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1. —#F4- %65 DNA = RNA 4§, Ffif 4 & 4 DNA 3k RNA 4
F e E) 10 AN EL eIk, PridiEsedsmi A £ SEQID
NO: 1-94 F 7 & 94% s RNA F & —FF 5 7], REZLE] 30%49
BT R B VT VA Sy 32388, FF ELiK B) 10% 0% P38 3% 4 6 A K 7T
VASZ AE B AR .

2. MREFERFEZK | FRYG—Fo BT, #—FaFHNE
SEQ ID NO:95-187 S HAEAT K R F 7 th 69 & K ATIR 7] F 69
57 5% BRI 5| /2K, 37 s AR B .

3. ARIERANEZR 2 Frik ey —Fr o B eG4 F, HP TR K Sk RTAR A
5] 2 4%~ RNA 3L &3P g 53],

4.  RIFBBRAVER 1 R —FroBoyH-F, H P i) RNA
WS N —FPBAKF

5. ARIERANEZR 1 A —FoBeaT, APridsBega T
£ —#F DNA 4-F.

6. ARIERF)EZRK 1 LG —Fr o B oyaoT, A FTiL 55 6y4H0F
£ —FF RNA %-F.

7. HRFERAIZR | TRG—Fr o BHO5T, T HES BT
t— FE—ATELEAM,

8. ARBEARAIZR T FTAM—Fr 5 & 65T, P PTEEEMEIR
=A% B BT .



200680021938. 5 B o ok FE2/13m

9. MREFEAANIERT ARG —Fr 5 BT, L FATRBEM R

FIE.

10. ARAEBRAEZR | FEG—F 5B a5 T, LF 5B 5T
.35 SEQ ID NO:1-94 ¥ = th 6941 RNA A 7] & e9454T — A~

11. ARBEARANEZR | FFRG—FFoB 00T, BV E 58640 T
€,3% SEQ ID NO:1-187 F 7 i 69 5 5] ¥ d94E T — 4>,

12.  —FP 54569 24584y RNA &5-F, FrdfEifeq L4644 RNA
SFE—A5TFEEELOSRY 10 MRS 50 4135,
Pk oF 24045 NEHEA, BN FTEL2LEET 1
4 TG — ANk, H P

E V10 E4mAEA S5 SEQ ID NO:1-94 F 7~ & 69 4%
B RNA 4 F & 6935 42 09888 5 2 A8 F) 69 /7 1], RS2 A E] 30%
& P iR BB BT ST A h 42 4B ss i at, SR ELIA B 10%49 1% 4 s Ak
STVA G IEARY . Bk ah. AREead s aa e

TABIE 50%69 ik 1% 42 3R 4 LA L RAZAEAZ B 245 %

13, ARIBAH)Z K 12 Frik ey —FF45-F, $t—F @35 I A SEQID
NO:95-187 S HAEAT /B b 7 B 694E4T —FF K & BT 5 7] &
5758 6 BRIL T 51 /3R, 37 5E b B E T 7]

14, ARIEAA)ZRK 13 g —FroF, HPATEL LKA Z
s RNA HILAE R F 6953,
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15. ARIFAAER 12 FriE&—Fr 45T, HF AR FHMEI6AE
5% ST AZ BR B 6 o 2t

16. —#F 5B 69 2453040 RNA 5F, BFid o B 6g 24 k)
RNA o~ F 4T 2R EQERY 105 FRZ 50434,
FrifoF 2460483 N8R T, BNy O —NESTFT—
A E4E R U BRIL, AL S B AR & Watson-Crick
Ry, HF

Z 10 MELg A REA S5 SEQ ID NO:1-94 F 7 th #94%
AT —/A~%% ) RNA 4F F 69 & 88 5 5) B4R F5), ARZIK
B 30%849 AR FEXTIT VA S 35 3BT B B 10% 49 1% 4 s ik
A A IEA . SRk Ay, ARG R E A

T ABIT 50%649 AT ik 42 3o QLS PLEAABHL FER 245 F
L, VAR

FIT i 43--F RE a5 37 4] 4% )» RNP 6975 M.

17. ARFERF)ZR 16 P& ey —Fro-F, HF st F#% ) RNA
6945 F 11 6942 B _E 64352 3E B 4 Y.

18. ARIBERF|ER 16 Prikeg—FoF, H P LD 5% PTikiE s
o5 RNA 4T F 695 42l 5 7 2 3 744y,

19. ARIFERANERK 18 T e —Fr 4T, FoF AF AN A AENH.
R AFELE) RS

20. MAERF|IER 16 Frikey—FoT, Z5FRHALAF F7he
Fo i RNA B3 o 844547 — /A,
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21. ARERAFIZK 16 FTiLed—Fr 45T, HF LIRS E S —A
RAEAH 6 BLBAZAEAZ FBRSR 2.

22, ARIFBARA)ER 21 R G—Fro-F, H P PRS0 L R AZAE
A% BR SR R B BRI B AZAE AL F BR3R4

23. ARIBERF)IFZRK 21 PR ey —Fr T, H P TS 0 BLERAZAE
A% BR 2 N’3-N’5 R ILBEBL B EAZABAZ T BR 3R 4.

24. ARIFEAAF|ER 16 Pridey—H 5T, HFPTdRge sy —4
ANGAR I AZAEAL F B 5.

25. ARIEARA)ER 24 FTiE 6 —FFo-F, H P BTiEASAR 9B AEAL B
R AE 2745 H AR IRAXK,,

26. ARIEAA|ZR 25 Bk ey —FF 0T, H P AL 245 F a9 IRAX
KA CECihi.

27. ARIFBARA)EZK 26 TR e —FF 45T, H P ATATIE T L.
28. ARIEAA|EK 28 AR @G —Fr T, H P TR ST IR M AL

29. ARIBARANZ R 25 FRE GG —Fr T, H P AERTE 2245 F 69 BX
gg;\a& Cl é— C4 };ﬁiﬁa—cl _:lz'— C4 }:J%go

30. ARIBALH)Z K 29 Frik 6 —FF4-F, b EFiE C, £ CR A A -C,
E Cl AR F R T,

31. ARIEARA|ZR 24 Pk e —FF5F, H P ATiLSAR a9 AL
BRAE 2° B8R F Ao 45 F 2 8 A — A~ I F A
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3. AREMFER 16 e —FoF, EFAHERSHES —A
2 RAZBR B 4.

33, RIEBABR 16 Frikeg—FH-F, HFAEESHES —A
A 2 - RARAZABAL H BT

34. ARIBHA)ER 16 LG —FoF, LPAERSHES —A
R ok AR B R B BR AL BN A

35. ARIBARAIER 16 ke —At 5T, H¥ AR ES —A

2 Z AL H B A

36. ARIEMF|E R 16 Frikeg—Fr T, HPAHEIRSHES —A
2 IR T AZ B 4

37 ARAEACH| B R 16 PRk ey —FF 0T, P TS FRAKES ST

38, AREARAIEZR 16 Frirs—H o, RFEsTaERE) —
AAEH 64 BT 2 vA B SR AT AL BR B 60 Y 2

39 ARIERA|E R 38 Frikeg—Fr T, B P ATiEAREEE R —ATAZ
BRI b,

40. ARIEAF)B K 39 PRkt —HHTF, EFHESTLESHES
FE o —AMEAR 8R4

41, HABRF|ER 39 Tkt —Fr T, EFHESTESHES
Z Y AAAEAF 692

42, ARIEAFIBR 39 Rkt —HHF, EFHESTEI RS

R
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43, MRIBHAER 39 FEMH—FroT, HFAEsTE3IBRLES
Z 2V AAAEH 0G5,

F o —AEAF E BRI LR 373% 8 2 U — SR A9

45, ARIBAF)ER 39 e —Fr T, HFATESTE SRS
B AR 8G9 3R - LR 3% LA £V AT A9 3R o

46. ARIEAR)ER 39 PTG —Fr 5T, HF ARG T AEMEST
49 5°5% . 373k, RAANRRES—ATELEM.

47. ARBEAIER 46 Frifeg—AtaF, HF ks Tas— M

F .

48, ARIAEALF)E R 46 PTG —Fr T, EP RS TEE—MR

&) A% BLTE

49. ﬁ%ﬂﬂ%ﬁd6%i%*ﬁ%%,E?%iﬁ&%i”ﬁﬁ
AR P b B,

50. ARIBEARA|EK 49 A e —FF, HF RS TE S HA D

k2R 4 B — S 4300

51. ARIBAHER 49 Frik ey —FroF, H P ATk g T A 5S4 3
32 8] L4 — /L F TR,

52, ARAERAIER 16 FTEe—F T, H P Tk a) a2
AZBR B
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53. —FF B F PR i A 40 RNP E M 695 7%, Bridfi)s RNP &,
A%y RNA 5F, Frik 7 ik Q36 RIER A 2K 16 ATided
4% skl RNA o-F 5 FTiL smie iy, £ B 304k RNA
5 Py A%y RNA 4 F Z AR,

54. ARIEAXA|ER 53 ik e —FY ik, xF T PRy RNA 41
8945 B 11 8945 B AL 0GBk 3k s RNA 4o-F P eg3r -2 E 8
ANG .

55. —AP4-E 94> RNP, Ffif 4B 494% ) RNP &L ARBEAF| 2
K1 ik 695 B 49 DNA 3 RNA 4--F.

56. —Ah4- B 644> RNP, AT 5B 6944 )s RNP L2448 A F) &
K12 ik 64 o B 0445 54 RNA o-F.

57. —#F45-& 69 DNA 3 RNA 5F, Frid 5 & 45 DNA 3 RNA 4
Fe45 20 104 ESmL, PrikE4 eyl £ SEQID
NO: 281-374 F 7~ i 69 4% )s RNA ¥ 69—FF 531, A 2L 5] 30%
B9 BRIE T VA A AR 32 AL, ALK B 10%489 1% 42 s AR ST VA Y 3248
WA, FFEIAF] 10%49 3 4 ek AT AR 3R LAY,

58. —At4 & ¢4 DNA 3 RNA 4~F, FiiE 549 DNA 3. RNA 4~
FaIEE L 10 AEsegaiik, PrikiEgeisAlA SEQ ID
NO:467-481 F = th &9 4% )s RNA ¥ #)—FFF 7], AZEF| 30%
o AR TT VA Sk AR 3R AR IR, S BLIA B 10%89 1% 42 s LT L 2k 32 42
A, S H AR 10%46) 1% 4 8K 7T vA 2 3F Z 4Mg

59, —FFH-E & DNA 3% RNA 5-F, Frif4- 35 65 DNA 2 RNA 4~
FiEFE 10 NEgegmik, TR e ER SEQ ID
NO:497-522 % 7 H #94%]» RNA P &9—Fr 57 7), R ZAK3F] 30%
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B ABIE T VL A 3 IE e, FF AR 10%69i8 48 R FT WAL A 4R35
WAL, - EAP| 10%69 % 48 s ST AR JE B ARG,

60. —HP5 & 44 DNA X RNA 4-F, Firid4 %45 DNA 2 RNA 5~
F a3 F O 10 ks ehaii, TR AR A SEQ ID
NO:549 ¥ 7= th 69 4%]> RNA F &4 —FF 5], AR E D] 30%4) 5
BTV AIRIEMAE, FHAF] 10%49 15 48 2RI T vA 4 3 AR5
., S HiAP)| 10%69 5 L s TT A Z 3R B ALY,

61, —HAEAF eG4 0 RNA &-F, FFiRASA6 69 480541

ST laT i SR Y 10 3Rk F 50 /\*IV\ BT &
HF IO EANAZTHET, BN OEELS T/ 24
Pt e, H¥

07 10 A4 eh s B 5 SEQ ID NO:281-374 F 7
#i4%0s RNA 4T F 692 5688 5 5|40 Fl a4 /7 5], RZILEF)
30% b4 BRI T VA 3232 B IE AT, F HLIA B 10%89 BT id 34 4% A%
%Wu%@A%\&i%\%m%ﬂﬁﬂ%,

AL 50%44 FF ik i 4 300 LA I BT AR AL 8k £ 45

62. —AREARGG B4 RNA &-F, Prd 546 49 24854
T AETF YO8V 10 N Egfr % 50 /\"I‘/\ FIr i
SFEEOSIANAEREA, ENHHOELE ST A28
FegaEk, HF:

Eor 10 ANk ega il LA 5 SEQ ID NO:467-481 F 7+
W%y RNA &-F & 693 8k A 7\ AR 69 5 51, LR A )
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30% 49 5R AT I VA A AR A2 I T, - ELIK F| 10%6 BT 14 i 4 a5k
ET VA HIEAG . BrR ey, AFEL ey s

TABIT 50%64 Pk i 435 A BLEMABAZ F R T 48 %

63. —FIEAR ey sk RNA o-F, ATfA546 69 4844 RN
STF ST EMEESZ Y 10 AR % 50 -Ea, Tid
SFEHOLS S NIRRT, BRSO T AL
¥ ey ek, H:

)10 Ak s B 5 SEQ ID NO:497-522 % 7 i
B0 RNA HF & 6958 8L 5 5 R 695 7], RARLE
30% 44 s IE 3T VA A R IEB AT, FF BIE B 10% 89 T ik i 45 4
HEAT VL HIEARY . B Y. ARy RIS

TABIT S0%HY FT ik i 42 5 LA ML RARAEAZ TR 4R Y

4%%1%*@%%%%&%&%&%%&*@

64. —APIEAh o e L) RNA 4T, BTiRAE46 69 24560 RNA
SF ST 4L OAR D 10 AFaFek B 50 4Bk, FTE
SF OSSN EHET, HEANRSPOSEEST A 24
P eIk, H¥:

10 Ak 4 e sk B 5 SEQ ID NO:549 F 7 i 694K
J~ RNA /\g—q:réﬁh% I P AR 097 5], R AZIAEF] 30%4
BEEAT T VA A AR AT, S EIAE] 10%6) P ik ik 2R AR AR T
VAHIENG . BRR A, ARRT e R E2ES

10
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TALIE 50%089 B ik ik 4 3R LA L EAR IEAZ B T 45
7T, 8

B — A B TR RS 04 BLRAZ MR AL R AT 4 RS
A B AZAE AL BB 4

65. —FF BRI RNA & F, Frids B of 47
RNA 4T F £k L @SR 10N FkE 50 4-30a
Frik i F i ANEHEA, BNHSHELEST A
T 4k T e Ik, B AR 5 B AR T A, Watson-Crick #&
xf, H
F 10 Ak BA 5 SEQ ID NO:281-374 ¥ 7 i 49
(24T — A0S RNA -F b 69 4 59 AN F I, R E
ik B 30% 4 BRI VA A 3R AEARIET, R HAE] 10%89 & 5
BRI TT VLAY . Bk ey, AEERe SR 4G
KA 50%8) FTik ik 430 A PLAMEAL B 248 F
L; FEE
Bt i T B a5 3 41 k) RNP 4975 1

66. —Fv-F a4 B4k RNA o~F, FRd4g & &% 3 5% FUAK )
RNA 5F 45T 248 L @RS 10430 F RS 50 M3
FrikoF 2408 AN EHRET, HFANHRTHE /\éé/a\%*-/l\
I 452 I, A ERIE 5 B AMRIETY A Watson-Crick 5 A
xf, HoF

F 10 ANk g sk B 5 SEQ ID NO:467-481 F 7 i #9
fEA4T—/A~4%0) RNA 5-F F ¢ & 85 5] 24N 5], A&
ik ) 30%89 ARSI A h %IRRT, ST HLAE) 10%49 E 4k
BRATT VLA IEA. BRK. ARRTR ARG

11
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RAZIE 50%69 ik ik 4 3R - L4 BLARAZAEAZ B8R £ 45 %
Uy FFHE
FIT ik 4F 6895 37 ) % )» RNP 69 7% 1.

67. —HroB ey sk s RNA oF, PTid o B 69 4 )
RNA 5 F A>T 24 LOESR Y 104N 5F &S 504030,
FridoF 346455 NEHEA, BSOS LELT N
F A2 T, A A B AN KR, Watson-Crick A&k
xt, H¥:

Z 10 Nk A LA 5 SEQ ID NO:497-522 F 7 th 49
fEAT— A4y RNA o F 09 & 807 5] AN 5], RE
LB 30%44 BRI VA A 3B AR IR, JFEIAE] 10%49 & 4
BRATT VA H IEAGY . Bk 0. AR eg s

FALIE 50%44 Pk & 42 3R 5 LA L EAABAZ F BR £ 44 %

L FFE
FIT i 5--F Ge a5 30 4] 5k s RNP 89 7E M,

68. —FP4 B 64 BEEIAL ) RNA 2T, FTifor B 69 4k 5
RNA & F 4 F 24 L @R D 10N aFR 3 50 N34,
FridonF i s AN T8ET, BN aesssT A
T 45 T, BB S B AR T A Watson-Crick #& &
s, HF:

104 ESBA LA 5 SEQ ID NO:549 F 7~ th 494E4T
—A-f)s RNA o~ F 6935 82 K 5 5] B A 5], R R A Z)
30% 89 BRI ST T VA A 4232882, FE ELIA B 10%49 1£ 42 R TT
VAR IENGG . Bk dg . AR SR H RS
FABIT 50%049 P ik ik 42 3R LA LA B F R T4 F
JU; FFE

12
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BT ik 43T 645 37 H14% 1> RNP 4975 1.

69. —Fp A F a7 4m e i 4% )s RNP /& M 4g ik, PTiff s RNP &
Ay RNA & F, Ak ik QIsRIEAR A 2R 65 PTE 4T
# 4% ks RNA 5T 5 FF& e iy, HF PT R %) RNA
5 B4y RNA 5-F ZAb,

70.  —F B F A7) 40 e A 4% RNP 7E M 69 5 &, PTiEfi ) RNP &
Aoy RNA 5F, Frid 7 ik QI8 RER A 2R 66 PFTiE )
4k o) RNA - F I AFridmiem, FF prid i RNA
5 priF sy RNA oF Z AR,

71, —AF A F 4] sa L k) RNP & M4 77 ik, PTidi s RNP &
Aoy RNA HF, Frid 7 ik QI3 RIEAR A 2R 67 PriLey
3Pk 330 RNA T3 IAFTiEmien, Fo iR bk )y RNA
5 i sk RNA 5§ Z b,

70, —Fb B F k) fa e 4% RNP &M 69 5 ik, FTiffk ) RNP &
Aoy RNA OF, PTif 7 ik LIEHARBE AR A 2R 68 ATiLH
34k 3 A%0)s RNA 4 F 5 A Bk sm e, 2L PRk 348 RNA
5 prik 40y RNA 55 Z A,

73, —Fh B e94% s RNP, Frid 4B 6944 RNP &2 ARFEARF| &
K 57 Frik 64455 49 DNA 3 RNA 4T

74, —FF 5B 6944 )y RNP, FTiE 5B e94% ]y RNP @8 AREARF| &
£ 58 Frik 6945 ¢4 DNA 3 RNA 4-F.

75 —Fbo- B 64 4%)s RNP, BTk 55 ¢94% s RNP &2 4RIE A&
K 59 FTiE 694 B 49 DNA 2\ RNA 4T .

13
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76. —FP 5B 690 RNP, BTk 43 65440y RNP 6,248 48 A F|-&
K 60 FTi e 5B 49 DNA 2 RNA 4~F.

77. —Hr B eG4k RNP, Prid 40 & 494k RNP &84k F) &
K 61 ATk e o & 69 £44 5% RNA 5F .

78. —FF4 B 694 RNP, FFid 45 64944y RNP 64 4R 48 A F) -2
K 62 PRk éh o B 69 24544 RNA 9F.

79. —FF5 B 49440 RNP, Ak 458 6494%-)» RNP 6,44k 38 4 5)-&
K 63 ATk dh 4 B b4 545 4% ) RNA 4--F.

80. —AF 4B a94% s RNP, BT B 6944k )s RNP @444 A F| &
K64 Pk 64 4B v 3R 45 54y RNA 4.

14
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AFK )y RNA VAR R FH#a| A K& )s RNA 8% 3%
H AR

AWiEEZRLT 200554 A 29 BRI ER N EHFAT T
60/714,519 8948 %A, HDLBA B a9 SR M A 7| B a9 X4 T b,

AW FE PR ANEALIF AR EABDE L AR R/EE
K E FHFR IR0 KB 7% 89, 3245 4 1 P01 GM073047-01 #= 1 RO1
GMO068476-01, £ E AT ARL AP LA — 2 a9 F].

HREK

A, fke]s RNA ZKZE %29 19 £ 25 MEF a9 RNA
o-F ., Efs RNA AL R ATR 308 F R ag4E %40 RNA, A
M EZAEKTCHE S @mied e X KB WP LE BT B R0
RNA.

b eg %)y RNA Z A TRE a9 R B2 F Fak3)eg. A,
K % #4% s RNA £ AEAFEE XRBALe., HAbs ]y RNA 1T
mRNA &) A 4-F R RIE% A RNA d5 12 AR R.

iF % 40y RNA B FE4% X ARG A Z 0 6455 5 N ZART 69
R A I B AE R R LR R AR, A A8 5P R
Fot A B RNA TTREAE A MR T RE T REA.

15
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L2 A B RNA 4 FERKEEAWF AT I 4FFHF X
BTS2 X3 A E mRNA ¢93E% 48 37 R IR/E BT EIF Mk
IEEE B 6 AL, ) RNA Fr¥ed) o2 B X3 A 45 F &AL,

ok, AR AL S 04iERE R A RNA 5 S A& B fo R IEAR X .
4o, C.4 BRI ) RNA ¥4 3] 5 tafe A X 69 KB . sbob,
B 4m i 18 Mk B 4l L & o R4 5 B AR ks RNA 6948 % F X .

B b, W95 S Rk Efe R m AT P L IEAE R 09 AR AR A
Aol e E TR, Rk, TEEAYTHALESHREFHRET
&8 B F 2l ke i)y RNA ) 3 e e A o5 ik

B4k, &1 F 4k s RNA 55 RNA Mg 474 4 a0 F 2% 6 i 49
mRNA #3%&pi%, Ee & 2d3ega-TF,. o T aedrsli ] RNA 5
&b X8 i I 4] $e mRNA 698035 [ 42t R A,

KA A B

fe— /T F, AK B AR —F 5B 69 DNA 3 RNA 5T,
E A B4 DNA & RNA 4T a4 %) 10 Ni&gagmik, ZiE4e
ot B A SEQ ID NO:1-94 F 7=t 69 4% s RNA F 695 3], R 2L
30% 4 I FT VA 35428 L, HF HA S| 10% 69 RAT A AL
kg,

BB — A3 b, A& AR —FEAR 69 4580 RNA &
F, A 6 B4k RNA S F AT 24 Ead R 10 A=y
Fa % 50 N4, EHSTFIHCLEZNIHREL, ENHTHT
S A F AN E4ER ML, EFEV 10 NESEGBRELR S
SEQ ID NO:1-94 *F = & 49 4)s RNA 4T ¥ 09 1& 4% 69 885 5 5 48 F
B 5], AR kD) 30%) s AT T L A AR IR AR AT, ST HAF] 10%

16
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0 iR AR ET VA A BN . Bk ). AR EEE; FAE 50%
RIS OSREB B TR IAET, FEHES —ANHTTAE
FAEH 04 B BAZABAZ S BR 3R 2 3 RANEAD 9 AABAL F B3 .

BB —ANEHp T, KEBADR—Fo B 624761 RNA
5 F, B R4 RNA - F ST 2 EEERY 104
HHAE S 50 AN, EATFIiEd AT TAR, FAH
¥ s AT — A E4E R L, BASIKE AN K
Watson-Crick #& &, £+ £ 10 NEgmaE LA S5 SEQ ID
NO:1-94 o 7= th 694547 — A~k -)s RNA o-F P 649 i% 42 a8 38 r 7)) B AR
0955, R 2K F) 30%49 XTI A A 23R AT, FFEAE] 10%
4y ik L BB TT VA B ABE G . ARk A . ARBL) RIS A 50%
44 ik 1 A A (LA PLEAMEAL IR 245 R0 HF HiZ o T A abdm F14
J» RNP &M,

T B — /A E A F, A KBRS A —FP R T A 4 el A Sk)s RNP
S GG ok, A% RNP L4440y RNA o F, %7 ik L3 ARIEAR
F1 3K 18 Ak ey e isk s RNA T3l Aamieh, HoF ko)
RNA 5iz4% /s RNA 4T &4k,

B — i), AL PR —F 5B a5 RNP, Z5 5
44 7%)» RNP &4~ A3+ 344 895 5 49 DNA 3 RNA 5T .

BB — A3, KK AF R —F 5B etk RNP, Z40 5%
89 4%)s RNP 6,4 A3 344 64 5 & 69 4554 RNA 4T

B — ATt ¥, A K A B —Fr B ¢ DNA 3 RNA T,
54569 DNA 3 RNA o F &4 %5 10 Nggegeik, ZE) 10
ik b e B A B AT SEQ ID NO:281-374 ¥ - th #94%-1» RNA F 694

17
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5, RZikF| 30%49BITT VA IR AE AL, - HLE B 10%49 1% 4 4k
BTV HIRIBHI, SFHAD) 10%49 5 S ek AT A A AR B AR,

BB —AFEH) T, AL AR —FF 5 B 69 DNA X RNA 4T,
Z o5 6 DNA 3 RNA 4 F &4 %) 10 Mg emi, 20 10
ik 4 09 BLAT SEQ ID NO:467-481 77 th 69 4% 1» RNA F 694
5], A2k F) 30%8 88T A A EAERRA, FF L] 10%49 1 5L A%
BT B IR A, R E) 10%4Y 3% SR AR T VA AR AN .

J B — A Ep) T, KK AR —F 5 B 69 DNA X RNA 51,
%456 DNA 3 RNA & F &4 £ 10 kg aymik, 2D 10
I ik 5 i S BLAT SEQ ID NO:497-522 ¥ - th 69 4%~ RNA + &9 /4
5], 22k 5] 30%69 8L T VA A R 4B R, FF A E] 10%68Y i Lk
HOET VA CH 3RAR L, FFELA S 10%69 % G AR T VA A 4F AR

JE B — A3 P, ALK R —Fr 4B & DNA S RNA 4T,
45 ¢ DNA 3% RNA 4 F &4 %) 10 ANissgegamik, 2D 10
Ik 4 04 50 B SEQ ID NO:549 F = i #94%1» RNA F #9551,
R 2 A B 30%469 AT VA A 3 AR, ST LB 10%4Y 1 L AR LT
VL Sh 3LIERL, FE LA P 10%4) & L s IR TT vA H 3R ARG,

T 5B — ATt AK B A —FTEAS 6 485K RNA 4
F. AR GG R0 RNA 4 F T 24 L &SRV 10 4304

Fosk % 50 A4, AT RS S THAF AR, FNISTH
Qo F— A EspAHL, ATEY 10 MESBARR S

SEQ ID NO:281-374 ¥ & th 494 1» RNA 4T F a9 & 8 a8 A 5 7 48
B 495 5], RZiKF] 30%89 Ik 2t T 04 A 4248 aR A 2T, ST B A F)
10%64 1% 48 s R ST VA B 4B . Sk by, ARBeeg R Hns; AR
50%44 & 4 LA MEMBEAZ R E4 R T, FEE S~
T2 AR ASH 6 B BATAEAL T BRFR 5 RN 69 AZABAZ F B3 T 4.
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BB — AR F, AL R —FIEAT 69 454 RNA &
F, AR e B4R RNA T AT 24 LasRr) 1043
Fofk % 50 AL, BEASTFIHOASANAIHREA, HANFSTHT
Lotk T —/ E4EE TR, T 2V 10 M EE B ELA 5 SEQ
ID NO:467-481 ¥ 7= th 64 4%1» RNA 4~F ¥+ #9 i 4L 88 5 2 AR F) 69 /7
7], RZiKF| 30%E a0 h 454, S EIAE] 10%49 &
B ABET A HIEAGY . Bk ey, IR S, FAE 50%4iE
B S QA PLEMER TR T4 R4, FELEY —AHSAREARNS
K 4 B, B AT A A S BR 3R 4 R RS 49 AL B AL B3R 4

B — /i), AL RSN 69 45K RNA &
F, A4 6 B4 RNA & F AT 24 Ead i) 10 M2ig
%ﬁ§504%%,ﬁ%%i%@%%&i%ii,éﬁﬁ%%a
Lotk AT — A E4EE A, T 2V 10 E S sA R 5 SEQ
ID NO:497-522 & 7 th 49 4% s RNA &5-F ¥ 9 i% 4 a8 I8 5 70 48 B 69 /-
5], RZAF) 30%6 I3 T VA A AT, SR E A E] 10%49 &
b SR T VA H MY . AR K Y. ARELA SR H s AL 50%49iE
YA A PLEAEA S IR 24 A, FHEY NS LTRERE
Y ) T B AR AB AR BRSO AAE AT 69 AR AR AZ B R

B — /)b, KK AR —AEAR 69 £ 4450 RNA &
F, G4 6 A0 RNA & F T 24 Ea4 &) 10 A=3R4
Fat% % 50 NS, T EMOESATHET, HNMHRSHE
Lotk F— A T4t AL, £ 2V 104k 4 A A 5 SEQ
ID NO:549 ¥ = h ¢54% s RNA 5T F 695 88 5 51 A8 ) 49 551,
R 2 kB 30%89 ARIEAT T A A SR AT, FFHIAE] 10%68Y & £ A,
HTT A ALY . ERK 6. ARBLEG R E LS RARIT 50%0Y i 4 3T
IO AL AR AL BB 4L T, FF R S — AR A RS 69
JE, B AL B AZ B BR300 SRS 69 AZABAZ F BRIT 4
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BB —/EHB T, AL R —F o B e Ea M RNA
5F, EH BG4S RNA - F AT 24 &SR 104
oAk B 50 ANES, EHTIHRESSENIHET, HENHY

oA sF— ANt aent, Fr8AS LANMRER K
Watson-Crick #&ZAxt, £+ £V 10 N&E4mnA LA S5 SEQ ID
NO:281-374 % 7 b 694547 — /%1 RNA o F F 64 sk /r 5 &
AN B 5], RAZIKF| 30%69 AT T Ak R AT, S A E)
10% 89 & 4 3R IE ST VA H ARG . Sk ey, 4hBey R e FAE
S0% &4 ik 42 3R 4 QLA BLEMAEM F 8L 48 % T, FF Hax T Reas
#]4% s RNP &9 7%& &

J B —AEp P, KEAF R —F 4o B ey a4 RNA
T, E B R RNA o FEaT 24 L a8&) 104
Ak % 50 ANEg, o TEHAEEANITHRET, EANY
b bk A F — /A 24 E AL, BB LS LA
Watson-Crick #& &+, £+ £ 10 A& mA LA S5 SEQ ID
NO:467-481 % & th 4494F4T — /41 RNA o~ F F 69 8L s r 5 &
AN BB, RZiKF| 30%E AT A A AR AR A AT, ST ELIA 2
10% 44 3% 42 L TT VA A 3B AEh . Bk by, Arfeegitaas; AR
50% 44 i 48 B84 (LA PLEAMME AL 8L 242850, ST B4 T RES PP
%) ks RNP #9735 14&

B — A, ALRTE—Fro B o) 4TS RNA
ST, EA B RS RNA & F AT 24 Ea4R) 104
HHFem S 50 ANES, S TFEROESZANAIEET, BT
h bk AT — /A 4t s, BABASE EANMRIEL K
Watson-Crick # ks, HE+ £ 10 N&E4gaA LA S5 SEQ ID
NO:497-522 & th 494547 — A4k 1> RNA o F F 69i£ a7 5] &
ANG BT, R RIKE] 30%69 RIS T oA A AR AT, SF HiLE)

20
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10% 44 15 42 LT VA A 3EAGY . Bk by, Admeey R Lams; T
S0% 44 % 28 3 LA TLEM B F B8R T 48 0, JF Hiz s T a9
#144.])s RNP 8975 M.,

BB — AT T, KL E—F 4B e FEIS] RNA
OF, iEH BRSO RNA o F A F 24 E@4& ) 104
sFatk 50 NS, B TEIHOESEANITH/EL, HFNHS
Ga b F ATkt EANMASE ZANRAN K
Watson-Crick #Jkxt, £+ EY 10 AMEEHAEALAE SEQ ID
NO:549 W 7= b 444547 — A 4k 1y RNA 2~ 7 69 i 82 88 7] B AN Y
B3], RS2k P 30%89 a8 x T vA A 324 IE 2T, T EAE] 10%49
SR AR R T VA A AEAGY . Bk 4y, AhFneg il s TARBAL 50%4)
G AR QLA BATAEAR BB 242 0, ST BiZ e T RES P Al
RNP &7 M.

)

0

=

=

B HLEA

B 1 7k T AL P P ATt e S h e Az B L. B AT T
BRI P AT — AN MR MR, B, IR SRR

B 2: EfefeTRg AL RNA 69FRFAREX. ZRTFEN
2 v. UCSC phastCons scores ( http://genome.ucsc.edu ) # 2 eheg. A
B T A2 AN B B 9k 3000 A EAZFBLe9 6% RNA 89 R &
AR R, ZR e ARALFFEMR A UCSC (hitp://genome.ucsc.edu/)
o A K B B 4R eg A I 34 284 (build 34 assembly ) (hgl6). A T @&
18, X $hk AL B, C4ndg4% ) RNA ARIE € 1149 Rfam & A%
& “hsa” WG L. FUmegac s RNA 4 K HEE K & T
— EAFRR P iR RS T a9 TR, AT — X T R
F2EPEFE. e RNA &7 @A Kk #ATARIT. Ar — A RNA
ey L), T RT —A CseegBest & (pair cluster). B:
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T A2 R RE. (BRBZLAILS), BIRFTEROTEL
B B RIR K E W — AR 3k, i RBMk, AR TOEMRE ).

AR T T X

% RNA 51

AP, RNE RS R AR B 0y F 4840 RNA o F,
%4 B 64 46 4%00 RNA 5T BA SEQ ID NO:1-94 F 49 4E4T— 4.

B — AT, KL F A —Fr o B 64k RNA &
F, kB ey B0 RNA 4F 24 SEQ ID NO:281-374 F &91E
Ao — A~

B — ATt , AKAP A —Fr o B ey 44 RNA &
F, %o B e B EE 0 RNA 4-F A4 SEQ ID NO:467-481 F &91E
AT —~,

BB — AT P, AP A —Fra B e RNA o
F ., ix4-B 09540 RNA 49 F A SEQ ID NO:497-522 F é91F
AT —A,

5B —AEae )P, KK R —Fra B e $45%00) RNA 5
T EZH B 68454500 RNA 4T 24 SEQ ID NO:549 + ¢91EFT—
A~

%0~ RNA 2F £ AAT R 2 Oo ) ( A de X F 4% RNA 4~
F¢4 42k - Bartel, Cell, 2004, 116, 281-297 ). Bartel P73 & L ak F 49
o) RNA F 69 2 L BAFIEvA ] Al eh o5 Ko Tk, XsEaFXK
A F &£ F 8 45, FFE2 ddF a9k s RNA 2L BE = £ 49,
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ARG RNA - F Z AT R B3 Ak 45 M e AT RS A F
Jo T Ay, i%K kMR EWARA Dicer 8988t0F), MAdm T A —
F4%)s RNA — 4k, A JL_ L& Bartel #5425 L ak.

BE, ol RNA R G B 4cbh b 69— @350 RNA 4%
Ve ri B @ AR (# RNP) F, #lde, AKE9HK] RNP £ 4
E & /i elF2C2/Argonaute(Ago)2 . ¥ 7¢ B Gemin3 #= Gemin4.
Argonaute & @ Jf 7 % 69 F AL A A Flde Agol. 3 A= 4 .54k ] RNA
sk b, FH Atk > RNP.

fEAK, G4 Ago2 694k /) RNP #2813, 5] 5 4% s RNA $7%) ¥
RNA & 7). @45 Ago & & (#Hlde Agol. 3 F= 4) &94#%)> RNP
& ARGEF LB Yo mRNA 698135,

fE— A LB T, KL R —Fr 4B 69 DNA & RNA 41,
%55 49 DNA 3 RNA &-F @45V 10 Nk egmdk, ZE4549
WA BA £ A F SEQ ID NO:1-94 ¥ = 69 57| R L F Fl4h. Hik
MW, 4% 4 DNA % RNA 5T @320 134, £HREEDS 154,
B AR E Y 20 Ak 4 ek

% — /L) P, ARKZ A R —Fr 4B & DNA 3, RNA 5T,
5% 65 DNA 3 RNA &F @420 10 Mikgagmik, ZEse
WA BA £ A2 + SEQ ID NO:281-374 + = H 89 55| AL F R 4.
fhikHy, 549 DNA X RNA »-F &2 134, EHRARMEED
154, EF FHREHE D 20 NS ML,

JE B — A2k T, KK BRI B —Fr 4B 6 DNA 3 RNA 4T,
#4569 DNA & RNA o F &4 %) 10 A& 469k, Z4E4 4
WA B £ A4 F SEQ ID NO:467-481 F = th 55| AL F R 4.
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ARk ph, 4549 DNA 3, RNA 4-F @32V 134, s E D)
154, B F @ik E Y 20 N ELEegmik.

B FH— AT T, KL AT AR —Fr 5B 69 DNA A RNA 5T,
Z A B ) DNA 3% RNA 5 F &4 %) 10 Mg agmil, ZE5%6
A EAH & A6 F SEQ ID NO:497-522 + 7=t 69 5 5| R A F R #.
fhikM, 555 DNA 3 RNA o F @320 134>, EHRAME S
154, £ % FREHE YV 20 NG M.

JE B — A2 T, RZ AR —Fr 5B &) DNA 3 RNA 4T,
%5549 DNA 3% RNA &F &4 £ 10 MNiEgagmik, ZE48 e
WA EBA % A8 ¥ SEQ ID NO:549 ¥ = ¢4 5 5| AL F R #. ik
W, 5% 45 DNA 3% RNA T @320 134, ZHREE D 154,
£ 5 FREME Y 20 AN ELE AR,
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& A. %] RNA 5 7]

4 FR AR A 4] RNA (5" = 3)
CAAAGUGCUCAUAGUGCAGGUAG
miR-20b-5p (SEQ.ID.NO: 1)
UAAGGUGCAUCUAGUGCAGUUAG
miR-18b (SEQ.ID.NO: 2)
CAACUAGACUGUGAGCUUCUAG
miR-843 (SEQ.ID.NO: 3)
UCGAGGAGCUCACAGUCUAGAC
miR-867 (SEQ.ID.NO: 4)
GUGCAUUGCUGUUGCAUUGC (SEQ.ID.NO:
miR-504 5)
UGGCAGUGUAUUGUUAGCUGGU
miR-720a SEQ.ID.NO: 6)
: AGGCAGUGUAUUGUUAGCUGGC
miR-720b (SEQ.ID.NO: 7)
UAUUGCACUCGUCCCGGCCUCC
miR-92b (SEQ.ID.NO: 8)
UAAUACUGUCUGGUAAAACCGU
miR-429 (SEQ.ID.NO: 9)
GUGUGCGGAAAUGCUUCUGCUA
miR-822 (SEQ.ID.NO: 10)
AAAUCUCUGCAGGCAAAUGUGA
miR-755" (SEQ.ID.NO: 11)
CAGUGCAAUGAUAUUGUCAAAGCA
miR-301b (SEQ.ID.NO: 12)
miR-864 AAAAGCUGAGUUGAGAGGG SEQ.ID.NO: 13)
AUAUAAUACAACCUGCUAAGUG (SEQ.ID.NO:
miR-374b 14)
UUUCCGGCUCGCGUGGGUGUGU
miR-619 (SEQ.ID.NO: 15)
ACUGUAGUAUGGGCACUUCCAG
miR-20b-3p (SEQ.ID.NO: 16)
AACACACCUGGUUAACCUCUUU(SEQ.ID.NO:
miR-329 17)
AUCAACAGACAUUAAUUGGGCG
miR-421 (SEQ.ID.NO: 18)
UGUCUUGCAGGCCGUCAUGCAG
miR-431 (SEQ.ID.NO: 19)
AUCAUGAUGGGCUCCUCGGUGU
miR-433 (SEQ.ID.NO: 20)
AAACCGUUACCAUUACUGAGUU (SEQ.ID.NO:
miR-451 21)
UGUUUGCAGAGGAAACUGAGAC
miR-452 (SEQ.ID.NO: 22)
AGGUUGUCCGUGGUGAGUUCGC
miR-453 (SEQ.ID.NOQ: 23)
UAGUGCAAUAUUGCUUAUAGGGU
miR-500 (SEQ.ID.NO: 24)
UGCGGGGCUAGGGCUAACAGCA
miR-604 (SEQ.ID.NO: 25)
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2 ARG 8%~ RNA (5" > 3)
CAUGCCUUGAGUGUAGGACCGU
miR-610 (SEQ.ID.NO: 26)
UUAAUAUGUACUGACAAAGCGU (SEQ.ID.NO:
miR-618 27)
AUGUUGGGAGCGGGCAGGUUGG
miR-620 SEQ.ID.NO: 28)
UCCGAGCCUGGGUCUCCCUCUU
miR-631" (SEQ.ID.NO: 29)
CGUGGGCCUGAUGUGGUGCUGG
miR-723-3p" SEQ.ID.NO: 30)
AGUACCACGUGUCAGGGCCACA(SEQ.ID.NO:
miR-723-5p% 31)
AAACAUUCGCGGUGCACUUCUU
miR-730" SEQ.ID.NO: 32)
AAAGGAUUCUGCUGUCGGUCCC(SEQ.ID.NO
miR-732% : 33)
AAUCGUACAGGGUCAUCCACUU
miR-800a (SEQ.ID.NO: 34)
AAUCAUACAGGGACAUCCAGUU(SEQ.ID.NO:
miR-800b 35)
UAUGUGCCUUUGGACUACAUCG
miR-803 (SEQ.ID.NO: 36)
UUUUGCGAUGUGUUCCUAAUAU(SEQ.ID.NO:
miR-805 37)
GCAGGAACUUGUGAGUCUCC (SEQ.ID.NO:
miR-814 38)
AAUGGCGCCACUAGGGUUGUGC
miR-815 (SEQ.ID.NO: 39)
UUGGGGAAACGGCCGCUGAGUG
miR-816 (SEQ.ID.NO: 40)
CUGUAUGCCCUCACCGCUCAGC
miR-817 (SEQ.ID.NO: 41)
AGGGGGAAAGUUCUAUAGUCCU
miR-818 (SEQ.ID.NO: 42)
UCCAUUACACUACCCUGCCUCU
miR-819 SEQ.ID.NQ: 43)
GCGGCGGCGGCGGAGGCUGCUG
miRk-821 (SEQ.ID.NO: 44)
CGGCGGCGGCGGCGGCGGCUGU
miR-892 SEQ.ID.NO: 45)
GGAGAAAUUAUCCUUGGUGUGU
miR-824 SEQ.ID.NO: 46)
UUGUGACAGAUUGAUAACUGAA
miR-825-3p (SEQ.ID.NO: 47)
UCGGGGAUCAUCAUGUCACGAG
miR-825-5p (SEQ.ID.NQ: 48)
AUUGACACUUCUGUGAGUAGAG
miR-826 SEQ.ID.NO: 49)
AUGCUGACAUAUUUACUAGAGG
miR-828-5p (SEQ.ID.NO: 50)
UCUAGUAAGAGUGGCAGUCGAA
miR-828-3p (SEQ.ID.NO: 51)
GAGCUUAUUCAUAAAAGUGCAG
miR-829-5p (SEQ.ID.NO: 52)

miR-829-3p

53)

UAAUUUBUAUGUAUAAGCUAGUC (SEQ.ID.NO:
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AR AR A4 ]s RNA (5° > 3)
UGGGGCGGAGCUUCCGGAGGCC

miR-831 SEQ.ID.NO: 54)
CCAUGGAUCUCCAGGUGGGUCA

miR-832 (SEQ.ID.NO: 55)
UGAAGGUCUACUGUGUGCCAGG

miR-834 (SEQ.ID.NO: 56)
AGGAAGCCCUGGAGGGGCUGGA

miR-835-5p (SEQ.ID.NO: 57)
UCCGGUUCUCAGGGCUCCACCU

miR-835-3p (SEQ.ID.NO: 58)
ACCAGGAGGCUGAGGCCCCUCA

miR-837 (SEQ.ID.NO: 59)
UCAGGCUCAGUCCCCUCCCGAU

miR-838 SEQ.ID.NO: 60)
UCCUGUACUGAGCUGCCCCGA (SEQ.ID.NO:

miR-839-5p 61)
CGGGGCAGCUCAGUACAGGAU (SEQ.ID.NO:

miR-839-3p 62)
UCGACCGGACCUCGACCGGCU (SEQ.ID.NO:

miR-840-5p 63)
CUCGGCGUGGCGUCGGUCGUGG

miR-840-3p (SEQ.ID.NQ: 64)
UUUGAAAGGCUAUUUCUUGGUC

miR-841 (SEQ.ID.NO: 65)
CGAAAACAGCAAUUACCUUUGC (SEQ.ID.NO:

miR-842 66)
AAAGCAUGCUCCAGUGGCGCA (SEQ.ID.NO:

miR-845 67)
CGGCUCUGGGUCUGUGGGGAGC

miR-846 (SEQ.ID.NO: 68)
CAGAGAGGACCACUAUGGCGGG

miR-847 (SEQ.ID.NO: 69)
AUUGCCAUCCCCUAUGGACCAG

miR-848 (SEQ.ID.NO: 70)
UGUCUACUACUGGAGACACUGG

miR-849 (SEQ.ID.NO: 71)
UUAGGGCCCUGGCUCCAUCUCC

miR-850 (SEQ.ID.NO: 72)
GUGAACGGGCGCCAUCCCGAGG

miR-851 (SEQ.ID.NO: 73)
UCAGCAAACAUUUAUUGUGUGC

miR-852 (SEQ.ID.NO: 74)
UGGGAUCUCCGGGGUCUUGGUU

miR-853 (SEQ.ID.NQ: 75)
CUGCCCUGGCCCGAGGGACCGA

miR-854 (SEQ.ID.NO: 76)
UGAGUGUGUGUGUGUGAGUGUG

miR-855-5p (SEQ.ID.NO: 77)
CACGCUCAUGCACACACCCACA (SEQ.ID.NO:

miR-855-3p 78)
AAGGCAGGGCCCCCGCUCCCCG

miR-857 (SEQ.ID.NO: 79)
UGGUGGGCCGCAGAACAUGUGC

miR-869 (SEQ.ID.NO: 80)
CGGGUCGGAGUUAGCUCAAGCGG

miR-871-5p (SEQ.ID.NO: 81)
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2 A AR 3G 4] RNA (5 > 3Y)
CUAUCUGUCCAUCUCUGUGCUG
miR-871-3p (SEQ.ID.NO: 82)
UGAAACAUACACGGGAAACCUC (SEQ.ID.NO:
miR-883 83)
AUUCUGCAUUUUUAGCAAGUUC
miR-884 (SEQ.ID.NO: 84)
GCGACCCAUACUUGGUUUCAGA
miR-885 (SEQ.ID.NO: 85)
AACAUCACAGCAAGUCUGUGCU
miR-886 (SEQ.ID.NQO: 86)
UAUACCUCAGUUUUAUCAGGUG
miR-887-5p (SEQ.ID.NO: 87)
CCUGGAAACACUGAGGUUGUGU
miR-887-3p (SEQ.ID.NO: 88)
AGACCCUGGUCUGCACUCUAUC
miR-888 (SEQ.ID.NO; 89)
AGUGGGGAACCCUUCCAUGAGG
miR-889 (SEQ.ID.NO: 90)
GUGUUGAAACAAUCUCUACUGA
MiR-890 (SEQ.ID.NO: 91)
AUGGAUUUCUUUGUGAAUCACC
MIR-891 (SEQ.ID.NO; 92)
AAGACGGGAGGAAAGAAGGGAA
miR-893 (SEQ.ID.NO: 93)
GUGACAUCACAUAUACGGCAGC
miR-894 (SEQ.ID.NO: 94)
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# Al. #)s RNA K k34K 5 7)

>hsa-mir-18b
CUUGUGUUAAGGUGCAUCUAGUGCAGUUAGUGAAGCAGCUUAGAAUCUACUGCC
CUAAAUGCCCCUUCUGGCACAGG (SEQ.ID.NO: 95)

>hsa-mir-20b
GAUAAGAUUGGGUCCUAGUAGUACCAAAGUGCUCAUAGUGCAGGUAGUUUUGGC
AUGACUCUACUGUAGUAUGGGCACUUCCAGUACUCUUGGAUAACAAAUCUCUUG
UUG (SEQ.ID.NO: 96)

>hsa~-mir-301b
GGGGUCCCCCCUGCUGGCCGCAGGUGCUCUGACGAGGUUGCACUACUGUGCUCUG
AGAAGCAGUGCAAUGAUAUUGUCAAAGCAUCUGGGACCAGCCUUGGGGAUCUC
>hsa-mir-329-1 (SEQ.ID.NO: 97)
GGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAAUGAGGACGAAACAC
ACCUGGUUAACCUCUUUUCCAGUAUC (SEQ.ID.NO: 98)

>hsa-mir-329-2
GUGGUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAUUGAGGACGAAAC
ACACCUGGUUAACCUCUUUUCCAGUAUCAA (SEQ.ID.NO: 99)

>hsa-mir-374b
ACUCGGAUGGAUAUAAUACAACCUGCUAAGUGUCCUAGCACUUAGCAGGUUGUA
UUAUCAUUGUCCGUGU (SEQ.ID.NO: 100)

>hsa-mir-421
CACAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAACAG
ACAUUAAUUGGGCGCCUGCUCUGUG (SEQ.ID.NO: 101)

>hsa-mir-500
CCAGAUCCUAGAACCCUAUCAAUAUUGUCUCUGCUGUGUAAAUAGUUCUGAGUA
GUGCAAUAUUGCUUAUAGGGUUUUGGUGUUUGG (SEQ.ID.NO: 102)

>hsa-mir-504
GGCGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGUGUGAGGCGGGUGCAGU
GCCUCGGCAGUGCAGCCCGGAGCCGGC (SEQ.IDNO: 103)

>hsa-mir-604
GGGUUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGAAGGUUUCCU
GGAAACCACGCACAUGCUGUUGCCAC (SEQ.ID.NO:; 104)

>hsa-mir-610
CUCCAUGCCUUGAGUGUAGGACCGUUGGCAUCUUAAUUACCCUCCCACACCCAAG
GCUUGCA (SEQ.ID.NO: 105)

>hsa-mir-618
UUAUUGUGAAAUAUGUCAUUAAUAUGUACUGACAAAGCGUAUCUGUGUAAUAAA
UAUGCUUUUUGUCAGUACAUGUUAAUGGUAUAUUUCAUAACAA (SEQ.ID.NO: 106)
>hsa-mir-619
GCGGCUGCUGGACCCACCCGGCCGGGAAUAGUGCUCCUGGUUGUUUCCGGCUCGC
GUGGGUGUGUCGGCGGCGGG (SEQ.ID.NO: 107)

>hsa-mir-620
CGCCCCCACGUGGCCCCGCCCCCUGAGGCCGGCGCUGCCGCCAUGUUGGGAGCGG
GCAGGUUGGGAGCG (SEQ.ID.NO: 108)

>hsa-mir-631
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GGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUUGUUCGGU
CCGAGCCUGGGUCUCCCUCUUCCCCCC (SEQ.ID.NO: 109)

>hsa-mir-720A
UGCUCUGGAUACCUGUGUGUGAUGAGCUGGCAGUGUAUUGUUAGCUGGUUGAAU
AUGUGAAUGGCAUCGGCUAACAUGCAACUGCUGUCUUAUUGCAUAUACAAUGAA
CAUCAGAGUG (SEQ.ID.NO: 110)

>hsa-mir-720b
UGAAUCAGGUAGGCAGUGUAUUGUUAGCUGGCUGCUUGGGUCAAGUCAGCAGCC
ACAACUACCCUGCCACUUGCUUCU (SEQ.ID.NQ:; 111)

>hsa-mir-723
GCCACCUUCCGAGCCUCCAGUACCACGUGUCAGGGCCACAUGAGCUGGGCCUCGU
GGGCCUGAUGUGGUGCUGGGGCCUCAGGGGUCUG (SEQ.ID.NO: 112)

>hsa-mir-730
GCGGUACUUAAUGAGAAGUUGCCCGUGUUUUUTUCGCUUUAUUUGUGACGAAAC
AUUCGCGGUGCACUUCUUUUUCAGUAUCCU (SEQ.ID.NO: 113)

>hsa-mir-732
CCAACGUCAGGGAAAGGAUUCUGCUGUCGGUCCCACUCCAAAGUUCACAGAAUGG
GUGGUGGGCACAGAAUCUGGACUCU (SEQ.ID.NO: 114)

>hsa-mir-429
CGGCCGAUGGGCGUCUUACCAGACAUGGUUAGACCUGGCCCUCUGUCUAAUACUG
UCUGGUAAAACCGUCCAUCCGCUG (SEQ.ID.NO: 115)

>hsa-mir-754
UGCUUCUGUGUGAUAUGUUUGAUAUUGGGUUGUUUAAUUAGGAACCAACUAAAU
GUCAAACAUAUUCUUACAGCAGCA (SEQ.ID.NO: 116)

>hsa-mir-735
GCAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAGGAAAUCACACAC
UUACCCGUAGAGAUUCUACAGUCUGA (SEQ.ID.NG: 117)

>hsa-mir-8§00A
CUUUCUUUUCCGUGCUAACCUUUGGUACUUGGAGAGUGGUUAUCCCUGUCCUGU
UCGULUUUGCUCAUGUCGAAUCGUACAGGGUCAUCCACUUUUUCAGUAUCAAGAG
CGC (SEQ.ID.NO: 118)

>hsa-mir-800b
UGAAGAGUGGUUAUCCCUGCUGUGUUCGCUUAAUUUAUGACGAAUCAUACAGGG
ACAUCCAGUUUUUCA (SEQ.ID.NO: 119)

>hsa-mir-803
CCCUGGCGUGAGGGUAUGUGCCUUUGGACUACAUCGUGGAAGCCAGCACCAUGCA
GUCCAUGGGCAUAUACACUUGCCUCAAGG (SEQ.ID.NO: 120)

>hsa-mir-803-2
GAUGCUAAACUAUUUUUGCGAUGUGUUCCUAAUAUGUAAUAUAAAUGUAUUGGG
GACAUUUUGCAUUCAUAGUUUUGUAUC (SEQ.ID.NO: 121)

>hsa-mir-451
CUUGGGAAUGGCAAGGAAACCGUUACCAUUACUGAGUUUAGUAAUGGUAAUGGU
UCUCUUGCUAUACCCAGA (SEQ.ID.NO: 122)

>hsa-mir-433
CCGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUCUGUG
UUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGG (SEQ.ID.NO: 123)
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>hsa-mir-431
UCCUGCUUGUCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGU
AACGUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACGACAUCCUCAUCACCAAC
GACG (SEQ.ID.NO: 124)

>hsa-mir-452
GCUAAGCACUUACAACUGUUUGCAGAGGAAACUGAGACUUUGUAACUAUGUCUC
AGUCUCAUCUGCAAAGAAGUAAGUGCUUUGC (SEQ.ID.NO: 125)

>hsa-mir-453
GCAGGAAUGCUGCGAGCAGUGCCACCUCAUGGUACUCGGAGGGAGGUUGUCCGU
GGUGAGUUCGCAUUAUUUAAUGAUGC (SEQ.ID.NO: 120)

>hsa-mir-814
GUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUGAACAGGAGACUGAUG
AGUUCCCGGGAACAC (SEQ.ID.NO: 127)

>hsa-mir-815
CUAUGCACUGCACAACCCUAGGAGAGGGUGCCAUUCACAUAGACUAUAAUUGAA
UGGCGCCACUAGGGUUGUGCAGUGCACAA (SEQ.ID.NO: 128)

>hsa-mir-816
GGGUUUGGGGAAACGGCCGCUGAGUGAGGCGUCGGCUGUGUUUCUCACCGCGGU
CUUUUCCUCCCACUC (SEQ.ID.NO: 129)

>hsa-mir-8§17
CUUGGUGACGCUGUAUGCCCUCACCGCUCAGCCCCUGGGGCUGGCUUGGCAGACA
GUACAGCAUCCAGGGGAGUCAAGGGCAUGGGGCGAGACCAGA (SEQ.ID.NO: 130)
>hsa-mir-818-1
GGUAAGGGUAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGUAAUUAGAUCUCA
GGACUAUAGAACUUUCCCCCUCAUCCCUCUGCCCUCUACC (SEQ.ID.NO: 131)
>hsa-mir-818-2
GUAGAGGGCAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGAGAUCUAAUUACA
GGACUAUAGAACUUUCCCCCUCAUCCCUCUACCCUUACCA (SEQ.ID.NO: 132)
>hsa-mir-819
GGCCCGCACUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCGGG
GUGUAGUGGAUAGAGCACGGGUU (SEQ.ID.NO: 133)

>hsa-mir-821-1
GCGGCGGCGGCGGAGGCUGCUGCUGGGGCGGCUGCUGCUGGGGCGGCUGCGGLGG
CGGCUGCUGCGGGGGCUGCUGCUGCUGUUGC (SEQ.ID.NO: 134)

>hsa-mir-821-2/-3
GCGGCUGCGGCGGCGGCGGAGGCUGCGGCGGCGACCGUGGCAGAGGCGGUGGCGG
AGGCCUCCGUGGCGGAGGCGGAAGC (SEQ.IDNO: 135)

>hsa-mir-822
ACUCUAUAAAUCUAGUGGAAACAUUUCUGCACAAACUAGAUUCUGGACACCAGU
GUGCGGAAAUGCUUCUGCUACAUUUUUAGGGU (SEQ.ID.NO: 136)

>hsa-mir-8§24
GUUUCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUCGCUUUAUUUAUGAUGAA
UCAUACAAGGACAAUUUCUUUUUGAGUAUCAAAU (SEQ.ID.NO: 137)

>hsa-mir-825
UCUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCAGUGUGCACUUGUGACA
GAUUGAUAACUGAAAGGUCUGGGA (SEQ.ID.NO: 138)
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>hsa-mir-826-2
UUGUCUGUGGUACCCUACUCUGGAGAGUGACAAUCAUGUAUAACUAAAUUUGAU
UGACACUUCUGUGAGUAGAGUAACGCAUGACAC (SEQ.ID.NO: 139)

>hsa-mir-826-3
UUGUCUGUGGUACCCUACUCUGGAGAGUGACAAUCAUGUAUAAUUAAAUUUGAU
UGACACUUCUGUGAGUAGAGUAACGCAUGACAC (SEQ.ID.NO: 140)

>hsa-mir-828
CUUCCUCAUGCUGACAUAUUUACUAGAGGGUAAAAUUAAUAACCUUCUAGUAAG
AGUGGCAGUCGAAGGGAAG (SEQ.ID.NO: 141)

>hsa-mir-829
CAGUCAGAAAUGAGCUUAUUCAUAAAAGUGCAGUAUGGUGAAGUCAAUCUGUAA
UUUUAUGUAUAAGCUAGUCUCUGAUUG (SEQ.ID.NO: 142)

>hsa-mir-831-1
GCUCCGCCCCACGUCGCAUGCGCCCCGGGAACGCGUGGGGCGGAGCUUCCGGAGG
CCCCGCUCUGCUGCCGACCCUGUGGAGCGGAGGGUGAAGCCUCCGGAUGCCAGUC
CCUCAUCGCUGGCCUGGUCGCGCUGUGGCGAAGGGGGCGGAGC (SEQ.ID.NO: 143)
>hsa-mir-831-2
GCUCCGCCCCACGUCGCAUGCGCCCCGGGAACGCGUGGGGCGGAGCUUCCGGAGG
CCCCGCCCUGCUGCCGACCCUGUGGAGCGGAGGGUGAAGCCUCCGGAUGCCAGUC
CCUCAUCGCUGGCCCGGUCGCGCUGUGGCGAAGGGGGCGGAGC (SEQ.ID.NO: 144)
>hsa-mir-831-3/-4/-5
CGCUCCGCCCCACGUCGCAUGCGCCCCGGGAAAGCGUGGGGCGGAGCUUCCGGAG
GCCCCGCCCUGCUGCCGACCCUGUGGAGCGGAGGGUGAAGCCUCCGGAUGCCAGU
CCCUCAUCGCUGGCCCGGUCGCGCUGUGGCGAAGGGGGCGGAGC (SEQ.ID.NO:
145)

>hsa-mir-832 )
AUUGUUCGACACCAUGGAUCUCCAGGUGGGUCAAGUUUAGAGAUGCACCAACCU
GGAGGACUCCAUGCUGUUGAGCUGU (SEQ.ID.NO: 146)

>hsa-mir-834
CAGGGCUUUGUACAUGGUAGGCUUUCAUUCAUUCGUUUGCACAUUCGGUGAAGG
UCUACUGUGUGCCAGGCCCUG (SEQ.ID.NO: 147)

>hsa-mir-835
CUGGCAGGCCAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUU
UUCCUCCGGUUCUCAGGGCUCCACCUCUUUCGGGCCGUAGAGCCAG (SEQ.ID.NO:
148)

>hsa-mir-837
AGAGGAGGGUCUCCUCGAGGGGUCUCUGCCUCUACCCAGGACUCUUUCAUGACCA
GGAGGCUGAGGCCCCUCACAGGCGGCUUCUUACUCU (SEQ.ID.NO: 149)
>hsa-mir-838
UCGUCAGGCUCAGUCCCCUCCCGAUAAACCCCUAAAUAGGGACUUUCCCGGGGGG
UGACCCUGGCUUUUUUGGCGA (SEQ.ID.NO: 150)

>hsa-mir-839
CUGACUCCCACCCCGAGUAUCCUGUACUGAGCUGCCCCGAGCUGGGCAGCAUGAA
GGGCCUCGGGGCAGCUCAGUACAGGAUGCCCCAGGGAGGAUGGAGAUCAG
(SEQ.ID.NO: 151)

>hsa-mir-839-2
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CUCCAUCCUCCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAUGCUGC
CCAGCUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGGGAGUCAG (SEQ.ID.NO:
152)

>hsa-mir-840
UUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGACCGGACCUC
GACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGCGUCGGUCGUGGUAGAUA
GGCGGUCAUGCAUACGAAUUUUCAGCUCUUGUUCUGGUGAC (SEQ.ID.NO: 153)
>hsa-mir-841
AGAAUCAUCUCUCCCAGAUAAUGGCACUCUCAAACAAGUUUCCAAAUUGUUUGA
AAGGCUAUUUCUUGGUCAGAUGACUCU (SEQ.ID.NO: 154)

>hsa-mir-842
CCUAGAUAAGUUAUUAGGUGGGUGCAAAGGUAAUUGCAGUUUUUCCCAUUAUUU
UAAUUGCGAAAACAGCAAUUACCUUUGCACCAACCUGAUGGAGUCCCCCU
(SEQ.ID.NO: 155)

>hsa-mir-843
GCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAAAUGACUUGCACAUGAACACA
ACUAGACUGUGAGCUUCUAGAGGGC (SEQ.ID.NO: 1506)

>hsa-mir-843-1
CGCGAGGCCG(}GGUCGAGCGCUUCAGUAGCUCAUGGCUCUGUAGAGUGCGCAUGG
CCAAGCAAAGGAAAGCAUGCUCCAGUGGCGCA (SEQ.ID.NO: 157)

>hsa-mir-845-2
AGUAACCACUUAGUGUGUAUUGACUUGUCAGAAUUUUCAGAALUUAAAGCAUGC
UCCAGUGGCGCA (SEQ.ID.NO: 158)

>hsa-mir-846
CGGGGCGCGUCGCCCCCCUCAGUCCACCAGAGCCCGGAUACCUCAGAAAUUCGGC
UCUGGGUCUGUGGGGAGCGAAAUGCAACCCA (SEQ.ID.NO: 159)

>hsa-mir-847

UUACUGUGUCAUUGGU JUGCUGUCAUUGCUACUGAGGAGUACUGACCAGAAUCAUC
UGCAACUCUUAGUUGGCAGAGAGGACCACUAUGGCGGGUAG (SEQ.ID.NO: 160)
>hsa-mir-843
UGGGCCAGAUUGCCAUCCCCUAUGGACCAGAAGCCAAGGAUCUCUCUAGUGAUGG
UCAGAGGGCCCAAAUGGCAGGGAUACCCA (SEQ.ID.NO: 161)

>hsa-mir-849
GCUUCUGUCUACUACUGGAGACACUGGUAGUAUAAAACCCA(JAGUCUCCAGUAA
UGGACGGGAGC (SEQ.ID.NO: 162)

>hsa-mir-850

CUGGGUUAGGGCCCUGGCUCCAUCUCCUUUAGGAAAACCUUC UGUGGGGAGU(JG
GGCUUCGACCCUAACCCAG (SEQ.ID.NO: 163)

>hsa-mir-8351
GCAGALCCUUGGGAGCCCUGUUA(JALU(,UG(JAUUUUALACUUGGAGUGAACG(JG
CGCCAUCCCGAGGCUUUGC (SEQ.ID.NO: 164)

>hsa-mir-852
AGUAGGCCUCAGUAAAUGUUUAUUAGAUGAAUAAAUGAAUGACUCAUCAGCAAA
CAUUUAUUGUGUGCCUGCU (SEQ.ID.NO: 165)

>hsa-mir-853
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CCUGGGCUCUGACCUGAGACCUCUGGGUUCUGAGCUGUGAUGUUGCUCUCGAGCU
GGGAUCUCCGGGGUCUUGGUUCAGGG (SEQ.ID.NO: 166)

>hsa-mir-854
GGUGUUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCUCGCUUCCUGCC
CUGGCCCGAGGGACCGACUGGCUGGGCC (SEQ.ID.NO: 167)

>hsa-mir-855
UGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACG
CUCAUGCACACACCCACACGCCCACACUCA (SEQ.ID.NO: 168)

>hsa-mir-853
UGGGUGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCACG
CUCAUGCACACACCCACACGCCCACACUCA (SEQ.ID.NO: 169)

>hsa-mir-§57
GGGCCCGGCCCCAGGAGCGGGGCCUGGGCAGCCCCGUGUGUUGAGGAAGGAAGGC
AGGGCCCCCGCUCCCCGGGCCU (SEQ.ID.NO: 170)

>hsa-mir-864
CCUUCUCUUCUCAGUUCUUCCCCAAGUUAGGAAAAGCUGAGUUGAGAGGG
(SEQ.ID.NO: 171)

>hsa-mir-151
GUCUCUCULCAGGGCUCCCGAGACACAGAAACAGACACCUGCCCUCGAGGAGCUC
ACAGUCUAGAC (SEQ.ID.NOQ: 172)

>hsa-mir-869
AAAGAUGGUGGGCCGCAGAACAUGUGCUGAGUUCGUGCCAUAUGUCUGCUGACC
AUCACCUUU (SEQ.ID.NO: 173)

>hsa-mir-871-1
UCCUACCCGGGUCGGAGUUAGCUCAAGCGGUUACCUCCUCAUGCCGGACUUUCUA
UCUGUCCAUCUCUGUGCUGGGGUUCGAGACCCGCGGGUGCUUACUGACCCUUUUA
UGCA (SEQ.ID.NO: 174)

>hsa-mir-92b
CCGGGCCCCGGGCGGGCGGGAGGGACGGGACGCGGUGCAGUGUUGUUUUUUCCCC
CGCCAAUAUUGCACUCGUCCCGGCCUCCGGCCCCCCCGGCCCCCCGG (SEQ.ID.NO:
175)

>hsa-mir-883
GAUACUCGAAGGAGAGGUUGUCCGUGUUGUCUUCUCUUUAUUUAUGAUGAAACA
UACACGGGAAACCUCUUUUUUAGUAUC (SEQ.ID.NO: 176)

>hsa-mir-8§84
AUUUUCAUCACCUAGGGAUCUUGUUAAAAAGCAGAUUCUGAUUCAGGGACCAAG
AUUCUGCAUUUUUAGCAAGUUCUCAAGUGAUGCUAAU (SEQ.ID.NO: 177)
>hsa-miR-885
GUGCUCUCCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAGAACGGGA
AGGCGACCCAUACUUGGUUUCAGAGGCUGUGAGAAUAAC (SEQ.ID.NO: 178)
>hsa-mir-886
CCCCUGUGCCUUGGGCGGGCGGCUGUUAAGACUUGCAGUGAUGUUUAACUCCUCU
CCACGUGAACAUCACAGCAAGUCUGUGCUGCUUCCCGUCCCUACGCUGCCUGGGC
(SEQ.ID.NO: 179)

>hsa-mir-887
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GUUUAGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCUUAAAAUCACCUGGAAA
CACUGAGGUUGUGUCUCACUGAAC (SEQ.ID.NO: 180)

>hsa-mir-888
GCUGCUGUUGGGAGACCCUGGUCUGCACUCUAUCUGUAUUCUUACUGAAGGGAG
UGCAGGGCAGGGUUUCCCAUACAGAGGGC (SEQ.ID.NO; 181)

>hsa-mir-889
GGAAUUGACUUAGCUGGGUAGUGGGGAACCCUUCCAUGAGGAGUAGAACACUCC
UUAUGCAAGAUUCCCUUCUACCUGGCUGGGUUGGAGUC (SEQ.ID.NO: 182)
>hsa-mir-890
UCAUUCCUUCAGUGUUGAAACAAUCUCUACUGAACCAGCUUCAAACAAGUUCACU
GGAGUUUGUUUCAAUAUUGCAAGAAUGA (SEQ.ID.NO: 183)

>hsa-mir-§91
CACAAACUGUGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGCUAAU
GUGGUGGUGGUUUACAAAGUAAUUCAUAGUGCUUCACAGGUG (SEQ.ID.NO: 184)
>hsg-mir-892
GCGGCUGCGGCGGCGGCGGCGGCGGCGGCGGCGGCUGUUGCUGUUGCUGCUGCUG
CUGCUGCUGCUGUUGCUGCUGCUGCUGCUGCUGCUGC (SEQ.ID.NO: 185)
>hsa-mir-893
GAGGGGGAAGACGGGAGGAAAGAAGGGAGUGGUUCCAUCACGCCUCCUCACUCC
UCUCCUCCCGUCUUCUCCUCUC (SEQ.ID.NO: 186)

>hsa-mir-894
CUACUGCUGUUGGUGGCAGCUUGGUGGUCGUAUGUGUGACGCCAUUUACUUGAA
CCUUUAGGAGUGACAUCACAUAUACGGCAGCUAAACUGCUACAUGGGACAACAA
UU (SEQ.ID.NQ: 187)

% A2. %] RNA & 7]

4 AR A& A RNA(S -> 3)

hsa-miR-100516 UACUCAAAAAGCUGUCAGUCA (SEQ. ID. NO: 281)
hsa-miR-100604 UGCGGGGCUAGGGCUAACAGCA (SEQ. ID. NO: 282)
hsa-miR-100610-5p | CAUGCCUUGAGUGUAGGACCGU (SEQ. ID. NO: 283)
hsa-miR-100631 UCCGAGCCUGGGUCUCCCUCUU (SEQ. ID. NO: 284)
hsa-miR-100701 AAGGUUACUUGUUAGUUCAGG (SEQ. ID. NO: 285)
hsa-miR-100723 CGUGGGCCUGAUGUGGUGCUGG (SEQ. ID. NO: 286)
hsa-miR-100730 AAACAUUCGCGGUGCACUUCUU (SEQ. ID. NO: 287)
hsa-miR-100732 AAGGAUUCUGCUGUCGGUCCC (SEQ. ID. NO: 288)
hsa-miR-100754 UGAUAUGUUUGAUAUUGGGUU (SEQ. ID. NO: 289)
hsa-miR-100760 GCACUGAGAUGGGAGUGGUGUA (SEQ. ID. NO: 290)
hsa-miR-100814 GCAGGAACUUGUGAGUCUCCU (SEQ. ID. NO: 291)
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hsa-miR-100815

AAUGGCGCCACUAGGGUUGUGU (SEQ. ID. NO: 292)

hsa-miR-100818

AGGGGGAAAGUUCUAUAGUCC (SEQ. ID. NO: 293)

hsa-miR~100819

UCCAUUACACUACCCUGCCUCU (SEQ. ID. NO: 294)

hsa-miR-100824

GGAGAAAUUAUCCUUGGUGUGU (SEQ. ID. NO: 295)

hsa-miR-100825-3p

UGUGACAGAUUGAUAACUGAAA (SEQ. ID. NO: 296)

hsa-miR-100825-5p

UCGGGGAUCAUCAUGUCACGAGA (SEQ. ID. NO: 297)

hsa-miR-100829-3p

UAAUUUUAUGUAUAAGCUAGU (SEQ. ID. NO: 298)

hsa-miR-100835-5p

AGGAAGCCCUGGAGGGGCUGGAG (SEQ. ID. NO: 299)

hsa-miR-100842

CGAAAACAGCAAUUACCUUUGC (SEQ. ID. NO: 300)

hsa-miR-100843-3p

CAACUAGACUGUGAGCUUCUAG (SEQ. ID. NO: 301)

hsa-mIR-100843-5p

AAGGAGCUUACAAUCUAGCUGGG (SEQ. ID. NO: 302)

hsa-miR-100846

CGGCUCUGGGUCUGUGGGGAG (SEQ. ID. NO: 303)

hsa-miR-100851

GUGAACGGGCGCCAUCCCGAGG (SEQ. ID. NO: 304)

hsa-miR-100852

UCAGCAAACAUUUAUUGUGUGC (SEQ. ID. NO: 305)

hsa-miR-100854

CUGCCCUGGCCCGAGGGACCGA (SEQ. ID. NO: 306)

hsa-miR-100855-3p

CACGCUCAUGCACACACCCACA (SEQ. ID. NO: 307)

hsa-miR-100855-5p

UGAGUGUGUGUGUGUGAGUGUGU (SEQ, ID. NO: 308)

hsa-miR-100869-3p

UAUGUCUGCUGACCAUCACCUU (SEQ. ID. NO: 309)

hsa-miR-100869-5p

UGGUGGGCCGCAGAACAUGUGC (SEQ. ID. NO: 310)

hsa-miR-100871-3p

CGCGGGUGCUUACUGACCCUU (SEQ. ID. NO: 311)

hsa-miR-100871-5p

CGGGUCGGAGUUAGCUCAAGCGG (SEQ. ID. NO: 312)

hsa-miR-100885

GCGACCCAUACUUGGUUUCAG (SEQ. ID. NO: 313)

hsa-miR-100887-3p

CCUGGAAACACUGAGGUUGUGU (SEQ. ID. NO: 314)

hsa-miR-100887-5p

UAUACCUCAGUUUUAUCAGGUG (SEQ. ID. NO: 315)

hsa-miR-100891-3p

UGGUGGUUUACAAAGUAAUUCA (SEQ. ID. NO: 316)

hsa-miR-100891-5p

UGGAUUUCUUUGUGAAUCACCA (SEQ. ID. NO: 317)

hsa-miR-101001

ACCAGGAGGCUGAGGCCCCU (SEQ. ID. NO: 318)

hsa-miR-146b UGAGAACUGAAUUCCAUAGGCU (SEQ. TD. NO: 319)
hsa-miR-147b GUGUGCGGAAAUGCUUCUGCUA (SEQ. ID. NO: 320)
hsa-miR-181d AACAUUCAUUGUUGUCGGUGGGU (SEQ. ID. NO: 321)
hsa-miR-18b UAAGGUGCAUCUAGUGCAGUUAG (SEQ. ID. NO: 322)
hsa-miR-193b AACUGGCCCUCAAAGUCCCGCU (SEQ. ID. NO: 323)

hsa-miR-200001

UGCAACGAACCUGAGCCACUGA (SEQ. ID. NO: 324)

hsa-miR-200002

AUAAUACAUGGUUAACCUCUUU (SEQ. ID. NO: 325)

hsa-miR-200003

UACUUGGAAAGGCAUCAGUUG (SEQ. ID. NO: 326)

hsa-miR-200004

UGCAACUUACCUGAGUCAUUGA (SEQ. ID. NO: 327)

hsa-miR-200007

GUAGAGGAGAUGGCGCAGGG (SEQ. ID. NO: 328)

hsa-miR-200008

UACCCAUUGCAUAUCGGAGUU (SEQ. ID. NO: 329)

hsa-miR-20b CAAAGUGCUCAUAGUGCAGGUAG (SEQ. ID. NO: 330)
hsa-miR-20b-3p ACUGUAGUAUGGGCACUUCCAG (SEQ. ID. NO: 331)
hsa-miR-216b AAAUCUCUGCAGGCAAAUGUGA (SEQ. ID. NO: 332)
hsa-miR-301b CAGUGCAAUGAUAUUGUCAAAGCA (SEQ. ID. NO: 333)
hsa-miR-329 AACACACCUGGUUAACCUCUUU (SEQ. ID. NO: 334)
hsa-miR-33b GUGCAUUGCUGUUGCAUUGC (SEQ. ID. NO: 335)
hsa-miR-374b AUAUAAUACAACCUGCUAAGUG (SEQ. ID. NO: 336)
hsa-miR-375 UUUGUUCGUUCGGCUCGCGUGA (SEQ. ID. NO: 337)
hsa-miR-376a AUCAUAGAGGAAAAUCCACGU (SEQ. ID. NO: 338) _
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hsa-miR-376b AUCAUAGAGGAAAAUCCAUGUU (SEQ. ID. NO: 339)
hsa-miR-376¢ AAUCGUACAGGGUCAUCCACUU (SEQ. ID. NO: 340)
hsa-miR-376c¢ AAUCGUACAGGGUCAUCCACUU (SEQ. ID. NO: 341)
hsa-miR-377 AUCACACAAAGGCAACUUUUGU (SEQ. ID. NO: 342)
hsa-miR-378 ACUGGACUUGGAGUCAGAAGG (SEQ. ID. NO: 343)
hsa-miR-379 UGGUAGACUAUGGAACGUAGG (SEQ. ID. NO: 344)
hsa-miR-380 UAUGUAAUAUGGUCCACAUCUU (SEQ. ID. NO: 345)
hsa-miR-410 AAUAUAACACAGAUGGCCUGU (SEQ. ID. NO: 346)

hsa-miR-421-3p

AUCAACAGACAUUAAUUGGGCG (SEQ. ID. NO: 347)

hsa-miR-429 UAAUACUGUCUGGUAAAACCGU (SEQ. ID, NO: 348)
hsa-miR-431 UGUCUUGCAGGCCGUCAUGCA (SEQ. ID. NO: 349)
hsa-miR-432 UCUUGGAGUAGGUCAUUGGGUGG (SEQ. ID. NO: 350)
hsa-miR-433 AUCAUGAUGGGCUCCUCGGUGU (SEQ. ID. NO: 351)

hsa-miR-449a

UGGCAGUGUAUUGUUAGCUGGU (SEQ. ID. NO: 352)

hsa-miR-449b

AGGCAGUGUAUUGUUAGCUGGC (SEQ. ID. NO: 353)

hsa-miR-450a

UUUUGCGAUGUGUUCCUAAUAU (SEQ. ID. NO: 354)

hsa-miR-451 AAACCGUUACCAUUACUGAGUU (SEQ. ID. NO: 355)
hsa-miR-452 AACUGUUUGCAGAGGAAACUGA (SEQ. ID. NO: 356)
hsa-miR-453 AGGUUGUCCGUGGUGAGUUCGCA (SEQ. ID. NO: 357)
hsa-miR-454 UAGUGCAAUAUUGCUUAUAGGGU (SEQ. ID. NO: 358)
hsa-miR-455-5p UAUGUGCCUUUGGACUACAUCG (SEQ. ID. NO: 359)
hsa-miR-484 UCAGGCUCAGUCCCCUCCCGAU (SEQ. ID. NO: 360)

GUCAUACACGGCUCUCCUCUCU (SEQ. ID. NO: 361)
AGAGGCUGGCCGUGAUGAAUUC (SEQ. ID. NO: 362)
CGGGGCAGCUCAGUACAGGAU (SEQ. ID, NO; 3603)

hsa-miR-485-3p
hsa-miR-485-5p
hsa-mir-486__os

hsa-miR-487 AAUCAUACAGGGACAUCCAGUU (SEQ. ID. NO: 364)
hsa-miR-488 UUGAAAGGCUAUUUCUUGGUCU (SEQ. ID. NO: 365)
hsa-miR-490 CCAUGGAUCUCCAGGUGGGU (SEQ. ID. NO: 366)
hsa-miR-493 UGAAGGUCUACUGUGUGCCAGG (SEQ. ID. NO: 367)
hsa-miR-497 CAGCAGCACACUGUGGUUUGU (SEQ. ID. NO: 368)
hsa-miR-502 AAUGCACCUGGGCAAGGAUUCA (SEQ. ID. NO: 369)
hsa-miR-503 UAGCAGCGGGAACAGUUCUGCAG (SEQ. ID. NO: 370)
hsa-miR-505 CGUCAACACUUGCUGGUUUCCU (SEQ. ID. NO: 371)

hsa-miR-509-3p

UGAUUGGUACGUCUGUGGGUAG (SEQ. ID. NO: 372)

hsa-miR-514

AUUGACACUUCUGUGAGUAGA (SEQ. ID. NO: 373)

hsa-miR-92b

UAUUGCACUCGUCCCGGCCUCC (SEQ. ID. NO: 374)
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hsa-mir-100516

GGCAGUGCUCUACUCAAAAAGCUGUCAGUCACUUAGAUUACAUGUGACUG
ACACCUCUUUGGGUGAAGGAAGGCUCA (SEQ. ID. NO: 375)

hsa-mir-100604

UUGGGCAAGGUGCGGGGCUAGGGCUAACAGCAGUCUUACUGAAGGUUUC
CUGGAAACCACGCACAUGCUGUUGCCACUAACCUCAACCUUACUCGGUC
(SEQ. ID. NO: 376)

hsa-mir-100610

UUCUCUCCUCCAUGCCUUGAGUGUAGGACCGUUGGCAUCUUAAUVACCCY
CCCACACCCAAGGCUUGCAAAAAAGCGAG (SEQ. ID. NO: 377)

hsa-mir-100631

AGGGGCGGGAGGGGGGUCCCCGGUGCUCGGAUCUCGAGGGUGCUUAUU
GUUCGGUCCGAGCCUGGGUCUCCCUCUUCCCCCCAACC (SEQ. ID. NO:
378)

hsa-mir-100701

AACUUGUUAGAAGGUUACUUGUUAGUUCAGGACCUCAUUACUUUCUGCCU
GAACUAUUGCAGUAGCCUCCUAACUGGUUAU (SEQ. ID. NO: 379)

hsa-mir-100723

CCGAGCCUCCAGUACCACGUGUCAGGGCCACAUGAGCUGGGCCUCGUGG
GCCUGAUGUGGUGCUGGGGCCUCAGGG (SEQ. ID. NO: 380)

hsa-mir-100730

UACUUAAUGAGAAGUUGCCCGUGUUUUUUUCGCUUUAUUUGUGACGAAAC
AUUCGCGGUGCACUUCUUUUUCAGUAUC (SEQ. ID. NO: 381)

hsa-mir-100732

ACGUCAGGGAAAGGAUUCUGCUGUCGGUCCCACUCCAAAGUUCACAGAAU
GGGUGGUGGGCACAGAAUCUGGACUCUGCUUGUG (SEQ. ID. NO: 382)

hsa-mir-100754

UGCUUCUGUGUGAUAUGUUUGAUAUUGGGUUGUUUAAUUAGGAACCAAC
UAAAUGUCAAACAUAUUCUUACAGCAGCAG (SEQ. ID, NO: 383)

hsa-mir-100760

CCUGAGCCUUGCACUGAGAUGGGAGUGGUGUAAGGCUCAGGUAUGCACA
GCUCCCAUCUCAGAACAAGGCUCGGGUG (SEQ. ID. NO: 384)

hsa-mir-100814

GUGUGCAUUUGCAGGAACUUGUGAGUCUCCUAUUGAAAAUGAACAGGAGA
CUGAUGAGUUCCCGGGAACACCCACAA (SEQ. ID. NO: 385)

hsa-mir-100815

AUGCACUGCACAACCCUAGGAGAGGGUGCCAUUCACAUAGACUAUAAUUG
AAUGGCGCCACUAGGGUUGUGCAGUGCACAA (SEQ. ID. NO: 386)

hsa-mir-100818

UAGAGGGAUGAGGGGGAAAGUUCUAUAGUCCUGUAAUUAGAUCUCAGGA
CUAUAGAACUUUCCCCCUCAUCCCUCUGCC (SEQ. ID. NO: 387)

hsa-mir-100819

CCGCACUCUCUCCAUUACACUACCCUGCCUCUUCUCCAUGAGAGGCAGCG
GGGUGUAGUGGAUAGAGCACGGGU (SEQ. ID. NO: 388)

hsa-mir-100824

UCAUACUUGAGGAGAAAUUAUCCUUGGUGUGUUCGCUUVAUUUAUGAUG
AAUCAUACAAGGACAAUUUCUUUUUGAGUAUCAAA (SEQ. ID. NO: 389)

hsa-mir-100825

CUCAGACAUCUCGGGGAUCAUCAUGUCACGAGAUACCAGUGUGCACUUGY
GACAGAUUGAUAACUGAAAGGUCUGGGAG (SEQ. ID. NO: 390)

hsa-mir-100829

AGUCAGAAAUGAGCUUAUUCAUAAAAGUGCAGUAUGGUGAAGUCAAUCUG
UAAUUUUAUGUAUAAGCUAGUCUCUGAUUGA (SEQ. ID. NO: 391)

hsa-mir-100835

CAGGAAGAGGAGGAAGCCCUGGAGGGGCUGGAGGUGAUGGAUGUYLUCC
UCCGGUUCUCAGGGCUCCACCUCUUUCGGGCC (SEQ. ID. NO: 392)

hsa-mir-100842

AGGUGGGUGCAAAGGUAAUUGCAGUUUUUCCCAUUAUUUUAAUUGCGAAA
ACAGCAAUUACCUUUGCACCAACCUGA (SEQ. ID. NO: 393)

hsa-mir-100843

AACUGCCCUCAAGGAGCUUACAAUCUAGCUGGGGGUAAAUGACUUGCACA
UGAACACAACUAGACUGUGAGCUUCUAGAGGGCAGGGA (SEQ. ID. NO:
394)

hsa-mir-100846

GGCGCGUCGCCCCCCUCAGUCCACCAGAGCCCGGAUACCUCAGAAAUUCG
GCUCUGGGUCUGUGGGGAGCGAAAUGCAAC (SEQ. ID, NO: 395)

hsa-mir-100851

GUGCAGAUCCUUGGGAGCCCUGUUAGACUCUGGAUUUUACACUUGGAGU
GAACGGGCGCCAUCCCGAGGCUUUGCACAG (SEQ. ID. NO: 396)
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hsa-mir-100852

CAUUAGUAGGCCUCAGUAAAUGUUUAUUAGAUGAAUAAAUGAAUGACUCA
UCAGCAAACAUUUAUUGUGUGCCUGCUAAAGU (SEQ. ID. NO: 397)

hsa-mir-100854

UUAGCCCUGCGGCCCCACGCACCAGGGUAAGAGAGACUCUCGCUUCCUGC
CCUGGCCCGAGGGACCGACUGGCUGGGC (SEQ. ID. NO: 398)

hsa-mir-100855

UGCGGGCGUGUGAGUGUGUGUGUGUGAGUGUGUGUCGCUCCGGGUCCA
CGCUCAUGCACACACCCACACGCCCACACU (SEQ. ID. NO: 399)

hsa-mir-100869

UAAGUGGAAAGAUGGUGGGCCGCAGAACAUGUGCUGAGUUCGUGCCAUA
UGUCUGCUGACCAUCACCUUUAGAAGCCCC (SEQ. ID. NO: 400)

hsa-mir-100871

CACUCCUACCCGGGUCGGAGUUAGCUCAAGCGGUUACCUCCUCAUGCCGG
ACUUUCUAUCUGUCCAUCUCUGUGCUGGGGUUCGAGACCCGCGGGUGCU
UACUGACCCUUUUAUGCAAUAA (SEQ. ID. NO: 401)

hsa-mir-100885

CCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAGAACGGGAAG
GCGACCCAUACUUGGUUUCAGAGGCUGUGAG (SEQ. ID. NO: 402)

hsa-mir-100887

UUAGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCUUAAAAUCACCUGGA
AACACUGAGGUUGUGUCUCACUGAAC (SEQ. ID. NO: 403)

hsa-mir-100891

UGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGCUAAUGUGG
UGGUGGUUUACAAAGUAAUUCAUAGUGCUUCA (SEQ. ID. NO: 404)

hsa-mir-101001

UCUCCUCGAGGGGUCUCUGCCUCUACCCAGGACUCUUUCAUGACCAGGAG
GCUGAGGCCCCUCACAGGCGGC (SEQ, ID. NO: 405)

hsa-mir-146b CACCUGGCACUGAGAACUGAAUUCCAUAGGCUGUGAGCUCUAGCAAUGCC
CUGUGGACUCAGUUCUGGUGCCCGGCAGU (SEQ. ID. NO: 406)
| hsa-mir-147b UAUAAAUCUAGUGGAAACAUUUCUGCACAAACUAGAUUCUGGACACCAGU
GUGCGGAAAUGCUUCUGCUACAUUUUUAGG (SEQ. ID. NO: 407)
hsa-mir-181d GGUCACAAUCAACAUUCAUUGUUGUCGGUGGGUUGUGAGGACUGAGGCC
AGACCCACCGGGGGAUGAAUGUCACUGUGGCUGGG (SEQ. ID. NO: 408)
hsa-mir-18b UCUCUUGUGUUAAGGUGCAUCUAGUGCAGUUAGUGAAGCAGCUUAGAAU
CUACUGCCCUAAAUGCCCCUUCUGGCACAGGCUGCC (SEQ. ID. NO: 409)
hsa~mir-193b GUCUCAGAAUCGGGGUUUUGAGGGCGAGAUGAGUUUAUGUUUUAUCCAA

CUGGCCCUCAAAGUCCCGCUUUUGGGGUCA (SEQ. ID. NO: 410)

hsa-mir-200001

CCUUAAUCCUUGCAACGAACCUGAGCCACUGAUUCAGUAAAAUACUCAGU
GGCACAUGUUUGUUGUGAGGGUCAAAAGA (SEQ. ID, NO: 411)

hsa-mir-200002

AUAUUUGAGGAGAGGUUAUCCGUGUUAUGUUCGCUUCAUUCAUCAUGAAU
AAUACAUGGUUAACCUCUUUUUGAAUAUCA (SEQ. ID. NO: 412)

hsa-mir-200003

GGAAGUGCCCUACUUGGAAAGGCAUCAGUUGCUUAGAUUACAUGUAACUA
UUCCCUUUCUGAGUAGAGUAAGUCUUA (SEQ. ID, NO: 413)

hsa-mir-200004

CCUUAAUCCUUGCAACUUACCUGAGUCAUUGAUUCAGUAAAACAUUCAAU
GGCACAUGUUUGUUGUUAGGGUCAAAAGA (SEQ. ID. NO: 414)

hsa-mir-200007

GCUAGAGAAGGUAGAGGAGAUGGCGCAGGGGACACGGGCAAAGACUUGG
GGGUUCCUGGGACCCUCAGACGUGUGUCCUCUUCUCCCUCCUCCCAGGU
GUAUG (SEQ. ID. NO: 415)

hsa-mir-200008

CCUUCUCCCAUACCCAUUGCAUAUCGGAGUUGUGAAUUCUCAAAACACCU
CCUGUGUGCAUGGAUUACAGGAGGGUGA (SEQ. ID. NO: 416)

hsa-mir-20b CUAGUAGUACCAAAGUGCUCAUAGUGCAGGUAGUUUUGGCAUGACUCUAC
UGUAGUAUGGGCACUUCCAGUACUCUUGGA (SEQ. ID. NO; 417)

hsa-mir-216b GCAGACUGGAAAAUCUCUGCAGGCAAAUGUGAUGUCACUGAGGAAAUCAC
ACACUUACCCGUAGAGAUUCUACAGUCUGACA (SEQ. ID. NO: 418)

hsa-mir-301b GCCGCAGGUGCUCUGACGAGGUUGCACUACUGUGCUCUGAGAAGCAGUG

CAAUGAUAUUGUCAAAGCAUCUGGGACCA (SEQ. ID. NO: 419)
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hsa-mir-329-1 GUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAAUGAGGACGAA
ACACACCUGGUUAACCUCUUUUCCAGUAUCA (SEQ. ID. NO: 420)
hsa-mir-329-2 GUACCUGAAGAGAGGUUUUCUGGGUUUCUGUUUCUUUAUUGAGGACGAA
ACACACCUGGUUAACCUCUUUUCCAGUAUCA (SEQ. ID. NO: 421)
hsa-mir-33b CGGCCCCGCGGUGCAUUGCUGUUGCAUUGCACGUGUGUGAGGCGGGUGC
AGUGCCUCGGCAGUGCAGCCCGGAGCCGGCC (SEQ, ID. NO: 422)
hsa-mir-374b ACUCGGAUGGAUAUAAUACAACCUGCUAAGUGUCCUAGCACUUAGCAGGU
UGUAUUAUCAUUGUCCGUGUCU (SEQ. ID, NO: 423)
hsa-mir-375 CUCCCGCCCCGCGACGAGCCCCUCGCACAAACCGGACCUGAGCGUUUUGU
UCGUUCGGCUCGCGUGAGGCAGGGGCG (SEQ. ID. NO: 424)
hsa-mir-376a-1 UAUUUAAAAGGUAGAUUCUCCUUCUAUGAGUACAUUAUUUAUGAUUAAUC
AUAGAGGAAAAUCCACGUUUUCAGUAUC (SEQ. ID. NO: 425)
hsa-mir-376a-2 UAUUUAAAAGGUAGAUUUUCCUUCUAUGGUUACGUGUUUGAUGGUUAAUC
AUAGAGGAAAAUCCACGUUUUCAGUAUC (SEQ. ID, NO: 426)
hsa-mir-376b GUAUUUAAAACGUGGAUAUUCCUUCUAUGUUUACGUGAUUCCUGGUUAAU
CAUAGAGGAAAAUCCAUGUUUUCAGUAUCA (SEQ. ID. NO: 427)
hsa-mir-376¢ UAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGUUAUUUAUGGUUAAAC
AUAGAGGAAAUUCCACGUUUUCAGUAUC (SEQ. ID. NO: 428)
hsa-mir-376¢ UAUUUAAAAGGUGGAUAUUCCUUCUAUGUUUAUGUUAUUUAUGGUUAAAC
AUAGAGGAAAUUCCACGUUUUCAGUAUC (SEQ. ID, NO: 429)
hsa-mir-377 ACCCUUGAGCAGAGGUUGCCCUUGGUGAAUUCGCUUUAUUUAUGUUGAA
UCACACAAAGGCAACUUUUGUUUGAGUAUCA (SEQ. ID. NO: 430)
hsa-mir-378 CACCCAGGGCUCCUGACUCCAGGUCCUGUGUGUUACCUAGAAAUAGCACU
GGACUUGGAGUCAGAAGGCCUGAGUGGA (SEQ. ID. NO: 431)
hsa-mir-379 CCUGAAGAGAUGGUAGACUAUGGAACGUAGGCGUUAUGAUUUCUGACCUA
UGUAACAUGGUCCACUAACUCUCAGUAUC (SEQ. ID. NO: 432)
hsa-mir-380 ACCUGAAAAGAUGGUUGACCAUAGAACAUGCGCUAUCUCUGUGUCGUAUG
UAAUAUGGUCCACAUCUUCUCAAUAUCA (SEQ. ID. NO: 433)
hsa-mir-410 ACCUGAGAAGAGGUUGUCUGUGAUGAGUUCGCUUUUAUUAAUGACGAAUA
UAACACAGAUGGCCUGUUUUCAGUACC (SEQ. ID. NO: 434)
hsa-mir-421 CAUUGUAGGCCUCAUUAAAUGUUUGUUGAAUGAAAAAAUGAAUCAUCAAC
AGACAUUAAUUGGGCGCCUGCUCUGU (SEQ. ID. NO: 435)
hsa-mir-429 GCCGAUGGGCGUCUUACCAGACAUGGUUAGACCUGGCCCUCUGUCUAAUA
CUGUCUGGUAAAACCGUCCAUCCGCUG (SEQ. ID. NO: 436)
hsa-mir-431 UCCUGCGAGGUGUCUUGCAGGCCGUCAUGCAGGCCACACUGACGGUAAC
GUUGCAGGUCGUCUUGCAGGGCUUCUCGCAAGACG (SEQ. ID. NO: 437)
hsa-mir-432 CUCCUCCAGGUCUUGGAGUAGGUCAUUGGGUGGAUCCUCUAUUUCCUUA
CGUGGGCCACUGGAUGGCUCCUCCAUGUCUUGGAGUAGAU (SEQ. ID.
NQ: 438)
hsa-mir-433 CGGGGAGAAGUACGGUGAGCCUGUCAUUAUUCAGAGAGGCUAGAUCCUC
UGUGUUGAGAAGGAUCAUGAUGGGCUCCUCGGUGUUCUCCAGGUA (SEQ.
ID. NO: 439)
hsa-mir-449a UGUGAUGAGCUGGCAGUGUAUUGUUAGCUGGUUGAAUAUGUGAAUGGCA
UCGGCUAACAUGCAACUGCUGUCUUAUUGCAUA (SEQ. ID. NO: 440)
hsa-mir-449b UGAAUCAGGUAGGCAGUGUAUUGUUAGCUGGCUGCUUGGGUCAAGUCAG
CAGCCACAACUACCCUGCCACUUGCUUCUGGA (SEQ. 1D. NO: 441)
hsa-mir-450a-1 ACUAAACUGUUUUUGCGAUGUGUUCCUAAUAUGCACUAUAAAUAUAUUGG
GAACAUUUUGCAUGUAUAGUUUUGUAU (SEQ. ID. NO: 442)
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hsa-mir-450a-2

GCUAAACUAUUUUUGCGAUGUGUUCCUAAUAUGUAAUAUAAAUGUAUUGG
GGACAUUUUGCAUUCAUAGUUUUGUAU (SEQ. ID, NO: 443)

hsa-mir-451 AAUGGCAAGGAAACCGUUACCAUUACUGAGUUUAGUAAUGGUAAUGGUUC
UCUUGCUAUACC (SEQ. ID. NO: 444)
hsa-mir-452 AAGCACUUACAACUGUUUGCAGAGGAAACUGAGACUUUGUAACUAUGUCU
CAGUCUCAUCUGCAAAGAAGUAAGUGCUUUGCC (SEQ. ID. NO: 445)
hsa-mir-453 AGAAGAUGCAGGAAUGCUGCGAGCAGUGCCACCUCAUGGUACUCGGAGG
GAGGUUGUCCGUGGUGAGUUCGCAUUAUUUAA (SEQ. ID. NO: 446)
hsa-mir-454 AUCCUAGAACCCUAUCAAUAUUGUCUCUGCUGUGUAAAUAGUUCUGAGUA
GUGCAAUAUUGCUUAUAGGGUUUUGGUGUUU (SEQ. ID, NO: 447)
hsa-mir-455 GGCGUGAGGGUAUGUGCCUUUGGACUACAUCGUGGAAGCCAGCACCAUG
CAGUCCAUGGGCAUAUACACUUGCCUCAAG (SEQ. ID. NO: 448)
hsa-mir-484 CUGGGAACCCCGGGGGGGGCGGGGCCUCGCGGCCCUGCAGCCUCGUCAG
GCUCAGUCCCCUCCCGAUAAACCCCUAA (SEQ. ID. NO: 449)
hsa-mir-485 GUACUUGGAGAGAGGCUGGCCGUGAUGAAUUCGAUUCAUCAAAGCGAGU
CAUACACGGCUCUCCUCUCUUUUAGUGUCA (SEQ. ID. NO: 450)
hsa-mir-486_os | CCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAUGCUGCCCAG
CUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGG (SEQ. ID. NO: 451)
hsa-mir-487 UACUUGAAGAGUGGUUAUCCCUGCUGUGUUCGCUUAAUUUAUGACGAAUC
AUACAGGGACAUCCAGUUUUUCAGUAUC (SEQ. ID, NO: 452)
hsa-mir-488 AAUCAUCUCUCCCAGAUAAUGGCACUCUCAAACAAGUUUCCAAAUUGUUU
GAAAGGCUAUUUCUUGGUCAGAUGACUCU (SEQ. ID. NO: 453)
hsa-mir-490 UUGUUCGACACCAUGGAUCUCCAGGUGGGUCAAGUUUAGAGAUGCACCAA
CCUGGAGGACUCCAUGCUGUUGAGCUGUU (SEQ. ID, NO: 454)
hsa-mir-493 CUCCAGGGCUUUGUACAUGGUAGGCUUUCAUUCAUUCGUUUGCACAUUCG
GUGAAGGUCUACUGUGUGCCAGGCCCUGUGCCA (SEQ. ID. NO: 455)
hsa-mir-497 GCUCCCGCCCCAGCAGCACACUGUGGUUUGUACGGCACUGUGGCCACGUC
CAAACCACACUGUGGUGUUAGAGCGAGGGUGGGGGAG (SEQ. ID. NO:
456)
hsa-mir-502 CCCCUCUCUAAUCCUUGCUAUCUGGGUGCUAGUGCUGGCUCAAUGCAAUG
CACCUGGGCAAGGAUUCAGAGAGGGGGA (SEQ. ID. NO: 457)
hsa-mir-503 AGCCGUGCCCUAGCAGCGGGAACAGUUCUGCAGUGAGCGAUCGGUGCUC
UGGGGUAUUGUUUCCGCUGCCAGGGUAAGUCUGG (SEQ. ID, NO: 458)
hsa-mir-505 ACCCAGUGGGGGAGCCAGGAAGUAUUGAUGUUUCUGCCAGUUUAGCGUC
AACACUUGCUGGUUUCCUCUCUGGAGCA (SEQ. ID. NO: 459)
hsa-mir-509-1 GUGGUACCCUACUGCAGACAGUGGCAAUCAUGUAUAAUUAAAAAUGAUUG
GUACGUCUGUGGGUAGAGUACUGCAU (SEQ. ID. NO: 460)
hsa-mir-509-2 GUGGUACCCUACUGCAGACGUGGCAAUCAUGUAUAAUUAAAAAUGAUUGG
UACGUCUGUGGGUAGAGUACUGCAU (SEQ. ID. NO: 461)
hsa-mir-509-3 GUGGUACCCUACUGCAGACAGUGGCAAUCAUGUAUAAUUAAAAAUGAUUG
GUACGUCUGUGGGUAGAGUACUGCAU (SEQ. ID. NO: 462)
hsa-mir-514-1 CUGUGGUACCCUACUCUGGAGAGUGACAAUCAUGUAUAAUUAAAUUUGAU
UGACACUUCUGUGAGUAGAGUAACGCAUGA (SEQ. ID. NO: 463)
hsa-mir-514-2 CUGUGGUACCCUACUCUGGAGAGUGACAAUCAUGUAUAACUAAAUUUGAU
UGACACUUCUGUGAGUAGAGUAACGCAUGA (SEQ. ID. NO: 464)
hsa-mir-514-3 CUGUGGUACCCUACUCUGGAGAGUGACAAUCAUGUAUAACUAAAUUUGAU
UGACACUUCUGUGAGUAGAGUAACGCAUGA (SEQ. ID. NO: 465)
hsa-mir-92b GGCGGGCGGGAGGGACGGGACGCGGUGCAGUGUUGUUUUUUCCCCCGCCT

AAUAUUGCACUCGUCCCGGCCUCCGGCCCCCCCG (SEQ. ID, NO: 466)
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hsa-miR-100516 UACUCAAAAAGCUGUCAGUCA (SEQ. ID. NO: 467)
hsa-miR-100701 AAGGUUACUUGUUAGUUCAGG (SEQ. ID. NO: 468)
hsa-miR-100760 GCACUGAGAUGGGAGUGGUGUA (SEQ. ID. NO: 469)
hsa-miR-100885 GCGACCCAUACUUGGUUUCAG (SEQ. ID. NO: 470)

hsa-miR-100887-3p | CCUGGAAACACUGAGGUUGUGU (SEQ. ID. NO: 471)
hsa-miR-100887-5p | UAUACCUCAGUUUUAUCAGGUG (SEQ. ID. NO: 472)
hsa-miR-1008913p | UGGUGGUUUACAAAGUAAUUCA (SEQ. ID. NO: 473)
hsa-miR-100891-5p | UGGAUUUCUUUGUGAAUCACCA (SEQ. ID. NO: 474)

hsa-miR-200001 UGCAACGAACCUGAGCCACUGA (SEQ. ID. NO: 475)
hsa-miR-200002 AUAAUACAUGGUUAACCUCUUU (SEQ. ID. NO: 476)
hsa-miR-200003 UACUUGGAAAGGCAUCAGUUG (SEQ. ID. NO: 477)
hsa-miR-200004 UGCAACUUACCUGAGUCAUUGA (SEQ. ID. NO: 478)
hsa-miR-200007 GUAGAGGAGAUGGCGCAGGG (SEQ. ID. NO: 479)
hsa-miR-200008 UACCCAUUGCAUAUCGGAGUU (SEQ. ID. NO: 480)
hsa-mir-486__os CGGGGCAGCUCAGUACAGGAU (SEQ. ID. NO: 481)

% AS. %0 RNA % & 714K 5 5)
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GGCAGUGCUCUACUCAAAAAGCUGUCAGUCACUUAGA
hsa-miR- | UUACAUGUGACUGACACCUCUUUGGGUGAAGGAAGGCUCA
100516 (SEQ. ID. NO: 482)
AACUUGUUAGAAGGUUACUUGUUAGUUCAGGACCUCAUU
hsa-miR- | ACUUUCUGCCUGAACUAUUGCAGUAGCCUCCUAACUGGUUAU
100701 (SEQ. ID. NO: 483)
CCUGAGCCUUGCACUGAGAUGGGAGUGGUGUAAGGCUCAGG
hsamiR- | UAUGCACAGCUCCCAUCUCAGAACAAGGCUCGGGUG (SEQ. ID.
100760 NO: 484)
CCUGGCCCAUGAAAUCAAGCGUGGGUGAGACCUGGUGCAG
hse-miR- | AACGGGAAGGCGACCCAUACUUGGUUUCAGAGGCUGUGAG
100885 (SEQ. ID. NO: 485)
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hsa-miR- AUCACCUGGAAACACUGAGGUUGUGUCUCACUGAAC (SEQ. ID.
100887-3p | NO: 486)
UUAGUGGUACUAUACCUCAGUUUUAUCAGGUGUUCUUAAA
hsa-miR~ AUCACCUGGAAACACUGAGGUUGUGUCUCACUGAAC (SEQ. ID.
100887-5p NO: 487)
UGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGC
hsa-miR- UAAUGUGGUGGUGGUUUACAAAGUAAUUCAUAGUGCUUCA
100891-3p (SEQ. ID. NO: 488)
UGAAGUGCUGUGGAUUUCUUUGUGAAUCACCAUAUCUAAGC
hsa-miR- UAAUGUGGUGGUGGUUUACAAAGUAAUUCAUAGUGCUUCA
100891-5p (SEQ. ID. NO: 489)
CCUUAAUCCUUGCAACGAACCUGAGCCACUGAUUCAGUAAAA
hsa-miR- UACUCAGUGGCACAUGUUUGUUGUGAGGGUCAAAAGA (SEQ. ID.
200001 NO: 490)
AUAUUUGAGGAGAGGUUAUCCGUGUUAUGUUCGCUUCAUUCA
hsa-miR- UCAUGAAUAAUACAUGGUUAACCUCUUUUUGAAUAUCA (SEQ.
200002 ID. NO: 491)
GGAAGUGCCCUACUUGGAAAGGCAUCAGUUGCUUAGAUUACAU
hsa-miR- GUAACUAUUCCCUUUCUGAGUAGAGUAAGUCUUA (SEQ. ID. NO:
200003 492)
CCUUAAUCCUUGCAACUUACCUGAGUCAUUGAUUCAGUAAAAC
hsa-miR- AUUCAAUGGCACAUGUUUGUUGUUAGGGUCAAAAGA (SEQ. ID.
200004 NO: 493)
GCUAGAGAAGGUAGAGGAGAUGGCGCAGGGGACACGGGCAAAG
hsa-miR- ACUUGGGGGUUCCUGGGACCCUCAGACGUGUGUCCUcUUCUCCC
200007 UCCUCCCAGGUGUAUG (SEQ. ID. NO: 494)
CCUUCUCCCAUACCCAUUGCAUAUCGGAGUUGUGAAUUCUC
hsa-miR- AAAACACCUCCUGUGUGCAUGGAUUACAGGAGGGUGA (SEQ. ID.

200008 NO: 495)
CCCUGGGGCAUCCUGUACUGAGCUGCCCCGAGGCCCUUCAU
hsa-mir- GCUGCCCAGCUCGGGGCAGCUCAGUACAGGAUACUCGGGGUGG

486 0s (SEQ. ID. NO: 496)

% A6. %> RNA A7)

AR #e RNA(GS' 2 3)

hsa-mir-18b-3p CUGCCCUAAAUGCCCCUUCUGGC (SEQ. ID. NO: 497)
hsa-miR-618 UUAAUAUGUACUGACAAAGCGU (SEQ. ID. NO: 498)
hsa-miR-619 UUUCCGGCUCGCGUGGGUGUGU (SEQ. ID. NO: 499)
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hsa-miR-620 AUGUUGGGAGCGGGCAGGUUGG (SEQ. ID. NO: 500)
hsa-miR-723-5p AGUACCACGUGUCAGGGCCACAUGA (SEQ. ID, NO: 501)
hsa-mir-816 UUGGGGAAACGGCCGCUGAGUGA (SEQ. ID. NO: 502)
hsa-mir-817 CUGUAUGCCCUCACCGCUCAGC (SEQ. ID. NO: 503)
hsa-mir-821-1 GCGGCGGCGGCGGAGGCU (SEQ. ID. NO: 504)

hsa-mir-821-2/3

GCGGCGGCGGCGGAGGCUY (SEQ. ID. NO: 505)

hsa-mir-828-3p

UCUAGUAAGAGUGGCAGUCGA (SEQ. ID. NO: 506)

hsa-mir-828-5p

AUGCUGACAUAUUUACUAGAGG (SEQ. ID, NO: 507)

hsa-mir-831-1

UGGGGCGGAGCUUCCGGAGGCC (SEQ. ID. NQ: 508)

hsa-mir-831-2

UGGGGCGGAGCUUCCGGAGGCC (SEQ. ID, NO; 509)

hsa-mir-831-3/-4/-5

UGGGGCGGAGCUUCCGGAGGCC (SEQ. ID. NO: 510)

hsa-mir-840-3p

ACUCGGCGUGGCGUCGGUCGUGG (SEQ. ID. NO: 511)

hsa-mir-840-5p

UCGACCGGACCUCGACCGGCUC (SEQ. ID. NO: 512)

hsa-mir-845-1 AAAGCAUGCUCCAGUGGCGC (SEQ. ID. NO: 513)
hsa-mir-845-2 AAAGCAUGCUCCAGUGGCGC (SEQ. ID. NO: 514)
hsa-mir-847 CAGAGAGGACCACUAUGGCGGG (SEQ. ID. NO: 515)
hsa-mir-848 AUUGCCAUCCCCUAUGGACCAG (SEQ. ID. NO: 516)
hsa-mir-849 UGUCUACUACUGGAGACACUGG (SEQ. ID. NO: 517)
hsa-mir-850 UUAGGGCCCUGGCUCCAUCUCC (SEQ. ID. NO: 518)
hsa-mir-853 UGGGAUCUCCGGGGUCUUGGUU (SEQ. ID. NO: 519)
hsa-mir-857 AAGGCAGGGCCCCCGCUCCCCGG (SEQ. ID. NO: 520)
hsa-mir-864 AAAAGCUGAGUUGAGAGG (SEQ. ID. NO: 521)
hsa-mir-151 UCGAGGAGCUCACAGUCUAGA (SEQ. ID. NO: 522)

£ A7. #)s RNA & & FT4R 55

4 AR

£ XA 2 3)

>hsa-mir-18b-3p

CUUGUGUUAAGGUGCAUCUAGUGCAGUUAGUGAAGCAGCUUAGA
AUCUACUGCCCUAAAUGCCCCUUCUGGCACAGG (SEQ. ID. NO: 523)

UUAUUGUGAAAUAUGUCAUUAAUAUGUACUGACAAAGCGUAUCUG
UGUAAUAAAUAUGCUUUUUGUCAGUACAUGUUAAUGGUAUAUUUC

>hsa-miR-618 AUAACAA (SEQ. ID. NO: 524)
GCGGCUGCUGGACCCACCCGGCCGGGAAVAGUGCUCCUGGUUGUU

>hsa-miR-619 UCCGGCUCGCGUGGGUGUGUCGGCGGCGGG (SEQ. ID. NO: 525)
CGCCCCCACGUGGCCCCGCCCCCUGAGGCCGGCGCUGCCGCCAUGU

>hsa-miR-620 UGGGAGCGGGCAGGUUGGGAGCG (SEQ. ID. NQO: 526)

>hsa-miR-723-5p

GCCACCUUCCGAGCCUCCAGUACCACGUGUCAGGGCCACAUGAGCUG
GGCCUCGUGGGCCUGAUGUGGUGCUGGGGCCUCAGGGGUCUG  (SEQ.
ID, NO: 527)

GGGUUUGGGGAAACGGCCGCUGAGUGAGGCGUCGGCUGUGUUUCUC

>hsa-mir-816 ACCGCGGUCUUUUCCUCCCACUC (SEQ. ID. NO: 528)
CUUGGUGACGCUGUAUGCCCUCACCGCUCAGCCCCUGGGGCUGGCUY
GGCAGACAGUACAGCAUCCAGGGGAGUCAAGGGCAUGGGGCGAGACC

>hsa-mir-817 AGA (SEQ. ID. NO; 529)

>hsa-mir-821-1

GCGGCGGCGGCGGAGGCUGCUGCUGGGGCGGCUGCUGCUGGGGCGG
CUGCGGCGGCGGCUGCUGCGGGGGCUGCUGCUGCUGUUGE  (SEQ. ID.
NO: 530)

>hsa-mir-821-2/3

GCGGCUGCGGCGGCGGCGGAGGCUGCGGCGGCGACCGUGGCAGAGGL
GGUGGCGGAGGCCUCCGUGGCGGAGGCGGAAGC (SEQ. ID. NO: 531)
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CUUCCUCAUGCUGACAUAUUUACUAGAGGGUAAAAUUAAUAACCUUCUA
>hsa-mir-828-3p GUAAGAGUGGCAGUCGAAGGGAAG (SEQ. ID. NO: 532)
CUUCCUCAUGCUGACAUAUUUACUAGAGGGUAAAAUUAAUAACCUUCUA
>hsa-mir-828-5p GUAAGAGUGGCAGUCGAAGGGAAG (SEQ. ID. NO: 533)
GCUCCGCCCCACGUCGCAUGCGCCCCGGGAACGCGUGGGGCGGAGC
UUCCGGAGGCCCCGCUCUGCUGCCGACCCUGUGGAGCGGAGGGUGA
AGCCUCCGGAUGCCAGUCCCUCAUCGCUGGCCUGGUCGCGCUGUGE
>hsa-mir-831-1 CGAAGGGGGCGGAGC (SEQ. ID. NO: 534)
GCUCCGCCCCACGUCGCAUGCGCCCCGGGAACGCGUGGGGCGGAGC
UUCCGGAGGCCCCGCCCUGCUGCCGACCCUGUGGAGCGGAGGGUGA
AGCCUCCGGAUGCCAGUCCCUCAUCGCUGGCCCGGUCGCGCUGUGG
>hsa-mir-831-2 CGAAGGGGGCGGAGC (SEQ. ID. NO: 535)
CGCUCCGCCCCACGUCGCAUGCGCCCCGGGAAAGCGUGGGGCGGAG
CUUCCGGAGGCCCCGCCCUGCUGCCGACCCUGUGGAGCGGAGGGUG
AAGCCUCCGGAUGCCAGUCCCUCAUCGCUGGCCCGGUCGCGCUGUG
>hsa-mir-831-3/-4/-5 | GCGAAGGGGGCGGAGC (SEQ. ID. NO: 536)
UUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGAC
CGGACCUCGACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGE
GUCGGUCGUGGUAGAUAGGCGGUCAUGCAUACGAAUUUUCAGCUCY
>hsa-mir-840-3p | UGUUCUGGUGAC (SEQ. ID. NO: 537)
UUCAUCAAGACCCAGCUGAGUCACUGUCACUGCCUACCAAUCUCGAC
CGGACCUCGACCGGCUCGUCUGUGUUGCCAAUCGACUCGGCGUGGT
GUCGGUCGUGGUAGAUAGGCGGUCAUGCAUACGAAUUUUCAGCUCU
>hsa-mir-840-5p UGUUCUGGUGAC (SEQ. ID. NO: 538)
CGCGAGGCCGGGGUCGAGCGCUUCAGUAGCUCAUGGCUCUGUAGAG
UGCGCAUGGCCAAGCAMGGAAAGCAUGCUCCAGUGGCGCA (SEQ. ID.

>hsa-mir-845-1 NO; 539)
AGUAACCACUUAGUGUGUAUUGACUUGUCAGAAUUUUCAGAAUUUAA
>hsa-mir-845-2 AGCAUGCUCCAGUGGCGCA (SEQ. ID. NO; 540)

UUACUGUGUCAUUGUUGCUGUCAUUGCUACUGAGGAGUACUGACCAG
AAUCAUCUGCAACUCUUAGUUGGCAGAGAGGACCACUAUGGCGGGUAG
>hsa-mir-847 (SEQ. ID. NO: 541) '
UGGGCCAGAUUGCCAUCCCCUAUGGACCAGAAGCCAAGGAUCUCUCUA
GUGAUGGUCAGAGGGCCCAAAUGGCAGGGAUACCCA (SEQ. ID. NO:

>hsa-mir-848 542)
GCUUCUGUCUACUACUGGAGACACUGGUAGUAUAAAACCCAGAGUCUC
>hsa-mir-849 CAGUAAUGGACGGGAGC (SEQ. ID. NO:; 543) |
CUGGGUUAGGGCCCUGGCUCCAUCUCCUUUAGGAAAACCUUCUGUGGG
>hsa-mir-850 GAGUGGGGCUUCGACCCUAACCCAG (SEQ. ID. NO: 544)
CCUGGGCUCUGACCUGAGACCUCUGGGUUCUGAGCUGUGAUGUUGCUC
>hsa-mir-853 UCGAGCUGGGAUCUCCGGGGUCUUGGUUCAGGG (SEQ. ID. NO: 545)
GGGCCCGGCCCCAGGAGCGGGGCCUGGGCAGCCCCGUGUGUUGAGGAA
>hsa-mir-857 GGAAGGCAGGGCCCCCGCUCCCCGGGCCU  (SEQ. ID. NO: 546)
CCUUCUCUUCUCAGUUCUUCCCCAAGUUAGGAAAAGCUGAGUUGAGAGGG
>hsa-mir-864 (SEQ. ID. NO: 547)

GUCUCUCUUCAGGGCUCCCGAGACACAGAAACAGACACCUGCCCUCGAG
>hsa-mir-151 GAGCUCACAGUCUAGAC (SEQ. ID. NO: 548)
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% A8. 7%/~ RNA B %) F= & % FIK 5 )

4k R | R EARAF)
RNA(5" = 3Y)

AUUCUGCAU
UUUUAGCAA | CACCUAGGGAUCUUGUUAAAAAGCAGAUUCUGAU
GUUC (SEQ. | UCAGGGACCAAGAUUCUGCAUUUUUAGCAAGUUC
hsa-miR-544 | ID. NO: 549) UCAAGUGAUG (SEQ. ID. NO: 550)

EARAVLA P T, I Z B FERRA LK DNA X RNA F 3%
B 49 4% 3 BRARIR F 69 1T —AF . B AT VAR Beb R, ek ik
09 T ELIERE R (A) Fo Boged (G). "B sk Al 69 3£ 5] 6L 3E P AR
wgng (T). M (C) Fahpogug (U). BB T4 2,6- —F 32
% BAX.

R AV A F PE AL RS T 59 SR gk, FRoE
AR IAE RNA 5-F F . KA BAL L& DNA 4-F. % DNA 4~
F eI T 7 5% RNA 5 TAIRE], R 248 DNA 4 F F g2 sk
B PR o8 o ik A BAX,

o) 698K T 5 AN BRIE S AR Watson-Crick &% 2k
*t. RIPF1EF 69 Watson-Crick LT 2 35 A B 4e F 2) a5 k. Ap-2
oA B BRI (A-T )y BRebFoiond (A-U); B SE fn 5
F% (C-G) X AF 84248 ZAE A .

FRIMRIE— 20T, L P4 /e SEQ ID NO:1-94 F 3£ %] 30%
64 1% 4 R A AR R IL . Fo/RGAF) 10%, HikiAF] 5%6Y % 4 sk
# 3 B AN,

o e AP AR 4, BB RLE: ASTAIT 1) AAE
RIRARMER, K 2) AL RATRM R, 12 4R R KR
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FHA UG K GU %42, £ B 7k T HF 4k 69 5 F Ao I8 4%
BAEMBRKE.

% B. 4 m A EFEEBILYREKRIEE

sy 1011112113 1415|1617 (181920212223

$F

BAIEmAET|3 |3 |3 |3 |4 14 14 |55 |56 |6 |66
69 R K IF

AL FAE A GG RE “AF AN ZIBIEAE) . K45, 4HBELE) R
Henb, BARIE L METAIR RS A7) F e, SRR R A
E 55 PG EAT IR 0 TR AR B R AR A TS F) 09 sk AL IR %
4 53 e — Ak

AL BRI VAL A BESEC T P ETLE, #lhe
EaTHRENFINOANRBZ —RoFELEGFINZA., A
R, HoR %8695 2 ANXT AR B 4o KB A ALY 10 245 15 MNaJk,
W) Bk R AR TR SRR G OGRS . e RIE L 67 S ARRT K
Bl4ofm V" 16 A& F 7], NIEA . SR N4ERTELAELEEYSF
5\ 694 EAT4% B,

Bl4e, BiELEHIAGIHTEL 10 £ 19, MiEg s F g —
ABREH ATV AIBASY ., Sk 6y RA4EFLEY;, B milegdF
R20RE S, MAF O 1 A2 AFA. sk S48m0,

BT el RNA 69200 10 NELE 94T R, 5B 49 DNA 3
RNA &F T G638 A — A3 S AW A b A2 5 B T e 09 4% S BR 09 4%
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A LR, BRI, B R T 500 MEERR, KBRS TY
300 ANAZ B BR IR 0B 4] RNA 89 5V 10 Mg g eyt P,

ST VAR AATAT AL 5 BE . B Ao 64 4% B BR 9] VA L 3BT AT _E iR 44 A,
B OBk, Flde, B9 FEETTAZ AL G. C. TR U $89—

FE—/AEHEB) P, )y RNA & kAR ) 3 R Boag —=3F
o, Blde, & Al 49 SEQ ID NO:95-187 7 ik #91E A~ 69 &K £ AT IR
7)., F~H T H4ey K £AT4RF 5] & A3 49 SEQ ID NO:375-466;
% AS #9 SEQ ID NO:482-496; & A7 ¢ SEQ ID NO:523-548 F L&
A8 5 SEQ ID NO:550.

B i B BLFT VAR K SR RTR T ) 69454 B B, 2 R 57 AR/
RA3EOAZE Y 104, Kk E Y 154, FMHRZE D 20 NEF
BR . AKikHy, AEFBRF 9L T 4k-)> RNA AL ERTIRT .

ol RNA Kk BTRT A —NBAR T, Bldo—ASF LRI,
SR h,, h T MOS0 RNA ¢ TLHEAR, 5 6.4-4% ] RNA /+
5 69 K K FTARF 5Bz AR F . B ILF)4e Chen et al. Science
2004, 303:83-86.

L BARTT A RATAT E AR, Bldo ik, A REBHR. T
L BARE T LA A AR S, ZBAART AR W mEBAR, dolima
BAR AL % 548 £ B F (AAV ) #HAk, A : Ledley 1996,
Pharmaceutical Research 13: 1595-1614 #= Verma et al. Nature 1997,
387:239-242.
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BART it —F 35T M A7i0. S E R BFERITLEIERG K
LA IR E SRR EE, A TN A B A7t de B-F Ik 85
EN

B —ARR 6 E BT, X5 B 69 DNA X RNA 5F &2 SEQ
ID NO:1-187 % 7 i &4 4F4T— A4 )s RNA A7) A& kAR 7 7).

5 — ARk ey L34, %4 H 4 DNA X RNA 5T &
SEQ ID NO:281-466 ¥ 7 & ¢94E4T— A 4% RNA A3 2 & %k FJ'J’VTK
=22

HEH — ARk & FB) Y, % B4 DNA R RNA 4 F @&
SEQ ID NO:467-496 W <t 49 1FAT — A% ) RNA 5 B K kTR
3.

BB — ik ty EHAA T, Z4 54 DNA R RNA 45T a4
SEQ ID NO:497-548 F 7= th 49 4E4T — A~k )s RNA 5 3 3K & w4
V=22

JE B — ARk by EZH#4EB) P, Z5 56 DNA S RNA 5T &4
SEQ ID NO:549-550 ¥ 7~ i #94F4T — A4y RNA & 7)) 3K & ATAR
7).

EXRFIABF, “5B6” BREZHsTARERES LML,
EALE RS L MR ELIRIZS THE VY 90%, HikE VL
95%, FARLZE 'V 908% T4 H AL BR .

Wik, E T A LR LY, ST AR A A 44,
LR 72 3% 4T 4 6 A 2 B P AR 6 SR AR, R AT AR A
60 PR 645 ) o B . 5 2 B AR 60 A 45 ] do LR, o
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SDS-PAGE. &-F 3%V % 90%, Kk ZE V% 95%, EMRRE VY
08% A~ 43X sk A4 A4,

00y RNA 3K & 7R T 69 E 5 5] 2 & EART . BT &E
B M, B5 Tk AT HILS e mie, RIS KU EIEE
Mshi A, R id. Dfed. FRENMWERA. b
FAk, ABRRKEDYEHTFFAL, Rk, HILFPWRARL
WIS W

184 0 450 RNA & F

5B —/Eaet) P, AKX AR AR 69 5400 RNA 4
F. iS4 6 B4R RNA 5 F 7T 0h2 B4 RNA o F . A X
FAR ST R E R M P AT —FF, RRPTEASAR o F LIE R
A EER S (BP E Y —ASER 5 ARG 64 LA AR AL F BR 2T
OB ARASA AT AL B BR AR ). AEIZ FEARBIT, 15 e9 450 RNA
SF GEE Y 10 AR, RBR Y 134, ZAREFD 154, &
B PMHAF Y 184, BAELK D 21 AR

W4t 69 41% ) RNA 2Tk L36% % 50 AN304, SRR S 40
N, BEBMRERZS 30N, BRERES 254, REARRS 23
AER . T RAB AT bR ATAT — A RS LR AT — AR RALLE
AT AT WG ER A RN AR K EE G T

TS 630 -3 A4k o F T4 LA AL E 4% U VA
po g as sk AR A M R EREMEM TR, EAVAD
AEAR AR 0 2 4R TR 35 W £ R ARG 69 DNA 3 RNA 47
bR AR U,

/

P
q:
%—
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X A4 6980y RNA T35 T xR B ed w2k, H b,
B 6,4 x4 %/ﬂp COAZ B AL B BR BN A AR EL A RASAR 69 BL BAZAB AL

BE 3 A3 ) Bt 6048 — 64 F FlAaAL, E o T AT AZ R B 04 it M 3R
i, X AL $ 43R AEAARIR T & Hgotdy), F EEAde Kurreck 89
Eur. J. Biochem. 270, 1628- 1644(2003)“}’ e, v 4734

, Tt G AR BA BT VA R AL BR S B . BN IBER A A A .
RSN EETT AR 37— SARBR SN BER, 57— 3 AR SN, 37— 5
A KA BR A B 6 S245) 6135 PNPT1. R4S AESR 228 ( Werner
syndrome helicase ). RRP40. RRP41. RRP42. RRP45 #2 RRP46. 5’
— 3 BB S B 69 28] 6,45 XRN2 F2 FEN1. ABR A b78g 6% 55 7] &
4% Dicer. Drosha. RNased. #4242 85545 P. 4Z484% 88 H1. DHPI1.
ERCC-1 #= OGGI. BRI VAL ABAZ RSBl X 3T vA K AFAZ BN ) Bl
VE R 64 4% BR B 52 5] ©L.3% APE1 #= EXOL.

S48 SRS VA AE T 4%y RNA T F a9 T i, #lam,
Sh T AR RNA oF 8% 3~ 5B nsaeyE R, Ea 17
VAL STF o 35 B B — A 0GR, iR 3SR £ A
IfEAE GG RS, de R - TF Rk 5 > 3 ARBR SN B E A
#0s RNA F Tl EizaT 0 S8 B8 2 — A8 ag34, R
Pk BV A 6B, A T ¥ iz o T A AR B ) b B g Rk
#)s RNA - F BT AT 54 32X M AR £ —A 5 *fﬁ 9
4, fRik BV BAMEARE L. Kk, £V 10%. LREE
D44 25%,. HE IR E VL 50%. E— EAmR E )4 T5%.
BAk ik BV 25 95%g 3R RARNEAT 6 . £ — AN e | f, FRA 4
HREMAENF (Blho, FHAZERBEG) ).

ﬁ#/]\@%%ﬁid\ RNA &-F#9 ifﬁdﬁl’, Wéa\%éz/a\ & — A
$ui¢%&ﬁ% LkﬁﬁmMﬂv%vﬁ&ﬁ%aﬁﬁﬁﬁw
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T4 E LR EAEIE AR . LA 1| FHEM 1. LSRN
#:8% (B ) ( phosphoroamidate ) BLEAZ¥EAZ H BE SR 4 6945 4% 69 5% )~
RNA 4> F i@ % #f A s 8 (PS) DNA. A W44 Eckstein,
Antisense Nucleic Acids Drug Dev. 10, 117-121(2000).

1540 09 L BAZABAZ B BR B3R 4 69 5 — A6 69 KB £ N’3-N’5
A K HsB (B ) ( phosphoroamidate ) BLEAZMEAZ FBLE 5, ' &4
A 4k TUH N°3-N5 BURBEBRBLEUZAE R B . LB 1 F o944
2. OARAFRBRPLEALAEAL T BRI 50 FALF By T8 FARA &
K A%AL (NP )DNA. & L1 4= Gryaznov et al., J. Am. Chem. Soc. /16,
3143-3144(1994).

X

PR

=

B — AR50y RNA o Feasb)F, Za T aissr ) —
A4 69 A AB 45 BR BN . 54T AT HE AL T R BR 4 6 — A~ B 69 5K
1) % A2 2245 B 6 AZAEAZ F BRI IR, 2745 B 69 IR T vL 2 #)
40 C, 2 CoBERERA., C & Cor i A B T AR 4afe RAE1eA049, B
G R F AR, C 2 CuirAAR—REpaETh. FRER
Wed ik, Hikty CE CoORAERARTR., LE 1 F844 3. &
S dE 245 B C) & Cy bt 23 B AR GG AZAE AL BR 3R 50 09 FRAZAB AL
H TR FWAMA 22-0-(C-Cy BAORNA, #l4e 2°-0-F F RNA
( OMe RNA ).

MR Y ABABAR B BR AR 8 DAL B 09 BUR IS8 5 — A8 8 52
BIZ CLE CREFA-CECKRAARA. C ECREI (JLhAR)
Fo C, B Com 2 AT &4 ik g AL B F 691547 — /. Lk ag C
ECBREAE-CECKERALARFTACK. LB 1 ve94M4. &
A5G F—AhhE 2IEER CE CIRANK-C £ CoOEAR RN
AZAEAL BRI 0 BAZ B B TAARA 2°-0-(C) £ CoAK-C £
Cy Mo 2)RNA, )40 2°-0-F .23 RNA (MOE RNA ).
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SA Y AZABAL T BRI 00 F — B EHI R L ER T A4
BB FZ 8 B — AW EARGAZAEAZ TR, LA 1 P24 5.
OARA L AR TFR 48R TN 6 I F M6 HOME AL F BT
-t BRAZME AL B 4 F i E AR A PiAZ R (LNA)., F L Hlde
Kurreck et al., Nucleic Acids Res. 30, 1911-1918(2002); Elayadi et al.,
Curr. Opinion Invest. Drugs 2,558-561(2001); @ rum et al., Curr.
Opinion Mol. Ther. 3,239-243(2001); Koshkin et al., Tetrahedron 54,
3607-3630(1998); Obika et al., Tetrahedron Lett. 39, 5401-5404(1998).
4 4% 8% 7T A Proligo(Paris, France #= Boulder, Colorado, USA) M #

WA AT ABAL BRI 00 B — A 1B R B R A 245 B A A
HORUAR 09 AZAEAZ B RR. BAY 20 RARAZ AR AZ RN 4 R A AU T A
Ehntd . A 2-FARAEAEAZ TR T AR P BFTHRA 2°-
FAAZAEAZ FR( FANA ). JUE | ¥ #9454 7, Damha er al., J. Am. Chem.
Soc. 120, 12976-12977(1998).

FEAEA 60 RNA 5F0 5 —AFEalF, o TaesEs) —
Aﬁ%%%ﬁ,W4%%%nbo$¢%%ﬁiﬁ$mﬁﬂﬂmﬁ
R, B RV —A AT RA BRI RS SR A
S Ak AR BRAZBE (PNA) #1420 R Az B AY ), M
FLAE AR R Sty BA PNA #4690 Tl % AR A BRAZ .

B 1 ¥eh45H# 6. Nielson, Methods Enzymo. 313, 156-164(1999);
Elayadi, et al, id.; Braasch et al., Biochemistry 41, 4503-4509(2002),
Nielsen et al., Science 254, 1497-1500(1991).

ﬁ%&wu%&@ﬁ%&,@%iﬁ%ﬁ#k%%ﬁ%&
Rt RO BE O A5 ho B G R P A A 69 20 AP RE L EUNER,
Bp A E (Ala). #EHBE(Arg). RAABLB(Asn). RARB(Asp).
BB (Cys). AR BLE(Glu). 2R B(Glu). H A (Gly). A&
B (His). #2588 (lleu). ZRE (Leu). #ABR (Lys). T AL
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B (Met). K& (Phe). A (Pro). £ RBL(Ser). 7 &AM
(Thr). & &M (Trp). B&EEL (Tyr) 8RR (Val),

FERREBIBT AT etk FEARIFTE., KARAR
o) —s TH O a-BATER., B-AA TR, y-2RTHK. §-2H K
FRVA R - B TBR. 5 A R BR A9 — ok o) eL 48 40—, IA]- At - AL
KB, I AR BL 4G — b AR SLIEAR- . 8] -AT- R E R TEAL
Boy-FA-B-RIE T L.

FERRGEVBIEBRLOIERAGEVBERYGITEY. RAK
B A6 BB 0G4 A T A LI do i — AR B AL R AR e
ERRG M BILME,

Blde, TTH—AR S AT R EFn £ K R 2L K B RUBA SK L
FIEG 220 3. 4. SR O ERH ERBARILRIN 4. 5. 6
R TAEBE PG —ANREAMEE E, 7 AT AR T Rhn £ A91E
fTibsr A H)., XA Ay — R ZH aIERE. C-Comik. JmA.
WERAL., VR, A, mEF (FFA. 5. BRE) 3E Lk
A C-ColaAd T, T, ERE. AL ETEA. F
T ST,

YE A R ARG AV RAEBRITA W69 3E R ARG 2R 6 52
) .3E E 4 REL (Nva)., JEXZ R (Nle) A=# 28 (Hyp ).

R VR ILAB R R AR 6. s B o F i pid s T
FABE A, HENEPIRET R, THEEAAR CAERE.
(Nielsen et al., Peptide Nucleic Acids-Protocols and Applications,
Horizon Scientific Press, pages 1-19; Nielsen et al., Science 254:
1497-1500). PNA 3489 BIRBR R I G — AN F 42 N-2-R. T H)-
H R
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PNA R4 64 Hit 52 45) 61,36 31 & A PNA. & & PNA(retro-inverso
PNA). 558 PNA (phosphone PNA). # Bt PNA Fo &k il £ B PNA =7
4. xFiX sk PNA 2f4-8944i£, 77 & JL Nielsen et al., Peptide Nucleic
Acids-Protocols and Applications, Horizon Scientific Press, 1-19 s
B 5. Nielsenetal. % 7 W _E#9E 5 A5 AR X4 Tk,

PNA 7 vAF) B AARIR F C4m 0l 7 ik AT S A%, Bl3eF) A 20
B 44 Fmoc 3 tBoc kA& A& % . PNA B4 B A1 AL a4/ LIE S5
M4t & (Tm). 5B S AL R M HART T @e) o1
F4k. b9, PNA KT RNA % H 5 ¥e RNA 69808&MH, JF i@
FEA RAFAARBAL .

fik A% B4 45T A Applied Biosystems(Foster City, California, USA)
aFE

BASAR G40 RNA T80 5 —A%plt, zaTaess)—
Aok AR B AL S BR BN 5. LA B B AR BRAL H BT 6
38 E A GoAR, (MF) A28, JLE 1 J 49454 8. Heasman, Dev. Biol.
243, 209-214(2002). *HokAX A% F BT A Gene Tools LLC(Corvallis,

Oregon, USA)# 4%

SR 3) RNA o F a9 % —AEHF, aaTaesiy—
/IR 4 (cyclohexene) i HBL 3R 4. LA IR T AZ H B3 694 T
A AR O EAZER (CeNA ). LA 1 F 494549 10. Wang et al., J. Am.
Chem. Soc./22, 8595-8602(2000), Verbeure ef al., Nucleic Acids Res.
29, 4941-4947(2001).

BASHR 6% RNA T W RE—AEpF, Z5TaesiE )
N ZAR BRI, O AR e o TR AR A Z A%
A5 (tcDNA ). JLE 1 ¥ 494544 9. Steffens et al., J. Am. Chem. Soc./19,
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11548-11549(1997) , Renneberg et al., J. Am. Chem. Soc. 7124,
5993-6002(2002).

BT VA K A0SR 6 RNA o0 F . EAASURT, &
A ERARATI 6 R M ) B 5F LR Sdatly, da BT LARR A
AR Cdn A kAT A &, UB)4e & 5] R 69 5 LdkvA & Wang
et al, Proc. Natl. Acad. Sci. USA 96, 13989-13994(1999), Liang et al.,
Eur. J. Biochem. 269, 5753-5758(2002), Lok et al., Biochemistry 41,
3457-3467(2002) #=  Damha et al, J. Am. Chem. Soc. 1720,
12976-12977(2002).

AL BRI 6 0 RNA 5 F &4EE) 10 A~ R 2D 13
A, BARRE Y ISA. HEFRKE D 20 iR, HiEE
oy kL B A SEQ ID NO:1-94. SEQ ID NO:281-374. SEQ ID
NO:467-481. SEQ ID NO:497-522 3 SEQ ID NO:549 ¥ 7 i 49 K #X
B A0 RNA T 69iE 488 5 7 F 6912 T — A, R A4
Y o-F Q4 E y —AMEA 63, E— R EABI T, ZAES
8944 )s RNA &-F .4 SEQ ID NO:1-94. SEQ ID NO:281-374. SEQ
ID NO:467-481. SEQ ID NO:497-522 &, SEQ ID NO:549 ¥ 7 & 491F
1T 4% RNA 4T 89 T2 7).

R EF P eI B RARIE S0 A, TR EAAETAAST
5| 4 AEAT R B M Am 3R (R GIEE] 40 M3 ) WAELEES
BRI 0. MBS TSN R F I 6 5%, 3R
. EW e T A SR RNA B IL69 & kAT SAEFT R A
R AE 573 6 BRI T B Fa/ RAE 305E BRI B . 4T F 69 Am R A,
qo R EH, VA A LA AIEAT 6 S ARASAT 69 3R 4.

A6 RNA 5 F G35 F R, F R s Lk e) 742
A B AR K
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g, RABIT 50%, ik RABIT 30%49 & 4 F o L BLAAZAE
AMEBR I T, Blhe, A CHARD THET 19-23 4% 445 69 BLEA,
B TR IEE A RRIE.

EFH—AFEHG T, BT LiddZBm Az ik AR, M
FRAF AN RNA F 3645 F 11 69300 T A 3N, sk
9 R AF ALY .

do b SCPFE LA, 15456944y RNA T HRiaZ2 058, 44
ik S2 iy,

% C. OABEAEAZ BB T 42 06 50%0) 5 4305

% 4 AL A 3T 10|11 {12 |13 |14 |15 |16 |17 [18 |19 |20 |21 |22 |23
BHEBAEBETEL |5 |5 |6 6 7 7 8 8 9 9 10 (10| 1 11
A RRHFE

£ D. OABLAEZ B BR T 483 5100 30%69 & 4304

LY - R oL & A 10 | 11 12 |13 14 |15 16 |17 [18]19 |20 |21 122 [23
BEAZABAZFERE |3 |3 3 3 4 4 4 5 5 |5 6 6 |6
P RRIE | |

BB —AFEHB) P, AT 3G bk KL IS4 6 ) RNA
oF a3 49 DNA 2 RNA &4 F X 4% B8 B 4G ot 52 Mk, =T A1 45 4%
B 5T o — AR . BIA R A/ AN Kot 2 18] . 38 o x5 do iz
BR 9 4 Bl e/ 3 AZ BR ) Y1) Bl 6 o M T B0 AR AATIRIEAR A
O e 64 =T ] T 3G ot A% BR Bt 2 M 69 P8 25 A 34 ST VAR A .

X Sk g 4k A 69 L) L3E R @) 4% 3 BRTE (inverted nucleotide cap )

Foil 208 . R EBRANE T oA S S /R 305, ALFIET oA
B AT — AR BA KA R Kok 20,
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B_6) 4% B BAVE 2 485 3 2S5 694y RNA 4-F 34 DNA 3
RNA -F &9 5°Fn/3 3’369 3° > 5 BRA 5. RA T8 T 6943 B
KEERBGLETRS], REBE AT RNA T 3o 3 69 DNA 3K
RNA 5T 446-3|'C 9% mRNA BF] , AZATAZFER T A T R & 4%
FRVE P . @, MEFRMMEKA S T4 40 MEFER, HakES T
530 MAEHER, EMHAKAEY TH 20 MEEHR, EEEREKE
VT 10 MEHER, BAEM, REOZFRIERKEN 1| M HFRK.
B T R6) 18 64 A% B BRAE A MR, 42T VA R ATATAL 8. do iR %

o ByeReh . JROETR S EE,

A, 5 G R F8 AATIRIEL AR AR Cude 6 37 J T 38 o A% 88 64 A% BR Bl
i % M AEATAC S A . XAV F IE 69 Z ) ds ik O A AR
tedy ) REERFEA (AL, BREEANM AR R (B4 T
TEB%)., BIHECH AR B R4 (amino linker).

HIr R SR BI P A AT VA A A SR R Bk, A T4t
PR TR ER LA, R EY 2, REFMREFE VY
3 AR T

BT ikss P eha E-F o RELTAHY 18/, ik 4 16 /-,
FARIEY 12 A, AR A OIETIR, ChAFREA. WA
VA it — B Ak — AN 3R Z AN e/ S B IRBK,

FHAEEAG—LEZHTTFRE F. RE ¥l e Rt ERY
%] AN TriLink Biotechnologies, San Diego, CA ##%.

S5 69 4% RNP

B —FE, ANEARET —F45 B 945> RNP, &4 5 696
RNP .4 i fFT4- 5 65 DNA =X RNA 4 -F 2K _EEA54H a9 0%
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RNA 5-F. %> RNP ¥ 89 Lix 53 &) DNA 2 RNA 4-F 4545 44
%y RNA o~F T vl 4563 54 k.

XEFQ MGG FEPILIEA LR T Ago & £ 69%& A . Ago & % Y
Z 6T FEA L% Agol. 2. 3 Fn 4, BRI ML, Ago2 &G 5k RNA
A AR RNAI P 7] F 32 mRNA 478, @ Agol.3 #= 4 fLi& 3z, mRNA
RE R

Fitk- s RNA 455

B —7 &, KA AR T —FF ik RNA o-F .32 8 RNA
&9 - 5T VA A _E R AET 4~ B &9 DNA 2 RNA &~ 3% _E £ 4545 69 &)
RNA 5T ¥ ¢94E6T—FF, 223 RNA 5 F el sy 5 5B
& DNA 2 RNA & -F RAE4H 649 4% )~ RNA 4-F F 692838 5 5] 4k,

Ffk s RNA 5T 5589 EBIAEL FOF1.F2. F3 fv F4 T~ &,

#%_E. sk § TriLink Biotechnologies ) & L& &

2 -PLAESLH-5-C6 B &M (3 K5%)

2’ -BLEALF-5-C6 B ILEIEM (57 = A 3R)
3’ C3 A Ak

3°C6 ALk

3’ C7 R AiEEY

5°Cl12 B hiEHEY

5° C3 &L iEHEW

5°C6 R ILEEMY

C7 N 2RRFiEHE

PYFF-5-C2 BILEIEHM(5° 2 A1)
JE)H-5-C6 RIK &4 (37 5%

P Fr-5-C6 R IR 454 (A 1)
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miR-18b-5p CUAACUGCACUAGAUGCACCUUA (SEQ.ID.NO: 188)
miR-20b-3p CUGGAAGUGCCCAUACUACAGU (SEQ.ID.NO: 189)
miR-20b-5p CUACCUGCACUAUGAGCACUUUG (SEQ.ID.NO: 190)
miR-301b UGCUUUGACAAUAUCAUUGCACUG (SEQ.ID.NO: 191)
miR-329 AAAGAGGUUAACCAGGUGUGUU (SEQ.ID.NO: 192)
miR-374b CACUUAGCAGGUUGUAUUAUAU (SEQ.ID.NO: 193)
miR-421 CGCCCAAUUAAUGUCUGUUGAU (SEQ.ID.NO: 194)
miR-500 ACCCUAUAAGCAAUAUUGCACUA (SEQ.ID.NO: 195)
miR-504 GCAAUGCAACAGCAAUGCAC (SEQ.ID.NO: 196)
miR-604 UGCUGUUAGCCCUAGCCCCGCA (SEQ.ID.NO: 197)
miR-610 ACGGUCCUACACUCAAGGCAUG (SEQ.ID.NO: 198)
miR-618 ACGCUUUGUCAGUACAUAUUAA (SEQ.ID.NO: 199)
miR-619 ACACACCCACGCGAGCCGGAAA (SEQ.ID.NO: 200)
miR-620 CCAACCUGCCCGCUCCCAACAU (SEQ.ID.NO: 201)
miR-631 AAGAGGGAGACCCAGGCUCGGA (SEQ.ID.NO: 202)
miR-720a ACCAGCUAACAAUACACUGCCA (SEQ.ID.NO: 203)
miR-720b GCCAGCUAACAAUACACUGCCU (SEQ.ID.NO: 204)
miR-723-3p CCAGCACCACAUCAGGCCCACG (SEQ.ID.NO: 205)
miR-723-5p UGUGGCCCUGACACGUGGUACU (SEQ.ID.NO: 206)
miR-730 AAGAAGUGCACCGCGAAUGUUU (SEQ.ID.NO: 207)
miR-732 GGGACCGACAGCAGAAUCCUUU (SEQ.ID.NO: 208)
miR-734 ACGGUUUUACCAGACAGUAUUA (SEQ.ID.NO:; 209)
miR-755 UCACAUUUGCCUGCAGAGAUUU (SEQ.ID.NO: 210)
miR-800a AAGUGGAUGACCCUGUACGAUU (SEQ.ID.NO: 211)
miR-800b AACUGGAUGUCCCUGUAUGAUU (SEQ.ID.NO: 212)
miR-803 CGAUGUAGUCCAAAGGCACAUA (SEQ.ID.NO: 213)
miR-805 AUAUUAGGAACACAUCGCAAAA (SEQ.ID.NO: 214)
miR-806 ACUCAGUAAUGGUAACGGUUU (SEQ.ID.NO: 215)
miR-809 ACACCGAGGAGCCCAUCAUGAU (SEQ.ID.NO: 216)
miR-810 CUGCAUGACGGCCUGCAAGACA (SEQ.ID.NO: 217)
miR-811 GUCUCAGUUUCCUCUGCAAACA (SEQ.ID.NO: 218)
miR-812 GCGAACUCACCACGGACAACCU (SEQ.ID.NO: 219)
miR-814 GGAGACUCACAAGUUCCUGC (SEQ.ID.NO: 220)
miR-815 GCACAACCCUAGUGGCGCCAUU (SEQ.ID.NO: 221)
miR-816 CACUCAGCGGCCGUUUCCCCAA (SEQ.ID.NO: 222)
miR-817 GCUGAGCGGUGAGGGCAUACAG (SEQ.ID.NO: 223)
miR-818 AGGACUAUAGAACUUUCCCCCU (SEQ.ID.NO: 224)
miR-819 AGAGGCAGGGUAGUGUAAUGGA (SEQ.ID.NO: 225)
miR-821 CAGCAGCCUCCGCCGCCGCCGC (SEQ.ID.NO: 226)
miR-822 UAGCAGAAGCAUUUCCGCACAC (SEQ.ID.NO: 227)
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miR-824 ACACACCAAGGAUAAUUUCUCC (SEQ.ID.NO: 228)
miR-825-3p UUCAGUUAUCAAUCUGUCACAA (SEQ.ID.NOQ; 229)
miR-825-5p CUCGUGACAUGAUGAUCCCCGA (SEQ.ID.NO: 230)
miR-826 CUCUACUCACAGAAGUGUCAAU (SEQ.ID.NO: 231)
miR-828-3p UUCGACUGCCACUCUUACUAGA (SEQ.ID.NO: 232)
miR-828-5p CCUCUAGUAAAUAUGUCAGCAU (SEQ.ID.NO: 233)
miR-829-5p CUGCACUUUUAUGAAUAAGCUC (SEQ.ID.NO: 234)
miR-829-3p GACUAGCUUAUACAUAAAAUUA (SEQ.ID.NO: 235)
miR-831 GGCCUCCGGAAGCUCCGCCCCA (SEQ.ID.NO: 236)
miR-832 UGACCCACCUGGAGAUCCAUGG (SEQ.ID.NO: 237)
miR-834 CCUGGCACACAGUAGACCUUCA (SEQ.ID.NO: 238)
miR-835-5p UCCAGCCCCUCCAGGGCUUCCU (SEQ.ID.NO: 239)
miR-835-3p AGGUGGAGCCCUGAGAACCGGA (SEQ.ID.NO: 240)
miR-837 UGAGGGGCCUCAGCCUCCUGGU (SEQ.ID.NO: 241)
miR-838 AUCGGGAGGGGACUGAGCCUGA (SEQ.ID.NO: 242)
miR-839-5p UCGGGGCAGCUCAGUACAGGA (SEQ.ID.NO: 243)
miR-839-3p AUCCUGUACUGAGCUGCCCCG (SEQ.ID.NO: 244)
miR-840-3p CCACGACCGACGCCACGCCGAG (SEQ.ID.NO: 245)
miR-840-5p AGCCGGUCGAGGUCCGGUCGA (SEQ.ID.NO: 246)
miR-841 GACCAAGAAAUAGCCUUUCAAA (SEQ.ID.NO: 247)
miR-842 GCAAAGGUAAUUGCUGUUUUCG (SEQ.ID.NO: 248)
miR-843 CUAGAAGCUCACAGUCUAGUUG (SEQ.ID.NO: 249)
miR-845 UGCGCCACUGGAGCAUGCUUU (SEQ.ID.NO: 250)
miR-846 GCUCCCCACAGACCCAGAGCCG (SEQ.ID.NO: 251)
miR-847 CCCGCCAUAGUGGUCCUCUCUG (SEQ.ID.NO: 252)
miR-848 CUGGUCCAUAGGGGAUGGCAAU (SEQ.ID.NO: 253)
miR-849 CCAGUGUCUCCAGUAGUAGACA (SEQ.ID.NO: 254)
miR-850 GGAGAUGGAGCCAGGGCCCUAA (SEQ.ID.NO: 255)
miR-851 CCUCGGGAUGGCGCCCGUUCAC (SEQ.ID.NO: 255)
miR-852 GCACACAAUAAAUGUUUGCUGA (SEQ.ID.NO: 256)
miR-853 AACCAAGACCCCGGAGAUCCCA (SEQ.ID.NO: 257)
miR-854 UCGGUCCCUCGGGCCAGGGCAG (SEQ.ID.NO: 258)
miR-855-3p UGUGGGUGUGUGCAUGAGCGUG (SEQ.ID.NO: 259)
miR-855-5p CACACUCACACACACACACUCA (SEQ.ID.NO: 260)
miR-857 CGGGGAGCGGGGGCCCUGCCUU (SEQ.ID.NQ: 261)
miR-364 CCCUCUCAACUCAGCUUUU (SEQ.ID.NO: 262)
miR-867 GUCUAGACUGUGAGCUCCUCGA (SEQ.ID.NO: 263)
miR-869 GCACAUGUUCUGCGGCCCACCA (SEQ.ID.NO: 264)
miR-871-3p CAGCACAGAGAUGGACAGAUAG (SEQ.ID.NO: 265)
miR-871-5p CCGCUUGAGCUAACUCCGACCCG (SEQ.ID.NO: 266)
miR-92b GGAGGCCGGGACGAGUGCAAUA (SEQ.ID.NO: 267)
miR-896 GCUGCCGUAUAUGUGAUGUCAC (SEQ.ID.NO: 268)
miR-883 GAGGUUUCCCGUGUAUGUUUCA (SEQ.ID.NO: 269)
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miR-884 GAACUUGCUAAAAAUGCAGAAU (SEQ.ID.NO: 270)
miR-885 ACUGAAACCAAGUAUGGGUCGC (SEQ.ID.NO: 271)
miR-886 AGCACAGACUUGCUGUGAUGUU (SEQ.ID.NO: 272)
miR-887 CACCUGAUAAAACUGAGGUAUA (SEQ.ID.NO: 273)
miR-888 ACACAACCUCAGUGUUUCCAGG (SEQ.ID.NO: 274)
miR-889 GAUAGAGUGCAGACCAGGGUCU (SEQ.ID.NO: 275)
miR-890 CCUCAUGGAAGGGUUCCCCACU (SEQ.ID.NO: 276)
miR-891 UCAGUAGAGAUUGUUUCAACAC (SEQ.ID.NO: 277)
miR-892 GGUGAUUCACAAAGAAAUCCAU (SEQ.ID.NO: 278)
miR-893 ACAGCCGCCGCCGCCGCCGCCG (SEQ.ID.NO: 279)

miR-894 UUCCCUUCUUUCCUCCCGUCUU (SEQ.ID.NO: 280)

A Fl. k& A2 ¥ 894%]> RNA #9444 RNA /%)
#els RNA AL RNA £41 (5" 3

hsa-miR-100516

UGACUGACAGCUUUUUGAGUA (SEQ. ID. NO: 551)

hsa-miR-100604

UGCUGUUAGCCCUAGCCCCGCA (SEQ. ID. NO: 552)

hsa-miR-100610-
Sp

ACGGUCCUACACUCAAGGCAUG (SEQ. ID. NO: 553)

hsa-miR-100631

AAGAGGGAGACCCAGGCUCGGA (SEQ. ID. NO: 554)

hsa-miR-100701

CCUGAACUAACAAGUAACCUU (SEQ. ID. NO: 555)

hsa-miR-100723

CCAGCACCACAUCAGGCCCACG (SEQ. ID. NO: 556)

hsa-miR-100730

AAGAAGUGCACCGCGAAUGUUU (SEQ. ID. NO: 557)

hsa-miR-100732

GGGACCGACAGCAGAAUCCUU (SEQ. ID. NO: 558)

hsa-miR-100754

AACCCAAUAUCAAACAUAUCA (SEQ. ID. NO: 559)

hsa-miR-100760

UACACCACUCCCAUCUCAGUGC (SEQ. ID. NO: 560)

hsa-miR-100814

AGGAGACUCACAAGUUCCUGC (SEQ. ID. NQO: 561)

hsa-miR-100815

ACACAACCCUAGUGGCGCCAUU (SEQ. ID. NO: 562)

hsa-miR-100818

GGACUAUAGAACUUUCCCCCU (SEQ. ID. NO: 563)

hsa-miR-100819

AGAGGCAGGGUAGUGUAAUGGA (SEQ. ID. NO: 564)

hsa-miR-100824

ACACACCAAGGAUAAUUUCUCC (SEQ, ID. NO: 565)

hsa-miR-100825-
3p

UUUCAGUUAUCAAUCUGUCACA (SEQ. ID. NO: 566)

hsa-miR-100825-
5p

UCUCGUGACAUGAUGAUCCCCGA (SEQ. ID. NO; 567)

hsa-miR-100829-
3p_

ACUAGCUUAUACAUAAAAUUA (SEQ. ID. NO: 568)

hsa-miR-100835-
5p

CUCCAGCCCCUCCAGGGCUUCCU (SEQ. ID. NO: 569)

hsa-miR-100842

GCAAAGGUAAUUGCUGUUUUCG (SEQ. ID. NO: 570)

hsa-miR-100843-

3p

CUAGAAGCUCACAGUCUAGUUG (SEQ. ID. NO: 571)
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hsa-miR-100843-
5

CCCAGCUAGAUUGUAAGCUCCUU (SEQ. ID. NO: 572)

hsa-miR-100846

CUCCCCACAGACCCAGAGCCG (SEQ. ID. NO: 573)

hsa-miR-100851

CCUCGGGAUGGCGCCCGUUCAC (SEQ. ID. NO: 574)

hsa-miR-100852

GCACACAAUAAAUGUUUGCUGA (SEQ. ID. NQ: 575)

hsa-miR-100854

UCGGUCCCUCGGGCCAGGGCAG (SEQ. 1D, NO: 576)

hsa-miR-100855-
3p

UGUGGGUGUGUGCAUGAGCGUG (SEQ. ID. NO: 577)

hsa-miR-100855-
5

ACACACUCACACACACACACUCA (SEQ. ID. NO: 578)

hsa-miR-100869-
3

AAGGUGAUGGUCAGCAGACAUA (SEQ. ID. NO: 579)

hsa-miR-100869-
5p

GCACAUGUUCUGCGGCCCACCA (SEQ. ID. NO: 580)

hsa-miR-100871-
3

AAGGGUCAGUAAGCACCCGCG (SEQ. ID. NO: 581)

hsa-miR-100871-
5

CCGCUUGAGCUAACUCCGACCCG (SEQ. ID, NO: 582)

hsa-miR-100885

CUGAAACCAAGUAUGGGUCGC (SEQ. ID, NO; 583)

hsa-miR-100887-

ACACAACCUCAGUGUUUCCAGG (SEQ. ID. NO: 584)

3p

hsa-miR-100887- | CACCUGAUAAAACUGAGGUAUA (SEQ. ID. NO: 585)
op

hsa-miR-100891- | UGAAUUACUUUGUAAACCACCA (SEQ. ID. NO: 586)
 3p :

hsa-miR-100891- | UGGUGAUUCACAAAGAAAUCCA (SEQ. ID. NO: 587)
5P

hsa-miR-101001 AGGGGCCUCAGCCUCCUGGU (SEQ. ID. NO: 588)
hsa-miR-146b AGCCUAUGGAAUUCAGUUCUCA (SEQ. ID. NO: 589)
hsa-miR-147b UAGCAGAAGCAUUUCCGCACAC (SEQ. ID. NO: 590)
hsa-miR-181d ACCCACCGACAACAAUGAAUGUU (SEQ. ID. NO: 591)
hsa-miR-18b CUAACUGCACUAGAUGCACCUUA (SEQ. ID. NO: 592)
hsa-miR-193b AGCGGGACUUUGAGGGCCAGUU (SEQ. ID. NO: 593)

hsa-miR-200001

UCAGUGGCUCAGGUUCGUUGCA (SEQ. ID. NO: 594)

hsa-miR-200002

AAAGAGGUUAACCAUGUAUUAU (SEQ. ID. NO: 595)

hsa-miR-200003

CAACUGAUGCCUUUCCAAGUA (SEQ. ID. NO: 596)

hsa-miR-200004

UCAAUGACUCAGGUAAGUUGCA (SEQ. ID. NO: 597)

hsa-miR-200007

CCCUGCGCCAUCUCCUCUAC (SEQ. ID. NO: 598)

hsa-miR-200008

AACUCCGAUAUGCAAUGGGUA (SEQ. ID. NO: 599)

hsa-miR-20b CUACCUGCACUAUGAGCACUUUG (SEQ. ID. NO: 600)
hsa-miR-20b-3p CUGGAAGUGCCCAUACUACAGU (SEQ, ID. NO: 601)
hsa-miR-216b UCACAUUUGCCUGCAGAGAUUU (SEQ. ID. NO: 602)
hsa-miR-301b UGCUUUGACAAUAUCAUUGCACUG (SEQ. ID. NO: 603)
hsa-miR-329 AAAGAGGUUAACCAGGUGUGUU (SEQ. ID. NO: 604)
hsa-miR-33b GCAAUGCAACAGCAAUGCAC (SEQ. ID. NO: 605)
hsa-miR-374b CACUUAGCAGGUUGUAUUAUAU (SEQ. ID. NO: 606)
hsa-miR-375 UCACGCGAGCCGAACGAACAAA (SEQ. ID, NO: 607)
hsa-miR-376a ACGUGGAUUUUCCUCUAUGAU (SEQ. ID. NO: 608)
hsa-miR-376b AACAUGGAUUUUCCUCUAUGAU (SEQ. ID. NO: 609)
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hsa-miR-376c AAGUGGAUGACCCUGUACGAUU (SEQ. ID. NO: 610)
hsa-miR-376¢c AAGUGGAUGACCCUGUACGAUU (SEQ. ID. NO: 611)
hsa-miR-377 ACAAAAGUUGCCUUUGUGUGAU (SEQ. ID. NO: 612)
hsa-miR-378 CCUUCUGACUCCAAGUCCAGU (SEQ. ID. NO: 613)
hsa-miR-379 CCUACGUUCCAUAGUCUACCA (SEQ. ID. NO: 614)
hsa-miR-380 AAGAUGUGGACCAUAUUACAUA (SEQ. ID. NO: 615)
hsa-miR-410 ACAGGCCAUCUGUGUUAUVAUU (SEQ. ID. NO: 616)
hsa-miR-421-3p CGCCCAAUUAAUGUCUGUUGAU (SEQ. ID. NO: 617)
hsa-miR-429 ACGGUUUUACCAGACAGUAUUA (SEQ. ID. NO: 618)
hsa-miR-431 UGCAUGACGGCCUGCAAGACA (SEQ. ID. NO: 619)
hsa-miR-432 CCACCCAAUGACCUACUCCAAGA (SEQ. ID. NO: 620)
hsa-miR-433 ACACCGAGGAGCCCAUCAUGAU (SEQ. ID. NO: 621)
hsa-miR-449a ACCAGCUAACAAUACACUGCCA (SEQ. ID. NO: 622)
hsa-miR-449b GCCAGCUAACAAUACACUGCCU (SEQ. ID. NO: 623)
hsa-miR-450a AUAUUAGGAACACAUCGCAAAA (SEQ. ID,. NO: 624)
hsa-miR-451 AACUCAGUAAUGGUAACGGUUU (SEQ. ID. NO: 625)
hsa-miR-452 UCAGUUUCCUCUGCAAACAGUU (SEQ. ID. NO: 626)
hsa-miR-453 UGCGAACUCACCACGGACAACCU (SEQ. ID. NO: 627)
hsa-miR-454 ACCCUAUAAGCAAUAUUGCACUA (SEQ. ID. NO: 628)
hsa-miR-455-5p CGAUGUAGUCCAAAGGCACAUA (SEQ. ID. NO: 629)
hsa-miR-484 AUCGGGAGGGGACUGAGCCUGA (SEQ. ID. NO: 630)
hsa-miR-485-3p AGAGAGGAGAGCCGUGUAUGAC (SEQ. ID. NO: 631)
hsa-miR-485-5p GAAUUCAUCACGGCCAGCCUCU (SEQ. ID. NQO: 632)
hsa-mir-486__ os AUCCUGUACUGAGCUGCCCCG (SEQ. ID. NO: 633)
hsa-miR-487 AACUGGAUGUCCCUGUAUGAUU (SEQ. ID. NO: 634)
hsa-miR-488 AGACCAAGAAAUAGCCUUUCAA (SEQ. ID. NO: 635)
hsa-miR-490 ACCCACCUGGAGAUCCAUGG (SEQ. ID. NO: 636) ]
hsa-miR-493 CCUGGCACACAGUAGACCUUCA (SEQ. ID, NO: 637)
hsa-miR-497 ACAAACCACAGUGUGCUGCUG (SEQ. ID. NO: 638)
hsa-miR-502 UGAAUCCUUGCCCAGGUGCAUU (SEQ. ID. NO: 639)
hsa-miR-503 CUGCAGAACUGUUCCCGCUGCUA (SEQ. ID. NO: 640)
hsa-miR-505 AGGAAACCAGCAAGUGUUGACG (SEQ. ID. NO: 641)
hsa-miR-509-3p CUACCCACAGACGUACCAAUCA (SEQ. ID. NO: 642)
hsa-miR-514 UCUACUCACAGAAGUGUCAAU (SEQ. ID. NO: 643)
hsa-miR-92b GAGGCCGGGACGAGUGCAAUA (SEQ. ID. NO: 644)

£ F2. % A4 P &94% )]s RNA #9344 ]s RNA 7 7))

#0)y RNA

iy RNA A3 (5 3)

hsa-miR-100516

UGACUGACAGCUUUUUGAGUA (SEQ. ID. NO: 645)

hsa-miR-100701

CCUGAACUAACAAGUAACCUU (SEQ. ID. NO: 646)

hsa-miR-100760

UACACCACUCCCAUCUCAGUGC (SEQ. ID. NO: 647)

hsa-miR-100885

CUGAAACCAAGUAUGGGUCGC (SEQ. ID. NO: 643)

hsa-miR-100887-3p

ACACAACCUCAGUGUUUCCAGG (SEQ. ID. NO: 649)

hsa-miR-100887-5p

CACCUGAUAAAACUGAGGUAUA (SEQ. ID. NO: 650)

64



200680021938. 5 oM P FEs1/91m

]~ RNA FAk A RNA £ (52> 3)
hsa-miR-100891-3p | UGAAUUACUUUGUAAACCACCA (SEQ. ID. NO: 651)
hsa-miR-100891-5p | UGGUGAUUCACAAAGAAAUCCA (SEQ. ID. NO: 652)

hsa-miR-200001

UCAGUGGCUCAGGUUCGUUGCA (SEQ. ID. NO: 653)

hsa-miR-200002

AAAGAGGUUAACCAUGUAUUAU (SEQ. ID. NO: 654)

hsa-miR-~200003

CAACUGAUGCCUUUCCAAGUA (SEQ. ID. NO: 655)

hsa-miR-200004

UCAAUGACUCAGGUAAGUUGCA (SEQ. ID. NO: 656)

hsa-miR-200007

CCCUGCGCCAUCUCCUCUAC (SEQ. ID. NO: 657)

hsa-miR-200008

AACUCCGAUAUGCAAUGGGUA (SEQ. ID. NO: 658)

hsa-mir-486  os

UCCUGUACUGAGCUGCCCCG (SEQ. ID. NO: 659)

% F3. & A6 F 894> RNA #94ufk> RNA A7)

s RNA k) RNA £3)(5' > 3)

hsa-mir-18b-3p GCCAGAAGGGGCAUUUAGGGCAG (SEQ, ID, NO: 660)
hsa-miR-618 ACGCUUUGUCAGUACAUAUUAA (SEQ. ID. NO: 661)
hsa-miR-619 ACACACCCACGCGAGCCGGAAA (SEQ. ID. NO: 662)
hsa-miR-620 CCAACCUGCCCGCUCCCAACAU (SEQ. ID. NO: 663)
hsa-miR-723-5p UCAUGUGGCCCUGACACGUGGUACU (SEQ. ID, NO: 664)
hsa-mir-816 UCACUCAGCGGCCGUUUCCCCAA (SEQ. ID. NO: 665)
hsa-mir-817 GCUGAGCGGUGAGGGCAUACAG (SEQ. ID. NO: 666)
hsa-mir-821-1 AGCCUCCGCCGCCGCCGC (SEQ. ID. NO: 667)

hsa-mir-821-2/3

AGCCUCCGCCGCCGCCGC (SEQ. ID. NO: 668)

hsa-mir-828-3p

UCGACUGCCACUCUUACUAGA (SEQ. ID. NO: 669)

hsa-mir-828-5p

CCUCUAGUAAAUAUGUCAGCAU (SEQ. ID. NO: 670)

hsa-mir-831-1

GGCCUCCGGAAGCUCCGCCCCA (SEQ. ID. NO: 671)

hsa-mir-831-2

GGCCUCCGGAAGCUCCGCCCCA (SEQ. ID. NO: 672)

hsa-mir-831-3/-
4/-5

GGCCUCCGGAAGCUCCGCCCCA (SEQ. ID. NO: 673)

hsa-mir-840-3p

CCACGACCGACGCCACGCCGAGU (SEQ. ID, NO: 674)

hsa-mir-840-5p

GAGCCGGUCGAGGUCCGGUCGA (SEQ. ID. NO: 675)

hsa-mir-845-1 GCGCCACUGGAGCAUGCUUU (SEQ. ID. NO: 676)
hsa-mir-845-2 GCGCCACUGGAGCAUGCUUY (SEQ. ID. NO: 677)
hsa-mir-847 CCCGCCAUAGUGGUCCUCUCUG (SEQ. ID. NO: 678)
hsa-mir-848 CUGGUCCAUAGGGGAUGGCAAU (SEQ. ID. NO: 679)
hsa-mir-849 CCAGUGUCUCCAGUAGUAGACA (SEQ. ID. NO: 680)
hsa-mir-850 GGAGAUGGAGCCAGGGCCCUAA (SEQ. ID. NO: 681)
hsa-mir-853 AACCAAGACCCCGGAGAUCCCA (SEQ. ID. NO: 682)
hsa-mir-857 CCGGGGAGCGGGGGCCCUGCCUU (SEQ. ID. NO: 683)
hsa-mir-864 CCUCUCAACUCAGCUUUU (SEQ. ID. NO: 684)
hsa-mir-151 CUAGACUGUGAGCUCCUCGA (SEQ. ID. NO: 685)
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% F4. %k A8 F #4944-]s RNA #9#uik > RNA 5 7)

) RNA Fufk ) RNA A7) (5' > 39
hsa-miR-544 AUUCUGCAUUUUUAGCAAGUUC (SEQ. ID. NO: 686)

Fpk)s RNA 5~F 57 B L1k 64 o ik xHE-45 69 4% s RNA &~F 4T
4., E—AFEHB P, Ffl RNA 4F F 69 8304 5 48 52 69
#)s RNA 5F Z Ak, 3k RNA 4T85 ZAM2 B 2 35 LR 154
694%> RNA 5T AIRE) 69 MR %69 % 0k, Q3455 ZIZMIL3TAR X 69 R
FAR G AN B Fe b BLAR KX A PR ).

Je— ARk E )P, Rk RNA o -FAL &4 K454
#gER 5, Mz RNA ST AEE ) 10 M Egmit asE ) —
ANESHE, Z E O —ANBR I B 4% RNA 3E & AMa/3 8.4 — AL 31 .

BB — ARk 6 ZeB P, 4RI RNA 5T 69 £ 10
AiE RIS RNA T34 (BF 100%) A Ab, & s
RNA T £ 2V 10 N &g b 6 5 0 — /MEAF e 3R Fo /R &
A— /ML FTE .,

B FH 9 — AT R, A RNA o F P 2 T RAGE
o RNA R E 11 8942 8 Eeg3ra A 3F A4, de RAFA, @i 7|
ANIEAN. bRk SRAREL, STIEIFIALD RNA T F 3 5 F R ARG
e 4%y RNA A2 E 11 69300 A 4F ZAMY

AE B a0y RNA 4T Fedific s RNA o5 FBA 2R &
PRAFat A B
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1) da, T ALK B 6945 RNA o--FFo/ %y RNA 4--F 7|
NFLA , VABER 4% RNA 89 3 e - A AR LA 50 4%0) RNA 4T .

F—AFp T, AAIE M RNA oF 30 &) @i 641
s RNA. TTHARM, 83— % FF Lo 4% RNA 5 F 31 A
AN, FTIGIR @A 695y RNA o-FogE M., BIdRmian
5 #%00s RNA 7 M 6937 4] X35 3% A48 X 69 TAL T IR B7 & /%) RNA 4927

&b
Ao

AL PE—AF &, AKBRE B AR T 374 e A skl
RNP &M agF ik, A T4l afe Ay RNP #EH 695 ik @4k A
£ BR 44 # A Uiy RNA T3l a@miei, Z44 ) RNP &84
RNA &%F. 1EfT3R RNA 5T 35 A F 404 tmfiw A 4%) RNP
EMeg iR, REBRM RNA F (% LRSI 6Fh) H5E
F#%1» RNP ¥ 69 4% ]y RNA A *),

KK BR 6 k) RNA o -Fi@ it 45678 T 4m e W k-] RNP F 49
#%)s RNA, fea98374) 4% RNP 6975 1. £ RNP #97& 12 35 578
3o 5 7)) X LB ¥e /) 6980 3F . Yo 5 90 T R FR g R L & 5 k) RNA
R 44 BRI A 5| B ANGAEAT 5 7).

) 4m, A& PR &%) RNA 5-F F= 34y RNA 5T T A AR A
B & A 6qAT A, ZEAE E DIk RNA 4-F 440 RNA
F AN, fFldm, 4o R —A4EE 64y RNA e e 4 7%& A #2169,
ALK B oiE 6y 4 B b ks RNA FI At A8 G737, TH
RHy, doR—AAFZ A RNA 2 F6 (i3 RAT, 55
TS ), A T HliZael RNA 69 7F IR AR, TG E 64
o) RNA 4T 5l N @mfie,
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ST 4% 8] AATIRIE ARA R 4o 6945457 F ik W 4k 1s RNA &~F Fa/3K
A RNA S F5lagmfe. Blde, T RNA 4 F F/ R A%
Jy RNA 4-F A EHAmIE, Fl4o@id Ra0EH. THRM, 7T
Wiz o T 5 mAedthk, MA@t E RS,

H 4Gkt A O IEN el RARAe T B R, BE AR A M 2
HRHEPF OCAEEEMMTIRSTF. B TERTAR, FREK KK L
RS T - AL B BT 2K,

XA RS FAR-BAZH BT AR AIE R -FA T 8Ra T 264K
#1

3@ ) R AAAE R ALt AR, RS RAK SR A WL S A e LA
BhRS &, iZ 4N BHRS R T4 4k (endosomal ) R A% 5 FREA BEAZ B B8

5

B F ¥4 RNA 4 F R4y RNA 5| A amfie g E4e o5 ik 4%

1% 0 i % BAR Lo BRI S 4. TT AW RS BB IS
4. ¥EY R A B A EAZF B Rk, o), Pluronic IR
( Pluronic gel ) =T 4#£ H —#F4i% 7+ # ( depot reservoir ) A F /&£ —A-3E
K 64 B 1) B A i iR UK RNA BAZF BT, L ik ied 4]
4= Hughes et al., Drug Discovery Today 6, 303-315(2001); Liang et al.,
Eur. J. Biochem. 269 5753-5758(2002); ¥A % Becker et al., In Antisense

Technology in the Central Nervous System(Leslie, R.A., Hunter,
A.J.&Robertson, H.A., eds), pp.147-157, Oxford University Press %,

T AE ) AARIRIEARAR 4ty 1FAT ik, FHFH ) RNA 4T =%
¥t s RNA 4T feddF 2 mie., #)4e, 735440y RNA 4T R 3K
s RNA 4T 4463 5 tm o _E o AR 712 3] 89 SR S Bk b

STAE ) RARIRIE R AT 4oty iE:T 5%, FaoT4 Tailsh
A, S IEHA BB — LI GERRLSEFEGL . R5S
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BT AR A XA EL . T R BRARKER (Bl h Al B
JRE ) FIA,

S F e AE A A 2E O35 ) e Fe kA . LA Fo R TR 4. )4,
4o fE RATIR T Cdubly, TR IFSEBREHSTFL T HILF. Fe
TR 2 R —AF B4 E AU 18 B N A B — . KT 4G 2 dp i it
7k,

HMA HIEFOIFETIR, B, LAETARFALE. T
AR 525 5T KA AR B AR H ) . 1 F 0 IR 25 44 4 71 4 — 2k 52 ) 6
R BBURE. LR, SR AR RIFR. BRAERH. XA
TN CIEFEFBRAF . AT TRALYH, KAANSTOLHT

RERAHTFTTHAETEENHABRY, ERAVABF, o
AATRFLARA R ZERE 49, A 20 BAR 518 BAR ST A B L. #K
R Ep ERE . LA, HE. R AR . B, AEASER SR AL
R BASPRAESRAS. TF AN, MBS b . B AR L BF.

R BARLE T LS TR F ey —FREA: a2 H . @E
PEF] L AR AE B T A A MR VLB T kM, 3 e/ SRR A

A T VA R Bl 4o BRAE B Ao H BB, REBE W EE. WiE
(tetralose ). FLAERFRAE. THNRM, FEEH T EZAEEE o &
Bf, R 4AE. ik, REFKILEN B GMRIZHSTEEN
INE) 0.1%E 29 10%49FF.

Ko E M A AR A AR BT R R @ E A B e R B BE B
( polysorbate ). -3 #) & @ 7& M #) 69 — 2k £ 4] €L 3% Tween20.
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Tween80; K T —BF XK A TH R A A =B, #4229 0.001% ( w/v)
%25 10% (w/v) 44 Pluronic F-68.

2 A F) T A RATAT HE REEAF F), ) de o F A B A4 RBEER
AHAT R Rk, R %$ﬁ%\%%pH%%£%55;b7s
TR E A B/ RE R TS E R GEFAEE TR M
8 KT AARA R . ik R, hRE T F uﬁlmmwiﬁ3mmw%
KEFH G REAIE.

2 ) AL T VA LA — A R Z AP F AR R, X IR 4 —
s 245 QL FE BN A ) ) 4o Hid; FURALH] B4R ILEEE (iS4
&) R /\% A CHBL ). RFBER. Z R AT BERAT B, FREFA
) hov ol 57 4 Ay REFBFNE, o EPTIA, A T #—F I fALK
H AR ST, éa\%"ﬂ'v}ﬁ—ﬂ—ﬁ‘L?E'Tig%é@%éiﬁi%qjﬁﬂm SGa
R A

A K B &%y RNA 4T Ao/ 3uhik s RNA 4-F 89 5 —FF 4k s
RLJR) RAE AL T BAE R 49, T iXAB 8, TUﬁﬁJRNAA
FFa/ PLpk )y RNA 4-F 3474748

KK OR8G5 F 5T vA J5e B RATUR T Sdkn 09454 5 ik AT ARIT . B
4o, L2 REAE T 4710 EAZ F BR 69 5 %, 4= Leary et al., 1983. Proc. Natl.
Acid. Sci. USA 80:4045; Renz and Kurz 1984. Nucl. Acids Res. 12:3435;

Richardson and Gumport 1983. Nucl. Acids Res. 11:6167; Smith et al.
1985. Nucl. Acids Res. 13:2399; Meinkoth and Wahl, Anal. 1984.

Biochem. 138:267; and Ausubel, F.M. et al.(Eds.) Current Protocols in
Molecular Biology, John Wiley&Sons, Inc., New York, 1999, &4~ A
7l H &7 Xt e Tk,
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FRAT T VA R ARG E M . AR 69380 7E HEARIT 6 — 2k 245 L 45
2p 1251 Bl 35g M e 3H, ZAS4EMATISE H A AR A UK.
2,034,323, U.S. 4,358,535 #= U.S. 4,302,204 ¥,

A E HATIT A — e R p L EBaFet EH . A 49 EEFFITY
GIEL R F 5 AT AN B 69 TG B, — 35K A 6988 B H R4 6
30 4ok AR T BAL AN B (E R @ AedRoR —he ). B-F 3B HEE (K
KE-B-D-vtbrdh F FUAE ) VA B BRI L B ( 5-IR-4-F-3-"5 R AR B
/R ek 15 ), BEARIC YRR L2 R5E £ UK. 2,019,404, EP 63,879
in Ausubel, F.M. et al.(Eds.), Rotman 1961. Proc. Natl. Acad. Sci. USA
47:1981-1991, and by Current Protocols in Molecular Biology, John

Wiley&Sons, Inc., New York(1999).

AR eG4 B H SRR e i g AL F R A A R A W R e
FARFA, —HERAEAFTHANFRACH OIEG R AE. F
FFBA. Cy3. Cy5. & A FHrer. & d . H (7-BAH52 %),

€ K % (luminol ),

A% R KA FhFe b iR AR B AL AT E 4. ZAFIT
VLRI F LB HAEE . AT A S SR E TR LS
XA E AR, —ESEERE G ES CES AL, B R
. LkBERME, FRBEE (BF). FAFRBRIE (&)

AR K, FBILABEEA (Bl B, R B, —LkBER
B ) 895 RFFAFIL (WeBefet E45F ) 63 50FT L. LTH8)
F Bk ey H X Arie s & T4F, L Piihflf LdFh ki
BT oF, AN A T HiARE 53 4riedy L. 26T e dgBrik
AR R A . — A EE WY BUAR- ARSI LIE B dm A M E - F
FoER-MAMEFETORT ERFAAR-TE., RAAMEF-FfFa

AN
¥ o

71



200680021938. 5 o 1 ZE58/91m

— i RNA KA A FHASRmieT. TEAELRG ok
Gl F+7H T AKAHH) RNA EARFIELR PR, £ G Fok
Gl VA S tb7 1 T AR T8/ 45 2 % F 25 494%01 RNA & 4%
ARt L ERE, AR G AR Gl P, A RNA 69 REEL:
TILUR.

o B4k RNA E—FP2RR Ramfe A o) R A rbe £ H A4
MR ML T ERIA S Y345, Rk B4 445, ML S 4515,
MIAACAZEERMEER P AFFMHE £, #l4, %] RNA
hsa-mir-20b /£ B @ e B .98 BL41 P &L (0.05% %1k ); EAERE
JB sm L Z P95 NT2/D1 P & 38 (0.37%%& 3L ). £ NCCIT (0.72% %
£ ) Fa Hek (0.13%%&3% ) # &ik; Al wmieF ERZEmieF SWI3

(B2 R S R REN, 5% KA 2.01%F 2.93%) FRiA
VABE- S 3L HCC38 (0.09%%&ik ) P &ik. A4 RNA
hsa-mir-20b £/~ tm e B EAg/E afe % SWI13 P2 &, BAE e k&
Poe fE H R er SR e AR K AL P ey R A B 24 3 42,

Bk, Blhe, KKV ahFA RNA HF T4 A R4 LR A 4
R R I KA,

eoh, ARE R8G5 RNA 4T Fa/R 45k RNA 51 5T vA A
T4y RNA &R IE G e 8E7) P . 4o, K&K Bk~ RNA 4
F I VAATFACAELLES) P ST A e NS Ay RNA 89 4F 56 A8 42
R XA E T ET R T ] de 15 BT AT P AR A e R AT S
F el RNA Fik, 1A 8 T4 i fe 3 20 0 o2 X2 49 KPS+ 4% 49
o8
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% G: VA%E T AT T A R X S 6% RNA & 4049
AR S FE IR

ARA
miRMHA s B 3
hsa-mir-20b ! ﬂw E)ﬁ}{ﬁ ‘:Pﬁ "
hsa-mir-3010 - . - -
hsa-mir-302b - - -
hsa-mir-302¢ - - -
hsa-mir-302d - - -
hsa-mir-329 - - 0.07
hsa-mir-367 - - -
hsa-mir-368 0,13 0.26 -
hsa-mir-369 - - -
hsa-nir-374a - 0.07 0.07
hsa-mir-374b - - 0.07
hsa-mir-410 - - 0.07
hsa-mir-421 - - -
hsa-mir-423 - - 0,07
hsa-mir-425 - 0.20 0.40
hsa-mir-500 0,13 - 0.07

hsa-mir-502
hsa-nur-504 - - -
fisa-mir-519 - - -
hsa-mir-604 0.13 0.26 .61
hsa-mir-610 - - -
hsa-mir-615 - - -
hsa-nur-618 - - -
hsa-mir-619 - - -
hsa-mir-520 - - -
hsa-mir-631 - - -
hga-nyir-720a - - -
hsa-mir-7200Db - - -
hsa-mir-800a - 0.07 0.07
hsa-mir-800b - - Q.07
hsa-mir-80G3 - - -
hsa-mir-804:5 - - -

hsa-mir-451 0.13 .53 0.838
hsa-nr-433 - - 0.07
hsa-nuir-431 - 0.13 -

lisa-mir-452 - - -
hsa-mir-453 - - -

hsa-mir-813 - - 0.07
hsa-mir-814 - - -
hsa-mir-B15 - 0.07 $.13

hsa-mur-816 - - -
hsa-oir-817 - - ~
hsa-nur-818 - -
hga-mir-g19 0,13 0.20 -
fsa-mir-821 - -

hsa-mir-822 - - -
hsa-mir-823 0,13 - -
hsa-nvir-824 - 0.07 0.07
hsa-mir-825 - - -
hsa-mir-8265 - - -
hsa-mir-827 - - -
hsa-mir-828 - 0.13 0.07
hsa-mir-829 - - -
hga-mir-831 - - -
[sa-mir-832 - - -
hsa-mir-834 - - -
hsa-mir-835 - - -
hea-mir-B37 - ~ -
hsa-mi-838 - - -
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PRAVLE
0

A4 42 B 4w %

MIRNA
hsa-mir-20b
hsa-mir-301b
hsa-mir-302b
hsa-mir-302¢
hsa-mir-302d
hsa-mir-329
hsa-mir-367
hsa-nir-368
hsa-mir-369
hsa-mir-374a
hsa-mir-374b
hsa~-mir-410
hsa-mir-421
hsa-mir-423
hsa-mir-425
hsa-nir-500
hsa-mir-502
hsa-mir-504
hsa-mdr-519
hsa-mir-604
hsa-mir-610
hsa-mir-615
hsa-mir-618
hsa-mir-619
hsa-mir-620
[sa-nur-631
hsa-mir-720a
hsa-mir-720b
hsa-mir-800a
hsa-nur-8001
hsa-mir-803
hsa-mir-805
hsa-mir-451
hsa-mir-433
sa-rir-431
hsa-mir-452
hsa-mir-453
hsa-mir-813
hsa-mir-814
hsa-mir-815%
lysa-mir-816
hsa-mir-817
hsa-mir-816
sa-mir-819
hsa-mir-821
hsa-mir-822
[ysa-nir-B23
hsa~-mir-824
hsa-mir-825
lisa-mir-826
hsa-mir-827
hsa-mir-828
hsa-mir-829
hsa-mir-831
hsa-mir-§32
hsa-nvr-834
heg-mir-835
hsa-mir-837
hsa-mir-838

DAQY

BE(2)-M17

0.62
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! Bk i BT ¢ fie 55 B2 e/
MIRNA GEmE O] BT Hun7.5  Huh7.5_HCV PLC
hsa-mir-20b - - -

hsa-mir-301b - - - - -
hsa-mir-302b - - - - .
hsa-mir-302¢ - - - - -
hsa-mir-302d - - - . -
hsa-mir-329 - - - - -
hsa-mir-367 - - - - -
hsa-mir-368 0.60 - - - -
hsa-mir-36% 0.40 - - - -
hsa-mir-374a 0.40 - 0,52 3.33 0,94
hsa-mir-374b - - - -

hsa-mir-410 - - -

hsa-mir-421 - - 0.26 - 0.29
hsa-mir-423 -
hsa-nilr-425 -
hsa-mir-500 0.20 -
hsa-mir-502 0.20 0.07 - -
hsa-mir-504 - -
hsa-mir-519 0,20 0.07 -
hsa-mir-504 0,60 - 0.52 -
hsa-mir-610 0.20 - - 1.67
hsa-mir-615 -

hsa-mir-618 - - - - -
hsa-mi-619 - - - - -
hsa-mir-620 - - - - -
lsa-mir-631 - - - - -
hsa-mir-720a - - - - -
hsa-mir-720b - - - - -
lisa-mir-800a - - - . -
hsa-mir-800h - - - - -
[sa-nur-803 - - - - -
hsa-mir-8045 - - - - 0.07
hsa-mir-451 - Q.50 - - -
hsa-nur-433 - -

hsa-nur-431 - - - - -
hsa-mir-452 - - - - -
hsa-mir-453 -

hsa~-mir-813 0,20 - - - -
fsa-mir-B14 -

hsa-mir-815% - - - -
hsa-mir-816 - -
hsa-mir-817 - 0.07 - - -
hsa-mir-818 - -
hsa-mir-B18 - 0.07 - - -
sa-nir-821 - -

hsa-mir-822 0.40

hsa-mir-623 -
[rsa-mir-824 - - - - -
ltsa-mir-B25 - - - - 0.07
hsa-mir-826 - - - - ~
hisa-mir-827 - - - - -
hsa-nur-828 - - - - -
hsa-mir-829 - - - - -
hsa-nir-831 - - “ - -
hsa-mir-832 -

hsa-mir-834 0.20 - - - -
hsa-mir-835 - - - - -
hsa-mir-837 - - - - -
hsa-mir-B38 - - - - -
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HELH) B afe

B a0 RS

MIRKA
hsa-mir-20b
hsa-mir-301b
hsa-mir-302b
hsa-mir-302¢
hsa-mir-302d
hsa-mir-329
hsa-mir-367
hsa-mir-368
hysa-mir-369
hsa-nwr-374a
hsa-mir-374b
hsa=-nir-410
hsa-mir-421
hsa-mir-423
hsa-mir-425
hsa-mir-500
hsa-nvir-502
hsa-mir-504
hsa-mir-519
hsa-mir-604
hsa-mir-610
hsa-mir-615
hsa-mir-618
hsa-mir-619
hsa-mir-620
hsa-mir-631
hsa-mir-720a
hsa-mir-7200
hsa-nur-800a
hsa-mir-800L
hsa-mir-803
hsa-mu-805
hsa-mir-451
hsa-mir-433
hsa-mir-431
hsa-mir-452
hsa-nir-453
hsa-mir-813
hsa-mir-814
hsa-mir-815
hsa-mir-816
hsa-mir-g17
hsa-mir-818
hsa-nur-619
hsa-mir-821
hsa-mur-B22
hsa-nir-823
hsa-mir-824
hsa-mir-823
hisa-mir-826
hsa-mir-827
isa-mir-828
hsa-mir-829
hsa~-mir-831
hsa-mir-832
hsa-mir-834
hsa~-mir-B35
hsa-mir-837
hsa-nvr-838

¥ B Gk

BLA1/05 3
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L i MRk B E
TIRNA 2 EEA WL SWI3-YPV  fp i E4

hsa-mir-20h 2.01 2,83
" hsa-mir-301b - 0.13 0.61
hsa-mir-302b -
hsa-mlr-302¢
hsa-mir-302d
hsa-mlr-329
hsa-mir-367
hsa-mir-368 0.18 0.62 - - 0,30 0.30
hisa-mir-369 - 0.12 - - -
hsa-mir-374a - 0.12 0.07 - 0.08 -
hsa-mir-374b - 0.06 0.20 - 0.08 -
hsa-mir-410 - 0.43 - - ~ -
hsa-mir-421 -
hsa-mir-423 0.92 - -
hsa-mir-425 0.18 0.06 0.40 0.61 0.08 0.15
hsa-mir-500 - . - . -
hsa-mir-502 - 0.06 - 0.12 - 0.74
hsa-mir-504 - - ¢.13 0.12
hsa-mir-519 0,18 -
lisa-mir-604 0.18 0.06 - -
hsa-mir-610 - - 013 0,12 0.15 0.07
[isa-mir-615 - - -

[isa-mir-618 - -
hsa-mir-619 - 0.06 - 0.24 - -
hsa-mir-620 - - - -

hsa-mir-631 - - - - - -
hsa-mlr-720a - - - - - 0.30
hsa-mir-720b - -

hsa-mir-800a - 0.18 ~ - - -
hsa-mir-800b - - - - - -
hsa-mir-803 - - - - - -
hsa-mir-805 - - - - -
hsa-mir-451 .18 1.29 - - 0.75 .07
hsa-mir-433 - 0.06 - - -
hsa-mir-431 - - - - - -
hsa-mir-452 - - - - - -
hsa-mir-453 - - - - - -
hsa-mir-813 - 0.06 - - - -
hsa-mir-814 - -
hsa-mir-815 - .06 -

higa-mir-816 - 0.06 0.13 0.12 - -
hsa-mir-817 - - - - - -
hisa-mir-818 - - - - - -
hsa-mir-B19 - - - - - -
hisg-mir-821 - - - - - -
hsa-mir-822 - - - - - -
hsa-mir-823 0.18 - - - - -
hsa-mir-824 - -

hsa-mir-825 - 0.31 - - - -
hsa-mir-826 - 0.12 - - 0.15 0.59
hsa-mir-827 - 0.08 - - - 0.44
hsa-mir-828 - - - 0.12 - -
hsa-mir-829 - - - 0.24 - -
hsa-mir-831 - - 0.13 0.12 - -
isa~mir-832 - - - -
isa-mir-834 - - -
hsa-mir-B35 - - 0.27 - - -
hisa-mir-837 - 0.06 - - - 0.07
hsa-mir-838 - -

17
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MERGR ML % | 78

MIKNA
hsa-mir-20b
hsa-mir-301b
hsa-mi¢-302b
hsa-mir-302¢
hsa-mir-302d
hsa-mir-329
hsa-mir-367
h3a-mir-368
hsa-mir-369
hsa-mir-374a
hsa-mir-374b
hsa-mir-410
hsa-niiF-421
hisa-mir-423
sa-mir-425
hsa-mir-500
hsa-mir-502
hsa-mir-504
hsa-mir-519
hvsa-mir-504
hsa-mir-610
hsa-mir-G15
hsa-mi-518
lsa-mir-618
hsa-mir-620
hsa-mir-631
hsa-nur-720a
hsa-mir-720b
hsa-nur-800a
hsa-mir-800b
hsa-mir-803
hsa-mir-805
hsa-nir-451
hs&-nir-433
hea-mir-431
hsa-mir-452
hsa-mir-453
hsa-mir-813
hsa-mir-814
hsa-mir-815
hsa-mir-816
xsa-mir-817
hsa-mir-818
hsa-mir-819
hisa-mir-B21
hsa-mir-822
hsa-mir-823
hsa-mir-824
hsa-mir-825
hsa-mir-626
hsa-mir-827
hsa-mir-828
hsa-mir-829
hsa-mur-831
hsa-mir-832
hsa-mir-834
hsa-mir-B35
hsa-mir-837
hsa-mur-838

N12/D1

0.37
3.90
9.06
1.50

9.71

Sa08-2 NCCIT
. 0,72

- 15,22
- 5.07
- 4,35
- 10.14

- -

- 1.45

78

Hela 53
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| LB

MIRNA MCF10A MCF7 . HCC3B SkBr3 Bl474 147
hisa-mir-20h - - 0.09 - - -
hsa-mir-301b - - - - - 0.50

hsa-mir-302b - - - - - -
hsa-mir-302¢ - - - - - -
hsa-mir-302d - - - - - -
hsa-mir-329 - - - - - -
hsa-mir-367 -

hsa-mir-368 - 0,25 - - - -
hsa-mir-369 - - - - - -
hsa-mir-374a - - 0.09 0.47 - 0,09
hsa-mir-374b - - 0.19 - D.05 0.43
hsa-mir-410 - - - ~ - -
hsa-mir-421 - D.13 - - - .09
hsa-mir-423 0.19 0.25 0.47 0.12 0,42 0.51
hsa-mir-425 - 0,38 0,75 0.93 1.50 2,22
sa-mir-500 - - 0.15 - 0,98 0.34
sa-mir-502 - 0.50 - - - -
hsa-mir-504 0.09 0.13 .09 5.23 0.61 4.0%
hsa-mir-519 0.09 0,13 - 0.23 0.05 Q.17
sa-mir-604 0.19 - 0.19 - 0,19 0.17
hsa-mir-610 - - - - - -
hsa-mir-615 - - - - - -
hsa-mir-618 - - - - - -
hsg-mir-619 - - - - - -
hisa-mir-620 ~ 0.25% - - - -
hga-mir-631 - D.25% - - - -

hsa-mir-720a - - - - . -
lisa-mir-720b - - - . - ~
hsa-mir-800a : - - - - . .
hsa-mir-8000L - - - - - -
hsa-mir-603 - - - - - -
isa-mir-B05S - - - - - -
hsa-mir-451 - - - - - -
hsa-mir-433 - - - - - _
Itsa-mir-431 - - - - .

hsa-mir-452 - - - 0.12 0.05 -
hsa-mir-453 - - - - -
hsa-nir-813 - - - - - -
hsa-mir-814 - - - -

hsa-mir-815 - 0,13 0.09 - 0,05 -
hsa-mir-816 .09 0.13 - - - -
hsa-mir-g17 - - - - - -
hsa-mir-B18 - - - - 0,05 -

hsa-nir-819 - - - - - .
hsa-mir-821 - - ~ - - .
hsa-mir-822 - - - - - -
hsa-mir-823 - - - - - -
hsa-mir-B24 - - - - - -
hsa-mir-825 - - - - - .
hsa-mir-826 - - - - - -
hsa-mir-827 - - - - - -
hsa-mir-828 - - -
lisa-mir-§28 - - 0.09 - 0.05 0.05
hsa-mir-831 - - - -

hsa-mir-832 - - - - . -
hsa-nur-834 - 0.13 - ~ -
lisa-mir-835 - - - - 0.0% -
hga-mir-837 - - - - - -
hsa-mir-838 - - - - - 0.0

79
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MIRNA JN B X
hsa-mir-839 ! -HPS Eﬁfi)ﬁ .g'i'
hsa-nur-841 0,51 - -
hsa-mir-842 - -
hsa-mir-843 - Q.07 -
hsa-mir-845 - - -
hsa-mir-846 - - 0.07
hsa-mir-847 - - -
hsa-mir-848 - - -
hsa-mir-849 - - -
hsa-mir-850 0.13 - -
hsa-mir-851 -

hsa-mir-852 - - -
hsa-nir-853 -
hsa-mir-854 0.26 - -
hsa-mir-855 -

hsa-mir-857 - - -
hsa-mir-864 - - -
hsa-mir-867 - - 0.07
hsa-nyir-869 - - 0.07
hsa-nur-871 - - -
hsa-aur-883 - - -
hsa-mibr-884 - - -
hsa-mir-885 - - -
hisa-mir-886 - - -
hsa-mir-887 - - -
hsa-nmir-888 - - T
hsa-mir-8849 - - -
hsa-nur-840 - - -
hsa-mir-8%1 - - -
hsa-mir-892 ~ - -
hsa-mir-823 - - -
hsa-mir-894 - - -
hsa-mir-92b - .07 G.07

80
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mIRNA

hga-mir-839
hisa-mir-841
hsa-mir-842
hsa-mir-843
hsa-m-845
hsa-mir-846
hsa-mir-847
hsa-mir-848
hisa-mir-849
hsa-mir-850
hsa-mir-851
hsa-mir-852
hsa-mir-853
hsa-mir-854
hsa-nmir-855
hsa-mir-857
hsa-mir-864
hsa-mn-867
hsa-mir-B&69
hsa-mir-871
hea-mir-883
hsa-mir-884
hsa-air-885
hsa-nur-886
hsa-mir-887
hsa-mir-8688
hsa-mir-889
hisa-mur-890
hsa-mir-891
hsa-mr-892
hsa-mir-893
hsa-mir-894
hsa-mir-92b

BE(2)-M17

0.16
0.93

81

SH-5YS5Y

0.65
g.16
2,10
0.32

SH-SYSY_ 2 & Bt
0.40
2,02

0.13
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F IR

BT 4m JEL 5

BT 4m 095

MIRNA

hsa-mir-B39
hsa-mir-841
hsa-mir-842
hsa-ailr-843
hsa-mir-84S
hsa-mir-846
hsa-mir-847
hsa-mir-B48
hsa-mir-849
hsa-nilr-850
hsa-mir-851
hsa-mir-852
hsa-mir-853
hsa-mir-854
hsa-mir-855
hsa-mir-857
hsa-nur-864
hsa-mir-867
hsa-mir-869
ysa-mir-87 1
hsa-nir-g83
hsa-mir-884
hsa-nilr-B85
hsa-mir-886
hsa-mir-887
hsa-mir-888
hga-mir-B8%
hsa-mir-840
hsa-mir-891
hsa-nuir-892
hsa-mir-893
hsa-nur-894
hsa-nir-92b

¢t s B mpe, CMV

0.20

82

RuN7.5  Huh7.5_HCV

PLC
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1 46y B A B 40 /it R bk .78

mMIRNA Z7] 4 57 BL4)Y BL41/95 3

hsa-mir-835 I B e -l L‘? UZ-Gb BCE&LI
hsa-mir-841 - - - - - -
hsa-mir-842 - - - - - -
hsa-mir-843 - - - - -
hsa-mir-845 - - - - -
hsa-mir-846 - - - - -
hsa-mir-847 - - - - -
hsa-nir-848 - - - - - -
hsa-mir-849 - - - - -
hsa-mir-850 - - - - - -
hsa-mir-851 - - - -

hsa-mir-852 - - - -
hsa-mir-853 - - ~ - - -
hrsa-mir-854 - ~ - -
hsa-nur-855 - “ - -
hsa-mir-857 - -
hga-~-mir-664 - -
hsa-mir-867 - - - - -
hsa~mir-B69 - -

hsa-mir-871 - -
hsa-mir-883 - - -
hsa-mir-884 - - -
hsa-mir--885 - - - - -
hsa-mir-886 - - - -

hsa-mir-887 - -
hsa-mir-888 - -
hsa-oir-889 - -
hsa-~-mir-890 - - - -
hsa-nir-89 1 - -
hsa-mir-892 - -
hsa-nur-8423 - -
hsa-mir-894 - -
hsa-mir-92b - - - 0,50 - 0.49

83
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hsa-mir-839
hsa-mir-841
hsa-mir-842 - -
hsa-mir-843 - 0.06 -
hsa-mir-845 - -

hsa-mir-846 - - -
hsa-nmir-847 - - - - - -
hsa-mir-848 - - - - - -
hsa-mir-849 - - - - - -
hsa-mir-850 - - - - - -
hsa-mir-831 - - - - - -
hsa-mir-852 -
hsa-nuir-853 0.18 - - -
hsa-mir-854 - -
hsa-mir-855 0.18 0.12 - - 0,53 0.52
hsa-mir-837 - -

hsa-mir-864 - ~ - - - -
hsa-mir-867 0.09 - 0.13 0.18 - 0.07
hsa-mir-869 - -
hsa-mir-871 - -
hsa-mir-883 - 0.06
lsa-mir-884 - - - :
hsa-mir-885 - - 0.13 0.24 - -
hsa-mir-886 - - - -
hsa-mir-887 - - - 0.24 - -
hsa-mir-888 - - - -
hsa-mir-88% - - - - - -
s&a-mir-890 - - - - - -
hsa-mir-g91 - - - - -
isa-mir-892 -
hsa-mir-893 0.18 - - - - -
hsa-mir-854 - - -
hisa-mir-52b .55 0.06 0.13 0.12 - -

84
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| PERGR mI0 B | FT T 5 W
MIRNA NT2/D1 Saos-2 NCCIT Hek HeLa S3 B %
hsa-mir-B3S - 1.69 - - - -
hsa-mir-841L 0.12 . - - - -
hsa-mir-842 0.12 . - - - -
hsa-mir-843 1.97 - - 0.25 - -
hsa-mir-845 0.12 - - - . -
hsa-nir-846 - - - - - -
hsa-mir-847 - - - - - -
hsa-mir-848 - - - - - -
hsa-mir-849 - - . - - -
hsa-mir-850 - - - - - -
hsa-mir-851 Q.12 - - - - -
hsa-mir-852 0.37 - - - - -
hsa-nir-853 - . - “ - -
hsa-mir-854 - - - - - “
hsa-mir-B59 - - - - 0.32 0,16
hsa-mir-857 Q.12 - - - - -
hsa-mir-864 0.25 - - - - -

hsa~-mir-867 - - - “ - -
hsa-mir-869 - - - -
hsa-mir-871 - - 0,72 - 0.32 -
hsa-mir-883 - - - -

hsa-mir-884 - - - - -
hsa-mir-885 - . - - - -
hsa-mir-886 - - - - - -
hsa-mir-867 - - - - -
hsa-mir-888 - - - - -
hsa-nir-889 - - - - -
Jsa-mur-B8G0 - - - - -
hsa-nmir-891 - - - -
hsa-mur-892 - - - -
hsa-mir-893 - - - -
hsa-mir-894 - - - - -
hsa-mir-92b 0.37 - - - 0.16 -

85
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_ FUBR S
WIRNA FICFLOA TCF7 TICC36 SKOTS 81474 a7

hsa-nir-839 -
hsa-nwr-841 - - - - - -
hsa-mir-842 - - - - -
hsa-mir-843 - 0.13 - - 0,23
hsa-nmir-845 - - - - -
hsa-mir-846 - - - -
hsa-nur-847 - - - 0.23 -
ltsa-mir-848 - - - -
hsa-mir-849 - - - 0.23 - -
hsa-mi-850 - - - -
hsa-mir-851 - - - -
hsa-mir-852 - - - 0.12 - -
hsa-mir-853 - 0,13 - - - -
hsa-mir-854 - - - .
hsa-nmir-855 - - 0.19 - - -
hsa-mir-8%7 - - - - - -
hsa-mir-B64 - - - - -
hsa-mir-867 - - - - - 0.04
hsa-owr-868 - - - -
hsa-mir-871 - - J.0% - - -
hga-nur-883 - - - - - -
hsa-mir-884 - - -
hsa-mir-885 - - - - -
hsa-mir-886 - - - - 0.05
hsa-nur-887 - - - -
hsa-nur-888 - - -
hsa-mir-889 - - -
hsa-mir-890 - - - - 0.05 -
hsa-mir-891 - - - -

hsa-mir-g42 - - -
hsa-nur-893 - - -
hsa-mir-8a4 - -

hsa-mir-92b - 0.63 - 0.12 - -

F ey <27 AT 0%,

86
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% Gl: vA%E T AT T 445 2 3% O T 0940 RNA E.4849
AR X L S A&

_ RS
MIRMA nsa, JNf® hsa,. Z}ﬁ & % sz 3 nsa E i
hsa-miR~100516 - ot ‘.13 Jii ! 5
hsa-nmiR-1C0S1 6 - - -
hea-mIR-100E04 013 0.26 .60 0.U%
hsa-miR-100€10-Sp - -
hsa-niR-100&31 - - - -
hea-mIR-100732 - - - -
hsa-miR~100814 - -

hsa-miR-100815 - 0.07 g.13 Q.09
hsa-miR-100818 - - . -
hsa-mirR-100819 0.13 0.20 - -
hsa-miR-100824 - 0.07 0.07 -
hsa-miR-100825-3p - - - -
hsa-mir-100815-5p - - - -
hsa-miR-100829-3p N - - -
hea-miR-100435-5p - - - -
hs8-miR-100842 - - - -
h=a-miR-100843-3p - 0.07 - Q.26
hsa-miR-1 D044 3-5p - 007 - 0.26
hsa-miR- 100846 - - 0.07 -
hea-miR- 100851 - - - -
152-miR-100852 - - - -
hsa-rmiR- 100854 0.25 - - 0.09
hsa-miR-100855-3p - 0.13 - Q.09
hsa-imiR-100855-58 - D.13 - 0.0

hsa-miR-100359-3p - - - -
hsa-miR-100459-5p - - - -
hga-n1iR-10087L-dp - - - -
hsa-miR-100371-3p - - - -
hea-miR-100853 - - - -
hsu-miR-1 (0B ES - - - -
hea-mIR-10U887-3p - - - -
hsi-10 R- {OORRT-3p - - - _
l153-miR-100887-5p - - - -
hes-miR-§NOKS7-5p - - - -
hs2-miR~-10099L -3y - - - -
Bz iR 1OONY -3 - - - -
hsa-miR- 100891 -5p - - - -
hs-miR- [CORVE-5p - - - -
hsa-miR-101C21 - - - -
hsz-miR-1460 - - - ~
hsa-miR-1470 - - - -

hea-aiR-181d - 0.03 - -
hsg-miRk~- L BL - - - .
hsa-mir-180-3p . . - -

hsa-miR-193 - - - -
hsa-mik-20b - - - -
hea-miR~-20b-3p - - - -

hsz-miR-2L60 . - . -
hsa-miR-3010 - - - -
hsa-mir-329 - - 0.07 -
hsa-miR-33b ~ - - 0.09
hsa-miR- 3740 - - 0.G7 0.2¢

hsa-miR~ 375 - - - -

87
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MIRNA
hsa-miR-376a
hea-miR-376b
hsa-miR-376¢
hsa-miR-376¢
hsa~-miIR-377
hsz-mIR-378
hs3-miR-379
hsa-miR-380
hsa-mir-410
hsa-miR-421-3p
hsa-miR~429
fis3-mIR-431
hsa-miR-432
hsa-miR-433
hsa-miR-4493
hsa-miR-145b
hea-miR-450a
hsa-miR-453
hea-miR-452
hsa-anR-453
hsa-miR-454
hsa-miR-453-5g
hsa-miR-484
hea-miR-485-3p
heg-miR~1B5-5p
hega-mir-486,_ 08
s3-miR-187
h1s3-miR-488
nea-miR-450
hsgd-miR-493
hs3-miR-A97
hsg-miR-%02
hea-miR-503
hsa-miR-505
hea-miR-309-3p
hea-miR-514
hsa-miR-544
hsa-miR-518
hsa-miR-5L9
hsa-miR-620
hsa-nir-818
hsa-mir-817%
hes-mir-838-3p
hsa-miir-828-5p
hsa-mif-83%-1
hea-tnti-840-3p
hea-mir-840-5p
hsa-mir-847
hea-mit-848
hs3-mir-849
hag-mir-850
hsa-mir-853
hs3-mir-857
nsa-miR-92b

nsa. /] fig

nsa-z_'p‘i){)‘,‘r‘z

0.07
n.ay
0.a7

0.13

88

nsa_ p %

0.07
.07

0.07
0.27

0.07

6.07
0.07

nea, & 1
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BAY 2
% 4 L JE

EH
B

P
MIRMNA

hsa-miR-100516
hsaemiR-$ 008 6
hea-miR-100€04
hsa-miR-100840-5p
hsa-miR-100831
hea-niR-100732
lisa-miR-100814
hsa-MiR-100815
hsa-miR-100818
hs3-miR-100819
hsa-miR-100824
hsa-miR-~100825-3¢
hsa-miR-100825-8¢
hs3-miR-100829-3p
hsa-miR-100835-5¢
hsa-miR-100842
hsa-miR-100843-3p
hs3-miR-100843-5¢
hs2-miR-100846
hea-miR-100853
hea-miR-100852
hsa-miR-100854
hsa-miR-100855-3p
hs3-miR-100855-52
hsa-niR-100359-3g
hsa-mik-100859-50
hea-miR- 100878 -3
hsa-miR-10047L-52
hs3-miR~10088%
hst-miR-100EES
hea-miR- 100887-3p
hsu-rii k- 1OORET-3p
ns3-miR- 100887 -5
D~ iR = 10XIKRT-5p
hs3-miR-100381-3p
Nsa-miRk- [0OR9T-3p
heg-miR-10043L-5p
Fisti- T TOORD TS
hsa-miR-101CDY
hs3-MiR- 1465
hsa-miR-147b
hea-iniR-1614
fis3-miR-18b
hea-mip-18b-3p
hsa-miR~193c
hsa-miR-20b
his2-ntik-250-3p
hsa-miR-216t
hea-miR-301b
hsa-miR-329
Jis3-miR-33h
hea-miR-374b
hsa-miR-375

hs3 DADY
0.23
,23

oe——
nsa SNBLY

A2 . H

89

BE(Z)-Mb? | NS3,SH-SYSY BH-SYSY, 4 T gt
. 1.5l 0.94
0,30 0.32 D.67
. o8 0.40
o419 015 -
0.76 161 1.89
0.76 181 L.89
. . 0.13
. . p.13
0.5 - .
0,15 - -
018 - -
015 - -

) . .13
061 0.32 2.74
. 0.85 .

0135 0.18 -
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RAPE
e 4 9%

Y3
KA

70 5E tm fIE

MIRNA
hsa-miR-376a
hsa-miR-376D
hsa-miR-376¢
hsa-niR-376c
Is2-miR-377
hsa-MiR-378
hs3-miR-379
hsa-miR- 380
hsa-niR-410
h53-mMIR-423-3p
hsg-miR-429
hsa-mi-431
hsa-miR-432
hsg-miR-433
hsa-miR-14%a
hsd-nuR-#49
hea-miR-450a
hsa-miR-451
liga-miR-452
hsa -miR-453
hsg-miR-454
hea-miR-455-Sp
l153-miR-484
hea-miR-183-3p
hs3-miR-485-3p
hez-mi-156, 05

£3~-miR-187
hsa-miR-469
hea-miR-490
sz -miR-433
hsa-miR-447
hsa-mik-502
N1s3-miR-503
hea-mir-503
hsa-miR-5D9-3p
hsa-miR-514
hst=miR-544
hea-miR-518
hs3-miR-619
hsa-miR-620
hea-mi-316
hsa-mi-817
hsa-mir-828-3p
lsg-mh-828-5p
hea-mir-83L-1
hsa~-mir-840-3p
hea-mtir-840-5p
hea-mip-847
hsa-mir-848
hea-m-349
hsg-mir-g50
hsa-mi-853
hsa-mir-857
l1eg-miR-92b

hs3_DACY

p———
nsa_snis

BE(2}-1907

0,30

90

S——

Nea. & H-5Y5Y B

o
[
(=3

@

PG
LA S g
(St
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TIRNA
nsa-miR-100516
hsit- R0 6
hsa-riR-100804
hsa-miR-1006810-5p
hea-miR-100631
hsa-miR~100732
hsa-niR-100814
hsa-miR-100815
hea-auR-100818
hsa-miR-100818
hsa-miR-100824
hea-mIR-100825-3p
hs3-miR-100825-3p
hsa-miR-100829-3p
heg-mir-100835-5p
hsa-nuR-100342
hsa-miR-100843-3p
hs3-miR-100843-52
hsa-nuR- 100846
hza-miR-100851
hsa-ntiR-100352
Nsa-miR- 100854
hea-miR-100855-3p
hea-rmiR-100855-5p
haa-nuR-1008568-3p
hsa-miR-100859-5p
hsa-miR-100871-3p
hsa-miR-100871-5p
hea-miR- 100885
NRa=riR-1(0KSS
Nsa-niR-100887-3p
Insit R - 1WORNT-3p
hea-miR- 106aB7- S
lin-iR- 1 008K 7-5p
hsa-miR-10083L-3p
ls-miR-LCRGT-3p
hsa-miR-100891-5p
DI R- 10NK2L-5py
hsa-miR-101CO1
hsa-fhR- 1460
Nsa-n1iR-1470
hsa-mIR-184d
I1gz-miR-18b
hs3-mur-18b-3p
hs3-niR-1930
hsa-nuR-200
hea-miR-200-3p
hsa-miR-2L82
hsa-miR-3010
hs3-miR-329
hsa-miR-330
hsa-atiR-3740
hsa-miR-375

0.0

Y E————
Huh?_HCV

Huh7 M<K

0.52

91

0,43
1.72

T —
hea_HepG2 nhsa_HepG2_2215

0.07

0.15
0.97
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0.07

0.28
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.06
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hsa-miR-376a 0,20

hsa-miR-3760 . . . . R .

hsa-miR-376¢ . . . . . . .
hsa-miR-376¢c - - . . . . .
hsa-miR-377 - 0.07 . . . . .
hsa-miR-378 - 0.07 - 0.26 . 0.07 0.06
hsa-miR<379 1.9 - . . - . .
hs2-nR-380 - - . . - - .
hsa-miR-4L0 - . - . . .

hsa-miR-123-3p - - . 0.25 6,29 . .
hsa-miR-429 - - - - - - 043
liea-miR-431 - - - - . . .
hsa=mR-432 0,20 . . . . . .
hsa-miR-435 - . . . . - .
hsa-miR-14%9a . - . - . - -
hsa-miR-149% . - . . . N .
hsa-miR-150a - . .
lisa-miR-451 - 0.97 - - -

hs3-n1R-452 . )
hsg-miR-453 . .

hs2-miR-454 0.20 - - - 5,07 0.07 .
hs3-miR-A53-Sp -

Nsa-miR-484 - - - - - 2,07 0,06
Ns3-a1R-465-3g - - . - - . .
hs3-miR-485-9p - . . . . - .
hsg-ml-486__ o5 - . . . . - .
hegd-miR-487 - - . . . .

hs3-miR-458 . . - - - -

NE3-mIR-490 - . R .
hsa-miR-483 0,20 - - - .

hsa-miR-4 97 - . -
hsa-miR-502 . .
hsa-mR-503 0.3 - . . . .
hsa-niR-505 . n.a7 - - 4,07 0.07 0,068
hs3-miR-~509-3p - B - . . . .
nsa-AuR-514 - . . - . - .
Nsa-miR-54+4 - - . - . -

hed-miR-5ld - . . . . . .
hsa-miR-619 - - - - - - -
hea-miR-520 - - - - -
hsz-mir-818 . - . N 0,07 - .
hsa-nit-817 - D.07 - . - - .
hea-mir-828-3p - - . - - - .
hsa-mit-328-5p - - . - - .

hsa-mir-831-1 - - -

hea-mit-840-3p - - -
fisg-mir-840-5p - - . D.
hsg-pur-847 - -

fisa-mir-B48 0419 - .

hsa-rmur-849 - - . .
hs3-nur-850 0.20 - . - . .

hsa-mi-853 . . . - . . .
hsz-mir-857 - - - - -
hsz-miR-52b - ~ - - .04 - -

P
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e
&
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~
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N
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hsa-nuR-100516 - . - - - - - .
hsti-miR-10U81 6 - . . . . . . .
hsz-miR- 100804 . 0.8 - 0.6 - . - 0.0
hsa-miR-100€10-5p - . . - . . . .
hsa-mIR-100631 - - - N - - - -
hea-miR-100732 - - . . . . . .
hsa-mik-100814 ~ - - . - - - .
hsa-mR-100815 - . 0.14 - - 6.15 0,12 -
hsa-miR-100418 - - . . - - - .
hea-miR-100818 - - . . - . - -
1sa-nuR-100824 - - - . - . . -
hsa-miR-1008245-3p - . . . . . . .
hsa-miR-100828-5p - - - - - - - .
hs3-mIR-100829-3p - - . - - . - .
hsa-miR-100835-5¢ - . “ 0.16 N . . .
hsa-miRk-100842 - - 0.14 0,46 - - - 0,10
hsa-niR-100843-33 . - . « . . 0,17 b.10
hsa-miR-100843-5p - . - - - - 0.42 0.10
hsa-miR-100846 - - . f - - . R
hisa-nuR-100854 - - - . - . . .
Nsa-ntiR-100852 - . - - - - - .
hsa-nmR-1D0854 . . . .16 - - . .
hsa-miR-100855-3p - 0,18 - - - - . -
hsa-miR-100855-5p - 0.18 - . - - . .
hea-miR-1008569-3p - - - - - - - -
nsa-miR-100859-3p . - . . - . . B
hsa-miR-100871-3p . - . . - - . .
hea-mik-100871-Sp - - B - - . . .
hsa-rmuR-100455 - - - B - . - .
hstt-1iR-JRKS - - . . - - - -
rga-tmR- 100867 -3p - - - - - - - .
I1git-miR-108ET- 3p - . - . - B - .
hsa-miR-100857-5p . - - - - . . .
lsi-ri R-1UORKT-5p - - . . - . - .
hsa-nuR-10089L-3p - - - . - - - -
Lisa- iR 10084 -3p - - - . - . . B
hsa-miR-1 D088 -3 - - . - - - . .
lisiemiR- 108} 5p . . . . . . . .
hsa-mi-101C03 - . - - - . . -
hsa-niiR- 1460 - . 0.2} . - - - 0.1
hsa-miR-147h - R . R . . . .
hea-miR-151d - . . . . . R R
hsa-n1iR-18b - - - . - . . D.10
hsa-mir-18D-3p - - B . - . . 9.40
fisg-nmR-133k - o138 - - - - - ~
heg-miR-200k . - - . . . - 0.10
hsa-miR- 200 3¢ - - - . - . . .10
hsa-miR-216L - . . B - - . 0.05
hsa-miR-3010 - - - . - - - -
hsa-rnR-329 - - - - - - - -
hsa-miR-33h - - - . - . - -
hsa-miR=-374% ~ - - 0,48 - 0.45 - 0.10
hea-miR-375 - Q.18 - 0,16 - - - -
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hsa-miR-376a
hsa-miR-376b
hsa-miR-376¢
hsa-miR-376¢
hea-mR-377
he3-miR-378
hs3-muR~374
he3-miR-380
hs3-miR-410
N$3-IMR 2830
Nga-mift-429
hsa-mik-431
hsa-miR-432
hsa-miR-133
hsa-mR-149a
hsa-miR-4439
hsa-nuR-1508
hsa-nmiR-451
hsa-miR-452
hsd-miR-453
l153-mIR-A454
hsa-miR-A53-5¢
hs3-miR-184
hsd-niR-AB5-3¢
hsa-miR-AB5-3p
hsa-mip-186_ o5
hs3-miR-487
hsa-mif-488
hs3-niR-490
hsa-miR-493
frsa-miR-497
hsa-miR-502
hs3-miR-503
hsa-mIR-508
hsa-0\R-509-3¢
Nsa-miR-514
Jwa-Til-344
hsa-miR-618
hsa-miR-5619
hsa-miR-520
hs3-mit-816
hsa-nur-817
hs3-mir-828~3p
hsa-anr-B28-5p
hsa-mir-831-1
hea-mi-840-3p
hsa-nu-840-5p
f1s3-mir-847
hea-nii~-848
hsa-atir-g49
hsa-mic-850
hsa-mir-853
nea-mi-857
hea-miR-g2b
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MIRA
hsa-miR-100516
hsgeriR-HOS16
Isa-miR-100894
hsa-aiR-1D0610-Sp
hsa-miR-100631
Nsa.miR-100732
hsa-niR-100814
hsa-nuR-100815
hsa:miR-100819
nsa-miR-1U6H Y
hs3-miR-100424
hs3-nuR-100425-3p
hsa-mik-100825-5p
fisa-miR-100829-3p
hsa-miR-100035-50
he-niR-100842
fhsa-miR-100843-3p
Nsa-miR-100343-5p
hea-min- 106446
hsa-miR-100851
hsa-miR-100852
hsi -mIR-10DY54
{15a-miR-100858-32
hea R+ 00853-3p
hsa-mit- 1 00069-35
hsa-miR-100859-4p
hea-nif-100H7L-3p
hsa-niiR-100874-5¢
hsz-miR-100985
Tsi- I0{R-JOATRES
hea-nuR-100857 -3
Isa-niR-100XET-3p
hs3-miR-100887-5z
hsie iR 1CARKT-5p
hsa-nrR-100891-33
hsg-miR- 1D -3p
lisa-miR- 100891 -5p
Biga IR 1000891 -5p
hsa«miR-10§091
N$3-miR- 1468
hsa-miR-1470
hs3-miR-181d
nhsa-miR-18b
hea-mir-18p-3p
hea-m i 1932
hsa-nk-20b
hg3-nR-220-35
hea-nuR-1165
hsz-mR-304%
Nh52-R-32Y9
hsa-mit-330
hs3-R-3T42
hs3-mul=373

m_)urﬂ nsa,‘r-MLi_ﬂU

T-ALL — T-ALL /ML
hsa, T-ALL4_00 | hsn T-ALLA 024 | hia_Kasl Nsp_HLOD  lsa AML1_gO hsa_AMLz_dT 033 AML3 G
. - 0.65 - 0.28 o.le 0.1 0.18
015 . . - . 0.10 - 0.15
0,36 0.26 0.41 - . 0.29 0.4 -
0,07 - - . - : - .
0,07 - . - . . -
. - 0.C8 . - - - -
. - 0.08 - . . . -
0.19 . 0.16 . . 0.20 .
0.15 . 0.15 . 0.20 - .
0,07 . - ~ 0,2 . -
0.07 . . . 0.20 - -
. - . - - P 0.07 -
0.07 - - 0.71 - . - -
- 0.26 B B . . . .
- 0.16 0.71 0.28 n.40 - .
- - - . - 0.4 -
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Nsy-miR-3763
hea-miR-3760 .
Nsa-miR-376¢ .
hsa-miR-376¢
hea-miR-377
hsa:mift-378
hsa-miR-379 .
hs2.mR- 380 .
hsa-mifi- 410 .
hsa-mR-121+3p
hsa-miR-429 .
hed-mik-431 -
hsa-mi-432 .
hea-niR+433
hsa-miR-444a
hsa-mf-1438
hey-miR-150a
hsa-miR-451
hsg-miR-152 .
fisa-miR-453 .
hsa-min-454 0.17
hsa-miR-A55- 52 -
hsasma-484
hea-mR-185-3p
hea-miR- 855
hsa-mii-496 08 -
hea-miR-487 -
hs3-miR-488 .
hsa-miR-490
sa-R-403
hsa-mdt-487
hsg-miR-502
hsg-mi-503
hsa-miR- 505 -
hsa-miR-509-35 -
hea-mit-514 -
DrgemiR=544 -
hea-mik-H18 .
hs3-mIR-519 .
hsa-min-620 .
hsa-mi-a16 -
hsa-mii-817 -
Doy 828-3p N
hs3-mh-828-5p -
hea-mi-831-3
hsa-mi-840-3p
fhga-Ar-840-5p
heg-mi-B47
hsa-mir-G48 -
hsa-frii-B43 -
h53-mli-850 -
hsa-mi-853
hea-mir-857
Nga-R-G2b

e _jurk m,T-hLd,uU hsa_’(-ALLﬂ_aﬁ

.22 0,26

T
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0.08
0.03
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e e ok
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hsa-miR-100516
heu-niiR- 10081 6
hsa-miR-100504
hsa-miR-100610-5p
hsa-miR-100633
hsa-miR-100732
lisa-miR-100314
hsa-niR-1008LY
hsa-miR-100818
hsa-pR-100819
hsa-niR-100824
hsa-miR-100825-3p
hsa-mR-100825-5p
hsawriR-100823-3p
hsa-miR-100335-5p
Hrsa-mif-100842
hsp-miR-100343-3p
hsa-mif-100843-5p
hs3-mR-100846
hsa-R-100851
hsa-miR-100852
his3-anR«10085%
1s3-AR-100855:3p
hsa-mR-100855-Sp
hisa-miR-100858-3p
hsa-miR-100869-Sp
hsa-miR-10087L-3p
hea-miR-100671-5p
he3-nR-10088%
hsi-l R+ OORES
hsa-n1R-1D088T-3p
D= miR- LCORKT-3p
hsa-miR-100857.5p
Dsii-miR- 1DRRT-5p
hea-miR-100891-3p
hsa-nit- JCORD]-3p
hsa-miR-10083 -50
Dsi-iR- 1ENRR] -5
hsa-mR-101623
hsa-nuR-1468
hes-mik-147b
sa-m R-181d
hsa-miR-180
hsg-nur-18k-3p
hsa-miR-193z
hsa-mir-20b
hsa-miR-20b-3p
hs3-miR-2168
hsa-mR-301b
hea-nIR-329
hsa-miR-33b
hsa-mR-374%
hsa~miR-375

0.0¢

0.8
303

oo

T
28 ¢s8

- te

0.13

0,13
0,0

DAz

Q
T v
X

A%

ks

¥

0.21

A PR A bR

S
5B T tm i
[N S T 4[)&}1;?; nsa_ fig §, Tta,u5ac.a1
0.1% - - -
0.07 . -

. - . 0.0?7

. . 0,09 .

. . - 0.07
a5 . 049 0.07
0.51 - 0.19 0,07

. - 0.07

. . - 0.07

. . . 0.14

. . - 0.14

. . 0.09 -

. . .09 -
0.7 - - 0.07

- 0.09 -

. . 0.07

. . - 0.01

. - 0.04

. - . D.07

. . . 0.21
.07 - 5.07 .
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“THRNA
hsa-ntR-3764
hsa-mR-3760
hsa-mR-376¢
hsa-mik-376¢
hea-nuR-377
Irs3-miR- 378
hsa-miR-379
hsa-miR-380
hs3-rmR-410
hsg-miR-421-Ip
Isa-miR-42%
hs2-miR-431
fisz-mir-432
fisa-nuR-433
hsa-miR-149a
hsa-miR-449%
hsa-mit-i50a
hsa-mir-451
hsa-miR-452
hsa-puR-453
hsi-prR-154
he3-miR-155-55
hs2-miR-484
Nsa -miR-485-3p
hs3-miR-185-5¢
hsz-my-156 05
l1s2-miR-487
lisa-nmR-458
is3-miR-490
hsa-mR-493
hsa-miR-487
hsa-miR-502
hsa-mIR-503
hisa-mR-505
hsg~mIR-503-3p
hsa-mR-514
hsr-mil-fd
hsa-R-5L8
Nsr-NUR-HLY
hsa-n1R-620
hea-mlr-816
heg-mii~817
hsa-ni-828-3p
nez-mir-g28-5p
hsa-m-63E-1
hisd -mu-840-3p
1hsa -ty -840-5p
hsa=mi-847
hsa-uf-848
hsa-mir-848
hsa-mir-850
hez-mu 853
hsa-mu-857
hsa-miR-%2b

i SWIS GWIJ YN NS g9 D nsa. Y
nsao.}i!égé’ﬁi ' " O‘Pgl”#{ ma-FH,  nsa-FRIR

0.18
D.1g
0.29
0.06
0.24

0.43
0.12
0.06
0.0¢
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Rt BE
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98

0.82

nsa- 1 )
2,09
0,09
Q.19
019
019

.

0.38
o019

0.09
0.1¢
.09

P5a.U55C. a1
0.07
0.07
0.07
u.07
0.35

0.14
0.07
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hs3-miR-100546 - - . ﬂ? . HIV “.*éﬁ Hela 148 ﬁ.l!‘ﬂ%
hsie iR« O8] 6 . . . . . . 1.8 .
hsa-miR-100804 0,12 . 0,25 . - . . .
hsa-mR-100620-5p 0.22 . . 0,06 - . 0.08 0.08
hsa-miR-1D0631 - B “ . . . . .
hsa-miR-100732 - . - . . . . .
lsa-anR-100814 D.12 . - . . . . -
hs3-mN-100819 D.42 - 0.9¢ - - N . .
hsa-miR-100518 - 0.73 . . . . . .
hsa-mR-100819 . - - - .
hea-miR-100824 - . . . - -
hsa=nmR-100825-3p - - . . . .
his3-miR-100825-50 . . - . . .
f1se-miR-100829-3p - . - B - .
1153-miR-100838-4p . - . 122 .
hsa-miR-100842 0.12 . . . - . . .
hsa-nuR-100843-3p 170 . 0,25 . . . .
hsa-miR-100843-5p 1,70 . 0.28 - - - -
lisa-miR-100846 . . . . . . . .
Itsa-miR-100851 0.42 g . . - - . -
hsa-mR-100852 0.3% - B . . . . .
hsa-imit-100354 g - - - . . . .
Nhs3-miR+100955-3p . - . . . . D.16 0.21
hea-miR-100855-5p . . - - - . 0.16 0.23
hsa-n1iR-100859-3p - . - . - . . .
hs3-miR-100859-5¢ - - - . . . . .
hsa-mR-100874-3p . 073 - - 0.22 - -
hez-miR-100871-5p . 0.7% - - D22 . . .
hsa-miR- 100855 - v - 0,06 - - -
Dsi-1niR- NLAIRRS - . . .06 - - -
hsa-miR-100847-3p . - . . - . -
Digate i R | OORRT- 3 - . - - - . .
Ihs3-miR-1D0857-5p - . . . . . .
Jisit-miR- NORKZ- S . . - . B . .
nesa-miR- 100891 -3p B . . . . . .
Dsi-miR-110% - p - . - . . -
hea-miR- 100591 -5p - - . . . . .
list-n iR HRA]-5p - . . . . . .
fsa-miR-101C0) 0,142 - - - - - - -
hsa-miR-L4€s - - - - . - - .
hsa-miR-147b - - - - - - -
hea-miR-18ia - - - - . . .
hsa-miR-18b - 072 013 . - - ~ -
I1sa-mir-18b-3p . 0,72 0.13 . - - - -
hisa-miR-193% “ - 0,25 006 043 - . 0.1%
hsa-mR-204 0.35 0.73 0,13 . - . - 0.08
hsa-miR-20b-3p 0.3% 0.73 0,13 . - - - 0.03
Ns3-miR-216b - . - - - - - -
he3-miR-301ky - . - . - - - -
hea-nuR- 328 . - . - - . . -
he3-miR-33b - - 0.51 . 0.43 . - -
Ns3-miR-374 D.48 148 0.25 . - 041 - 0.08
fisaniR- 375 - - - . . - - 0.08
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hea-miR-3762
hsa-miR~3760
hsa-mik- 376c
NsasmiR«376¢
hsa-niR-377
hsa-MiR-378
hsa.miR-379
hsa-miR-380
hsa-miR-410
hsa-miR-123-3p
hsa-miR-429
hsa-miR-43)
hsa-miR-432
lisa-oniR-133
hsa-miR-14%a
hea-mir-4492
hsa-miR-150a
hsa-miR-451
hsa-miR-452
hsa-miR-453
hsa-mR-444
hea-miR-455-5p
hsa-miR-484
hsa-miR-48%-3p
hsa-mir-485-5p
hsa-mir-186, _ 05
hsRenvR«487
hsa-AnR-45Y
hea -MmiR-490
hsa-niR-193
hsg-miR-487
hsa-miR-502
Wsa-miRk-503
hsa-miR-503
l1sa-miR-£09-3p
{is3-nuR-514
Dhst-1miR-544
hs3-nuR-5L8
hsa-mR-HL8
hea-miR-620
hsa-tir-816
hss-mui-817
hea-intt-428-3p
hsa«-my-828-5p
hsa-mu~83L-{
hs3-mi~840-3p
hsa-n1ip-840-5p
hea-mu-847
hisd -emii-848
hsa-mir-849
hsa~mi-850
hsa-mii-853
hsg-mie-B57
hsa-mR-52h
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hs2-auR-100516 . - - . . . .
hsa-miR-1CQO5 16 . . . . . . .
hsa-miR-100E04 0,18 - 0.18 - .18 .17 .
hsa-miR-100510-5 . - - - - - 0.0%
hs3-miR-10063) - 0,25 - - . - .
hea-miR-100732 - . - . . . .
hsa-miR-100814 - - - - . - .
hsa-miR-100815 . 013 0.09 - 0.05 - 0.0%
hsa-miR-100818 - . - - 0.05 - -
lsa-miR-100819 . . - - - - .
hsa-miR-100824 - . - - . - .
hs3-miR-100825-3p . - - . . . -
hea-miR-100825-5¢ - - - - . - -
hsa-mIR-100828-3p - - - - . - -
hsa-miR-100835-5¢ . - - - ans - .
hea«miR-100842 . . - - - . .
Ni53-mIR-100843-3p - 013 . - 0.23 - 0.09
hsa-miR-100813-3p - 6.3 - - 0.23 D 0.0%
{153-mIR-100846 - - - - . . .
hsa-miR-100851 - - - - . - -
hea-miR-100352 - - - 0.12 - - .
hsa-miR-100854 . - - - . . .
hs3-nuR-100855-3p - - 0.18 - - - -
J¥3-miR-1D0855-52 - - 0.18 - . - -
hsa-miR-100869-3p - . - - - - -
hs3-miR-1D0859-Sp - . - - - - .
hsa-miR- 10087} -3 - . - - - . - -
hea-miR-100871~5p - . - - - - -
hs3-niR-100853 - - - . . - -
Jrsu-1iiR - [TOKRS - - - . . - -
hsa-miR~-1 0086732 - - - - - - -
Yga-mil-§ T3y - - - - - - -
hsa-miR-100887 -5 - . - N - - -
Pisw- 1R~ HOATRET-Sp - - - . . - .
hsa-miR-10089L-3p - - - - . - 0.38
Tsi-miR- 10RO - 3p - . - - . - 0.18
hsg-miR-10089L-50 - . - - - - 0.18
hsu-miR- 10081 5p . . . . . - 0.18
hsg-miR-101C0% . . - . . - -
hsa-miR-1462 . - - - - - -
hsz-mil-147% - - - . - - -
hsa-miR-18id . - - - 0.02 - -
hsa-miR-18h - - 0.18 - 0.02 - -
hea-mi- 18b-3p - - 0.18 . .02 - ~
hsa-miR-193e 6.09 0,23 - 0.23 005 0.17 0.0%
[1sg-rmiR-320b - - - . - 0.03
hea-mik-20B-3p . - - - - - 0.03
hsa-miR-216k2 - - - . - - .

* hss-miR-301k - - - . . 0.52 .45
hs2-nUR~229 - - - . . - -
hsantR-33b Q.09 0.13 .08 . 0.50 0.¢8 -
figa-miR- 3740 . . g.18 . 0.05 0.42 0.63
hsg-nHiR-375 - 1.26 - 012 . 0.7 -
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— ——— FUAR Ewino K /8
— E— —— )
MIRNA Nsa_MCFI0A - hsaMCF7  hsa HOCIB Nnsa_SkABr3 NS _BT474 nsa_147 nsa_p67 3
hsa-miR-376a - - - - . - -
hsa-miR-376t - - - - - - 0.09
hsa-miR-376¢ - - - - . . .
hsa-miR-376¢ - - - - - - -
hsa-miR-377 - . - - - - 0.72
hsa-miR-378 016 - - g.23 0.28 - -
hsa-mIR-379 - 0,13 - - - - 0.09
is3-miR-380 - . M . . . .
fisa-hiR-410 - - - - - ~ .18
hsg-miR-121-3p “ 0.13 - - . 0.08 6.8
hsa-nyiR-429 - 0,25 - - 0.09 0.2% -
hsa-miR-131 - - . - . . .
hsa-mIR-432 - - . . . - -
hsa-miR-433 - - - - - - 0.09
hsa-miR-148a - - - - - . -
hsa-miR-4490 - . - - . - .
hsa-miR-4150a - - - - . - 0.09
hsd-tmiR-451 - - - . . - .
hsa-niR-452 . - - 0.12 0.05 - -
153-rmiR-453 - - - - - - -
hsa-miR-454 - - .18 - a.b7 0,34 -
nsa-miR-435-5p - - - - - . -
hsa-rmR-484 - . - - . 0.08 -
sa-mIR-1B5-3p - - - - - - -
hea-miR-485-5p - - - - . - .
hea-miy-A85 o035 - - - - - - -
hsa-miR-487 - - - - - - -
hsa-miR-488 - - - - - - 0.27
hsa-mIR-H+80 - . - - - - -
hsa-miR-493 - 13 - - - - Q.09
hea-miR-187 - 0.13 - - 0.05 0.8 -
his3-m1iR- 502 - - - - - - -
hsa-mir-503 . .50 - - - - 1.33
I1$3-mIR-5DS - - - - - - -
hsa-mR-509-3g - - - - - - -
lisa-miR-5L4 - - - - - - -
a-rniR-344 . - - - - - -
ls3-mIR-5L8 - - - - - - -
hsa-miR-619 - - - - - - .
Fsa-miR-£20 - .25 - - - - -
yisz-mir-816 .08 0.43 - - - - -
hga-mi -8L7 - - - - . - .
hsz-mi-828-3p - - - - - - -
hsa-mir-828-5p - - - - - - -
hea-mir-831-1 - - - - - - -
Hsa-mir-840-3p - - - - 0.0% - -
hsa-mic-g40-5g - - - - 0.55 0.51 018
Nsa-ni-847 - - - 4.23 - - -
hea-mir-845 - - - - - - -
hsa-mit-849 - - - 0.23 - - -
hea-mir-850 - - - - . - -
hea-mi-BS3 N - . - - - 0.0%
hsa-mi-857 - - - - - - -
hea-miR-S2k - .50 - .12 - - 2.0%
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5E 3645

Et) 1: PHAAe ik

G

3. RNA 895 % . % A% (annotation)

4 BT FFiL, A 100-200ug 9.8 RNA F 4 & s RNA, FHi#AT
s ® . 2 MR K T R B8 AT # &
GenBank(http://www.ncbi.nih.gov/Genbank/). A% tRNA B3 #4E &
(http://rna.wustl.edu/GtRDB/Hs/Hs-seqs.html) . A sn/snoRNA F 7
% ¥ £ (bhttp// mber.bem.tme.edu/smallRNA/Database,
snoRNA-LBME-db at http://www-snorna.biotoul.fr/index.php »A B
NONCODE v1 at http://noncode.bioinfo.org.cn/ ). 4% ) RNA E M4
47 (registry release ) %9 5.1 pR VA %_k B UCSC(http://genome.ucse.edu)
WA KR AL ES 17 ey E LA IER.

4 e, B Ao 2L 22

IS EE E RGP ORE, EH G 2 A R EAT I
S, b FRaARE, 46T EH G E Y. ATURIE ML E MCFT A=
SKkBr3 2 Dr. Neal Rosen(Memorial Sloan-Kettering Cancer Center, NY)
NEit 4y, E AN T 100 #43/ml FHEFF . 100 pg/ml bEE
4 mM 2B Bk Fe 10%H R iE 649 it 4 dn 7 ¢ DME:F12 Ak eg 101
Bad ., K 5% CO, ¥ 37TCFM|E . AdhEawmitssmie &
BE(2)-M17(ATCC:CRL-2267) &AM T AF5H SR . 10% A R E 69
52 3 44 OptiMem:F12 35374k 69 111 &M ¥, £ 5% CO; + 37
CTFME

645 20 6 miRNA K F &9 TR

103



200680021938. 5 oM P 3E90/91m

HANBiTAE A RF LR E (conservation filters ) vAE K & 4
LE MR AEF T & 68 (Folding energy ) & FI4% s RNA BT4Kk. &A1)
FriX M ag 55 5k A AR L A tmlit R 69 5ok Rt ATIRER,
5 E R SLshah b O 2 L IEE S 694y RNA A7) 47 b3k, &
FLR AR ERt, &RA1EHE Rfam, £ %, $F 45%09AEiek
( human entries ) 152 7 5 HAb7# FLsh 4 49 44-)s RNA A8 69 £
BRI TFHT CEEaTal. B 2A 7% miR-200 £ & 5 €
FE—AFI IR, EARR LRBITMARAL F S MABIET, 1%
F miR-200a F#49 1000 N4z H B (& 1). B 2B 4E5% T /£ miR-369
M 5 o 2 AV H iy RNA AR, —Aadid f e, —A 8
T RE A6 57 AR RR X HF (K1),

% 1.C.%u8% s RNA W 69 Fm 4]y RNA A E 69 £ s

it kL X AFAG TR a4 4% RNA A F

EDUEEC TN .
HEEA D RNA #5420 AT RNA 7154 15 SRR
, RIS 201 ) I
Raig) Bk | ARE (B E R s | Sk k| (IR T
RNA éﬁj’g’% AT RR A N AR [2M RN N IS o 4 #H’(})\/"_’i
G
miR-2000, miR- 169 1008542 | 1000300 | 1010452 | 1010518 | ™R | nimazg
2003 3p
. miR-425- | Rfam: hsa-
miR-191 (MH) 10 40017063 | 49017154 | 4o0esor | asonees | M | AR
. . 99337372 | 99337503 | miR-810
m‘R'léz;m‘R' 14 (+) 99339357 | 99341161
99338264 | 99338356 | miR-809
MR mik- 14(4) 99480172 | 99482195 | 09483163 | 99483242 | miR-807
miR-368 14 () 99496068 | 99496133 | 99497151 | 99497236 37‘215;]3
miR-134 14(4) 99511065 | 99511137 | 99512568 | 99512647 | miR-812
. ' Rfam:
. miR-409- .
miR-369 14(+) 99521976 | 99522045 | 99521660 | 99521773 mmu-miR-
3p,5p 409
miR-14d 70 37334114 | 27334199 | 27333954 | 27334017 | miRe806 | cand9io
miR-224 (MH) X () 149744663 | 149744743 | 149745713 | 149745797 | miR-811
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V)b T aTaeg 247, S TN 49 miRNA 45T E.40 49 miRNA £ R, 3) &
A AR, M —A miRNA BTAR AT 45 2 357 5) 5 5 — /A~ miRNA T4k 84
AL AR,

2 g AR5 4k A AR ARIR B UCSC 64 2003 47 A 89 A% 2 B £8 44 build 34( hg16)
( http://genome.ucsc.edu ).

3FAM 69 miRNA 474 T 5 4035 5% 5 A8 B 49 2 G4k Fodk b,

Yo F 0 miRNA A2 T # g 8 Ak, Bk §aTHRE-F (stem) BMEG miRNA 4%
Xx B HRMeyTRAE, M 3p F= Sp HATH .

5 25 A5 A) R AR 68 S AY KA 64 Z RS
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#57 (PS) ﬁm (OMe) #7133 ft(M $EHM) 4
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N{ o
o/( O= P—0" O=p—0-
NH l |
: O._ O._
BRAZ BR 370 2k y+ﬁ£ DNA 2'- AARAZ AL PR
N3-P5' (PNA) %446 %50 (NP) %42 ¥ 7%, (FANA)
™y o_ B —tojs B
N |
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5 . o,
AR HHRREBHRBER g pprm b
(LNA) %5 FA(ME) #6498 (CeNA) #4410
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O=P=0" g %49
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