.DMD.Exon51.20.006 | TAACAGTCTGAGTAGGAGCT 351
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Hu.DMD.Exon51.20.007 | CAGAGTAACAGTCTGAGTAG 352
Hu.DMD.Exon51.20.008 | CACAGGTTGTGTCACCAGAG 353
Hu.DMD.Exon51.20.009 | AGTTTCCTTAGTAACCACAG 354
Hu.DMD.Exon51.20.010 | TAGTTTGGAGATGGCAGTTT 355
Hu.DMD.Exon51.20.011 | GGAAGATGGCATTTCTAGTT 356
Hu.DMD.Exon51.20.012 | TACCTCCAACATCAAGGAAG 357
| Hu.DMD.Exon51.20.013 | ATCTGCCAGAGCAGGTACCT - 358 |
Hu.DMD.Exon51.20.014 | CCAAGCCCGGTTGAAATCTG 359
Hu.DMD.Exon51.20.015 | GTCGGTAAGTTCTGTCCAAG 360
Hu.DMD.Exon51.20.016 | AAGCAGAGAAAGCCAGTCGG 361
Hu.DMD.Exon51.20.017 | TTTTATAACTTGATCAAGCA 362
Hu.DMD.Exon51.20.018 | CATCACCCTCTGTGATTTTA 363
Hu.DMD.Exon51.20.019 | CTCAAGGTCACCCACCATCA 364
Hu.DMD.Exon51.20.020 | CATCTCGTTGATATCCTCAA 365
Hu.DMD.Exon51.20.021 | CTTCTGCTTGATGATCATCT 366
Hu.DMD.Exon51.20.022 | CATACCTTCTGCTTGATGAT 367
Hu.DMD.Exon51.20.023 | TTTCTCATACCTTCTGCTTG 368
Hu.DMD.Exon51.20.024 [ CATTTTTTCTCATACCTTCT 369 |
Hu.DMD.Exon51.20.025 | TTTATCATTTTTTCTCATAC 370
Hu.DMD.Exon51.20.026 | CAACTTTTATCATTTTTICT 371
Hu.DMD.Exon52.25.001 | CTGTAAGAACAAATATCCCTTAGTA 372
Hu.DMD.Exon52.25.002 | TGCCTGTAAGAACAAATATCCCTTA 373
Hu.DMD.Exon52.25.002. | GTTGCCTGTAAGAACAAATATCCCT 374
2

Hu.DMD.Exon52.25.003 | ATTGTTGCCTGTAAGAACAAATATC 375
Hu.DMD.Exon52.25.003. | GCATTGTTGCCTGTAAGAACAAATA 376
2

Hu.DMD.Exon52.25.004 | CCTGCATTGTTGCCTGTAAGAACAA 377
Hu.DMD.Exon52.26.004. | ATCCTGCATTGTTGCCTGTAAGAAC | 378
2

Hu.DMD.Exon52.25.005 | CAAATCCTGCATTGTTGCCTGTAAG 379
Hu.DMD.Exon52.25.005. | TCCAAATCCTGCATTGTTGCCTGTA 380
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Hu.DMD.Exon52.25.006 | TGTTCCAAATCCTGCATTGTTGCCT 381
Hu.DMD.Exon52.25.006. | TCTGTTCCAAATCCTGCATTGTTGC 382
2

Hu.DMD.Exon52.25.007 | AACTGGGGACGCCTCTGTTCCAAAT 383
Hu.DMD.Exon52.25.007. | GCCTCTGTTCCAAATCCTGCATTGT 384
2

Hu.DMD.Exon52.25.008 | CAGCGGTAATGAGTTCTTCCAACTG 385
Hu.DMD.Exon52.25.008. | CTTCCAACTGGGGACGCCTCTGTTC 386
2

Hu.DMD.Exon52.25.009 | CTTGTTTTTCAAATTTTGGGCAGCG 387
Hu.DMD.Exon52.25.010 | CTAGCCTCTTGATTGCTGGTCTTGT 388
Hu.DMD.Exon52.25.010. | TTTTCAAATTTTGGGCAGCGGTAAT 389
2

Hu.DMD.Exon52.25.011 | TTCGATCCGTAATGATTGTTCTAGC 390
Hu.DMD.Exon52.25.011. | GATTGCTGGTCTTGTTTTTCAAATT 391
2

Hu.DMD.Exon52.25.012 | CTTACTTCGATCCGTAATGATTGTT 392
Hu.DMD.Exon52.25.012. | TTGTTCTAGCCTCTTGATTGCTGGT 393
2

Hu.DMD.Exon52.25.013 | AAAAACTTACTTCGATCCGTAATGA 304
Hu.DMD.Exon52.25.014 | TGTTAAAAAACTTACTTCGATCCGT 395
Hu.DMD.Exon52.25.015 | ATGCTTGTTAAAAAACTTACTTCGA 396
Hu.DMD.Exon52.25.016 | GTCCCATGCTTGTTAAAAAACTTAC 397
Hu.DMD.Exon52.20.001 | AGAACAAATATCCCTTAGTA 398
Hu.DMD.Exon52.20.002 | GTAAGAACAAATATCCCTTA 399
Hu.DMD.Exon52.20.003 | TGCCTGTAAGAACAAATATC 400
Hu.DMD.Exon52.20.004 | ATTGTTGCCTGTAAGAACAA 401
Hu.DMD.Exon52.20.005 | CCTGCATTGTTGCCTGTAAG 402
Hu.DMD.Exon52.20.006 | CAAATCCTGCATTGTTGCCT 403
Hu.DMD.Exon52.20.007 | GCCTCTGTTCCAAATCCTGC 404
Hu.DMD.Exon52.20.008 | CTTCCAACTGGGGACGCCTC 405
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Hu.DMD.Exon52.20.009 | CAGCGGTAATGAGTTCTTCC 406
Hu.DMD.Exon52.20.010 | TTTTCAAATTTTGGGCAGCG 407
Hu.DMD.Exon52.20.011 | GATTGCTGGTCTTGTTTTTC 408
Hu.DMD.Exon52.20.012 | TTGTTCTAGCCTCTTGATTG 409
Hu.DMD.Exon52.20.013 | TTCGATCCGTAATGATTGTT 410
Hu.DMD.Exon52.20.014 | CTTACTTCGATCCGTAATGA 411
Hu.DMD.Exon52.20.015 | AAAAACTTACTTCGATCCGT 412
Hu.DMD.Exon52.20.016 | TGTTAAAAAACTTACTTCGA 413
Hu.DMD.Exon52.20.017 | ATGCTTGTTAAAAAACTTAC 414
Hu.DMD Exon52.20.018 | GTCCCATGCTTGTTAAAAAA 415
Hu.DMD.Exon53.25.001 | CTAGAATAAAAGGAAAAATAAATAT 416
Hu.DMD.Exon53.25.002 | AACTAGAATAAAAGGAAAAATAAAT 417
Hu.DMD.Exon53.25.002. | TTCAACTAGAATAAAAGGAAAAATA 418
2

Hu.DMD.Exon53.25.003 | CTTTCAACTAGAATAAAAGGAAAAA 419
Hu.DMD.Exon53.25.003. | ATTCTTTCAACTAGAATAAAAGGAA 420
2

Hu.DMD.Exon53.25.004 A GAATTCTTTCAACTAGAATAAAAGG 421
Hu.DMD.Exon53.25.004. | TCTGAATTCTTTCAACTAGAATAAA 422
2

Hu.DMD.Exon53.25.005 | ATTCTGAATTCTTTCAACTAGAATA 423
Hu.DMD.Exon53.25.005. | CTGATTCTGAATTCTTTCAACTAGA 424
2 |

Hu.DMD.Exon53.25.006 CACTGATTCTGAATTCTTTCAACTA 425
Hu.DMD.Exon53.25.006. TCCCACTGATTCTGAATTCTTTCAA 426
2 ;

Hu.DMD.Exon53.25.007 | CATCCCACTGATTCTGAATTCTTTC 427
Hu.DMD.Exon53.25.008 | TACTTCATCCCACTGATTCTGAATT 428
Hu.DMD.Exon53.25.008. | CTGAAGGTGTTCTTGTACTTCATCC 429
2

Hu.DMD.Exon53.25.009 | CGGTTCTGAAGGTGTTCTTGTACT 430
Hu.DMD.Exon53.25.009. 431

| CTGTTGCCTCCGGTTCTGAAGGTGT
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2

Hu.DMD_Exon53.25.010 | TTTCATTCAACTGTTGCCTCCGGTT 432
Hu.DMD.Exon53.25.010. | TAACATTTCATTCAACTGTTGCCTC 433
2

Hu.DMD.Exon53.25.011 | TTGTGTTGAATCCTTTAACATTTCA 434
Hu.DMD.Exon53.25.012 | TCTTCCTTAGCTTCCAGCCATTGTG 435
Hu.DMD.Exon53.25.012. | CTTAGCTTCCAGCCATTGTGTTGAA 436
2

Hu.DMD.Exon53.25.013 | GTCCTAAGACCTGCTCAGCTTCTTC 437
Hu.DMD.Exon53.25.013. | CTGCTCAGCTTCTTCCTTAGCTTCC 438
2

Hu.DMD.Exon53.25.014 | CTCAAGCTTGGCTCTGGCCTGTCCT | 439 |
Hu.DMD.Exon53.25.014. | GGCCTGTCCTAAGACCTGCTCAGCT 440
2

Hu.DMD.Exon53.25.015 | TAGGGACCCTCCTTCCATGACTCAA 441
Hu.DMD.Exon53.25.016 | TTTGGATTGCATCTACTGTATAGGG 442
Hu.DMD.Exon53.25.016. | ACCCTCCTTCCATGACTCAAGCTTG 443
2

Hu.DMD.Exon53.25.017 | CTTGGTTTCTGTGATTTTCTITTGG 444
Hu.DMD.Exon53.25.017. | ATCTACTGTATAGGGACCCTCCTTC 445
2

Hu.DMD.Exon53.25.018 | CTAACCTTGGTTTCTGTGATTTTCT 446
Hu.DMD.Exon53.25.018. | TTTCTTTTGGATTGCATCTACTGTA 447
2

' Hu.DMD.Exon53.25.019 | TGATACTAACCTTGGTTTCTGTGAT 443
Hu.DMD.Exon53.25.020 | ATCTTTGATACTAACCTTGGTTTCT 449
Hu.DMD.Exon53.25.021 | AAGGTATCTTTGATACTAACCTTGG 450
Hu.DMD.Exon53.25.022 | TTAAAAAGGTATCTTTGATACTAAC | 451 |
Hu.DMD.Exon53.20.001 | ATAAAAGGAAAAATAAATAT 452
Hu.DMD.Exon53.20.002 | GAATAAAAGGAAAAATAAAT 453
Hu.DMD.Exon53.20.003 | AACTAGAATAAAAGGAAAAA 454
Hu.DMD.Exon53.20.004 | CTTTCAACTAGAATAAAAGG 455
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Hu.DMD.Exon53.20.005 | GAATTCTTTCAACTAGAATA 456
Hu.DMD.Exon53.20.006 | ATTCTGAATTCTTTCAACTA 457
Hu.DMD.Exon53.20.007 | TACTTCATCCCACTGATTCT 458
Hu.DMD.Exon53.20.008 | CTGAAGGTGTTCTTGTACT 459
Hu.DMD.Exon53.20.009 | CTGTTGCCTCCGGTTCTGAA 460
Hu.DMD.Exon53.20.010 | TAACATTTCATTCAACTGTT 461
Hu.DMD.Exon53.20.011 | TTGTGTTGAATCCTTTAACA 462
Hu.DMD.Exon53.20.012 | CTTAGCTTCCAGCCATTGTG 463
Hu.DMD.Exon53.20.013 | CTGCTCAGCTTCTTCCTTAG 464
Hu.DMD.Exon53.20.014 | GGCCTGTCCTAAGACCTGCT 465
Hu.DMD.Exon53.20.015 | CTCAAGCTTGGCTCTGGCCT 466
Hu.DMD.Exon53.20.016 | ACCCTCCTTCCATGACTCAA 467
Hu.DMD.Exon53.20.017 | ATCTACTGTATAGGGACCCT 468
Hu.DMD.Exon53.20.018 | TTTCTTTTGGATTGCATCTA 469
Hu.DMD.Exon53.20.019 | CTTGGTTTCTGTGATTTTCT 470
Hu.DMD.Exon53.20.020 | CTAACCTTGGTTTCTGTGAT 471
Hu.DMD.Exon53.20.021 | TGATACTAACCTTGGTTTCT 472
Hu.DMD.Exon53.20.022 | ATCTTTGATACTAACCTTGG 473
Hu.DMD.Exon53.20.023 | AAGGTATCTTTGATACTAAC 474
Hu.DMD.Exon53.20.024 | TTAAAAAGGTATCTTTGATA 475
Hu.DMD.Exon54.25.001 | CTATAGATTTTTATGAGAAAGAGA 476
Hu.DMD.Exon54.25.002 | AACTGCTATAGATTTTTATGAGAAA 477
Hu.DMD.Exon54.25.003 | TGGCCAACTGCTATAGATTTTTATG 478
Hu.DMD.Exon54.25.004 | GTCTTTGGCCAACTGCTATAGATTT 479
Hu.DMD.Exon54.25.005 | CGGAGGTCTTTGGCCAACTGCTATA 480
Hu.DMD.Exon54.25.006 | ACTGGCGGAGGTCTTTGGCCAACTG 481
Hu.DMD.Exon54.25.007 | TTTGTCTGCCACTGGCGGAGGTCTT 482
Hu.DMD.Exon54.25.008 | AGTCATTTGCCACATCTACATTTGT 483
Hu.DMD.Exon54.25.008. | TTTGCCACATCTACATTTGTCTGCC 484
2

Hu.DMD.Exon54.25.009 | CCGGAGAAGTTTCAGGGCCAAGTCA 485
Hu.DMD.Exon54.25.010 | GTATCATCTGCAGAATAATCCCGGA | 486
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Hu.DMD.Exon54.25.010. | TAATCCCGGAGAAGTTTCAGGGCCA 487
2

Hu.DMD.Exon54.25.011 | TTATCATGTGGACTTTTCTGGTATC 488
Hu.DMD.Exon54.25.012 | AGAGGCATTGATATTCTCTGTTATC 489
Hu DMD.Exon54.25.012. | ATGTGGACTTTTCTGGTATCATCTG 490
2

Hu.DMD.Exon54.25.013 | CTTTTATGAATGCTTCTCCAAGAGG 491
Hu.DMD.Exon54.25.013. | ATATTCTCTGTTATCATGTGGACTT 492
2

Hu.DMD.Exon54.25.014 | CATACCTTTTATGAATGCTTCTCCA 493
Hu.DMD.Exon54.25.014. | CTCCAAGAGGCATTGATATTCTCTG 494
2

Hu.DMD.Exon54.25.015 | TAATTCATACCTTTTATGAATGCTT 495
Hu.DMD.Exon54.25.015. | CTTTTATGAATGCTTCTCCAAGAGG 496
2

Hu.DMD.Exon54.25.016 | TAATGTAATTCATACCTTTTATGAA 497
Hu.DMD.Exon54.25.017 | AGAAATAATGTAATTCATACCTTTT 498
Hu.DMD.Exon54.25.018 | GTTTTAGAAATAATGTAATTCATAC 499
Hu.DMD.Exon54.20.001 | GATTTTTATGAGAAAGAGA 500
Hu.DMD.Exon54.20.002 | CTATAGATTTTTATGAGAAA 501 |
Hu.DMD.Exon54.20.003 | AACTGCTATAGATTTTTATG 502
Hu.DMD.Exon54.20.004 | TGGCCAACTGCTATAGATTT 503
Hu.DMD.Exon54.20.005 | GTCTTTGGCCAACTGCTATA 504
Hu.DMD.Exon54.20.006 | CGGAGGTCTTTGGCCAACTG 505
Hu.DMD.Exon54.20.007 | TTTGTCTGCCACTGGCGGAG 506
Hu.DMD.Exon54.20.008 | TTTGCCACATCTACATTTGT 507
Hu.DMD.Exon54.20.009 | TTCAGGGCCAAGTCATTTGC 508
Hu.DMD.Exon54.20.010 | TAATCCCGGAGAAGTTTCAG 509
Hu.DMD.Exon54.20.011 | GTATCATCTGCAGAATAATC 510
Hu.DMD.Exon54.20.012 | ATGTGGACTTTTCTGGTATC 511
Hu.DMD.Exon54 20.013 | ATATTCTCTGTTATCATGTG 512
Hu.DMD.Exon54.20.014 513

i CTCCAAGAGGCATTGATATT
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Hu.DMD.Exon54.20.015 | CTTTTATGAATGCTTCTCCA 514
Hu.DMD.Exon54.20.016 | CATACCTTTTATGAATGCTT 515
Hu.DMD.Exon54.20.017 | TAATTCATACCTTTTATGAA 516
Hu.DMD.Exon54.20.018 | TAATGTAATTCATACCTTTT 517
Hu.DMD.Exon54.20.019 | AGAAATAATGTAATTCATAC 518
Hu.DMD.Exon54.20.020 | GTTTTAGAAATAATGTAATT 519
Hu.DMD.Exon55.25.001 | CTGCAAAGGACCAAATGTTCAGATG 520
Hu.DMD.Exon55.25.002 | TCACCCTGCAAAGGACCAAATGTTC 521
Hu.DMD.Exon55.25.003 | CTCACTCACCCTGCAAAGGACCAAA 522
Hu.DMD.Exon55.25.004 | TCTCGCTCACTCACCCTGCAAAGGA 523
Hu.DMD.Exon55.25.005 | CAGCCTCTCGCTCACTCACCCTGCA 524
Hu.DMD.Exon55.25.006 | CAAAGCAGCCTCTCGCTCACTCACC 525
Hu.DMD.Exon55.25.007 | TCTTCCAAAGCAGCCTCTCGCTCAC 526
Hu.DMD.Exon55.25.007. | TCTATGAGTTTCTTCCAAAGCAGCC 527
2

Hu.DMD.Exon55.25.008 | GTTGCAGTAATCTATGAGTTTCTTC 528
Hu.DMD.Exon55.25.008. | GAACTGTTGCAGTAATCTATGAGTT 529
2

Hu.DMD.Exon55.25.009 | TTCCAGGTCCAGGGGGAACTGTTGC 530
Hu.DMD.Exon55.25.010 | GTAAGCCAGGCAAGAAACTTTTCCA 531
Hu.DMD.Exon55.25.010. | CCAGGCAAGAAACTTTTCCAGGTCC 532
2

Hu.DMD.Exon55.25.011 | TGGCAGTTGTTTCAGCTTCTGTAAG 533
Hu.DMD.Exon55.25.011. | TTCAGCTTCTGTAAGCCAGGCAAGA 635
2

Hu.DMD.Exon55.25.012 | GGTAGCATCCTGTAGGACATTGGCA 534
Hu.DMD.Exon55.25.012. | GACATTGGCAGTTGTTTCAGCTTCT 535
2

Hu.DMD.Exon55.25.013 | TCTAGGAGCCTTTCCTTACGGGTAG 536
Hu.DMD.Exon55.25.014 | CTTTTACTCCCTTGGAGTCTTCTAG 537
Hu.DMD.Exon55.25.014. | GAGCCTTTCCTTACGGGTAGCATCC 538

2
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Hu.DMD.Exon55.25.015 | TTGCCATTGTTTCATCAGCTCTTTT 539
Hu.DMD.Exon55.25.015. | CTTGGAGTCTTCTAGGAGCCTTTCC 540
2

Hu.DMD.Exon55.25.016 | CTTACTTGCCATTGTTTCATCAGCT 541
Hu.DMD.Exon55.25.016. | CAGCTCTTTTACTCCCTTGGAGTCT 542
2

Hu.DMD.Exon55.25.017 | CCTGACTTACTTGCCATTGTTTCAT 543
Hu.DMD.Exon55.25.018 | AAATGCCTGACTTACTTGCCATTGT 544
Hu.DMD.Exon55.25.019 | AGCGGAAATGCCTGACTTACTTGCC " 545
Hu.DMD.Exon55.25.020 | GCTAAAGCGGAAATGCCTGACTTAC 546
Hu.DMD.Exon55.20.001 | AAGGACCAAATGTTCAGATG 547
| Hu.DMD.Exon55.20.002 | CTGCAAAGGACCAAATGTTC 548
Hu.DMD.Exon55.20.003 | TCACCCTGCAAAGGACCAAA 549
Hu.DMD.Exon55.20.004 | CTCACTCACCCTGCAAAGGA 550
Hu.DMD.Exon55.20.005 | TCTCGCTCACTCACCCTGCA 551
Hu.DMD.Exon55.20.006 | CAGCCTCTCGCTCACTCACC 552
Hu.DMD.Exon55.20.007 | CAAAGCAGCCTCTCGCTCAC 553
Hu.DMD.Exon55.20.008 | TCTATGAGTTTCTTCCAAAG 554
Hu.DMD.Exon55.20.009 | GAACTGTTGCAGTAATCTAT 555
Hu.DMD.Exon55.20.010 | TTCCAGGTCCAGGGGGAACT 556
Hu.DMD.Exon55.20.011 | CCAGGCAAGAAACTTTTCCA 557
Hu.DMD.Exon55.20.012 | TTCAGCTTCTGTAAGCCAGG 558
Hu.DMD.Exon55.20.013 | GACATTGGCAGTTGTTTCAG 559
Hu.DMD.Exon55.20.014 | GGTAGCATCCTGTAGGACAT 560
Hu.DMD.Exon55.20.015 | GAGCCTTTCCTTACGGGTAG 561
Hu.DMD.Exon55.20.016 | CTTGGAGTCTTCTAGGAGCC 562
Hu.DMD.Exon55.20.017 | CAGCTCTTTTACTCCCTTGG 563
Hu.DMD.Exon55.20.018 | TTGCCATTGTTTCATCAGCT 564
Hu.DMD.Exon55.20.019 | CTTACTTGCCATTGTTTCAT 565
Hu.DMD.Exon55.20.020 | CCTGACTTACTTGCCATTGT 566
Hu.DMD.Exon55.20.021 | AAATGCCTGACTTACTTGCC 567
Hu.DMD.Exon55.20.022 | AGCGGAAATGCCTGACTTAC 568
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AGGTG

Hu.DMD.Exon55.20.023 | GCTAAAGCGGAAATGCCTGA 560
H50A(+02+30)-AVI-5656 | CCACTCAGAGCTCAGATCTTCTAACT 584
TCE
H50D(+07-18)-AVI-5915 | GGGATCCAGTATACTTACAGGCTCC 585
H50A(+07+33) CTTCCACTCAGAGCTCAGATCTTCTA 586
A
H51A(+61+90)-AVI-4657 | ACATCAAGGAAGATGGCATTTCTAGT 587
TTGG
H51A(+66+95)-AVI-4658 | CTCCAACATCAAGGAAGATGGCATT 588
TCTAG
H51A(+111+134) TTCTGTCCAAGCCCGGTTGAAATC 589
H51A(+175+195) CACCCACCATCACCCTCYGTG 590
H51A(+199+220) ATCATCTCGTTGATATCCTCAA 591
| H51A(+66+90) | ACATCAAGGAAGATGGCATTTCTAG 592
H51A(-01+25) ACCAGAGTAACAGTCTGAGTAGGAG 593
G
h51AONT TCAAGGAAGATGGCATTTCT 594
h51AON2 CCTCTGTGATTTTATAACTTGAT 595
H51D(+08-17) ATCATTTTTTCTCATACCTTCTGCT 596
H51D(+16-07) CTCATACCTTCTGCTTGATGATC 597
hAON#23 TGGCATTTCTAGTTTGG 598
"hAON#24 CCAGAGCAGGTACCTCCAACATC 599
"H44A(+61+84) TGTTCAGCTTCTGTTAGCCACTGA 600
H44A(+85+104) TTTGTGTCTTTCTGAGAAAC 601
h44AON1 | CGCCGCCATTTCTCAACAG " 602 |
H44A(-06+14) ATCTGTCAAATCGCCTGCAG 603
H45A(+71+90) TGTTTTTGAGGATTGCTGAA 604
h45A0N1 GCTGAATTATTTCTTCCCC 605
h45A0N5  GCCCAATGCCATCCTGG 606
H45A(-06+20) CCAATGCCATCCTGGAGTTCCTGTA 607
H53A(+39+69) gATTCAACTGTTGCCTCCGGTTCTGA 608
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H53A(+23+47) CTGAAGGTGTTCTTGTACTTCATCC 609

h53A0N1 CTGTTGCCTCCGGTTCTG 610

H53A(-12+10) ATTCTTTCAACTAGAATAAAAG 611

huEx45.30.66 GCCATCCTGGAGTTCCTGTAAGATA 612
CCAAA

huEx45.30.71 CCAATGCCATCCTGGAGTTCCTGTA 613
AGATA

huEx45.30.79 GCCGCTGCCCAATGCCATCCTGGAG 614
TTCCT

huEx45.30.83 GTTTGCCGCTGCCCAATGCCATCCT 615
GGAGT

huEx45.30.88 CAACAGTTTGCCGCTGCCCAATGCC 616
ATCCT

huEx45.30.92 CTGACAACAGTTTGCCGCTGCCCAA 617
TGCCA

huEx45.30.96 TGTTCTGACAACAGTTTGCCGCTGC 618
CCAAT

huEx45.30.99 CAATGTTCTGACAACAGTTTGCCGCT 619
GCCC

huEx45.30.103 CATTCAATGTTCTGACAACAGTTTGC 620
CGCT

huEx45.30.120 TATTTCTTCCCCAGTTGCATTCAATG 621
TTCT

huEx45.30.127 GCTGAATTATTTCTTCCCCAGTTGCA 622
TTCA

huEx45.30.132 GGATTGCTGAATTATTTCTTCCCCAG 623
TTGC

huEx45.30.137 TTTGAGGATTGCTGAATTATTTCTTC 624
CCCA

huEx53.30.84 GTACTTCATCCCACTGATTCTGAATT 625
CTTT

huEx53.30.88 TCTTGTACTTCATCCCACTGATTCTG 626
AATT

huEx53.30.91 TGTTCTTGTACTTCATCCCACTGATT 627
CTGA

huEx53.30.103 CGGTTCTGAAGGTGTTCTTGTACTTC 628
ATCC

huEx53.30.106 CTCCGGTTCTGAAGGTGTTCTTGTA 629
CTTCA

huEx53.30.109 TGCCTCCGGTTCTGAAGGTGTTCTT 630
GTACT

huEx53.30.112 TGTTGCCTCCGGTTCTGAAGGTGTT 631
CTTGT

huEx53.30.115 AACTGTTGCCTCCGGTTCTGAAGGT 632

GTTCT
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huEx53.30.118 TTCAACTGTTGCCTCCGGTTCTGAA 633
GGTGT
h50AON1
h50AON2
HELO|E =& (NHo0AH COOHR)*

TAT RRRQRRKKRC 570

RoF2 RRRRRRRRRFFC 571

(RRAx)sB RRAhXRRAhXRRAhxRRAhxB 572

(RAhxR).,AhxB; (P007) | RAhXRRAhXxRRAhxRRAhXxRAhXB 573

(AhxRR).AhxB AhxRRAhXRRAhXRRAhXRRAhXB 574

(RAhX)sB RAhxRAhXRAhXxRAhxRAhxRAhxB 575

(RAhX)sB RAhxRAhxRAhxRAhxRAhxRAhxRAhxR 576

AhxB
| (RAhXR)sAhXB | RAhXRRAhXxRRAhXxRRAhXRRAhXxRAhX 577 |
B

(RAhXxRRBR),AhxB; RAhxRRBRRAhXxRRBRANxB 578

(CPOB062)

MSP ASSLNIA 579
HZ &M BEO|E / FA HEO|= / PMO HAFHOIE
(NH20lA COOHZ % 50l A 322)

MSP-PMO ASSLNIA-XB- 580

GGCCAAACCTCGGCTTACCTGAAAT 636

CP06062-MSP-PMO RXRRBRRXRRBR-XB-ASSLNIA-X- 581

GGCCAAACCTCGGCTTACCTGAAAT 636
MSP-CP06062-PMO ASSLNIA-X-RXRRBRRXRRBR-B- 582
GGCCAAACCTCGGCTTACCTGAAAT 636
CP06062-PMO RXRRBRRXRRBR-XB- 583
GGCCAAACCTCGGCTTACCTGAAAT 636

*AhxE 6-0F0| = 3AL - 40| T, BE H|EF-& 2t =lo|Ct.
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[PA110252-US-D2

MULTIPLE EXON SKIPPING COMPOSITIONS FOR DMD
1

FastSEQ for Windows Version 4.0
Artificial Sequence

AVI BioPharma, Inc.
US 61/108,416

2008-10-24

651
25
DNA

EEE
<110>
<120>
<130>
<150>
<151>
<160>
<170>
<210>
<211>
<212>
<213>



<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 1
ctgcaggtaa aagcatatgg atcaa 25
<210> 2
<211> 25
<212
> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 2
atcgectgeca ggtaaaagca tatgg 25
<210> 3
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 3
gtcaaatcgc ctgcaggtaa aagca 25
<210> 4
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 4
gatctgtcaa atcgcctgeca ggtaa 25
<210> 5
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

- 108 -
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dystrophin
<400> 5
caacagatct gtcaaatcgc ctgca 25
<210> 6
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 6
tttctcaaca gatctgtcaa atcgc 25
<210> 7
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 7
ccatttctca acagatctgt caaat 25
<210> 8
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 8
ataatgaaaa cgccgccatt tctca 25
<210> 9
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
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<400> 9

aaatatcttt atatcataat gaaaa 25
<210> 10

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 10
tgttagccac tgattaaata tcttt 25
<210> 11
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 11
aaactgttca gcttctgtta geccac 25
<210> 12
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 12
ttgtgtcttt ctgagaaact gttca 25
<210> 13
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 13
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ccaattctca ggaatttgtg tcttt 25
<210> 14

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 14
gtatttagca tgttcccaat tctca 25
<210> 15
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 15
cttaagatac catttgtatt tagca 25
<210> 16
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 16
cttaccttaa gataccattt gtatt 25
<210> 17
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 17
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aaagacttac cttaagatac cattt 25
<210> 18

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 18
aaatcaaaga cttaccttaa gatac 25
<210> 19
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 19
aaaacaaatc aaagacttac cttaa 25
<210> 20
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 20
tcgaaaaaac aaatcaaaga cttac 25
<210> 21
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 21
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ctgtaagata ccaaaaaggc aaaac 25
<210> 22

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 22
cctgtaagat accaaaaagg caaaa 25
<210> 23
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 23
agttcctgta agataccaaa aaggc 25
<210> 24
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 24
gagttcctgt aagataccaa aaagg 25
<210> 25
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 25
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cctggagttc ctgtaagata ccaaa 25
<210> 26

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 26
tcctggagtt cctgtaagat accaa 25
<210> 27
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 27
gccatcctgg agttcctgta agata 25
<210> 28
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 28
tgccatcctg gagttcctgt aagat 25
<210> 29
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 29
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ccaatgccat cctggagttc ctgta 25
<210> 30

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 30
cccaatgcca tcctggagtt cctgt 25
<210> 31
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 31
gctgeccaat gecatcctgg agttc 25
<210> 32
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 32
cgctgeccaa tgccatectg gagtt 25
<210> 33
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 33
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aacagtttgc cgctgeccaa tgeca 25
<210> 34

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 34
ctgacaacag tttgccgetg cccaa 25
<210> 35
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 35
gttgcattca atgttctgac aacag 25
<210> 36
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 36
gctgaattat ttcttcccca gttge 25
<210> 37
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 37
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attatttctt ccccagttge attca 25
<210> 38

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 38
ggcatctgtt tttgaggatt gctga 25
<210> 39
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 39
tttgaggatt gctgaattat ttctt 25
<210> 40
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 40
aatttttcct gtagaatact ggcat 25
<210> 41
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 41

- 117 -

10-2018-0118828



atactggcat ctgtttttga ggatt 25
<210> 42

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 42
accgcagatt caggcttccc aattt 25
<210> 43
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 43
aatttttcct gtagaatact ggcat 25
<210> 44
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 44
ctgtttgcag acctcctgcec accgce 25
<210> 45
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 45
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agattcaggc ttcccaattt ttcct 25
<210> 46

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 46
ctcttttttc tgtctgacag ctgtt 25
<210> 47
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 47
acctcctgec accgcagatt caggce 25
<210> 48
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 48
cctacctctt ttttctgtct gacag 25
<210> 49
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 49
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gacagctgtt tgcagacctc ctgcc 25
<210> 50

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 50
gtcgeectac ctetttttte tgtet 25
<210> 51
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 51
gatctgtcge cctacctett ttttce 25
<210> 52
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 52
tattagatct gtcgccctac ctcett 25
<210> 53
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 53
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attcctatta gatctgtcge cctac 25
<210> 54

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 54
agataccaaa aaggcaaaac 20
<210> 55
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 55
aagataccaa aaaggcaaaa 20
<210> 56
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 56
cctgtaagat accaaaaagg 20
<210> 57
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 57
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gagttcctgt aagataccaa 20
<210> 58

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 58
tcctggagtt cctgtaagat 20
<210> 59
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 59
tgccatcctg gagttcectgt 20
<210> 60
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 60
cccaatgcca tcctggagtt 20
<210> 61
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 61
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cgctgeccaa tgccatectg 20
<210> 62

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 62
ctgacaacag tttgccgetg 20
<210> 63
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 63
gttgcattca atgttctgac 20
<210> 64
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 64
attatttctt ccccagttgce 20
<210> 65
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 65
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tttgaggatt gctgaattat 20
<210> 66

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 66
atactggcat ctgtttttga 20
<210> 67
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 67
aatttttcct gtagaatact 20
<210> 68
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 68
agattcaggc ttcccaattt 20
<210> 69
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 69
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acctcctgee accgcagatt 20
<210> 70

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 70
gacagctgtt tgcagacctc 20
<210> 71
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 71
ctcttttttc tgtctgacag 20
<210> 72
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 72
cctacctctt ttttctgtcet 20
<210> 73
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 73
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gtcgeectac ctetttttte 20
<210> 74

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 74
gatctgtcge cctacctcett 20
<210> 75
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 75
tattagatct gtcgccctac 20
<210> 76
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 76
attcctatta gatctgtcgce 20
<210> 77
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 7
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gggggatttg agaaaataaa attac 25
<210> 78

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 78
atttgagaaa ataaaattac cttga 25
<210> 79
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 79
ctagcctgga gaaagaagaa taaaa 25
<210> 80
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 80
agaaaataaa attaccttga cttgc 25
<210> 81
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 81
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ttcttctage ctggagaaag aagaa 25
<210> 82

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 82
ataaaattac cttgacttgc tcaag 25
<210> 83
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 83
ttttgttctt ctagcctgga gaaag 25
<210> 84
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 84
attaccttga cttgctcaag ctttt 25
<210> 85
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 85
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tattcttttg ttcttctage ctgga 25
<210> 36

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 86
cttgacttge tcaagctttt ctttt 25
<210> 87
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 87
caagatattc ttttgttctt ctagc 25
<210> 88
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 88
cttttagttg ctgctctttt ccagg 25
<210> 89
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 89
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ccaggttcaa gtgggatact agcaa 25
<210> 90

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 90
atctctttga aattctgaca agata 25
<210> 91
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 91
agcaatgtta tctgcttcct ccaac 25
<210> 92
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 92
aacaaattca tttaaatctc tttga 25
<210> 93
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 93
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ccaaccataa aacaaattca tttaa 25
<210> 94

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 94
ttccteccaac cataaaacaa attca 25
<210> 95
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 95
tttaaatctc tttgaaattc tgaca 25
<210> 96
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 96
tgacaagata ttcttttgtt cttct 25
<210> 97
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 97
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ttcaagtggg atactagcaa tgtta 25
<210> 98

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 98
agatattctt ttgttcttct agect 25
<210> 99
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 99
ctgctctttt ccaggttcaa gtggg 25
<210> 100
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 100
ttcttttgtt cttctagect ggaga 25
<210> 101
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 101
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cttttctttt agttgctget ctttt 25
<210> 102

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 102
ttgttcttct agcctggaga aagaa 25
<210> 103
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 103
cttctagcct ggagaaagaa gaata 25
<210> 104
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 104
agcctggaga aagaagaata aaatt 25
<210> 105
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 105
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ctggagaaag aagaataaaa ttgtt 25
<210> 106

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 106
gaaagaagaa taaaattgtt 20
<210> 107
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 107
ggagaaagaa gaataaaatt 20
<210> 108
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 108
agcctggaga aagaagaata 20
<210> 109
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 109
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cttctagcct ggagaaagaa 20
<210> 110

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 110
ttgttcttct agcctggaga 20
<210> 111
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 111
ttcttttgtt cttctagect 20
<210> 112
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 112
tgacaagata ttcttttgtt 20
<210> 113
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 113
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atctctttga aattctgaca 20
<210> 114

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 114
aacaaattca tttaaatctc 20
<210> 115
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 115
ttcctccaac cataaaacaa 20
<210> 116
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 116
agcaatgtta tctgcttcct 20
<210> 117
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 117
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ttcaagtggg atactagcaa 20
<210> 118

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 118
ctgctctttt ccaggttcaa 20
<210> 119
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 119
cttttctttt agttgctgct 20
<210> 120
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 120
cttgacttgc tcaagctttt 20
<210> 121
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 121
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attaccttga cttgctcaag 20
<210> 122

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 122
ataaaattac cttgacttgc 20
<210> 123
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 123
agaaaataaa attaccttga 20
<210> 124
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 124
atttgagaaa ataaaattac 20
<210> 125
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 125
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gggggatttg agaaaataaa 20
<210> 126

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 126
ctgaaacaga caaatgcaac aacgt 25
<210> 127
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 127
agtaactgaa acagacaaat gcaac 25
<210> 128
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 128
ccaccagtaa ctgaaacaga caaat 25
<210> 129
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 129
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ctcttccacc agtaactgaa acaga 25
<210> 130

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 130
ggcaactctt ccaccagtaa ctgaa 25
<210> 131
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 131
gcaggggcaa ctcttccacc agtaa 25
<210> 132
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 132
ctggcgecagg ggcaactctt ccacc 25
<210> 133
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 133
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tttaattgtt tgagaattcc ctggce 25
<210> 134

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 134
ttgtttgaga attccctgge gcagg 25
<210> 135
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 135
gcacgggtece tccagtttca tttaa 25
<210> 136
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 136
tccagtttca tttaattgtt tgaga 25
<210> 137
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 137
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gcttatggga gcacttacaa gcacg 25
<210> 138

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 138
tacaagcacg ggtcctccag tttca 25
<210> 139
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 139
agtttatctt gctcttctgg gectta 25
<210> 140
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 140
tctgcttgag cttattttca agttt 25
<210> 141
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 141
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atcttgctct tctgggetta tggga 25
<210> 142

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 142
ctttatccac tggagatttg tctgc 25
<210> 143
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 143
cttattttca agtttatctt gctct 25
<210> 144
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 144
ctaaccttta tccactggag atttg 25
<210> 145
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 145
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atttgtctge ttgagcttat tttca 25
<210> 146

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 146
aatgtctaac ctttatccac tggag 25
<210> 147
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 147
tggttaatgt ctaaccttta tccac 25
<210> 148
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 148
agagatggtt aatgtctaac cttta 25
<210> 149
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 149
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acggaagaga tggttaatgt ctaac 25
<210> 150

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 150
acagacaaat gcaacaacgt 20
<210> 151
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 151
ctgaaacaga caaatgcaac 20
<210> 152
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 152
agtaactgaa acagacaaat 20
<210> 153
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 153
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ccaccagtaa ctgaaacaga 20
<210> 154

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 154
ctcttccacc agtaactgaa 20
<210> 155
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 155
ggcaactctt ccaccagtaa 20
<210> 156
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 156
ctggegcagg ggcaactcett 20
<210> 157
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 157
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ttgtttgaga attccctggce 20
<210> 158

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 158
tccagtttca tttaattgtt 20
<210> 159
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 159
tacaagcacg ggtcctccag 20
<210> 160
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 160
gcttatggga gceacttacaa 20
<210> 161
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 161
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atcttgctct tctgggctta 20
<210> 162

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 162
cttattttca agtttatctt 20
<210> 163
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 163
atttgtctge ttgagcttat 20
<210> 164
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 164
ctttatccac tggagatttg 20
<210> 165
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 165
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ctaaccttta tccactggag 20
<210> 166

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 166
aatgtctaac ctttatccac 20
<210> 167
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 167
tggttaatgt ctaaccttta 20
<210> 168
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 168
agagatggtt aatgtctaac 20
<210> 169
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 169
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acggaagaga tggttaatgt 20
<210> 170

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 170
ctgaaaggaa aatacatttt aaaaa 25
<210> 171
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 171
cctgaaagga aaatacattt taaaa 25
<210> 172
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 172
gaaacctgaa aggaaaatac atttt 25
<210> 173
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 173
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ggaaacctga aaggaaaata cattt 25
<210> 174

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 174
ctctggaaac ctgaaaggaa aatac 25
<210> 175
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 175
gctctggaaa cctgaaagga aaata 25
<210> 176
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 176
gtaaagctct ggaaacctga aagga 25
<210> 177
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 177
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tcaggtaaag ctctggaaac ctgaa 25
<210> 178

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 178
ctcaggtaaa gctctggaaa cctga 25
<210> 179
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 179
gtttctcagg taaagctctg gaaac 25
<210> 180
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 180
tgtttctcag gtaaagctct ggaaa 25
<210> 181
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 181
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aatttctcct tgtttctcag gtaaa 25
<210> 182

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 182
tttgagcttc aatttctcct tgttt 25
<210> 183
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 183
ttttatttga gcttcaattt ctcct 25
<210> 184
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 184
aagctgccca aggtctttta tttga 25
<210> 185
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 185
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aggtcttcaa getttttttc aagcet 25
<210> 186

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 186
ttcaagcttt ttttcaagct gccca 25
<210> 187
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 187
gatgatttaa ctgctcttca aggtc 25
<210> 188
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 188
ctgctcttca aggtcttcaa gettt 25
<210> 189
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 189
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aggagataac cacagcagca gatga 25
<210> 190

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 190
cagcagatga tttaactgct cttca 25
<210> 191
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 191
atttccaact gattcctaat aggag 25
<210> 192
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 192
cttggtttgg ttggttataa atttc 25
<210> 193
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 193
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caactgattc ctaataggag ataac 25
<210> 194

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 194
cttaacgtca aatggtcctt cttgg 25
<210> 195
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 195
ttggttataa atttccaact gattc 25
<210> 196
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 196
cctaccttaa cgtcaaatgg tcctt 25
<210> 197
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 197
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tccttettgg tttggttggt tataa 25
<210> 198

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 198
agttccctac cttaacgtca aatgg 25
<210> 199
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 199
caaaaagttc cctaccttaa cgtca 25
<210> 200
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 200
taaagcaaaa agttccctac cttaa 25
<210> 201
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 201
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atatttaaag caaaaagttc cctac 25
<210> 202

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 202
aggaaaatac attttaaaaa 20
<210> 203
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 203
aaggaaaata cattttaaaa 20
<210> 204
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 204
cctgaaagga aaatacattt 20
<210> 205
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 205
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ggaaacctga aaggaaaata 20
<210> 206

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 206
gctctggaaa cctgaaagga 20
<210> 207
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 207
gtaaagctct ggaaacctga 20
<210> 208
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 208
ctcaggtaaa gctctggaaa 20
<210> 209
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 209
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aatttctcct tgtttctcag 20
<210> 210

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 210
ttttatttga gcttcaattt 20
<210> 211
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 211
aagctgccca aggtctttta 20
<210> 212
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 212
ttcaagcttt ttttcaagct 20
<210> 213
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 213
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ctgctcttca aggtcttcaa 20
<210> 214

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 214
cagcagatga tttaactgct 20
<210> 215
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 215
aggagataac cacagcagca 20
<210> 216
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 216
caactgattc ctaataggag 20
<210> 217
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 217
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ttggttataa atttccaact 20
<210> 218

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 218
tccttettgg tttggttggt 20
<210> 219
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 219
cttaacgtca aatggtcctt 20
<210> 220
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 220
cctaccttaa cgtcaaatgg 20
<210> 221
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 221
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agttccctac cttaacgtca 20
<210> 222

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 222
caaaaagttc cctaccttaa 20
<210> 223
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 223
taaagcaaaa agttccctac 20
<210> 224
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 224
atatttaaag caaaaagttc 20
<210> 225
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 225
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ctggggaaaa gaacccatat agtgc 25
<210> 226

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 226
tcctggggaa aagaacccat atagt 25
<210> 227
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 227
gtttcetggg gaaaagaacc catat 25
<210> 228
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 228
cagtttcctg gggaaaagaa cccat 25
<210> 229
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 229
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tttcagtttc ctggggaaaa gaacc 25
<210> 230

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 230
tatttcagtt tcctggggaa aagaa 25
<210> 231
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 231
tgctatttca gtttcctggg gaaaa 25
<210> 232
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 232
actgctattt cagtttcctg gggaa 25
<210> 233
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 233
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tgaactgcta tttcagtttc ctggg 25
<210> 234

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 234
cttgaactgc tatttcagtt tcctg 25
<210> 235
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 235
tagcttgaac tgctatttca gtttc 25
<210> 236
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 236
tttagcttga actgctattt cagtt 25
<210> 237
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 237
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ttccacatcc ggttgtttag cttga 25
<210> 238

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 238
tgcectttag acaaaatctc ttcca 25
<210> 239
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 239
tttagacaaa atctcttcca catcc 25
<210> 240
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 240
gtttttectt gtacaaatgce tgccc 25
<210> 241
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 241
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gtacaaatgc tgccctttag acaaa 25
<210> 242

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 242
cttcactgge tgagtggctg gtttt 25
<210> 243
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 243
ggctggtttt tccttgtaca aatgce 25
<210> 244
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 244
attaccttca ctggctgagt ggctg 25
<210> 245
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 245
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gcttcattac cttcactgge tgagt 25
<210> 246

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 246
aggttgcttc attaccttca ctggce 25
<210> 247
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 247
gctagaggtt gettcattac cttca 25
<210> 248
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 248
atattgctag aggttgcttc attac 25
<210> 249
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 249
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gaaaagaacc catatagtgc 20
<210> 250

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 250
gggaaaagaa cccatatagt 20
<210> 251
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 251
tcetggggaa aagaacccat 20
<210> 252
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 252
cagtttcctg gggaaaagaa 20
<210> 253
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 253
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tatttcagtt tcctggggaa 20
<210> 254

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 254
actgctattt cagtttcctg 20
<210> 255
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 255
cttgaactgc tatttcagtt 20
<210> 256
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 256
tttagcttga actgctattt 20
<210> 257
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 257
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ttccacatcc ggttgtttag 20
<210> 258

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 258
tttagacaaa atctcttcca 20
<210> 259
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 259
gtacaaatgc tgccctttag 20
<210> 260
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 260
ggctggtttt tccttgtaca 20
<210> 261
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 261
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cttcactgge tgagtggetg 20
<210> 262

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 262
attaccttca ctggctgagt 20
<210> 263
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 263
gcttcattac cttcactgge 20
<210> 264
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 264
aggttgcttc attaccttca 20
<210> 265
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 265
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gctagaggtt gcettcattac 20
<210> 266

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 266
atattgctag aggttgcttce 20
<210> 267
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 267
ctttaacaga aaagcataca catta 25
<210> 268
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 268
tcctctttaa cagaaaagca tacac 25
<210> 269
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 269
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ttcctcttta acagaaaage ataca 25
<210> 270

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 270
taacttcctc tttaacagaa aagca 25
<210> 271
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 271
ctaacttcct ctttaacaga aaagc 25
<210> 272
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 272
tcttctaact tcctctttaa cagaa 25
<210> 273
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 273
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atcttctaac ttcctcttta acaga 25
<210> 274

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 274
tcagatcttc taacttcctc tttaa 25
<210> 275
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 275
ctcagatctt ctaacttcct cttta 25
<210> 276
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 276
agagctcaga tcttctaact tcctce 25
<210> 277
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 277
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cagagctcag atcttctaac ttcct 25
<210> 278
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 278
cactcagagc tcagatcttc tact 24
<210> 279
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 279
ccttccactc agagctcaga tcttc 25
<210> 280
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 280
gtaaacggtt taccgccttc cactc 25
<210> 281
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 281

- 177 -

10-2018-0118828



=T

ctttgccetc agctcttgaa gtaaa 25
<210> 282

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 282
ccctcagetc ttgaagtaaa cggtt 25
<210> 283
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 283
ccaggagcta ggtcaggctg ctttg 25
<210> 284
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 284
ggtcaggctg ctttgeccte agcetce 25
<210> 285
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 285
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aggctccaat agtggtcagt ccagg 25
<210> 286

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 286
tcagtccagg agctaggtca ggctg 25
<210> 287
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 287
cttacaggct ccaatagtgg tcagt 25
<210> 288
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 288
gtatacttac aggctccaat agtgg 25
<210> 289
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 289
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atccagtata cttacaggct ccaat 25
<210> 290

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 290
atgggatcca gtatacttac aggct 25
<210> 291
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 291
agagaatggg atccagtata cttac 25
<210> 292
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 292
acagaaaagc atacacatta 20
<210> 293
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 293
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tttaacagaa aagcatacac 20
<210> 294

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 294
tcctctttaa cagaaaagca 20
<210> 295
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 295
taacttcctc tttaacagaa 20
<210> 296
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 296
tcttctaact tcctctttaa 20
<210> 297
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 297
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tcagatcttc taacttcctc 20
<210> 298

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 298
ccttccactc agagctcaga 20
<210> 299
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 299
gtaaacggtt taccgccttc 20
<210> 300
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 300
ccctcagetc ttgaagtaaa 20
<210> 301
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 301
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ggtcaggctg ctttgeccte 20
<210> 302

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 302
tcagtccagg agctaggtca 20
<210> 303
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 303
aggctccaat agtggtcagt 20
<210> 304
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 304
cttacaggct ccaatagtgg 20
<210> 305
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 305
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gtatacttac aggctccaat 20
<210> 306

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 306
atccagtata cttacaggct 20
<210> 307
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 307
atgggatcca gtatacttac 20
<210> 308
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 308
agagaatggg atccagtata 20
<210> 309
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 309
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ctaaaatatt ttgggttttt gcaaaa 26
<210> 310

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 310
gctaaaatat tttgggtttt tgcaaa 26
<210> 311
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 311
taggagctaa aatattttgg gttttt 26
<210> 312
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 312
agtaggagct aaaatatttt gggtt 25
<210> 313
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 313
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tgagtaggag ctaaaatatt ttggg 25
<210> 314

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 314
ctgagtagga gctaaaatat tttggg 26
<210> 315
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 315
cagtctgagt aggagctaaa atatt 25
<210> 316
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 316
acagtctgag taggagctaa aatatt 26
<210> 317
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 317
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gagtaacagt ctgagtagga gctaaa 26
<210> 318

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 318
cagagtaaca gtctgagtag gagct 25
<210> 319
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 319
caccagagta acagtctgag taggag 26
<210> 320
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 320
gtcaccagag taacagtctg agtag 25
<210> 321
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 321
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aaccacaggt tgtgtcacca gagtaa 26
<210> 322

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 322
gttgtgtcac cagagtaaca gtctg 25
<210> 323
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 323
tggcagtttc cttagtaacc acaggt 26
<210> 324
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 324
atttctagtt tggagatggce agtttc 26
<210> 325
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 325
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ggaagatggce atttctagtt tggag 25
<210> 326

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 326
catcaaggaa gatggcattt ctagtt 26
<210> 327
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 327
gagcaggtac ctccaacatc aaggaa 26
<210> 328
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 328
atctgccaga gcaggtacct ccaac 25
<210> 329
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 329
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aagttctgtc caagcccggt tgaaat 26
<210> 330

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 330
cggttgaaat ctgccagagc aggtac 26
<210> 331
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 331
gagaaagcca gtcggtaagt tctgtce 26
<210> 332
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 332
gtcggtaagt tctgtccaag cccgg 25
<210> 333
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 333
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ataacttgat caagcagaga aagcca 26
<210> 334

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 334
aagcagagaa agccagtcgg taagt 25
<210> 335
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 335
caccctctgt gattttataa cttgat 26
<210> 336
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 336
caaggtcacc caccatcacc ctctgt 26
<210> 337
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 337
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catcaccctc tgtgatttta taact 25
<210> 338

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 338
cttctgcttg atgatcatct cgttga 26
<210> 339
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 339
ccttetgett gatgatcatc tegttg 26
<210> 340
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 340
atctcgttga tatcctcaag gtcacc 26
<210> 341
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 341
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tcataccttc tgcttgatga tcatct 26
<210> 342

<211> 26

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 342
tcattttttc tcataccttc tgcttg 26
<210> 343
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 343
ttttctcata ccttctgett gatgat 26
<210> 344
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 344
ttttatcatt ttttctcata ccttet 26
<210> 345
<211> 26
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 345
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ccaactttta tcattttttc tcatac 26
<210> 346

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 346
atattttggg tttttgcaaa 20
<210> 347
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 347
aaaatatttt gggtttttgc 20
<210> 348
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 348
gagctaaaat attttgggtt 20
<210> 349
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 349
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agtaggagct aaaatatttt 20
<210> 350

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 350
gtctgagtag gagctaaaat 20
<210> 351
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 351
taacagtctg agtaggagct 20
<210> 352
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 352
cagagtaaca gtctgagtag 20
<210> 353
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 353
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cacaggttgt gtcaccagag 20
<210> 354

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 354
agtttcctta gtaaccacag 20
<210> 355
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 355
tagtttggag atggcagttt 20
<210> 356
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 356
ggaagatgge atttctagtt 20
<210> 357
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 357
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tacctccaac atcaaggaag 20
<210> 358

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 358
atctgccaga gcaggtacct 20
<210> 359
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 359
ccaagcccgg ttgaaatctg 20
<210> 360
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 360
gtcggtaagt tctgtccaag 20
<210> 361
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 361
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aagcagagaa agccagtcgg 20
<210> 362

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 362
ttttataact tgatcaagca 20
<210> 363
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 363
catcaccctc tgtgatttta 20
<210> 364
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 364
ctcaaggtca cccaccatca 20
<210> 365
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 365
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catctcgttg atatcctcaa 20
<210> 366

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 366
cttctgcttg atgatcatct 20
<210> 367
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 367
cataccttct gcttgatgat 20
<210> 368
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 368
tttctcatac cttctgecttg 20
<210> 369
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 369
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cattttttct cataccttct 20
<210> 370

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 370
tttatcattt tttctcatac 20
<210> 371
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 371
caacttttat cattttttct 20
<210> 372
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 372
ctgtaagaac aaatatccct tagta 25
<210> 373
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 373
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tgcctgtaag aacaaatatc cctta 25
<210> 374

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 374
gttgcctgta agaacaaata tccct 25
<210> 375
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 375
attgttgcct gtaagaacaa atatc 25
<210> 376
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 376
gcattgttgc ctgtaagaac aaata 25
<210> 377
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 377
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cctgcattgt tgcctgtaag aacaa 25
<210> 378

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 378
atcctgcatt gttgecctgta agaac 25
<210> 379
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 379
caaatcctgc attgttgect gtaag 25
<210> 380
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 380
tccaaatcct gcattgttge ctgta 25
<210> 381
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 381
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tgttccaaat cctgcattgt tgect 25
<210> 382

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 382
tctgttccaa atcctgcatt gttgce 25
<210> 383
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 383
aactggggac gcectctgttc caaat 25
<210> 384
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 384
gcctetgtte caaatcctge attgt 25
<210> 385
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 385
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cagcggtaat gagttcttcc aactg 25
<210> 386

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 386
cttccaactg gggacgecte tgttce 25
<210> 387
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 387
cttgtttttc aaattttggg cagcg 25
<210> 388
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 388
ctagcctctt gattgetggt cttgt 25
<210> 389
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 389
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ttttcaaatt ttgggcagcg gtaat 25
<210> 390

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 390
ttcgatccgt aatgattgtt ctagc 25
<210> 391
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 391
gattgetggt cttgtttttc aaatt 25
<210> 392
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 392
cttacttcga tccgtaatga ttgtt 25
<210> 393
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 393
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ttgttctage ctcttgattg ctggt 25
<210> 394

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 394
aaaaacttac ttcgatccgt aatga 25
<210> 395
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 395
tgttaaaaaa cttacttcga tccgt 25
<210> 396
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 396
atgcttgtta aaaaacttac ttcga 25
<210> 397
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 397
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gtcccatget tgttaaaaaa cttac 25
<210> 398

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 398
agaacaaata tcccttagta 20
<210> 399
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 399
gtaagaacaa atatccctta 20
<210> 400
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 400
tgcctgtaag aacaaatatc 20
<210> 401
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 401
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attgttgcct gtaagaacaa 20
<210> 402

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 402
cctgcattgt tgcctgtaag 20
<210> 403
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 403
caaatcctgec attgttgect 20
<210> 404
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 404
gcetetgtte caaatcctge 20
<210> 405
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 405
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cttccaactg gggacgectce 20
<210> 406

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 406
cagcggtaat gagttcttcc 20
<210> 407
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 407
ttttcaaatt ttgggcagcg 20
<210> 408
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 408
gattgctggt cttgtttttc 20
<210> 409
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 409

- 209 -

10-2018-0118828



ttgttctage ctcttgattg 20
<210> 410

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 410
ttcgatccgt aatgattgtt 20
<210> 411
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 411
cttacttcga tccgtaatga 20
<210> 412
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 412
aaaaacttac ttcgatccgt 20
<210> 413
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 413
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tgttaaaaaa cttacttcga 20
<210> 414

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 414
atgcttgtta aaaaacttac 20
<210> 415
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 415
gtcccatget tgttaaaaaa 20
<210> 416
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 416
ctagaataaa aggaaaaata aatat 25
<210> 417
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 417
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aactagaata aaaggaaaaa taaat 25
<210> 418

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 418
ttcaactaga ataaaaggaa aaata 25
<210> 419
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 419
ctttcaacta gaataaaagg aaaaa 25
<210> 420
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 420
attctttcaa ctagaataaa aggaa 25
<210> 421
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 421
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gaattctttc aactagaata aaagg 25
<210> 422

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 422
tctgaattct ttcaactaga ataaa 25
<210> 423
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 423
attctgaatt ctttcaacta gaata 25
<210> 424
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 424
ctgattctga attctttcaa ctaga 25
<210> 425
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 425
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cactgattct gaattctttc aacta 25
<210> 426

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 426
tcccactgat tctgaattct ttcaa 25
<210> 427
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 427
catcccactg attctgaatt ctttc 25
<210> 428
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 428
tacttcatcc cactgattct gaatt 25
<210> 429
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 429
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ctgaaggtgt tcttgtactt catcc 25
<210> 430
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 430
cggttctgaa ggtgttcttg tact 24
<210> 431
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 431
ctgttgccte cggttctgaa ggtgt 25
<210> 432
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 432
tttcattcaa ctgttgectce cggtt 25
<210> 433
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 433
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taacatttca ttcaactgtt gcctc 25
<210> 434

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 434
ttgtgttgaa tcctttaaca tttca 25
<210> 435
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 435
tcttccttag cttccageca ttgtg 25
<210> 436
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 436
cttagcttcc agccattgtg ttgaa 25
<210> 437
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 437
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gtcctaagac ctgctcaget tctte 25
<210> 438

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 438
ctgctcaget tcttecttag cttece 25
<210> 439
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 439
ctcaagcttg gctctggect gtect 25
<210> 440
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 440
ggcctgtect aagacctget cagcet 25
<210> 441
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 441
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tagggaccct ccttccatga ctcaa 25
<210> 442

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 442
tttggattgec atctactgta taggg 25
<210> 443
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 443
accctccttc catgactcaa gcttg 25
<210> 444
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 444
cttggtttct gtgattttct tttgg 25
<210> 445
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 445
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atctactgta tagggaccct ccttc 25
<210> 446

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 446
ctaaccttgg tttctgtgat tttct 25
<210> 447
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 447
tttcttttgg attgcatcta ctgta 25
<210> 448
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 448
tgatactaac cttggtttct gtgat 25
<210> 449
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 449
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atctttgata ctaaccttgg tttct 25
<210> 450

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 450
aaggtatctt tgatactaac cttgg 25
<210> 451
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 451
ttaaaaaggt atctttgata ctaac 25
<210> 452
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 452
ataaaaggaa aaataaatat 20
<210> 453
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 453
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gaataaaagg aaaaataaat 20
<210> 454

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 454
aactagaata aaaggaaaaa 20
<210> 455
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 455
ctttcaacta gaataaaagg 20
<210> 456
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 456
gaattctttc aactagaata 20
<210> 457
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 457
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attctgaatt ctttcaacta 20
<210> 458

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 458
tacttcatcc cactgattct 20
<210> 459
<211> 19
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 459
ctgaaggtgt tcttgtact 19
<210> 460
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 460
ctgttgcete cggttctgaa 20
<210> 461
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 461
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taacatttca ttcaactgtt 20
<210> 462

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 462
ttgtgttgaa tcctttaaca 20
<210> 463
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 463
cttagcttcc agccattgtg 20
<210> 464
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 464
ctgctcaget tcttccttag 20
<210> 465
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 465
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ggcctgtcct aagacctgcet 20
<210> 466

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 466
ctcaagcttg gectetggect 20
<210> 467
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 467
accctccttc catgactcaa 20
<210> 468
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 468
atctactgta tagggaccct 20
<210> 469
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 469
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tttcttttgg attgcatcta 20
<210> 470

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 470
cttggtttct gtgattttct 20
<210> 471
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 471
ctaaccttgg tttctgtgat 20
<210> 472
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 472
tgatactaac cttggtttct 20
<210> 473
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 473
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atctttgata ctaaccttgg 20
<210> 474

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 474
aaggtatctt tgatactaac 20
<210> 475
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 475
ttaaaaaggt atctttgata 20
<210> 476
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 476
ctatagattt ttatgagaaa gaga 24
<210> 477
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 477
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aactgctata gatttttatg agaaa 25
<210> 478

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 478
tggccaactg ctatagattt ttatg 25
<210> 479
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 479
gtctttggee aactgctata gattt 25
<210> 480
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 480
cggaggtctt tggccaactg ctata 25
<210> 481
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 481
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actggcggag gtctttggee aactg 25
<210> 482

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 482
tttgtctgee actggecggag gtcett 25
<210> 483
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 483
agtcatttgc cacatctaca tttgt 25
<210> 484
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 484
tttgccacat ctacatttgt ctgcc 25
<210> 485
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 485
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ccggagaagt ttcagggcca agtca 25
<210> 486

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 486
gtatcatctg cagaataatc ccgga 25
<210> 487
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 487
taatcccgga gaagtttcag ggcca 25
<210> 488
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 488
ttatcatgtg gacttttctg gtatc 25
<210> 489
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 489
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agaggcattg atattctctg ttatc 25
<210> 490

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 490
atgtggactt ttctggtatc atctg 25
<210> 491
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 491
cttttatgaa tgcttctcca agagg 25
<210> 492
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 492
atattctctg ttatcatgtg gactt 25
<210> 493
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 493
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catacctttt atgaatgctt ctcca 25
<210> 494

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 494
ctccaagagg cattgatatt ctctg 25
<210> 495
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 495
taattcatac cttttatgaa tgctt 25
<210> 496
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 496
cttttatgaa tgcttctcca agagg 25
<210> 497
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 497
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taatgtaatt catacctttt atgaa 25
<210> 498

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 498
agaaataatg taattcatac ctttt 25
<210> 499
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 499
gttttagaaa taatgtaatt catac 25
<210> 500
<211> 19
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 500
gatttttatg agaaagaga 19
<210> 501
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 501
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ctatagattt ttatgagaaa 20
<210> 502

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 502
aactgctata gatttttatg 20
<210> 503
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 503
tggccaactg ctatagattt 20
<210> 504
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 504
gtctttggee aactgctata 20
<210> 505
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 505
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cggaggtctt tggccaactg 20
<210> 506

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 506
tttgtctgee actggcggag 20
<210> 507
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 507
tttgccacat ctacatttgt 20
<210> 508
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 508
ttcagggcca agtcatttge 20
<210> 509
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 509
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taatcccgga gaagtttcag 20
<210> 510

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 510
gtatcatctg cagaataatc 20
<210> 511
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 511
atgtggactt ttctggtatc 20
<210> 512
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 512
atattctctg ttatcatgtg 20
<210> 513
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 513
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ctccaagagg cattgatatt 20
<210> 514

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 514
cttttatgaa tgcttctcca 20
<210> 515
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 515
catacctttt atgaatgctt 20
<210> 516
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 516
taattcatac cttttatgaa 20
<210> 517
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 517
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taatgtaatt catacctttt 20
<210> 518

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 518
agaaataatg taattcatac 20
<210> 519
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 519
gttttagaaa taatgtaatt 20
<210> 520
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 520
ctgcaaagga ccaaatgttc agatg 25
<210> 521
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 521
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tcaccctgca aaggaccaaa tgttc 25
<210> 522

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 522
ctcactcacc ctgcaaagga ccaaa 25
<210> 523
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 523
tctcgetcac tcaccctgeca aagga 25
<210> 524
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 524
cagcctctcg ctcactcacce ctgca 25
<210> 525
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 525
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caaagcagcc tctcgctcac tcacc 25
<210> 526

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 526
tcttccaaag cagecctctcg ctcac 25
<210> 527
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 527
tctatgagtt tcttccaaag cagcc 25
<210> 528
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 528
gttgcagtaa tctatgagtt tcttc 25
<210> 529
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 529
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gaactgttgc agtaatctat gagtt 25
<210> 530

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 530
ttccaggtcc agggggaact gttgce 25
<210> 531
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 531
gtaagccagg caagaaactt ttcca 25
<210> 532
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 532
ccaggcaaga aacttttcca ggtcc 25
<210> 533
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 533
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tggcagttgt ttcagcttct gtaag 25
<210> 534

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 534
ggtagcatcc tgtaggacat tggca 25
<210> 535
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 535
gacattggca gttgtttcag cttct 25
<210> 536
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 536
tctaggagcce tttccttacg ggtag 25
<210> 537
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 537
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cttttactcc cttggagtct tctag 25
<210> 538

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 538
gagcctttce ttacgggtag catcc 25
<210> 539
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 539
ttgccattgt ttcatcaget ctttt 25
<210> 540
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 540
cttggagtct tctaggagcc tttcc 25
<210> 541
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 541
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cttacttgcc attgtttcat cagct 25
<210> 542

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 542
cagctctttt actcccttgg agtct 25
<210> 543
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 543
cctgacttac ttgccattgt ttcat 25
<210> 544
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 544
aaatgcctga cttacttgec attgt 25
<210> 545
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 545
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agcggaaatg cctgacttac ttgcce 25
<210> 546

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 546
gctaaagegg aaatgectga cttac 25
<210> 547
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 547
aaggaccaaa tgttcagatg 20
<210> 548
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 548
ctgcaaagga ccaaatgttc 20
<210> 549
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 549
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tcaccctgca aaggaccaaa 20
<210> 550

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 550
ctcactcacc ctgcaaagga 20
<210> 551
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 551
tctcgetcac tcaccctgea 20
<210> 552
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 552
cagcctctcg ctcactcacc 20
<210> 553
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 553
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caaagcagcc tctcgctcac 20
<210> 554

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 554
tctatgagtt tcttccaaag 20
<210> 555
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 555
gaactgttgc agtaatctat 20
<210> 556
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 556
ttccaggtcc agggggaact 20
<210> 557
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 557
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ccaggcaaga aacttttcca 20
<210> 558

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 558
ttcagcttct gtaagccagg 20
<210> 559
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 559
gacattggca gttgtttcag 20
<210> 560
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 560
ggtagcatcc tgtaggacat 20
<210> 561
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 561
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gagcctttce ttacgggtag 20
<210> 562

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 562
cttggagtct tctaggagcc 20
<210> 563
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 563
cagctctttt actcccttgg 20
<210> 564
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 564
ttgccattgt ttcatcagct 20
<210> 565
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 565
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cttacttgcc attgtttcat 20
<210> 566

<211> 20

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 566
cctgacttac ttgccattgt 20
<210> 567
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 567
aaatgcctga cttacttgcce 20
<210> 568
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 568
agcggaaatg cctgacttac 20
<210> 569
<211> 20
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 569
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gctaaagcgg aaatgectga 20
<210> 570

<211> 10

<212> PRT

<213> Artificial Sequence
<220><223> Peptide Transporter for Intracellular Delivery of PMO
<400> 570

Arg Arg Arg Gln Arg Arg Lys Lys Arg Cys

1 5 10
<210> 571
<211> 12
<212> PRT

<213> Artificial Sequence
<220><223> Peptide Transporter for Intracellular Delivery of PMO
<400> 571

Arg Arg Arg Arg Arg Arg Arg Arg Arg Phe Phe Cys

1 5 10
<210> 572
<211> 13
<212> PRT

<213> Artificial Sequence

<220><223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222>  (3)..(6)

<223> X = 6-aminohexanoic acid

<220><221> MOD_RES

<222>  (13)

<223> X = beta alanine

<400> 572

Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Xaa

1 5 10
<210> 573
<211> 14
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<212> PRT
<213> Artificial Sequence

<220><223> Peptide Transporter for Intracellular Delivery of PMO

<220><221> MOD_RES

<222>  (2)..(5)

<223> X = 6-aminohexanoic acid
<220><221> MOD_RES

<222>  (14)

<223> X = beta alanine

<400> 573

Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Xaa Xaa

1 5 10
<210> 574
<211> 14
<212> PRT

<213> Artificial Sequence

<220><223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222> (1)..(4)

<223> X = 6-aminohexanoic acid

<220><221

> MOD_RES

<222>  (14)

<223> X = beta alanine

<400> 574

Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Xaa

1 5 10
<210> 575
<211> 13
<212> PRT

<213> Artificial Sequence
<220><223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222> (2)..(4)
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<223> X = 6-aminohexanoic acid
<220><221> MOD_RES

<222>  (13)

<223> X = beta alanine

<400> 575

Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa Xaa

1 5 10
<210> 576
<211> 17
<212> PRT

<213> Artificial Sequence

<220><223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222>  (2)..(4)

<223> X = 6-aminohexanoic acid

<220><221> MOD_RES

<222>  (17)

<223> X = beta alanine

<400> 576

Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa Arg Xaa

1 5 10 15
Xaa
<210> 577
<211> 17
<212> PRT

<213> Artificial Sequence

<220><223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222>  (2)..(5)

<223> X = 6-aminohexanoic acid

<220><221> MOD_RES

<222> (17)
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<223> X = beta alanine
<400> 577

Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Xaa

1 5 10 15
Xaa
<210> 578
<211> 14
<212> PRT

<213> Artificial Sequence

<220>

<223> Peptide Transporter for Intracellular Delivery of PMO
<220><221> MOD_RES

<222>  (1)..(8)

<223> X = 6-aminohexanoic acid

<220><221> MOD_RES

<222>  (5)..(11D)

<223> X = beta alanine

<400> 578

Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Xaa Xaa

1 5 10
<210> 579
<211> 7
<212> PRT

<213> Artificial Sequence
<220><223> Peptide Transporter for Intracellular Delivery of PMO
<400> 579

Ala Ser Ser Leu Asn Ile Ala

1 5
<210> 580
<211> 9
<212> PRT

<213> Artificial Sequence

<220><223> Cell Penetrating Peptide / Homing Peptide / PMO Conjugates
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<220><221> MOD_RES

<222> (8)

<223> X = a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7 and

each R is independently H or methyl
<220><221> MOD_RES
<222>  (9)
<223> X = Beta alanine
<400> 580

Ala Ser Ser Leu Asn Ile Ala Xaa Xaa

1 5
<210> 581
<211> 22
<212> PRT

<213> Artificial Sequence
<220><223> Cell Penetrating Peptide / Homing Peptide / PMO Conjugates
<220><221> MOD_RES

<222> (2)..(8)

<223> X = a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7 and

each R is independently H or methyl
<220><221> MOD_RES
<222> (5)..(11)
<223> X = beta alanine
<400> 581
Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Xaa Xaa Ala Ser

1 5 10 15

Ser Leu Asn Ile Ala Xaa

20
<210> 582
<211> 21
<212> PRT

<213> Artificial Sequence
<220><223> Cell Penetrating Peptide / Homing Peptide / PMO Conjugates

<220><221> MOD_RES
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<222>  (8)..(10)

<223> X = a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7 and
each R is independently H or methyl

<220><221> MOD_RES

<222>  (13)..(19)

<223> Xaa = beta alanine

<400> 582

Ala Ser Ser Leu Asn Ile Ala Xaa Arg Xaa Arg Arg Xaa Arg Arg Xaa

1 5 10 15

Arg Arg Xaa Arg Xaa

20
<210> 583
<211> 14
<212> PRT

<213> Artificial Sequence

<220><223> Cell Penetrating Peptide / Homing Peptide / PMO Conjugates

<220><221> MOD_RES

<222>  (2)..(8)

<223> X = a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7 and
each R is independently H or methyl

<220><221> MOD_RES

<222>  (5)..(11)

<223> X = beta alanine

<400> 583

Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Arg Xaa Arg Xaa Xaa

1 5 10
<210> 584
<211> 29
<212> DNA

<213> Artificial Sequence
<220><223> Antisense sequence to target splice site of proprocessed human
dystrophin

<400> 584
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ccactcagag ctcagatctt ctaacttcc 29
<210> 585

<211> 25

<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 585
gggatccagt atacttacag gctcc 25
<210> 586
<211> 27
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 586
cttccactca gagctcagat cttctaa 27
<210> 587
<211> 30
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 587
acatcaagga agatggcatt tctagtttgg 30
<210> 588
<211> 30
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 588
ctccaacatc aaggaagatg gcatttctag 30
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<210> 589
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 589
ttctgtccaa gecceggttga aatc 24
<210> 590
<211> 21
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 590
cacccaccat cacccteygt g 21
<210> 591
<211> 22
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 591
atcatctcgt tgatatcctc aa 22
<210> 592
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 592
acatcaagga agatggcatt tctag 25
<210> 593
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<211> 26
<212> DNA
<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 593
accagagtaa cagtctgagt aggagc 26
<210> 594
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 594
tcaaggaaga tggcatttct 20
<210> 595
<211> 23
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 595
cctctgtgat tttataactt gat 23
<210> 596
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 596
atcatttttt ctcatacctt ctgct 25
<210> 597
<211> 23
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<212> DNA
<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 597
ctcatacctt ctgcttgatg atc 23
<210> 598
<211> 17
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 598
tggcatttct agtttgg 17
<210> 599
<211> 23
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 599
ccagagcagg tacctccaac atc 23
<210> 600
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 600
tgttcagctt ctgttagcca ctga 24
<210> 601
<211> 20
<212> DNA
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<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 601
tttgtgtctt tctgagaaac 20
<210> 602
<211> 19
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 602
cgcecgecatt tctcaacag 19
<210> 603
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 603
atctgtcaaa tcgcctgcag 20
<210> 604
<211> 20
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 604
tgtttttgag gattgctgaa 20
<210> 605
<211> 19
<212> DNA

<213> Artificial Sequence
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 605
gctgaattat ttcttcece 19
<210> 606
<211> 17
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 606
gcccaatgece atcctgg 17
<210> 607
<211> 26
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 607
ccaatgccat cctggagttc ctgtaa 26
<210> 608
<211> 31
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 608
cattcaactg ttgcctccgg ttctgaaggt g 31
<210> 609
<211> 25
<212> DNA

<213> Artificial Sequence
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 609
ctgaaggtgt tcttgtactt catcc 25
<210> 610
<211> 18
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 610
ctgttgeecte cggttetg 18
<210> 611
<211> 22
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 611
attctttcaa ctagaataaa ag 22
<210> 612
<211> 30
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 612
gccatcctgg agttcctgta agataccaaa 30
<210> 613
<211> 30
<212> DNA

<213> Artificial Sequence
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 613

ccaatgccat cctggagttc ctgtaagata

<210> 614
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 614

gcegetgecece aatgcecatcece tggagttcect

<210> 615
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 615

gtttgceget geccaatgece atcctggagt

<210> 616
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 616

caacagtttg ccgctgecca atgccatcect

<210> 617
<211> 30
<212> DNA

<213> Artificial Sequence

30
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 617

ctgacaacag tttgccgetg cccaatgceca

<210> 618
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 618

tgttctgaca acagtttgcc gctgceccaat

<210> 619
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 619

caatgttctg acaacagttt gccgctgecc

<210> 620
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 620

cattcaatgt tctgacaaca gtttgccgct

<210> 621
<211> 30
<212> DNA

<213> Artificial Sequence

30
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 621

tatttcttcc ccagttgcat tcaatgttct

<210> 622
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 622

gctgaattat ttcttcccca gttgecattca

<210> 623
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 623

ggattgctga attatttctt ccccagttgce

<210> 624
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 624

tttgaggatt gctgaattat ttcttcccca

<210> 625
<211> 30
<212> DNA

<213> Artificial Sequence

30
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 625

gtacttcatc ccactgattc tgaattcttt

<210> 626
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 626

tcttgtactt catcccactg attctgaatt

<210> 627
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 627

tgttcttgta cttcatccca ctgattctga

<210> 628
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 628

cggttctgaa ggtgttcttg tacttcatcc

<210> 629
<211> 30
<212> DNA

<213> Artificial Sequence

30
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 629

ctcecggttct gaaggtgttc ttgtacttca

<210> 630
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 630

tgcecteeggt tctgaaggtg ttcecttgtact

<210> 631
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 631

tgttgcctcee ggttctgaag gtgttettgt

<210> 632
<211> 30
<212> DNA

<213> Artificial Sequence

30

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 632

aactgttgcc tccggttctg aaggtgttct

<210> 633
<211> 30
<212> DNA

<213> Artificial Sequence

30
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<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 633
ttcaactgtt gcctccggtt ctgaaggtgt 30
<210> 634
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 634
taaagctctg gaaacctgaa aggaa 25
<210> 635
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense sequence to target splice site of proprocessed human

dystrophin
<400> 635
ttcagcttct gtaagccagg caaga 25
<210> 636
<211> 25
<212> DNA

<213> Artificial Sequence

<220><223> Antisense oligomer

<400> 636

ggccaaacct cggcttacct gaaat 25
<210> 637

<211> 12

<212> PRT

<213> Artificial Sequence
<220><223> arginine-rich peptide transport

<220><221> VARTANT
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<222> (..
<223> Xaa
<220><221>
<222>  (2)..
<223> Xaa
and
<220><221>
<222>  (5)..
<223> Xaa
<400> 637

(3)
= K, R or arginine analog

MOD_RES

(8)
= a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7
each R is independently H or methyl

VARTANT
(6)

= an alpha—amino acid having a neutral aralkyl side chain

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1
<210> 638
<211> 12
<212> PRT
<213>
<220><223>
<220><221>
<222>  (2)..
<223> Xaa
and
<400> 638

5 10

Artificial Sequence

arginine-rich peptide transport

MOD_RES
(6)
= a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7

each R is independently H or methyl

Arg Xaa Arg Arg Arg Xaa Arg Xaa Arg Arg Arg Xaa

1
<210> 639
<211> 9
<212>  PRT
<213>
<220><223>
<220><221>
<222> (3)..
<223> Xaa

5 10

Artificial Sequence

arginine-rich peptide transport
MOD_RES
(5)

= a neutral amino acid C(=0) (CHR)n NH-, where n is 2 to 7
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and each R is independently H or methyl
<400> 639

Arg Arg Xaa Arg Xaa Arg Arg Arg Xaa

1 5
<210> 640
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> PCR Primer

<400> 640

ccagagcttt acctgagaaa caag 24
<210> 641

<211> 21

<212> DNA

<213> Artificial Sequence

<220><223> PCR Primer

<400> 641
ccagccactc agccagtgaa g 21
<210> 642
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> PCR Primer

<400> 642
cgatccgtaa tgattgttct agec 24
<210> 643
<211> 24
<212> DNA

<213> Artificial Sequence

<220><223> PCR Primer

<400> 643

catttcattc aactgttgcc tccg 24
<210> 644

<211> 21
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<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 644

caatgctcct gacctctgtg ¢

<210> 645
<211> 22
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 645

gtctacaaca aagctcaggt cg

<210> 646
<211> 25
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 646

gcaatgttat ctgcttcctce caacc

<210> 647
<211> 22
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 647

gctettttee aggttcaagt gg

<210> 648
<211> 23
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 648

cttggacaga acttaccgac tgg
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<210> 649
<211> 21
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 649

gcaggatttg gaacagaggc g

<210> 650
<211> 23
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 650

catctacatt tgtctgccac tgg

<210> 651
<211> 23
<212> DNA

<213> Artificial Sequence
<220><223> PCR Primer
<400> 651

gtttcttcca aagcagectce tcg
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