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2REd, vzg, opnwild, 5-¢AAHY (& 5o, 5-HEAEHY), 5-4AF

ZRErE), 5-Z2HEY (dE Eo], 5-EHEZEFIY) EE oI nd EE 6-4ZdHd (dF
Eo, 6-WEfgd), ZEH, Ffoll &4l (quesosine), 2-HlofFEd, 4-HFHd, <o|FEAl (wybutosine),
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SAEY, Eed f=A ¥ 22 977t "t [Burgin et al., 1996, Biochemistry, 35, 14090;
Uhlman & Peyman, supral. ©]#3F #deA "HPdd A7)"= 7] Agst v} 2 ofgid (A), Fobd (G),
ABAL (O, EY (1) 2 24 (Delge & wIalEel= A71E oulsiy; ojgdt d7|e e~ &
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uhEbA, o = | ool oA m=she el RES dudel ddd Fejel EAlSHA &
om, A¥How dadel wsHA, od3s VA FHE AT 5RO A, 2715
T AR a¥A 42 Aedde ol &S olske EdWel e te MskE 19 ME Wl
& 5 e A7 U2ERR FHARRTEH o)y dEo] 549 FANA, 271 E s dEL HRER
W frdAkel I 1-75 o o]k sh HE I ofFolAut, I3 HAERN fAAY] o 44, 45, 46, 47,
48, 49, 50, 51, 52, 53, 54 HW/E= 55 T o= h} Ei= 1 ool nhkA s

"HEEER"2 RE (rod)-3 AEd dmdoln, o5 AFe AEIAS A FiA FH A fE
ool Adshe A PAEAx] FQF FRoltt. UAERRL oo J5H 498 R, 98 &
of, UAERNL tief oprmal 14-240014 |l A g 51 o= ofuleal 253-3040904 9 2E GHS
gt oEd 2 T F9e Eu-dd g AdEd fE FEAS e oF 109709 opvmale] 24 2
HEY-FAF AF-A 840 oA FAgdrk., WA (repeats)v APH o2, A (hinge) FEOE g
s el ZE-FH -y A osiA e, wkEA 15 9 162 taERTe] dEas 2o
S feld Fast 99 Ao Holi= 18 ofuliat AEHX (stretch)oll oJsjA Eeldv. diFEe] WA



[0090]

[0091]

ZIHSd 10-2025-0016146

E Abolo] MY FYAS 10-25% WHelolvt.  ahube] wHEA= 37l &il- L} , 2 H 35 RSt gy
A1 9 32 47, AR 254 ARE B84 25 ZY (coiled—coil) & A Z—.%é}—t— 7719 v ' (helix
turn)ell A AT, <do-vad 2+ d Hiek 25 A, 33]" e ZEY 7] gsiA 2yd
4 2 3] vl "] dye] e AR, ZAZte] wiEAlE d¥HoR dm-upbd 29 A HA FielA
ol i 4k 473 48 Apolo] QIEZC] ofsix wAE 27l & osjx IZESIET. tE JIEES FAAoR
Wid-3 Aol AbAlE wHRAle] Adeldk fjA|oq T HiaeEzde B3, HAdF (Dictyostelium
discoideum) Eo-HE|US] C-Eek g0 digh F54e Hehlle Al&EHRI-FF 43 (5, 280709 oAt
ol Al 15719 A|&HIRDE Zdtale AIZ&HRI-FH 49E diEf obv| Ak 3080-336001 4 ghfrgttt.  FHSA-dT

goe g ofm =2k 3361-36850l ST},
Z

HAEER] opu|e-ehd F-odlo] Agtslir, FHgA-2eh 2AfT qAERd-dus iy a9
(DAPC)ll AgHstct, DAPCE U2EZZEZE, AA2FZEZ, JEl2d 2 IS US ¥xgsin, o8 AE

o] ol AoAe] EAWoTE FAMAH 0T FHE 2AFTS ob7|gtl. DAPCE H=EZF o] FAsl=
o] EctAslyo] AU ddel aw e AFsy, dA FzHe He &4 2 o R ES FE3
HAAA= 29955 D) € WA Z95F BD) I} e v = F2

ol 2 o O ool o |

g3 2 Holo] 7]]ls}

& A, UxrERRS A g Feth. A vsERd dude] 943 9y EE fiER

e HAERA-fAF de] ehdgh doji= 7] dEl vheh ol 5 WA mE S FrEdtt

of #aljA, "AE" UAERY @iEE 2L Yokl &l vpek 2, DD Ei= BIDE b= 549 o
FANA ArtE OAERAY] FH), B AE Ve d UAERNAY] FAE SR & 5 3o

o R
O
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[ A]
29 AH 249 e Wb A
el 29 E4 14-240 2-8
e 2 253-3040 g-61
714 1 253327 (8]-9
UHEA | 337-447 10-11
HtEA 2 445-556 12-14
HEE A 3 55T-667 14-16
77 2 BEE-T17 17
HHEA 4 718-828 (17)-20
HHEH & g29-934 20-21
HHEA B g935-1045 22-23
el 1046-1154 {23)-(26]
HtEA 8 1155-1263 26-27
HHEA 3 1264-1367 28-130)
BHEA 10 13651463 30-32
oEA 1l 1464-1568 32-134)
SrEA 12 1569-1G76 34-35
BHEA 13 1577-1778 36-37
HtEA 14 1779-1574 38-140)
i 1875-1973 40-41
wg 1974-1391 42
BHEH 16 1992-2101 42-43
EA 17 2102-2208 44~-45
HHEA 18 Zz09-2318 46-48
BHEA 19 2313-2423 45-50
7173 2424-2470 50-51
BHEA 20 24T =257 51-53
BEA Zl 2078-2686 B3-155)
HHEA 22 2687-2002 E5-(5T)
BHEA 23 2803-2331 57-A8
HHEA 24 2932-3040 B9-i61)
717 4 3041-3112 61-64
Al AHU-FE Y 30803360 B3-69
OAEESEZ 28 24 J080-3403 B3-70
e 3056-3092 62-63
EFSHE ‘| 3130-3157 ta]
EE-giE 3178-3206 B5-EE
Iz 849 3307-3354 B3-69
FIEA-EE E33 3361-36585 T0-79
e e e e 3444-3454 73-74
plI-{ERT H3 BT 3495-3535 74-75
(Lew)B-HEIE 9HEH 3558-3593 5

B oaneld A8 ZomA, fo V% W UsAT e 4gsd, ard =

rr
B
b
%
a
N
off
o

"NeA" JArERA galge odutxor  HEH o DMD X BDE zt= EA thabAd EA)eE W3ty
Ag "derE Pelo) t2ER didd vE|A, 5T o2 549 48 239 g wgdS A
e Sus AETH 48 2E Y2EEY 9uE s veidth. 549 FAGA, 754 H2EZA ©
M B V)siof Aol ddA Vwd mEk SAHE Ao RA oY YiERA AlFIY e AAU
AESA A2 oF 10%, 20%, 30%, 40%, 50%, 60%, 70%, 80%, 90% FE+ 100% (o]5 Alole] e A4 ¥3hHE
71 4 k. & HA] 24, AT 25 oG EelA YisERZ-ddd @4 43 2], SY9AR =
A3l (= A, 5 &4, E opAEEFY =849 ALd ZFe]~EH (spontaneous clustering)dl uwegh &
e = dg [#F=x: dE E9, Brown et al., Journal of Cell Science. 112:209-216, 1999]. & R4
w3k Ao HdRS Algely] 93 583 Aoy, U2EZA-#HE FAS AFstes S-S Aledit).

g gHsiA AL E BE 2E Fo F UMA= mdx PRS- 2 FE Y EEY (golden
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retriever) ©915%% (GRMD) 7Hol™, o|& F 7HAv EF H2E=ZA Aot [
Morgan, Int J Exp Pathol 84: 165-172, 2003]. o]& % 1 )

o 715A BHL 24 Fe4 AsE 4 Atk B BPe) AE-s dEAx HEE B <
A Aakd Heet 2o faEZye dad Jevt £3hd.

n

e B guat. dF Sof, X wyelA AgE ow )
A AHolAM olRAs EASE AEENEH AAHAY Ldd EYwIdlEel=, dF 5o, @
BgHoR Qe AATE B8 DA 99 Vel £ 9,

"%Z_]_}\‘IEV]T;}-" 5]_:__1‘3_ "%Z_]_}\‘IEV]—E" 5]_:_ "—%—7}—/\]7]12}-" 5]_:__1‘3_ “%7}’}\]7]’1\3‘“, 5]_:__1‘3_ "Z]"':—{_—S]‘T;}‘" 5]_:__1‘3_ “Z]'":‘{_—S 'E“%

0,
Au)
r__)‘:’
[>
ot
]
T
o,
0 -
rlr
o T
o
=
=
N
ot
?_‘l'
il
=2
1o,
ol
R
2
N
i,
rE
oo
2
I
o,
2
)
Fel
=
rlr
=
0%
N
=2
2

&+4] F Z2)E AFSAY oplske sy T 1 o] SHEAA I E £ 24
B9 TS yedth. SA7E AedH whge B s folilAe] ol % B wyge] MdyozHE oyl
gk T2 REE FollA 53] t2ERZA A V)54 Feje Fvkd O, e 25 2Z0A Tk g AE
29-9dd BB S48 L3 5= k. ok 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%%HEo]l <5 7lsolAY S7F e ANAS sk FHE 25 Vs B 54" 5 2
k. AR ok 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% T 100%cll A Z7}3h T
2E23 BdS ¥xdst, 7|54 frERds wdste AR 9Ege] me A9 S k. dE
Eo], Afel 25-30%7F HAERRS LAITE e 40%e] 5 V]S el vEhe S Sle Aew yekwt
12 o|Z £9], DelloRusso et al., Proc Natl Acad Sci USA 99: 12979-12984, 2002]. "Z7}"stAv}
A" Fe APAHoR, "FATFH R FojA el ol QHE Al ShHEo] gl AS- (SFAlS] FAl) HEE=

of o ATH ¥ 1.1, 1.2, 2, 3, 4, 5, 6, 7, 8, 9, 10, 15, 20, 30, 40, 50¥] = 1 o]

el wg (ol E 0], 500, 10008)) (o]& Afe] H 1 o]4ke] BE A4 B 244 X3, dF 59, 1.5, 1.6,
1.7, 1.8 3)1 F7Fe 2§ 4 vt

go] "Fang" mE roAEt s ARt o® | Fk RofolAe] A v)Eed wE SAHE HoTA, B
Wof Y]eE AW Eis AEe S8 2o dE AT e AEA s "HA"A7IE & I g
W BEE o]l Al sRRbEe TEd Ayl S ¢ vk, dHE A me AlEA v (A
Ul Ee AR 2 V]ERokd A sEE ARt A BuE glojn, Z9EFFe] T e WEshe] A,
TE DMD H= BUD7F S JHACIA HE R t2EE] sty FEet 22 t2ERYo AE P wdd
PCRE T3 F 3 G St

AR oz GoAd = gJom, 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% =X 100% 7kA (o]E Alold RE AL xIHES ¥ ET

A<

T
"FEdNE s AY BER X3or FAE opn ke wiEs AE YERdTE. 5442 GAP [Deveraux
et al., 1984, Nucleic Acids Research 12, 387-395]¢} #Z< A d Hlu E213;S Algsle] AAE 4 r}.
olgigk WAoo B e QA&H A fFASIAY AdHo=R AJolgt dojo] AEe HE U= 3 (gaps) &

o
i A oulaE g olemn, o]Ed e oE S0, GAPYl SA AMEE Wl darelEel osiA AFH

pisd
(o
fru

El 1% of rr & omx
e

gl A AlgE AomA A "MI FAA" T S B, "~ e 50% T HL"S st A
& Aol vl Foll AHA FEHSE|E-U-FE Y Qe V)FE Ee ofu|Ab-tl-oln At VEOo R F
g ALE vehdn, uEbd, "AE A MRS 279 HHor HEd IS vl ol A A H|
tal, T3 A G (B B, A, T, C, G, ) TE 593 oluxal A7) (dF E9], Ala, Pro,

Ser, Thr, Gly, Val, Leu, Ile, Phe, Tyr, Trp, Lys, Arg, His, Asp, Glu, Asn, Gln, Cys % Met)7} & A<
AlAl BT Yt $1X9 5 ZAAste] wiAd A9 & da, wAE YA 55 vl A ule] $X9
T (5, F Z27DE Urol Fa, A 100 wok] MY sdAde MEES 5o AMtE &
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ATt

D 27)e] EearEdl el =
2) 27)e] EelyrEelLEte| =

) wE 1 olge] FelrFdertls mE Felfetols Aol AU BAE J1Ee] A AHEE gold
L 1E AGY, g, Ad B9, AD $U40 MEe W AAEe $Ue] £gEn.
A e 2ol AolE 8 Ei= 107], v WAsAE 15 Ui 18, % Aol 25719 el erels
3L ( h el

(

Atololl A dAEHA] ke MEES x§E A7] wizell, 27 (e 1 o) ZFwEdl el Atole] MY
HaE dygAoz "Hlal o] Azl 2709 ZlwEdlEel=e AEE vluste] MY A FAA R
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9. =4 PAGAA, Z42el Ve SUdom ~C(=0)-(CH2), CHR-NH-o]H, 4764 ne 2 U7 7ol3, R
Holth. el Sol, nol 50la Re] HQl Z$ol, Y'i= ¥ wold Ahx oFgehi 6-ohv]malabieil A gy
o) no] 2013 Ro| HQ) ZGol, V' B wwolx] B2 obal pootehd AnfusEeld. SHe] TAd s
St5-3l= A< -RahxRRBRRAhxRRBRAhxB- (M EW 5 : 578)&

% Sol, B-ehd B G-opusAlal B T Ak e
28 2 WA Beolso] #a Zold,

Zgete ArolnE X Aol F4 ol it
s mEahE oh2sld telWE EFgett AL
etk ezt ek (RY'R), B/EE o4
(RRY'), & 2= Wepol=sk £, ol7lol A pi= 1 WA 2 WA 5olar, V' vk sl Aol @ 7

A FA oA, YV'E 6-ol FALAE A HFUEoIn | R olZ 7ol pi= 40|t} %éfﬂ TA = oAE
o], A4<d (RY'R)(RRY')(RY'R)(RRY') (M3 : 638), =+ (RRY')(RY'R)(RRY') (AYEWZ: 639)5 zt= o
A4 Fetel=2 33 (RY'R), @ (RRY'), 9 ZHojx 279 tjst Ad %3ES E@f&t} o2 FA o
= uHEy. Frhe] dAF FAdelA, Zhzte] 7'E dddeideln | n 3 i 40]t),

AFACIEH FEPol=& vl e A=, dE Eo, & 1B ¥ 1Co] Yebd vlel o] HA Ax-BE F3fA 27
Tl ok AT 7oA AhxE 6-olr]=dAL A ABFUEC| D, BE B-dEd ARFYE|T
Adld Ao, ZZel X'd dE S EYe SHFow Folyd  (IN=C(NH)NH-), olwjtd

HN=CONH,)CH-), 2-obmlsetl st Em s 2u e, 2-ojn] sl Eesto| mxsleuld, g-ofn]wsl2tld, ¥ 2-ofn]
m MEde AR 2FosyE Adsn, oAe wgAsdAn ol w0 ojmrdzyy ddwt,
A AN, S F9E ohleAt ABFUE o}Z7d (Arg)el sk o] Foldolt,

S FANA, Y ABRFUES JIH® 5 )lov, 5 Y AHAYE Atold] X' MBEAYETL /st o
A, X' ABRFUE Apole] oz abad 5 gltk. 549 FAlelA, A2 MBFUEZ V' AHFUE
Arelel Q& = Slth. # 7B A, Y NHAUEE sEAe] widke] EAjsie]; e FAddA ols
= X AMEAYECd M =g Srdas B o el R I e o B O =
~C(=0)~(CHy),~CHR-NH-0] ¥, e§7]ell A} ne& 2 WA 7031, R Helth. «l& Hof, no] 50]a Ro] HQl A5,

2 aFe] AdgE FAeeA, ztzte]
X' ok2rld ABfUEdXN e 22 Foldd 54 F95 xFeet. ol vrele] nigrA fetolrys
4 Y MEfYES wsshs of2rid telwE Zdshe A ZFdH, A7ldA Y= kAl
Ahxolth.  eZ3= 38hA) (RY'R), = 348H4 (RRY'), & 2z fetol=rh 23bsv], of7]olA V' whgHs)
= Anxelth.  FApe] Ao, b FAAE wpghASAlE, dE 5o, = 1B 2 1Cel vekd wheh o], gt
AopAs CEweld g ¥ ABRRYE dddn. vEHd A T2 ABO] FFAoIH, of7]elM Ahxi
6opul e Abedt MBE{Y B, B B-gEhd HBRA{YE.

Fedd utek e aF Fee A aF Bl FA stelM e evare] Fal WEiM, 2 a2 AHS

~

r°1' kr

Y& B ouhgeld AhxE oFHehi 6-obulmslAlwmit AR

Ho
T
[
o,
auj
o,

of
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[0189]

[0190]

[0191]

[0192]

[0193]

[0195]

[0196]

[0197]

HE V' Aoshs P38 55 29l o9 F5o v PHE eurie] AX
Ao vehgth, oldd 2AE Fre g ) An

ofgk ofAlel Fapel Mld EfrEw AE WEe dgEe] F
E 5

L QrElAlz SFE o) A 84 A Atole]

21 g &
o ) Eosg ebgahalsle 19 ogE FEolt. UT
Be o) A ANFUEE ND Solge] ghE FET 5 W7 AR, £EANN HAH AnfUES)
G 7] AFE vheh gol 14 mlvkeln] | witASAE 8 A 11e]t)

b U-ER fetels £EA (F, AE-PEY Beol=)e] Aol B W@ AAstcd 53 fgsd
5e) Weol= 45AE FEAL HHES 28 AXE TR DA AL U SPersd A 549 2

o2 YElgt} [Marshall, Oda et al. 2007; Jearawiriyapaisarn, Moulton et al. 2008; Wu, Moulton et al.
2008]. Oy, HAUIEZE (Penetratin) % Tat FElo]|=9} & tE FElo|= FFAo] H|s)], 1 wof 7]
=3 FElol= FHAlE FEjAl POl AFACIES = Ao, B 7FA] {2 dAME ] ~EFo]d S ¥EA
71 19 58S Yebdt} [Marshall, Oda et al. 2007]. 53] wp&da3s A2 o]ste] 7 30 7€ P007,
CP06062 2 CP04057 4% FElol= (Zrzh I Z: 573, 578 2 577)°|t},

YA (B T AB)E X3 011/\1*—10& Hepol= FFA= 18}4 F Bol AAlETH. w4 g2 (P06062
(MEW3Z: 578), POO7 (Mg .

73) B CP04057 (M L™ TR AZE Aelnt.
[ B]
EB. PMOS| MEZU SEH2 9I5H o AlX ¢l BEIOIE 55|
Heto| = M (N-2etoll A C-2eH CET R
TAT RRRQRRKKRC 570
RoF2 RRRRRRRRRFFC 571
(RRAhx),B | RRAnXRRANXRRAhXRRARXB 572
(RAhXR),AXB; (P007) | RANXRRAhXRRAhXRRAhXRAhXB 573
(AhxRR);AhxB | AhxRRAhxRRAhXRRAhXxRRAXB 574
(RAhx)sB "RAhXRAhXxRAhXRAhXRAhXRAhXB 575
(RANx)sB | RAhXRAhxRAhXxRAhXxRAhXRAhxRAhx | 576
B
(RAhXR)sAhxB RAhxRRAhXRRAhXRRAhXRRAhxRAhx | 577
(CP05057) B
(RAhXRRBR);AhxB; RAhXRRBRRAhXRRBRAXB 578
(CP06062)
MSP ASSLNIA ' 579
A A
sS4 FAdelA, & wye B D Ve vkeh @2 QtE Al Fejaive] A mshE Fdol ZgHgh AAl
Te s Aedn. webd, 549 A, 2 B sh e O o] oAl H e s F8H =
A (RH7HAD R/Es A @A AAstE, & Ewel Yled sk B 1 ol SYlane] AReH
FEFS b FATHAor F8HE =S Aedr. B 2] gfarve dRes Fod 5 A
oh, BRES oFAISHA AlA (RAFE)R Folats Alo] wishA ettt

Al Bxlol $£dS 93 WHE oS Sof, &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]° 714Eo] rt. ol W 1w U ZREFS B ulgo] Ry SeunE ¥ g
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[0198]

[0199]

[0200]

[0201]

[0202]

[0203]

[0204]

ZIHSd 10-2025-0016146

2 RE A Bxe $£ES g ol &= &

olglo] A&yl mpe} Zo], B wlmo] okAgtr A ELS 53] tlgol| A3 AL ¥ uA e AA
2 Fq37] YsiA AAEE 4 Jduk: (1) AT Fo, d5 59, =@ (drenches) (54 & H-F4 £
TE dgd), A, 48 59, 85, Asl, 2 A FoE f8A x48d] A, EF2 (boluses), &, &
g, 3ol HL35H7] g HolAE; (2) dE EY, 7 £ T dEHN T YA AAZA, dF B9,
93k, 254, AUy B A FAR] ot H|A T Fo; (3) dF 9, A, A1 BE 2E-UE 91X
TE T 488 Aaxgole e A HE; 4) dF 59, HAAME (pessary), TH e ¥ (foam)ZA]
A =2 A Fo; (5) Ast Fo; (6) Sl Fo: (7) AF Fo; E= (8) HU F9o

7 "gAFgH o FHEH =" B Ao s ohE kel e ulelA FElAl /9 /9dn e} v

7t g 2

7w sre A7 HEAA

2 dgoA AL E FoRA, BT "YATHCR FHEEHE FA"E U FFES AA 3 | £ FE
S BZRE AA E & 7F EE FEORZ FHEIAY pEsted X8E = AA e A XA, 844,
584, Az BEA (A5 5o, §2A4, g3, vtadlg, 2 £ ol Aol olE, i AHOFEA,
TE & A By g Ao FEHE Bd, RAE T HEEFS gu)dig. ZHze dA=
AA ] thE At dsAoar, Fxpol Al Fajstelof ghrh ow|e A HEEA] "E]8-"Hofof gt}

oFAIEtH o2 3 &= HAZ 8T F v EFY A9 d2= tgo] XFHY, oER AFdEHAE e
o (1) gEZ2, S2F32 9 IRz e 9R; (2) S5 AE 2 74X AR 2 dE ()
Agzz, 9 YEF 7HEAWE Agzz, oE Agzx 2 AE52 2 opAgo]Ee 2 19 f=A; (4) &
DA EUIIE; (5) Wt (6) AH; (7) €4; (8) ZFol WE 2 A gxel e ByA; (9) 9EAY
fr, WAR, ER, Ivby, SRR, SR 2 dEaet 22 o (100 ZERIW FE 22
=282 (1) A, 2205, v E 2 Zeddd S239 22 9% (12) oY SFdolE 4 g
ghe-glo]Egt 2 o 2H 2 (13) 3 (14) Fabsiutdlg B FAkst T uaat 2 a4l (15) &1
(16) = 4o gl &5 (17) 34 294 (18) ¥A (Ringer) €9; (19) olddE; (20) pH 5 &
N (21) EFolzHZE, FEFtEUOlE H/HEE EZE|tstel=atol=; 9 (22) 7|EF oFA|SHA AlA|M] AMEEH =

gl <teAls sejam el A Al Steh=El A e ofAle] F7Ee] w-AlRE de= vgo]l EFEnh:

h i
PEG AFACIES Sk, 914 AFACIEH b, AHA BB Fishs AN, TrZRE oo,
24 U2 okRe] §9¢ FAA F A P-Fuud oAl (2 Hof, 224 (Pluronic) P8S); ol

5

k3
) " EF+ (microspheres)®t 2 AR ZHgy
[Emerich, DF et al., 1999, Cell Transplant, 8, 47-58; Alkermes, Inc. Cambridge, Mass.]; % <&ES gy
Ao s 7tE2AYA $2E 5, 7EAY S5 IS HAA £ Qe ZEFEAolol I Y olER Y

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

2 age w3k, ZE(ogd 22E) AES diste ¥xu-wEgE g XF: (PEG-HY, £4 9 X e o
59 2%, e 4 (long)-w34 A¥xFE T 292 (stealth) BXEF)S sl FAEY AHES EHC
2 g, 2 29 SEave 13, gde EAFe] TR eE F&E PEC #AE e £ k. oE
AAE BH ZHdA G FH& Z7HA7]v WHES AFe. olyd YR oE dAls dEA AAX
Al2~® (MPS T RES)O o3 &AW 28 (opsonization) & A|Ad Ao =zm v 71 ol £=3kA7F & 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]. #-<34 g EHFS 53] MPS9
ZAY A FA438k= Zow Gzl B4R dolAd glEFol HsiA, DNA @ RNAS| oFH3E 9 ofsES F
KA} [Liu et al., J. Biol. Chem. 1995, 42, 24864-24870; Choi et al., PCT =A|&7] WO 96/10391% ;
Ansell et al., PCT =A-&7] #IWO 96/10390%; Holland et al., PCT =&/l AIW0 96/10392%]. FF-3hA

YEFS T3, 7+ 2 ugy g gA oz FAXA WS 24 oM FHE dis 189 8L 7%
2 ato], Yol FExFol vjE) o F A= FEelokAl FIAENH FES HEdhe 3 2.
718 FA A, B wye n=2 £ A6,692,911, 7,163,695 D 7,070,8075°l 7]&® nlo} o] HuS
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nRtZbA o] B AAE 2
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Lejolg-Zel ety A Feldeel= 2 el

AZAZ (Gelucire)-AE, gtBeld (Labrafil), tH.eEl& (Labrasol), E& #-9-2Z8Z (Lauroglycol) (©]
E2 55 Gattefosse Corporation (Saint Priest, France)ol 2JsiA A= 2 wi¥x¥E), PEG-Ex-2g o] E,
PEG-T]-&a] o] B, PEG-Ri-gt-go]E 2 t]-g9-golE, #A e, ZrawolE 80 & (v]x L AA9 o
g 3|kl oA AL B osjzE) S XEEE FPHeR o]&F F v g HAVE 58 /8 + 3
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ERol FAANA, $Ee AFGI &HF AL Y2 B dyo 2AES “UAYY 98 g2, U=, v
olAmPAL, WHF, A AR, AFA 5o A& s Lo 4 QY. B3|, B wyo 2AEL A4
A, BlEF, 2%, Y= (nanosphere), YAt 5 ol #AstE o] £S5 e AASE = ddt
olgfg $d ns|Fe AAE L AL FAHL BAAHL 71es AHEste sdE 5 dn

odbgo A AREEl7lo At Al ZEv e folsH FEAoH, AX-FA A FRHom BAH S
A, 54 w7t glo] FLHE (5, AANATA) otk A ZEldds Zddd FEF (PEG), &
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5 25 B Bo], 1Ta-dd2EdySy g

Egtebe thekgt vl &gl S3EAe H53dE FA (complexation)g 7HsabAl

2 Tiss. Org. Cult. 38:1-3-113 (1994)]. ZE3& FAS b

g2 w2 (Van der Waals) A& zhgo] oJafiA, B 54 A3t P oA dojdrt. Alo]EF2YA~EQ] g
q

3 o FF % Awel W H9An, A% §
(o8 Fof, Eejopid-we-Ato|F e ~ER) WA 1478 784 (/)
: o §7]

(G2-dE-Atol 22 mEq)e] Wglolth, Ea, ol5& threl f7] §ul FolA hgAelth AbojFmu
B B4 oY SARE FAANAL BaAPORH G A r FaE] e 2L b
37l s

the] o] S RYAEY 2 o5 AxE 8 WHES Ay uk. oS 59, Parmeter (1) 5 [v]F &

5 3 2 A7A FA AelERYAEAS T
I e g2 fFEACdE Fol2A EAS 2= Alo]FRYAE [Parmeter (I1), "3 53] A)3,453,2573 ],
E84 A AFE Al]EF2Y2ER [Solms, "= 53] #13,420,78835 ], ¥ ol24 EAS ZE Alo|ER2Y
2Ed [Parmeter (I11), "= 53 #3,426,011& 0] EgHTE, Fol24 EAS Ze AlolZR2Y2Ed f &

g
FHEAAE, olQL, EAW SN, EAEMN, QU EOEAE

T

2/

Al Foll= A4k, Eqk, BledRst, B AdEdke] BOAL
o]FRHAEH X [ Parmeter (I11), supral. U7y, A2 A2 A]FRHAEY 5
A

e iy

Stella 5 [ E3] A)5,134,1273 ]9 934 71&¥ AT},

JEES F4 P THS FUAE Ao i A4 oFF ToE THEG. FEEL T el o

A gl Azle] oA EAstd & Ak, A% ddebde} AX A (small unilamellar vesicles; SUVs)© T
s 7HAM, d¥AoRE o] 0.02 WA 0.05 me] Hola; iy ddepdar AxA (LUVS)E dIA
2&0.05 mEoh o A, ahdE) (oligolamellar) W A¥A 2 daedel A¥AE 49 544
o8 YA B F& A, AFARE 0.1 mE © At F U] HsAdAd ¥, S o & AXA
ol e 2 Y o e AFAES 2te YESE UF542FA 2FA4 (nultivesicular vesicles)zh A3},
2 o] & 7k e 2 U &Y E dRete ESS XEStE AAC Bk Ao, 7] A
EIFE e T 7E5ES Z2E gEFS ATEIES AASEY. dile® e FUtR, 2 U IfE
2 YEFY HEEL o)FF o FFEHAY, HEF olFT A F2E  Jdvk. B EHY SHaveE A4E
Ao oair SR, 2EF] WF I Yol =82 4 don; o Afd gxF e &4 of

A-AA A A 3 gl A= AAshE).

E5 el e A okAl= 7HEstE deeoln. A Alet EA oAl SRA (dlE o1,
il o] 2 AE b olEA Ee v B dddd mEs gEFe] Ui 3 ol dEGEE
Tt AMEEAE 24 oHAE 24 R 7RSI AEe s, udRt A Aol (dE S°1, of (14
WAl oF C20)9] AAAF/A Folhx e dEFY (LPCs)S Este (&, o5= AgEAE Ferh) BE 4
e A, Ao RANS e WES AWMGYARZTH d9E Qv PEG-AAN 2 ZEv-f A
st Aol mmR v A4S fsiA olgd 4 e, ol olsel WA/Y %S Al e &
Aar, AFGAA Al tiF 2w e Hrbs AdEdAS] CE AaA7IaL A Ao =es 571 WE
ojty. mpEAT AL wolAazs R9fe (MCsE zZte AddAdAlol; ¥ &2 CIC AdEAA7E & 2re] g
EF Wl JdEHZE mMAS Alxsy] AsiM olgd 4 .

e

ES
o M2 fEES B T)jsdobdA A" tde 7e $o o' Ao YA Axd & drk
[Zz: dF B9, v5 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] gIxE£He gxH

ol A mhgra gt frAstd A2 HF & HAE deshe Ad shold A dEaFe AEd-ag=
Ed EdvE A" mAde w37l AR 22 el dsiM, ddAdd dEFE Uz e EdnE A
EAstE AdS AR Axd ¢ . IAeA FHHE drele xS EI, 2 V]sEokelA

_37_



10-2
025-0016146

X

;!

=

=

M

a’oli

i
=)

-

-

o}
E
R

°©

A

A 7183
2o - 1)

=
X
=

7

S A E o]

EF X

A

g 1

=
=

A A 3}

)
eS|

N o A
it} o
C AHEAdA (

=

e

=

—

o}

fut B

o)
e ) .
= ur e ny o oo
ny %HomoFufﬂﬁ
2 ! M N~ < W N JulS e
= §1uxga% o
o R X o o -
moud. 7%%& dr ~ W
2Tl 20D i%%$%7E$% L
— - 0 o
hx < ¥ 1z@g@mEzm%%m;%qmﬂE
Ty Eféﬂ LEILIS Eru? g
7x]9o#a x,zﬁéoEOEM ﬂ%ﬂr.u_x,] o o Eeiﬂ ertA
s P w o E S ) T X7 o= - A
W el _ Hu%ﬁ,_dr %E]Er® - X ddae Sl o5l R
ﬂwﬁiA o,ﬂhm%Ur% =T — = M m@m)o Beg ?1,_%9250%
io%Of ﬂﬂléodr % nEATﬂm._E%ﬂﬂ y‘Dr.oﬂ ﬂeﬂoﬂoqE,_ﬂ_ oK e
o 2N B T Mar.i;u I Thaﬂ; ) po M DoE nrzE
oo B = B oo R 7o AW W s R o WY iy o &L i %o Ul M : w% = o E T o
o 7,@)‘ " mﬂdm?aoaa LOE%,%;N Egc.Lh imrmg%w”z%dr.wv,_iwb o|
= e i % T R o b 5 = S W B I ! Dow & x T
,mﬁ:i\vﬂe Hoii‘.l_lwymalioz‘.*cﬂaioonq‘mu1 io(\ QEE% _lyz\m;oﬁlﬂudﬁmrt ,|yo€ya,l ,WE
&%ﬂ.m m_:f%%_g S o A e %éﬁ%,g e goﬁaal%w ﬁm&ﬂn
_nsn?m ,ﬂEmrﬂM:&oa.omu&uﬂﬂ,tW W%HE ,ﬁgamﬂmr% o %M%@?
Ee v & qumfaﬁqﬂaﬂ @ﬁwam% %%%Hlm ﬂ%aizgm
Jl_;%]cm Ho #a1eo€wu@rimMﬂro,mﬂoWOt]7u1m Eiea? ﬂﬂa.ﬂ%éﬂﬂafﬂ ,muEEdl 0
2N ° 3 14@@% = ﬂgayﬁlwo_ S 5%&%@@@ ﬂfTM
e M i 2T FE R T BT < oE e - ) o
= 5 ol ,...L.L;oTOM]F ‘m%X7Eﬂl N A,ww_:}EM dﬂqhv#a&lk;x o_uq dlll
A STy TT e o Pr g e <y T BT Mo o Rl g
Py s M T I o 4 R 7 X A i e 2
Z e MT ﬁiuim?mm g < %5%5? Bl %
ja ‘l_ ]]Ll — iy loxy
o g B = ® g " S AE I S RS Ew R By EE NS
G - M T o o Rl L BT e 3 p s v 2 T d y ™ w FH o f
_ERET 3w D i s L PR E TR Ex LENE 52 g ”
T8 R T 2w z 4% P ML PR 5 =% E Enh & x® 5 4
ﬂmd|®4 9l T A g 3 ﬂﬂE o_ﬂﬁﬂﬁsu W <] 5o o w" B
%ENT@ %é%ﬂM%?%ﬂ@mx@rﬂwﬂaﬂ AR H oﬂmmtgm_%@,ﬂy;ﬁo nE
el SiEET Lif} s EIEEE S TEEN pEHIT ?
o mi mammi TMT_EVﬂ;A N m_xdrﬂv _dnﬂuua7ﬂ ﬂafilmjﬂny W ]ﬂwq_x i
zm wo= e AR < ~m N B B & oy =7 IES KR gp bR = =
ol oo =cy F M s < < ™o 1@ — X o bl i T T E n 5 N woo=
mo%sz o)) Eu.qlco%ﬂﬂ,bu}gi ogx(E; %ure_;gﬂmﬁ = B 0 = D
N LeEH © =7 oo BE b 5= 9 Mo N o s I 5 T E o = X oo M =T FE—
NiEx iy osz,\aéiﬂa%}ﬂélﬂ% T o 7 W ) i AEM T T
1%3403 _Eo#ogfg%%wEﬂ G R 1%%% W = T XX
714wr1 , o o = = < ﬂﬂwau]v ™ Foop N @@73 7 ol = 0 N
i%%ué %%%%% b= =X 1qol?§aeﬂﬂ H o; mﬂ]Ed]
e E a0 F i Eag®a T o z - g < B ol 0oy il F = o T T K
mﬂmqaoao%y%%a@mﬁa@mwa@m%uaﬂ mawngqmwuw
4%%55mgwg zaﬂﬁllouzﬂﬂ%g?mx %za%s%%gﬂlge L
M = & p iéxll o o o W o %&%%Q I T x @ ®
_Eo#a_/xi zﬂodru_/ﬂjl;o i u1m7oo€€_,% = w0 do ™ = iy fa%n o
]mﬁiwcﬁ dﬂyl_olh‘w‘mﬂo_uéqﬂlﬂlmﬂmﬁ:ﬂ M]Mwa,%hg&eﬂoﬂe mTc_ooW H.ﬂ‘_\E.m,Mﬂ,zEI\M
i I Psg wo s 3T T P E T LETTou T o
_/E# ﬂlﬂ mnmE EEHA_I ‘quﬁ: U ~ ™ y\_rl/ou#o qao ol < HT E#ﬂ y‘OI‘L. C‘.ﬁ ;OPL U_zrl Eﬁ_ﬂ_
N T q\lﬂ‘AL‘lﬂH OC7E o mim_x | LCDTcDTc,IE) <0 ‘w‘mﬂ g‘mﬂ‘lL’
O.m Ee 1onﬂo.A o A_H ®¢l ﬂ_-r_,l oo_|S o oﬁe __A_n
EL‘%O#EOdIﬂ}LC‘WOO,ﬂIﬂEEEw ﬂArOZ,L r‘Mu_l‘m_/! E‘.*‘Mlﬂln.moﬂ.ﬁuiem‘ﬂ.xo Mﬂc.rlv_lﬁf U‘ZI
QoﬂaMATEJ_/I%E y]mmwn_ a‘_ﬂﬂi‘mﬂﬁo yLCoL%MoH_m_x o‘ﬂu!duwM% Wu,wlo
Egewnw;ro,l%%EmM} Eﬂw = ofF AEn_AlEmEﬂo(i], muua#obtqé By
o N ‘I‘IMDl_L I._Eewc‘l ﬁl‘l‘l/‘.ﬂ L.:.A L.O‘LI‘IZE‘LI
7 AN . SR - T E G R BT I s
IS X0 It D Jlﬂ_wxﬂ/
= o T =g & Bl B N ° 2r o 23 Euoi W
XTI n o R r Ltu ﬂmo_ull = &o_x
Mo alﬂzﬁ( G s o
i T MR oy ﬂmﬂoﬂo oK <O o/
Eﬁgﬂ%dﬂﬁu 70 UG H
% % o R & o XL =
< ) o oW ﬂﬂﬁi;%
e Ho K o8 T o CARpas 8!
a " ELMEEQE T
= = o 1) ‘m.o:i
3 h
=2 e
5
&
S, —
N
&
=

-38 -



10-2025-0016146

5

=

=

H

el
=)

©

4
zrjolr o] e 2

A

O/

[ 54

3L

1

R
3L A~
i s

L
o

la

Wy £

ju

=@ 7e

g

[0260]
[0261]
[0262]

"

CCIEER

588 % h51A0N1; Algd¥E:
324, 326 ¥ 327)9] wj

o

il

[ex]
=

b

=

=

FHA el HE (AVI-5658; HGHIE:

A 51 273
glarm o] oE 51 oAl A 91

291)9] A=A 9

Yepuiey

A (D5 584 2 585)3 H]

vl

=

=

=
-

3}
o}

277, 287, 290

L

=
L

L

]\:ﬂ
2b-c
3b

=y
a
=y
a

"

@

7o

=

m
=

|

2

A1

=

=

431)

ul
=

422, 428, 429

RES
epuiey

o
by

o

=

=

=

= O

by
S|

=

=

|

X
608-611) 2] o=

of g )

o= ]
=

A

A

ul
=

RD Al
429)¢] 2443} wagk 54 ME (LU

L
L

4gol @ oF¥l -9 A3 (dose-ranging studies)®] AT}
41

ul
=

=
4h

g,
s
=

"

5o

B

g,

A1

=

=

13)

ul
=

by
4,8, 11, 12

=

=

|

epuiey

o

o=

=

o] (I
3} A

o ol 44 oA o] Al 9
600-603) 2] 2=

o= ]
=

=

=

A

g

s

o) 23}

3

T
=

9 A
A7} vjae 54 Y (HGuE:

=

3}

12)9]

"B

@

KN
=

i

ksl
S

Q.

A8

=

=

39)

ul
=

27, 29, 34

b

=

=

Al

A
o] (s

o] ol 45 oA o) A 9
_39_

o= ]
=

]

g

Ex
=

Sl



[0263]
[0264]
[0265]

[0266]

[0267]

[0268]

[0269]

[0270]

[0271]

[0272]

ZIHSd 10-2025-0016146

= 6hel fobEl §-w9 AW AeE e, % 6g &4 DETORA vwd AP a4
AW 49)F AHSTT,

%60 96§ RD AT B A3 A FAT AX B AN A B4 o 5327198 gelan (4
34)°] A3} wag 54 MY (HIUE: 604-607)°] A4 &4E& vehdtt
gye dxet] A A g
Al A o1|
A8 ASUR SIS =3

A
rlo
E
}ol'

o A 5% DMSO &< (Sigma) ol HEH QA7 IAEZEF AL (ATCC, CCL-136; RD AlE)E &
& z7bo) tﬂ ol woll ¥R & w7HA] 37C EFHolA deAFHTE. HMEE L-=FET (HyClone), 10% -
jo}ld A (fetal bovine serum), % 1% FHUAH-~EAEn}o PA &N (CelGro)S St 24 mle] 71
B DMEM Fol A 24 wk-A® 175 Zek23 (Nune) el 1.5%10° AME/Zetraz HET; 24A17F o
WA S Eolsta, AXEE 719 PBS FolA 18] A, AAI wixE A7Estdd. AEE 5.0% €0, kol

37T wiF7] el Al 80% ZEFA 2 (confluence)7FA] A H T,

P
o
%
>

WA 175 ZefAa 2Ry Felslal; AXE 719 PBS FolA ¥ AHsta, E&grt. 37C & F9
A 7RZeE 3 mee] EYAI/EDTAS ZHzhe] 17590 F7bekgivk.  &sbabAl wnbshdA] Ax7h Zetaa2RE fe
2 uj7bx] MEE 37ColA 2-5% sk vigsdtt. HX dgHS 15.0 M Y¥E FR &7, =35
1.0 mee] EFHA/EDTA &do 2 AAS S Ymzx AZE Zdtk. HEE vfol-A (Vi-Cell) XR AX A4~
(Beckman Coulter)E A3} AFdAT. AEE 24 wjd-A g9 12-9 Zdo]E (Falcon) Wl 1.0 m

WA e AR 2.0x10° AFE ALE HAESUT. AEE 5.06 €0, 3k 37°C wjEr] Wel A A WSkl

AEY ZYolES 7Y A
Ao|ER E X ETIolugo]E B
7] o

a, AlE g Foll dE Al

==
g
1

dolE o) daiM AAsldy. BaAzE Arel= AF
(PPMOs) & FE@oMA-FA & (Ambion) Sl 2.0 mMZ |
2w E2 #93y] 9314 PPMOsE Y-=E=8 (NanoDrop)
2000 #-33 %A (Thermo Scientific)E A}%é} Atk PPMO Aelsty] Al wiAE &L, AES
7he® PBSZ MAETE.  PPMOsE Zhe® wiA WelA daks BsrnE 84 et *ﬂE% 1.0 me
PPNO Fol A Aelalith. PPMOsE AFEom Ad@etdnt. wAe dzs A, A4 shed A 1.0 n
ol ZgHo=w HANSYT. MEE 5.0% 0, 3te] 37T wF7] WA 48417k F<F HH%koRiDP.

n‘lﬁi i
AC) M
fio S

2 I
ﬁ
k]

_IIN‘ H =

ﬂ

N

ol-)l

B!
Hj

RNA 3%

WA S Esta, AEE 7129 PBS FollA AAER T, RNAS AlxAe] A% TREZS ARESte] Azby] v
= FAsle] 9s)A AA-1Y80 (QuickGene-Mini80) A]A¥, = RNA vl A|3E HC 71E S, 9@ nlaiigle] A
(MagNAlyser) & AMgsle] FZalgitt. 7Hekeld, AXZE X8 S oE oA 350 w0 LRP (100 x0 LRP% 10
0 B—UﬁuLEOHEJ

< H7b) &9 gF5dor LA 7|, FAAE 235 st g &EE A
A (MagNAlyser) HHo| &Zth. SHE wmpailgto] A oA 30% E<F 2800 rpme& 3] A A

A hde #HeE FAstA shar, A WIFAZAT. 50 w SRP 7HEE S Hrbstal, #@ NS 15% F
b 28=olE Aozt 170 we] >99% ole&S Z47te] FHel Hrbsta, #AAE 60 2 Bk E9

(vortex)dtth. FANE £7k-37A7]3, #U80 (Mini80) RNA FFE@| Aol &7]aL, ,
o (flow-through)& WHt. JIEZAZ 750 u WRP AH g5 FolA AHstar, 7Fgstdnt. 40 w
DNase & (1.25 u FobaAl (Qiagen) DNasel, 35 ul RDD €+5<M, 3.75 ul wEeopAl-¥-A &) 71ETA 9
of A4 H7beta; FHEGAE AL 47 Fet wigsiitt. FEHAE 747te] AlF Sl shststi Al 750
wt WRP= 23] AT, FHEAE FEuobAl- Al FH Aol wixstdtt. 50 o] CRP €& 4FHS 7
7ko] mol| H7islar; whe AolA 5% Bk Witk JtEAE pdeta, §&F°
gkt w7bx] -80TColM A8ttt RNAE =ZF (NanoDrop™) 2000 ¥HF=AS AH&3te] G383t

Y|2E]= (Nested) RT-PCR

etolu-Sol4, ofE-Sold,

B

Ashel Ul2E = RT-PR 552 ofate] 3 19 ek wpeh 22 ztze] v
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Exy Jd&d gigk Zgolw i MEE AMEste] 3335k,
1
H1, d&-A71H2 HE57| /5t QlZECIAEZH mRNAS
PCR SEA|7|7]| 2ol ALEE Ze2lo|HE M E
Ha [FR|IVO| ML (5-3) o & 55 M
HS
PS170 [F | O | CCAGAGCTTTACCTGAGARACAAG |48 [ol7F CIAE| 640
PS172 |F || CCAGCCACTCAGCCAGTGAAG 49 %E‘Oll M Al 641
PS174 |R || | CGATCCGTAATGATTGTTCTAGCC |52 |& 59”%' 5;1 642
PS176 |[R | O | CATTTCATTCAACTGTTGCCTCCG |53 %9“3*' | 643
PS186 |F |O | CAATGCTCCTGACCTCTGTGC 42 [QIZtCIAE]| 644
PS187 |F || GTCTACAACAARGCTCAGGTCG 43 %EHHIH o9l 645
PS189 [F || | GCARTGTTATCTGCTTCCTCCAACC |46 |= 44 X 45| 646
PS190 |[R | O | GCTCTTTTCCAGGITCAAGTGG | 46 g" del 4| 647
PS192 |F |O | CTTGGACAGAACTTACCGACTGG 51 |elZF C|AE| 648
PS193 | F | GCAGGATTTGGAACAGAGGCG 52 | ZHoM | g49
PS195 | R || CATCTACATTTGTCTGCCACTGG 54 ;[3-05374#54 650
PS197 |[R | O | GTTTCTTCCARRGCAGCCTCTCG 55 (82 HE | g5
¥AE ZElel e 7b7y dx} e o)xf FFo| ASehe gwe e 9wrek (F/R) ¥ 9F e UlF 2
ol & (I/0) o2 yepditt. Zgolm A9 9X& A& e AT, EXL dE&-2~7]3 oWlEY} A
=9 F ASS YERAY.  olE Eo], PS170 B PS176 ZEholm= Ut FEFoA dlE 48 UjA] 539] RES F
ZAZG. T %, Zgkolw PS172 B PS174% ofap FEollA dlE 49 WA 529 FES FEAIZIYE.  o]gh
W2~E]= PR Whg2 dl& 50 W/XEE d&E 51 & the] I& 27188 AET = drk. FAZAQ U~EE RT-
PCR Rh-g-x72 o]t A& Hth
AYE ME (FE3 kel ZS)ERE 35 RNAE BE AZo thsfA] 20 ng/wE 348t
* 2
RT-PCR ¥ ¢ap =& 93 vb8 x4 (50 w0 ®HE)
2X HHg TRE 25
PS XXX AHbek Zalolw] (30 pM) 0.5 ul
FHx %1
PS XXX 9"bek Zalolw] (30 pM) 0.5 u
(HFx %1
¥ A3 YE (Superscript) II1 WF Taq =3H& 2 ul
=& RNA (20 ng/mh) 10 ul
SHEoA-FA & (F84 50 p) 12wl
Z3
RT-PCR % Y2k 5% 22
<5 AlZE
A ZAL 55C 308
RT E843} 94°C 28
WA 94C 1%
8 Abo] 2
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oy (annealing) 59C 13

A% 68°C 1=
4T o
I 4

UAE = oA} S35 913 v 24 (50 b ¥H)

10X PCR gz 5 ub
dNTP &< (10 mM) 0.5 ul
50 mM MgCl 1.5 ul
PS XXX 4w =Zatolw (30 uM) 0.33
G= )
PS XXX SHF&E Zzlolmw (30 uM) 0.33
(Fx F 1
W Tag DNA 3 g s 0.2 ul
0.1 mM Cy5-dCIP 10
RT-PCR A& (&7 1?1%%1) 10
S olA-FA & (F8£4 50 ul) 40.15 ub
F5
U AEE o)A} FF T2 3
25 Az
Af 94°C 3
A4 94C 45% 28-30 Aol
o]y (annealing) 59C 30%
A% 68T 12
4C o

A A719% 24

10 whela=eH o] 5x 9F (Ficoll) H-3 98E 729 50 wtela =g ] vl=E = RT-PCR ¥-&-ol 78t
b 15 wle] AR E ] P(R/EE EFES 10% TBE 2 AollA 300 BEER 30% 5 FIAAT. @795
o, AL tH0 FolA, v 30&Evtt =& wEstHA Hojk 1AIZF st AHET. 1, AS Eol¥
g Wgolo]E BE olHo]A] (Typhoon Trio Variable Mode Imager; GE Healthcare) Zgollx] Z=7idslitt.
A& 44 ~7]8 0] Ao, FAA-Ho] t2ERW HdAERAE U2E= RI-PR AB4=2 571 bpolil, d&
44-2713 ¥ nRNAZF-E] = 423 bpolth (9= 44+= 148 bpolth). & 459 A$-ofl, dA-do] g2EZH HA}
ERRE 9 YAE= RT-PCR BAELS 571 bpolil, & 45-27]50 %9 mRNARFE]E 395 bpolt}h (& 45 176
pOM). & 539 oToﬂ RM]JJ_O] OsEZ AAMER5E] PR A ES 365 bpelal, 9 53-227]3
e A E HlsiA HA-Ho] PCR
o] Zg-oll, 1AH PPM = (oq]—E— =
O~

o
A
ko3
-
E

g JEo] Wl 7Lﬁg %7@@3;1 Az B xuzo}gi;}' o]

3 mpol AR E)ol A 0] 7] JMLE—% ALgate] A e] ool d& ]
Bye ARAUT. OF AN, PRO SR HNE AR AEES AnaRon
1.0, 3.0 B 10 we]a = =), ECoe A7e] koA fxd 27138 HAES 7|22

AAd 1: dE 51 27

IR HAERR A& 515 A OR s dde] T5A EHAL PPNOsE HARlekaL, §dstel QI Fw
%% AE RD AE) B8 I3 QI FAZE AEE X887 s AFEsIT. o] HEFe "dE Aglvo]T)
Ashm, oldlel et wkel o]l B A9 tE grEzy dEd disiA fAREHAl AREEISIY. BE
PPMOst= CP06062 HElol= (MEwZ: 578) ¢ 3' =k PM0 AFS Abgste] Helol=-AFAo|E" PMO
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[0290]
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(PPMO) 2 HA sl ). o4 519 A9os, = 230 e uvle} Zro] Aolzp ZHzE 26 d7]1el Ad#H <] 26719
PPMOsE A z3}glth (N9 s 309-311, 314, 316, 317, 319, 321, 323, 324, 326, 327, 329-331, 333, 335,
336, 338-345). PPMOst= A& B WA et viel o] thket sxelA RD AXE HFozA Id& &
713 §~ of s 71tk 3709] PPMOs (MWl 324, 326 2 327)7F dE-~718& sk &7
=2 glstgion, Frte] ks AsiA dEsigivk. RD Al B AAF QI EAE AlEl A &
S AFESE] olE 3719 PPMO M Ee] A ass st AdwE: 3279 = 2b 2 2co Y
R wpe} o] ol 51 27198 Fedted 7 aRFRl Ao vEsTh

U oE 51-F A sk <tE s Aol tiE IR 3279 ”EHX* Fradel Hals Aedh vkel o] RD Al
E g dA A7 4T AEeAM Fdslt. Wrkd 2E D2 (P06062 FEFO]= (M
s FACIEE PMOsz Azt o)A QMEAlA 318t e AX Fdel A

A3 3E

2
e gl AEAe mag st Ag
=

] o]
LIRSS

blol ohel Al

el o 32739 Wl 54e] & 51-% st 2o
o] A A= = 2dol LJrEPWr &= 2coll YeRd npep o] IAE-2715 FaAel sustd Aol A5
W, 7ol AW s 3270 v AL nlsiA Holm B ouje] QlgntE 7HE mahA oAt

AA e 20 I& 50 27

A7 YxERF IE 508 HH o2 sl dd FEA A2 PPMOsE tAQIst A5kl 9l 509
Ao, = 3acl ueb ukel go] Zolrb zhzk 25 ¢37]91 d#e] 17719 PPMOsE A ZdAE (MW
267, 269, 271, 273, 275, 277, 279, 280, 282 X 284-291). PPMOs¥ A& 2 whHoA A<&dk uie} o] th
&3t FLolA RD AEE APFoan d&E 273 ol teiA FArkskAtk. 4719 PPMOs (MQ¥W 3 277,
287, 290 B 291)7F NE-27) S fFEshed BARAR] Ao w dlsglon, FUte] HrkE fsiA AdEEkal
. RD Ao Ao §#-H9 AAS AMESte] ol& 4719 PMO M Ee] A3 S5 AT /‘1°ﬂﬂ4i'
584 (AVI-5656) = 287 (AVI-5038)c] %= 3bol vehdl H}Q} 2ol AN 50 ~7)WE FEs=d Y Gz
Ao YERTE.  ECy #h2 &R AFoRRE frrsidlon, PR AHES] 50%7F A& 508
MRNAZF-E]  AJ2kd PR AAEo wls) d& 508 ZostsE mRNARFE fdsts 4% Axd 5=
Heldith, g2 Hd (Fx: o8 B0, AEHE: 584 2 585 Z+ZF W02006/000057 419 HEHF: 173
1750 -&-3hch) 3} wlaske], AVI-5038 (H%Hdi: 287)& L= 3bell pERW miel o] RD AIE Aol A -
713 A4S fr=shed ssstAY o s

L
Y

[ retes

],

ol

W >tﬂru

AAle] 3t & 53 2

217k o7 = d#e FTEA e Al PPMOsE tiAlEtar, dHAdsgicth. ol 53
o] Ag-ol, = 4acl WA ukel ko] Aolrt 4zt 25 A7)0 dHe] 2470¢] PPMOsE AlXsI T (MEHE:
416, 418, 420, 422, 424, 426, 428, 429, 431, 433, 434, 436, 438-440 2 443-451). PPMOs:= A& 2 W
oA ek vbel o] thde oA RD Al H da} A AT AEE AEFToRM A 2713 g5
el Hrrekdek. 3702 PPMOs (MW s 428, 429 H 431)7} d&-2~7H S Fished a3zl Ao

shelstolon, F7kel HrkE SleiA A9k, RD AEolA e &3-w9 S AEste] ol& 3719 PPMO
AMde] A aes sk, AU E: 42978 = 4b-foll VERH wRel o] & 53 A7 E friEdh)
7P a3l Aew veiwt ey, vE A& 53 QHEAlA Add} Hlulsks P, MEAUE: 429
1102006/000057e1 4 A& 5 : 195 D B ZoA HIAHT: 6092 D7 H H53A(+23+47) 3 5L3 Aoz 5
HAk, B Edeld A7 HIHE: 608, 611 H 61002 AAE H53A(+39+69) W H53A(-12+10) (77t
102006/000057¢1 4 MW F: 193 L 1998 AAF) 9 h53AN1 (W= 29 A11/233,5075 04 HDHE: 39
2 AdAEHE Xt 2 ADS AEHE: 4299 Hlusklth. H7bE BE A ES (P06062 HEFO]= (M4
W5 578)F ARgste] JEfol=-F Al EH PMOs® AlZskdth., o] 32 Qe A~ 313 e AlE Fuo] A

24

Bglo] M e AU FEAe ARAN WS AT, = 4i 9 dgho] ER wie) 2ol An
514207} o5 4 744 A9 7ol wla) BAE Ao vepgr,

ARe] 4: A& 44 270
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[0298]

[0299]
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Oiead d& 45 FHo= Al , sl ds 4
o] Ao, & 5aol WERA wke} o] Zolrt Zhzk 25 97|91 d# o] PPMOsE 211 o} Atk (HEiE: 1-20).
PPMOsE= A& 2 Wolr A3 npel o] b3t siolAM RD AEE A gdozn A& 271 gl e
Al H7ratgdet. 5709) PPMOs (AEWE: 4, 8, 11, 12 2 13)7} A&-~7]3 8 F 5511 gurzm Aoz g
Aaklon, F7te] HrME A AEEdtt. RD Ao S-39 H3S AEste] & 5c WA 5hell
ERdl wpel Zho] o] 57He] PPMO AMEe] A &S QIsksitt. = 5hell YERA Hbe} 2201 I F:
11 % 127} 9 4 ~7]38S fFeshed 7P a4 ez Yepgen, Adus: 1271 78 2340 A
o7 g3 lt.

£ o1 4t el Age] T AR 126l v R AZ L A A B4 AL E el
Stk WrbE mE A (P0s062 AEOlE (NAME: 578)8 AL§alo] WEfo|E-AF A EH POsE A
239, olAE A Het e AE $90) Aeglel s A28 o FEA] 484 Hw

M 4, 8, 11 2 12949 M4E (AEWE: 600, 601, 602 % 603)°] HHL % 5Spell UERdTE.
HE: 601 2 603 W02006/000057°ﬂf‘1 ANEHE: 1656 ® 1672 EAYC. MEHT: 602
W02004/0834460 41 2 w]=r =9 A111/233,507% 004 AMEs: 212 EA"ET. AEHD: 6002 20070 &
M= At [Wilton, Fall et al. 2007]. RD AEAY HluE AMEHZT: 602 2 603 5 U AI9HT: 124
o g93das eI (E 51). 28y, = 5jel YERA uiel Zo], Iz dap EAS AEAAE MY

AR OE_’-}' =1
AS: 127 A S: 602 (6.42%) KTt EFLEIITE (8.86% A& 2717). FAME APE MIEWMT: 603l 3]
M S

AA ¢ 5: A& 45 250

IRF HiERR AE 458 wHOR shu dde] R4 EAS PPN0sE YARISkL, FAFSIITE. AlE 45
o Aol = 6acl] WER wheh ro] Zeolrp zpzh 25 4791 dwef 2271) PPMOsE AT (HEm s
21, 23, 25, 27 29, 31, 32, 34, 35, 37, 39, 41, 43 B 45-53). PPMOsi= A= B PHelx F&d nieh 2
°of thgt koA RD Al B RIZE dAb FAT AEE AFonN oE 278 el daiAl grhstat
a7§e] PPMOs (M @WZ: 27, 29, 34, H 39)7F HE-27]8S fstedl azbael sem delsglon], F7}
o H7hE flsiM AEstlth. RD AlEolAfe] &F-wel AYS ARESt] I Ge-goll WERA whe} o] o] 5 4
el PO o] FiA Ees FQAstalon, = 6hollA acoksiditt. MEAWZ: 495 of5 AN &4
wow ARgstalth. AN 29 B 347F &= 6holl WERd whe} o] o& 45 2Y)gS fleshed MY &
A2l Qo7 YEpth

E}E AN 45 9

HAalz Aqdel tigh I E: 349 Blals RD AIE 9 QI AaF A4S AX & oA 3

= Ade CP06062 FEFo]= (HAMFE: 578)2 A&3le] Elo]=-AFA ol E

2 SQEA 58 e Al e Adglo] QtElAA Mg Adoid fraAde] AHAJA Ha
S027, 29, 34 2 399k HE (ALY 604, 605, 606 Z 607)9 HHE = 6bol }EF

Ri= Aﬂoﬂtﬁi' 604 2 6072 22t W02006/000057° 4 AMEHES: 211 E 2072 EAHY. MEHIZT: 605
2 606 w9 A|11/233,5078 04 Z+zF JEME: 23 2 12 IAFHCLE. RD A|EoAM e HlaE, T 6i9
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g3

E

ne
e
ol

22|12 #5 35 ME (5'00AM 3'22)

Hu.DMD.Exon44.25.001

CTGCAGGTAAAAGCATATGGATCAA

Hu.DMD.Exon44.25.002

ATCGCCTGCAGGTAAAAGCATATGG

Hu.DMD.Exon44.25.003

GTCAAATCGCCTGCAGGTAAAAGCA

Hu.DMD.Exon44.25.004

GATCTGTCAAATCGCCTGCAGGTAA

Hu.DMD.Exon44.25.005

CAACAGATCTGTCAAATCGCCTGCA

Hu.DMD.Exon44.25.006

TTTCTCAACAGATCTGTCAAATCGC

Hu.DMD.Exon44.25.007

CCATTTCTCAACAGATCTGTCAAAT

Hu.DMD.Exon44.25.008

ATAATGAAAACGCCGCCATTTCTCA

QO Nl O O AW N =

Hu.DMD.Exon44.25.009

AAATATCTTTATATCATAATGAAAA

©o

Hu.DMD.Exon44.25.010

TGTTAGCCACTGATTAAATATCTTT

-
o

Hu.DMD.Exon44.25.011

AAACTGTTCAGCTTCTGTTAGCCAC

-
-

Hu.DMD.Exon44.25.012

TTGTGTCTTTCTGAGAAACTGTTCA

-
N

Hu.DMD.Exon44.25.013

| CCAATTCTCAGGAATTTGTGTCTTT

-
w

'Hu.DMD.Exon44.25.014

GTATTTAGCATGTTCCCAATTCTCA

-
s

Hu.DMD.Exon44.25.015

CTTAAGATACCATTTGTATTTAGCA

-
(9]

Hu.DMD.Exon44.25.016

CTTACCTTAAGATACCATTTGTATT

Hu.DMD.Exon44.25.017

AAAGACTTACCTTAAGATACCATTT

- -
~ @

Hu.DMD.Exon44.25.018

| AAATCAAAGACTTACCTTAAGATAC

—
@

Hu.DMD.Exon44.25.019

| AAAACAAATCAAAGACTTACCTTAA

s
(o]

Hu.DMD.Exon44.25.020

TCGAAAAAACAAATCAAAGACTTAC

n
(=]

Hu.DMD.Exon45.25.001

CTGTAAGATACCAAAAAGGCAAAAC

N
Y
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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

3

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.Exon45.25.010.

2

ATTATTTCTTCCCCAGTTGCATTCA

36

T

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

Hu.DMD.Exond5.25.015 | CTCTTTTTTCTGTCTGACAGCTGTT 46
Hu.DMD.Exon45.25.015. | ACCTCCTGCCACCGCAGATTCAGGC 47
2

Hu.DMD.Exon45.25.016 | CCTACCTCTTTTTTCTIGTCTGACAG 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.Exond5.25.020 | 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.Exond5.20.014 | AATTTTTCCTGTAGAATACT 67
' Hu.DMD.Exon45.20.015 | AGATTCAGGCTTCCCAATTT 68
"Hu.DMD.Exon45.20.016 | 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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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 | TGACAAGATATTCTITTGTTCTTCT %
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Hu.DMD.Exon46.25.012. | TTCAAGTGGGATACTAGCAATGTTA o7
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 | AGCC TGGAGAAAGAAGAATA 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 | TGACAAGATATTCTTTTGTT 112
Hu.DMD.Exon46.20.008 | 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.Exond6.20.020 | 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.Exond7.25.015 | 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 N 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.Exond825.005 | 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.Exond8.20.017 | 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.Exon48.25.005.
2

TGAACTGCTATTTCAGTTTCCTGGG

233

Hu.DMD.Exon49.25.006

CTTGAACTGCTATTTCAGTTTCCTG

234

Hu.DMD.Exon49.25.0086.
2

TAGCTTGAACTGCTATTTCAGTTTC

235

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.Exon50.25.006. | 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
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44

Hu.DMD.Exon51.25.002- | GCTAAAATATTTTGGGTTTTTGCAAA 310

45

Hu.DMD.Exon51.25.002. | TAGGAGCTAAAATATTTTGGGTTTTI 311

2-46

Hu.DMD.Exon51.25.003 | AGTAGGAGCTAAAATATTTTGGGTT 312

Hu.DMD.Exon51.25.003. | TGAGTAGGAGCTAAAATATTTTGGG 313

2

Hu.DMD.Exon51.25.004 | CTGAGTAGGAGCTAAAATATTTTGG 314
G

Hu.DMD.Exon51.25.004. | CAGTCTGAGTAGGAGCTAAAATATT 315

2

Hu.DMD.Exon51.25.005 | ACAGTCTGAGTAGGAGCTAAAATATT 316

Hu.DMD.Exon51.25.005. | GAGTAACAGTCTGAGTAGGAGCTAA 317

2 A

Hu.DMD.Exon51.25.006 | CAGAGTAACAGTCTGAGTAGGAGCT 318

Hu.DMD.Exon51.25.006. | CACCAGAGTAACAGTCTGAGTAGGA 319

2 G

Hu.DMD.Exon51.25.007 | GTCACCAGAGTAACAGTCTGAGTAG 320

Hu.DMD.Exon51.25.007. | AACCACAGGTTGTGTCACCAGAGTA 321

2 A

Hu.DMD.Exon51.25.008 | GTTGTGTCACCAGAGTAACAGTCTG 322

Hu.DMD.Exon51.25.009 | TGGCAGTTTCCTTAGTAACCACAGG 323
T

Hu.DMD.Exon51.25.010 | ATTTCTAGTTTGGAGATGGCAGTTTC 324

Hu.DMD.Exon51.25.010. | GGAAGATGGCATTTCTAGTTTGGAG 325

2

Hu.DMD.Exon51.25.011 | CATCAAGGAAGATGGCATTTCTAGTT 326

Hu.DMD.Exon51.25.011. | GAGCAGGTACCTCCAACATCAAGGA 327

2 A

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 | AGTAGGAGCTAAAATATTIT 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.Exon52.25.004. | 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 | 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 448
Hu.DMD.Exon53.25.020 | ATCTTTGATACTAACCTTGGTTTCT 449
Hu.DMD.Exon53.25.021 | AAGGTATCTTTGATACTAACCTIGG 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

_66_

ZIHSd 10-2025-0016146



[0326]

AGGTG

Hu.DMD.Exon55.20.023 | GCTAAAGCGGAAATGCCTGA 560
H50A(+02+30)-AVI-5656 | CCACTCAGAGCTCAGATCTTCTAACT 584
TCC
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 T 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
TICCT

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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£ 51S.3 (RD)
e g4, 3.0uM, RD Ml Z

2| TBE; MEHs 2E
NG-07-1160 AVI-5658; 588 09MY11-R(E4)
NG-09-0053 053; 324 09INJ12-R(A4)
NG-09-0054 054; 326 09INJ12-R(B4)
NG-09-0055 055; 327 09INI12-R(E4)
NG-08-0053 NG-09-0054 NG-09-0055 NG-07-1160

(MYHS:324) | (MYEHS:326) | (MYUHS:327) | (MUYHE:588)
4.65% +1.89 7.40% +0.75 9.89% +1.37 5.26% +0.66
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NG-09-0053 053; 324 09INJ12-R(A4)
NG-09-0054 054; 326 09INJ12-R(B4)
NG-09-0055 055; 327 09INJ12-R(E4)
NG-08-0835 h51A0ON1: 594 09JL07-R(A1)

NG-09-0053 | NG-09-0054 | NG-09-0055 | tx | NG-07-1160 | NG-08-0835
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1.02% #0.30 1.12% #0.08 1.30% £0.40 0% | 1.10% £0.13 0.14% 0.07

i1

_75_



10-2025-0016146

[}

=

=

o

e
[=)

A £:327

MH%:326

MY =:324

A& 51
| ]
._..pbmabbhn.ﬂannb.ﬂn.ﬂﬂnbbbﬂ._.>abbb4aonb._-n._‘.n.ﬁo_._.._.ah._.n.ﬂd@nhoD._-boo...on.—.n._.men)a>44._-0>

1565500

AVI-4658( A 5 :588)

AVI-5657( x| = :587)

hAON#24( A Lt 5 :599)

H51A(+66+90)( A| ' 5 :592)
hS1AON1{ /| i 5 :694)
- -
N
,_ﬂ_ hAON#23(A{2d1H 5 :598)

_76_



10-2025-0016146

[}

=

=

H

e
[=)

_77_

290(0741)
277(0731) B I
273
271
284 287(AVI-5038)
269 279 282 288 =
275 280 =285
267 _ £ 50 204(0742)
1518500 1519600
5B4(AVI-5656) h50AON2 585(AVI-5915)
- e ——
586(H50A(+07+33))
o
B hSDAON1
H



10-2025-0016146

[}

=

=

H

e
[=)

742

AVI-5038
731 741

: oll#= 50 1
T T3
AVI-5656 E AVI-5915
T
nsoAONY
S EC, (Oto|z 28 )*

AVI-5656 (MZt 2 :584) ]
AVI-5915 (A2t :585) 3.693
NG-08-0731 (MY =:277) 1.741
AVI-5038 (A2t 3 :287) 0.966
NG-08-0741 (A2 :290) 1.836
NG-08-0742 (M= :291) 2.402

)
mom_ *RD MEZolMH 8F-He| Algiec28E EEE
4 AVI#00453 - 02FEB2009

_78_



00} ?99 /

002 ?99 /

144
—y
18 4

£S3k
g ——
oty

134

9821 {¥iz& aWa

_79_

ZIHSd 10-2025-0016146



10-2025-0016146

5

=

=

o

e
[=)

EH4p

428

m
Hu
[H
L
[k
&
o
o
k1

DMD F%&IAF 1756
431

— 80 —

420

A& 53

[

TTTCCTTTTATTCTAGT TGAAAGAATTCAGAATCAGTGGGATGAAGTACAAGAACACCTTCAGAACCOGAGGBCAACAGTTGAATGAAATGTTAAAGGATTCAAC

611(H53A(-12+10))

608(H53A(+39+69))

608(HS3A(+23+4T7))

610(h53A0N1)
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1.0uM 2.0uM 3.0uM 5.0uM 10.0uM 0

0.79% +0.12 1.98% +0.43 2.74% +0.38 4.18% +0.39 13.89% +0.54 0%

e
praeer )

_84_



10-2025-0016146

[}

=

=

H

e
[=)

ol 53 RD HIE 829 29

_85_

O — 1 —
2 746 749 750 751
(uM) (MY 2:422) | (MU Z:428) | (MLUHS:420) | (MU Z:431)
1.0 0.00 1.05 4.83 0.79
2.0 0.00 1.72 10.44 1.98
3.0 0.00 2.40 17.28 2,74
5.0 0.54 2.62 23.29 4.18
10 3.53 4,63 57.67 13.89
5
Ex_ mOuo AE.KU NA 72.2 9.3 25.3
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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
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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
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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
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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

- 184 -

=T

10-2025-0016146



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

- 207 -

=T

10-2025-0016146



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

- 208 -

10-2025-0016146



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
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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

- 234 -

=T

10-2025-0016146



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

- 245 -

=T

10-2025-0016146



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

- 268 -
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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

- 269 -
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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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