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1. —HMEH, AR —MEKETR ZEBRTREZEO T4
RNA FIfEf# RNAMRNA)K & X EZEER, AR RNA:

(a) 51k H BRE S AEMBEIKZ AR F K DNA Hfh;

O ERBEEMZHRZHERNA T FRI B FARKES, &
HafiE 5, 3 KWMAEEMIERIEX ZEKHANE T8 FERT
AL HER X B R

(c)iE B B4R TERRE R MR 2 4 H) RNA ARKIAKIFE RNA H
B M

(HBGYFTERZE.

2. RENFIER 1 FRNAFR, KPREZBERT A, A
Ay T A, AR Y # T B A A
RFBFIER 2 FTRAH, HPZEERE A, Zi&.
RIBRRIER 2 R AR, EPFZERBRE A, R
RIERFEK 2 Frid i zim], HPZERERY A, %4,
RERRIEXK 2 R AR, HPZRERY A, R4&.
RIBOCRIE K 2 BT 25|, HhZU4ARZMAL B, 214,

8. MRIFEHFIENX 1 FFANAH, KT RIAEZHREBEED—
MENTRBREFRANERLAZFROBER _RERE, FRNE
Bk B P ERERES, BFRR=NE, BRICBNERER, _—WIUBRERER, WREE
Bifis, F4EEE, 20 -O-HE, MAHEE, Mk, KRN, SEFRE,
REREE, TARRER, SERRE, FEAR, B, EERE, TH, mi
¥, B, TREFETEE) TPEX(FETEE) NEEHR

NS AW
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BR AR 2 40 R I 4L

9. MEBRERK 1 Fridpg5n], X R LEZFREELS 73 60
TEGER.

10. MR\AFIER 9 FTBRHEGH, KPP RXEZFBREELD 10
236 MEZER.

1. HREHFER 10 FridEF, HPRXEEHFROES 12
L2 MEEERR.

12. RB|BAEKX | rIRMEGH, Kb R XEZERIEE SEQID
NO: 7, SEQ ID NO: 7 A Bt 1 ] 955, F1SEQ ID NO: 7 £y 7 F|
18 MEE BRI,

13. REBFEXK 1 iRm0z, KPR XEZHERREE SEQID
NO: 8, SEQID NO: 8HJFE 1% 4, #1SEQ ID NO: 8 K%y 7 ] 18
MEEFBRKK A B,

14. RERFIER | FrIRWZH], Kb xXEZFREH SEQID
NO: 9, SEQID NO: 9/ /rEB 1 8 4, 1 SEQ ID NO: 9 K2y 7 % 18
MEERKHM A .

15, REBRIERK 1 Frdmdisn), X+ R XFEZHFREEE SEQID
NO: 10, SEQIDNO: 10 8 HE 1 # 5, F1SEQID NO: 10 H%y 7 5|
18 MZEBRKHK A .

16. MFBHAER | FFAMHR, HPRUEFZHERTEREME
B EEARATERBMA RIS R,

17. MEMFER 16 FrRMZAF, HZYFEERE%ES,
fiMERERRE R, MHENEYETAARMA.

18. —M4EW, &6
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BRIESR | MZFH); 0

HiE,

19. REBRIEK 18 FridA &y, HPBkik QbS8 E,
[B] A 2 A AR AR AR A R 4

20. ARBAAIEXK 18 FrRAEY, #H—PEFEKRIE mRNA 1
YR .

21, MRTFEBAIER 20 FrRpyA &4, Ko %kiE mRNA Z¥R 6
M.

22, WREWBRMER 21 FTRNAEY, HPrdrBaEkEE.

23, MIEACRIEX 18 FridAEY, #—SaFE —MiEaER
CIERITr Sy, REFIEMAR, HwA, Fem, FWR, S8H),
REEHESR], PRI BRI R A E FA

24, WEHFEXK 18 FTRWAEY, BPRXEBRTFRU 4
EYIHI2 0.01 B|£7 99.99 wiw HIBTELE.

25. MREBAER 24 ALY, APRXEZHFRUSEEY
FI27 0.1 Z2y 40 wiw HIBEE.

26. MRB/BAANEX 25 FIANAEY, HPFRXEEFRUSE
EYMRIL 1 B 20 wiw I ETFE.

27. —HMAMALSY, OERFIEXR 18 TRMAEY, HP#HK
B EEAENBATEZHIE.

28. —MECTT, BENFIER 18 FFRNAEY, HPHikaiE
KA.

29. WRIBAERK 28 Frid Wiy, HPHAEERETATE.

30. WRIEHAER 29 rREYs, HIBAEERE BRa

3
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g,
31, MIESFIZER 30 Fridicyy, KT ESESHAERIEET

BRI AR A4S .

32, MRENAIEK 29 Fridflc A, P BREREIE H B N-(1-[2,3-

THBREEINE) N, N, N-=HEHRERREARNANIEE.

33, RERREX 28 FTRMELY, BFETERARY.

34. MELFIER 28 FrR IR, BFESEN.

35. EHEPFIER 18 FriRMA S RS2 .

36. —MiEANE, BF

RFER 18 Frid A&,

HEGZHA.

37. WERNEX 6 rEWRAFE, 85

WIEEE, M

ATHEWEE R,

38. MIBHAIER 37 idWaiR, HPaXEBEQBERAR,

et EREH SRR,

HIIE

39. WRERAEK 8 FrRMAR, KF

WA A EIEM T AR EURARS: H A

BE— 5048 B 255 G AUk i T RUBE B T 4T FF e BB 24 1
40. RI\/FIEK 37 Frdmdig, H
WEEESHMERAE, HE

EA. W R R AR F= St 2 g

41, REMNFER 39 rRMA &, #F—SARESFFHERD
BEEERTEEY. AN, ARmEAN, HEN, &

4
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S, SR, SHEON, REEHEA, BEAELNSER AN
YR, RNA SKiEF, LEALH, VSR, HEifh R B B ALY
R

2. BERFER 4 Ha, LREAEEBEIEANES
— PR RS T L LR R 4.

43, BIERFIER 40 FRNza, KPHARETREETE
MRS+ .

44, BTEFIEXK 43 Fridzss. K+

R S A AR AR S SRR, KYE—
a1

V£ B REIEHA, SELN, RIS R A R

45. BERAER 37 0258, EPASVRAERERAG .

46. MM, SEAFIER 1 HAH.

47, YAIT 5 VR BTSRRI A AR B SR B T,
AFERIRER | O ERS B BB R AT 1N AR,
KR E R RN R AR KRR LS.

48, WRERFER 47 Fridhork, HPHsm S 2534k
HORG, ZHRIBTUECR A R IR R 1 BT RO EO RGO A S

49. RERFIZER 47 Pk e, Heb

ERRERAERRE: A

AR A, T mRNA 15 SR,

50. AREAVRIESR 47 fiE, Heb

BREERE EERER SR, A

LRI A, 45 mRNA (15 X HZER.
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51, RERFIEX 47 TR ik, H

R BUE R B R R BUE R R A AE; A
HFEFTERE A, T mRNA K LEKER.
52. REHARIEK 47 Frikggmik, Ho
FREERBETNY: FA
ARBIERE A, 2K mRNA IR X EEEHR.
53. IRBEBFIER 47 B, H

B BB R B IEM PR BRI SR 48, A
HFARERE A, Z1F mRNA IR LEETR.
54. AREAFIER 47 $5vE, HP
FREGERBETRERMIGEAE, HA
HHAERBIK B, ZEN R L ERE®.

55. MREBRIER 47 Frikiy vk, HPpMERWAIIPA 4.
56. MREMFIER 47 FridirvE, HPmasMEEadhA

MIEANAEH BRI

57. MEBFIERK 56 Fri@pirk, KPmasimiEgA.

58. MREHENK 47 FriR ik, HPMERA

59. WMEHFEX 47 Fr@mmE, Kh2ENNMERE T REN

/L

60. MR|EARAER 47 FridmiriE, HPZEMEBFRAL

PyFf.

61. WRBIRERK 47 FrdpinsiE, K AR LUTIERE<ER

s,

62. MIBBFIER 47 Frik iy i, Heb

6
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B EER BRI E R EAER; HE

ZE/H—FE mRNA HiZE B HIRH A, 26, BE A, 2k, BE
Ay, BRE AR, MEBKB, ZHHARMANEAR.

63. REHAMER 62 Fridi A, HPRFRSERSMSIE
FHEN/B R EFFER.

64. RIBFIZER 63 Frid i, HApBmaiER 5B,

65. MRIBEAHIEK 63 Frid /77, HPRMEER S RIEEX.

66. MIBIAIENR 63 Fridm, HPEMEUERSRAFR
EHGZEEMR,

67. MTEACRIEK 63 Fridi vk, HPEmEaER S8 HEHEE
PERR AR R .

68. MMIFEBFIER 63 FridfmiE, HPEmEEREmshkE
1 R AH 2%

69. MIFEAFIER 63 FridMriE, HP MRS ENMEAH
Ko

70. REAFIER 63 Frikfyirek, HPRBIAER S5 M 4
XK

71. MEFERFER 47 Fri’kmimiE, HPRXFEZEEFRLUYL 0.001
B4y 150 B/ AT NMERERRAZ.

72. REBRIER 71 TR TTE, HhRCEZEBRLUL 01 F|
29100 B/ AT HRERELY.

73, WRBEBAER 72 Frid sk, X4 R LEKFRLUL 13 50
BR/IATHRENBAY.

74 BERFIER 47 HE:, RTBIER .

7
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75. RIERFIEX 47 KhE, BRIEGTHRAE.
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i A B

V67 55 R S R 0 50 98 E AR 5% R FE R B4 2 7 vk

AR D ER 5 18 B 2 W ERAE 6 5 P2 B R AW AL (i
A[iES RO1—CA47217 WiFal T#iTH. EEBURNARBEESR T
HIATRL.

R

AR B Bt 5 T 7 S SRR B B SRR B BB B9 mRNA
MR LB RS, ARANAGAE NSRBI, TRERE,
T 3o A S BEL U, R 9 R R A 5 B B RIEEAR
Y BN, BAEERRKRBOEN SR A, Ay A
A, FIBBAK B, FH6H R M.

e

5 30l AR AR 5% 0 DR 5 A 2 — AR B T o R B 93
1y, - ORRERES SN, NEERA, E—EERT,
“XEeS 7 PRI ST, ME T MATRER. BI, EERR TG E
FPBEROERL—. EEE, CHFETREFERAN 1%, 88
B TE R % B4 R B AT AR T A SR, 3¢ AR
T+ E R RS AL . MR R TR 7E T b Ak E R R
T LA YA T2 S I Y6 7 T 0 B — RO B AR, T E B3
¢ EER T RIR D,

RE TR AEERNEENRAA SY. Sl AR P S
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EEFACESAINLREMGLE, WSEEMME, Bk S
EFLHBEERRNEAEOSAERE. AAREEZRHRMA
BEM ISR “BBRMER” ) PRE TARERE T RO RN, FIFEN
HamBiE N TAECARPBEM TP T TEREHNTTEBRNEZ D
AT LA 4 ISR AN 5

BREF A, ZHUFRELEE M ERRANBTTIERE, CEE
B e AR EF B BB P T B R L AR I H AT OARME, B R BRR E AT
HBWITRY. BRERNTHZAEERDREEEERANIIOLTRMN
THIRE AR, FEBER F P 30 S B R P R R AT KT
. X—WNEEVEEFENRE A, SR U TR SEm 5,
TR T B o0 B ST SRS RE . BT, T ERIAMIAREF A,
55 1 T i R I L 0 A A A A A e R A PR K B R R A
54.

BAH — G ST R AR AR 2R, ERMMREEITNA
HRRE. Z6, BTERNEESY, ECONBREZEERN,
EREEEERNRTRBERBEN SNZUERE. ERETHE
BHRE A, SEEDF 8—HRE—1, 3— —HRERE®(DPCPX)RE
WEEEN MR ME BTN SN TERENTIEBRNE. BT
A BKBRE A, BRGNS R N b T eI ST
SR, B, FEMERITEWSEE T EHER, AETERER
EUESBMAE MBS, DPCPX T B A KT A sl
fl. RETENSTEVR, HREREBERNREZEENATIE
HRX— B IEF 58 T XL i — R b .

HEREZEMEBMEK B, S £ S SR AERERAE XN,

2
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FEIXLEFE Ay, Ay MABREZE. FBE A, A Ay FAZH
RAH T-BRERKROMNEESAN G BARBEFROKRA. £
Ay F Ay BHAZABE SHRAEN, THEEHAETIINRER
WK, BEWE A, SHRERNSE, BY A, LEFNSHE. RE
BAEF A, AR OE R MBI RIS, (EHRIRE A, T A, 2
R RIS R AL B RO E 1 1)«

EAERT, RXEGERAEHANBERRCET B
%, EREEAFROLERA S, RILXLEHH 0 ERFAH KRR
HSRBEH, HHEENENRBRAFBLL . XL TFEEEH
BHHA— A EEMITSRENNLHRE. FEEARYERR X
ESFRESATTRINESES. HLE, EHEIHEAEH
SSCRE 1 2 FE (T W PR FE 32 R

EERIR XERTRIENSGNNESL %t A H B HE,
EEN AR TGS REFRNAS, hEAERREET R X ENE®
6 T £ 7 B A 400 o ) o T M BB 0 PR 48 25 AR v )
. ORAHR XEGHRGAETRHAREEE, A T25%.

B, (98 T B AL S 34 77 5 S A3 B B K O B 5
FURRKF . TP ST A TSR R 6
BT R/RERAHEN ORGS0, R R A S EER,
BRI RIE A K I 25,

FR B

AR RIE TRE SRR SIS R A, RAAE
E— A EMER, ER—NREAREDE. SRS AR %
TR R BRI, 5% SRR X IR 2 RSB Z AR R

3



............

------

hhhhhh

H A, Ay Ay H A, ZARRIEHIK B, 246, ERFLFIF L2 e
HHETKPEY, BHMGBTHRAERRENEMERIE, XTERE,
OB ER PR R RE RMERAER . XR\HEFEULEEESE,
Rk A% EZEHE, - AUEANAEEFRNAVL SRR
#, FRAEBERESXSER:E, HFREBEMZHEFR, SHEEE,
HRHEEF/ SRR REFHXNZENR LERTR. A RAHHE
DAEFMAYR GRS, ATHREXEREN/ERIE, URET
5 mu i AR A X M ER AR, SURARERRE, HFEEn
LHRI.

I R\HFEHETETSHRMERSESER, RAMFREEE
R(ARDS), 1@tEREZEMIH(COPD), MizhikmimE, Wb, &
Rittk, SR EMRRIRR. ARBAAHE UH S ERE N/ L
EM/RPREERETNEESHA TN, $RF8RTNA. BFHE
AeEfATRWMEEER, BEAENRZEMERLRIEA.

P B 75 22 13

B 1T A BRERER LR B R LR H R
REMPHIZRENERSISEEHNER. BMESRETHR R
K p<0.0l MEEZER.

B2 mH TUHFETH A BEZHRXEZHRIETHSEAR
FH A A, BRERBHERTFN A BREZERXEZTRASRE.

A58 BT S 77 S8 T 40 1 B

FR\ETETRAANFERER TR, BHRIEMBER
TR KRR R, XRERE, SEHEE, WEEE, TN, K
ENESRRAERNAEEANEE. e EFEiEs 5 nE
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BRERAXNERZ A ARNEHIERAMEANARNHTTE
H. ERAANEMNZIHENFENEERRBE—LETEEFRNEY, ©
FERNEEENTRNARNFLLENATERN/EHR WA
K. ZRAAENR X BEGHRERY)EHLXLEHFE. B2,
Frid, REBEHEHRXERYEREHINHE S, EEAPR
AR, BEFRAMEMEAFENFEA/EER. KK
MAYRIHRZRFERERRESHESHNERS, MTEMNKYPSLS
EEBH. HRk, AKHARENGEARNERLAHRETHE, X
AR, KRB LAY S KT H R M/EE B B AR A
Rt XMMAEERATRAEaTHSBEHAFENEH. B,
FRF\NERBET R T 5 58 50 R0 % 0 A8 0% 1 25 BB R/ 5845 4
RNAmRNAYKIFFFIH R X EGERMNA. BT, REHRIRE
HRRTAEHENFINERTR, XEENRESERYRT, ¥
O SENHENERNERFEYHFEE, FHRHHAARNER
Y, Mieess @ @l 2 Fmy B, XENAARTIERANA
HAGRENRRE, BEEXNTRUEZTRARIER.
FXR{GETREE, 5° B3 HH, NEELGRS TRERTFS.
A3CLL IUPAC—IUB £ Yk Z e 2B R SBETE, T TEER)
RKEA=FHHEM, RIE 37CFR § 1.822 MELMHE MFHMNERZE
MAMEAER. Z05/0, PatentIN AFM, 99— 102(Nov.1990); *
EEMMERR EFREREKILAE, £HEW, DC20231; #F Hudson
FAHREEFES 4, 871, 670, 53 £, 2043 17, HATFFYIHIFEE
T FZEFBTS I AR E R EERMARE IS IAEELSE,
AR BB TR TT AR T iR/ 52 3R 3 I il ) 32 S B A R/ BRI

5
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HRBEN FHXRERENBRE, XEERFETEHER,
BFEEARRTEN, COPD, failkmiik, FNHE, MSMHEE.
FR\ANCEIEARRE A, Ays Ay A1 A, ZIEFRZEAK B, Z45H mRNA
MR XFZERTANARPRE A, A, Ayf A, FZEIK B, 21
ATFRTRERAN. AEEEENIXIEREMIAEN AT LK, 55
RBENFR/RBEIRN FHPREE, XSERE/ELE, KK
BRZAE— M FIFE R E T R RS T EN Y mRNA IR E
Ry it TENER =Y. £ —MERNLHT R
B, EEWABEAPFRSE, FKBRHAT T EESHBMPRE,
ML EEA ARG, L, RRBANED THMZRESRAS
ME, MARNNIMARANARBES CHELEHR. DXENS
X, NNEDSTFEENPREL RS TAFENER, S, X%
BeAE, SIEMR, MRS, RO NF/ERE. FRH
HRSEFMBETAR R X —ELHL THYS K FHER
Sk — AL AR EAE R A B

IMAETA, RiE “WBI7T” 5XRERE, RBEHIPR A A/
RIEMBIREER, WM, RISHARABTEHSNME, Kk
RELHFRRESRAERGHRNG, UREMEXSERE, BE
RIREIR B D FV/ER R AERTER . RIE “FH” REBERRE A Aw Ay
FU/ER A, FI/EREHAK B, ZEHIF=4, SWFA/EAHHEFES TR,
AT HEAAFRIRE. HEETHEEARM/ERIEEIRA
RXEZEFRITH.

BERARAERS RIGTAENME, EHEERITFHEERSY,
BEEINDNME, WHENFENY, RHENNE~HEY, &

6
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BY, hEsY, MEY, Flw, f, 0, Xy, fFal
B R B EERT KRM/NRBI I N .

AR “RX7 BERMHDN, GENERER, kA% DNA
FIN A, e s v Gl T AR B B/ RNA(mRNA) K Th &g
HHERHEERENRE, 0 Milligan Z AFTiR, £ W Milligan, J.F.4
AN, BEZELERE, 36(14), 1923—1937(1993). & REABHITEH L
5XREHRE, RE, BEAFEREES, MHEXERKNEENRE A,
Ay Ay T A, RERZMIK B, RARKRIAKME . XRAHNELTS
FETINEEFPEF RNAMRNA)FKI®HIZE X)) #HA/SA
BFFIIFTMAHEERRIL, EERE Watson-Crick 5 EECxT 1 0
LERESRERXRPANSE mRNA BHHFBRRRTRES. BR,
Xt F AR AT RI/E R RILBREERRE, EEFHANIEL
ST RXEZETREDT T ATHIFENE mRNA &, B, BET
i E A RAKFA/ES EARMEKEEREROZEL. 21,
Helene, C. # Toulme, J., ¥ EMPHE~E 1049, 99—125(1990);
Cohen, ].5.D.%i%, BEREBEFRIEAEFRER XIMNFFH]:; CRC HIR:
Boca Raton, FL(1987).

EFEHAN, “BERGERIELZTR” EXAI—INEEHRT
5, REFREHH, ()5 mRNA HED—H5, BBANT S
M3 FKIRKAETFHSEFUFURRENERESX ZRKAET/
SPETERFEH, URSHEBERFYGERYE A, A, A AR
HMEBIK B, 46K mRNA H/BERMRENATEMFFERE
#h, FHH(Q2) FERTTH, GIEHE mRNA BREER IR DEER
/2R FE mRNA RISHIEE RN E.



nnnnnnnnnnnn

AAAAAA

AAAAAA

ST FSEEEE, BIWRE A, A, A, B A, EBEAK B, THE
B mRNA 5@ EEETRESEFEERPZEREK DNA BEF7,
HEORAERBTRERBAERTEEENEM. %0 434K
HEHANARENFFIIHRATFN, BRREEAHEN, FEZHTH
EAFEEEFEMFFIEEX A mRNA KIFEF] UBUEEAR T LA S H
HTHRERE. N A BREZEGMECHEK, FEAFERT Stiles &
ARIEELEFS 5, 320, 962 . KRFMARE A, ZHRCLHERE,
MFFFIL. 2R, Zhou F A, PN.A.S.USA, 89: 7432(1992); Jacobson
EAN, RETFHEIFS 9304582.1(1993). RE A, EEMFFIHED
5N, Z N Pierce, KD. A, AWk, £WWIEFFER 187(1): 86
—93(1992); AR ZHIL B, ZEKIFF]. 2 M Eggerickx, D.&
N, EYMCEEDYETFFRIE R 187(3): 1306—1313(1992). FrLA,
DREECRUEPRAARSHARBEARAR T AESSWETRE
A Ay AT A FIZRHIK B, B mRNA 2438, HETHE A, Ay
F/EL A, R ERE R XEGER.

Fril, ARHRMET BE 5EME mRNA gL SR
FIIRR X ERER. MERRTREEREBRE A, A, M A, k&
Kl mRNA BMEMXERZAA, UABEESE LT MBENRLEERY. &
FRAN—NRENTHRT RS, RXFEZEREFEHE SEQ ID NO:
7 AL 8 BlZy 40 MEEEK, REMY 15 B 25 MEEHEK, AE
ikey 18 2| 22 MEEFRKMABRTE, XEZHRE QSR
BEEFRFFINARALS. FTERETSMRFENGTF, EFE84M A
BYSBHTREMFRS.

EERKANA N ERAED, RUEEERNFIIHESHH

8



TARE A ZHEREGRERD. RN XERTRTUREST THAX
B FFRI P51

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3'
(SEQ.IDNO: 7)
5-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 1)
(SEQ. ID NO: 11)
§'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 2)
(SEQ. ID NO: 12)
5'-GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 3)
(SEQ. ID NO: 13)
5'-GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 4)
(SEQ. ID NO: 14)
5'-C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 5) (SEQ. ID
NO: 15)
5'-CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 6) (SEQ. ID NO:
16) .
5-TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 7) (SEQ. ID NO:
17)
5'-G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 8) (SEQ. ID NO: 18)
3'-GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 9) (SEQ. ID NO: 19)
5'-AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 10) (SEQ. ID NO: 20)
5'-A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 11) (SEQ. ID NO: 21)
5'-AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 12) (SEQ. ID NO: 22)
5'.GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 13) (SEQ. ID NO: 23)
5-C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-¥ (FRAG 14) (SEQ. ID NO: 24)
5'-TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 15) (SEQ. ID NO: 25)
5-GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 16) (SEQ. ID NO: 26)
5'-A GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 17) (SEQ. ID NO: 27)
5-GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 18) (SEQ. ID NO: 28)
3'-AT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 19) (SEQ. ID NO: 29)
5'-T GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 20) (SEQ. ID NO: 30)
$'-GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 21) (SEQ. ID NO: 31)
$-GA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 22) (SEQ. ID NO: 32)
§'-A GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 23) (SEQ. ID NO: 33)
§-GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 24) (SEQ. ID NO:‘34)
5'-GG CGG CAT GGC GGG CAC AGG CTG GGC-3 (FRAG 25) (SEQ. ID NO: 35)
5'-G CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 26} (SEQ. ID NO: 36)
5'-CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 27) (SEQ. ID NO: 37)
5-GG CAT GGC GGG CAC AGGC CTG GGC-3' (FRAG 28) (SEQ. ID NO: 38)
5'-G CAT GGC GGG CAC AGG CTG GGC-¥ (FRAG 29) (SEQ. ID NO: 39)
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§'-CAT GGC GGG CAC AGG CTG GGC-3 (FRAG 30) (SEQ. ID NO: 40)

5"-AT GGC GGG CAC AGG CTG GGC-3' (FRAG 31) (SEQ. ID NO: 41)

5'-T GGC GGG CAC AGG CTG GGC-3' (FRAG 32) (SEQ. ID NO: 42)

5-GGC GGG CAC AGG CTG GGC-3' (FRAG 33) (SEQ. ID NO: 43)

5'-GC GGG CAC AGG CTG GGC-3' (FRAG 34) (SEQ. ID NO: 44)

5'-C GGG CAC AGG CTG GGC-3' (FRAG 35) (SEQ. ID NO: 45)

5-GGG CAC AGG CTG GGC-3' (FRAG 36) (SEQ. ID NO: 46)

5-GG CAC AGG CTG GGC-¥ (FRAG 37) (SEQ. ID NO: 47)

5'.G CAC AGG CTG GGC-3' (FRAG 38) (SEQ. ID NO: 48)

5-CAC AGG CTG GGC-3' (FRAG 39) (SEQ. ID NO: 49)

5-AC AGG CTG GGC-3' (FRAG 40) (SEQ. ID NO: 50)

5'-C AGG CTG GGC-3' (FRAG 41) (SEQ. ID NO: 51)

5'-AGG CTG GGC-3' (FRAG 42) (SEQ. ID NO: 52)

§'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 43)
(SEQ. ID NO: 53)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 44)
(SEQ. ID NO: 54)

§-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 45)
(SEQ. ID NO: 55)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 46)

(SEQ. ID NO: 56)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 47)

(SEQ. ID NO: 57)

§'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 48)
(SEQ. ID NO: 58)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 49) (SEQ. ID

NO: 59)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 50) (SEQ. ID NO:

60)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 51) (SEQ. ID NO:

61)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 52) (SEQ. ID NO: 62)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 53) (SEQ. ID NO: 63)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 54) (SEQ. ID NO: 64)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 55) (SEQ. ID NO: 65)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 56) (SEQ. ID NO: 66)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG RGG CAT GGC G-3(FRAG 57) (SEQ. ID NO: 67)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 58) (SEQ. ID NO: 68)

5'-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 59) (SEQ. ID NO: 69)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 60) (SEQ. ID NO: 70)

5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 61) (SEQ. ID NO: 71)
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5-GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG CA-3 (FRAG 62) (SEQ. ID NO: 72)

5.GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG C-3 (FRAG 63) (SEQ. ID NO: 73)

5.GGC GGC CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 64) (SEQ. ID NO: 74)

5.GGC GGC CTG GAA AGC TGA GAT GGA GGG CG -3 (FRAG 65) (SEQ. ID NO: 75)

5.GGC GGC CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 66) (SEQ. ID NO: 76)

5.GGC GGC CTG GAA AGC TGA GAT GGA GGG -3 (FRAG 67) (SEQ. ID NO: 77)

5-GGC GGC CTG GAA AGC TGA GAT GGA GG -3' (FRAG 68) (SEQ. ID NO: 78)

5'-GGC GGC CTG GAA AGC TGA GAT GGA G -3' (FRAG 69) (SEQ. ID NO: 79)

5-GGC GGC CTG GAA AGC TGA GAT GGA -¥ (FRAG 70) (SEQ. ID NO: 80)

5'-GGC GGC CTG GAA AGC TGA GAT GG -3' (FRAG 71) (SEQ. ID NO: 81)

5'.GGC GGC CTG GAA AGC TGA GAT G -3 (FRAG 72) (SEQ. ID NO: 82)

5'-GGC GGC CTG GAA AGC TGA GAT -3' (FRAG 73) (SEQ. ID NO: 83)

5-GGC GGC CTG GAA AGC TGA GA-3' (FRAG 74) (SEQ. ID NO: 84)

5.GGC GGC CTG GAA AGC TGA G-3' (FRAG 75) (SEQ. ID NO: 85)

5-GGC GGC CTG GAA AGC TGA-3' (FRAG 76) (SEQ. ID NO: 86)

5-GGC GGC CTG GAA AGC TG-3' (FRAG 77) (SEQ. ID NO: 87)

5.GGC GGC CTG GAA AGC T-3' (FRAG 78) (SEQ. ID NO: 88)

5.GGC GGC CTG GAA AGC-3' (FRAG 79) (SEQ. ID NO: 89)

5'GGC GGC CTG GAA AG-3' (FRAG 80) (SEQ. ID NO: 90)

5.GGC GGC CTG GAA A-3 (FRAG 81) (SEQ. ID NO: 91)

5'.GGC GGC CTG GAA-3' (FRAG 82) (SEQ. ID NO: 92)

5'.GGC GGC CTG GA-3 (FRAG 83) (SEQ. ID NO: 93)

5'.GGC GGC CTG G-3' (FRAG 84) (SEQ. ID NO: 94)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 85)
(SEQ. ID NO: 95)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 86)
(SEQ. ID NO: 96)

5'.GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 87)

(SEQ. ID NO: 97)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3 (FRAG 88)
(SEQ. ID NO: 98)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 89)

(SEQ. ID NO: 99)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 90) (SEQ. ID

NO: 100)

§-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 91) (SEQ. ID NO:

101)

5.GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 92) (SEQ. ID NO:

102)

5'.GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 93) (SEQ. ID NO:

103)
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5-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-¥' (FRAG 94) (SEQ. ID NO: 104)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 95) (SEQ. ID NO: 105)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 96) (SEQ. ID NO: 106)

5"-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 97) (SEQ. ID NO: 107)

5"-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-¥ (FRAG 98) (SEQ. ID NO: 108)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 99) (SEQ. ID NO: 109)

5"-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 100) (SEQ. ID NO: 110)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 101) (SEQ. ID NO: 111)

5-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 102) (SEQ. ID NO: 112)

5-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 103) (SEQ. ID NO: 113)

§'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 104) (SEQ. ID NO: 114)

5"-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG C-¥ (FRAG 105) (SEQ. ID NO: 115)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 106) (SEQ. ID NO: 116)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG CG -3 (FRAG 107) (SEQ. ID NO: 117)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 108) (SEQ. ID NO: 118)

5'-GC GGC CTG GAA AGC TGA GAT GGA GGG -3 (FRAG 109) (SEQ. ID NO: 119)

5'-GC GGC CTG GAA AGC TGA GAT GGA GG -3' (FRAG 110) (SEQ. ID NO: 120)

5'-GC GGC CTG GAA AGC TGA GATGGA G -3 (FRAG 111) (SEQ. ID NO: 121)

5.GC GGC CTG GAA AGC TGA GAT GGA -3' (FRAG 112) (SEQ. ID NO: 122)

5"-GC GGC CTG GAA AGC TGA GAT GG -3 (FRAG 113) (SEQ. ID NO: 123)

5'-GC GGC CTG GAA AGC TGA GAT G -3' (FRAG 114) (SEQ. ID NO: 124)

5'-GC GGC CTG GAA AGC TGA GAT -3' (FRAG 115) (SEQ. ID NO: 125)

§'-GC GGC CTG GAA AGC TGA GA-3' (FRAG 116) (SEQ. ID NO: 126)

5'-GC GGC CTG GAA AGC TGA G-3' (FRAG 117) (SEQ. ID NO: 127)

5'-GC GGC CTG GAA AGC TGA-3' (FRAG 118) (SEQ. ID NO: 128)

5'-GC GGC CTG GAA AGC TG-¥ (FRAG 119) (SEQ. ID NO: 129)

5"-GC GGC CTG GAA AGC T-3' (FRAG 120) (SEQ. ID NO: 130)

5'-GC GGC CTG GAA AGC-3' (FRAG 121) (SEQ. ID NO: 131)

5'-GC GGC CTG GAA AG-3' (FRAG 122) (SEQ. ID NO: 132)

5'-GC GGC CTG GAA A-3' (FRAG 123) (SEQ. ID NO: 133)

5'-GC GGC CTG GAA-3 (FRAG 124) (SEQ. ID NO: 134)

5'-GC GGC CTG GA-¥ (FRAG 125) (SEQ. ID NO: 135)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 126)

(SEQ. ID NO: 136)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 127)
(SEQ. ID NO: 137)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 128)

(SEQ. ID NO: 138)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 129)
(SEQ. ID NO: 139)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 130)
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(SEQ. ID NO: 140)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 131) (SEQ. ID NO:

141)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -¥ (FRAG 132) (SEQ. ID NO:

142)

5-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 133) (SEQ. ID NO:

143)

5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 134) (SEQ. ID NO: 144)
5'-C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 135) (SEQ. ID NO: 145)

§'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 136) (SEQ. ID NO: 146)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 137) (SEQ. ID NO: 147)

5'.C. GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 138) (SEQ. ID NO: 148)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 139) (SEQ. ID NO: 149)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 140) (SEQ. ID NO: 150)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 141) (SEQ. ID NO: 151)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3 (FRAG 142) (SEQ. ID NO: 152)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRA 143) (SEQ. ID NO: 153)

5.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 144) (SEQ. ID NO: 154)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG CGG CA-3 (FRAG 145) (SEQ. ID NO: 155)

5'C GGC CTG GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 146) (SEQ. ID NO: 156)

5'C GGC CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 147) (SEQ. ID NO: 157)

5'C GGC CTG GAA AGC TGA GAT GGA GGG CG -3' (FRAG 148) (SEQ. ID NO: 158)

5'.C GGC CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 148) (SEQ. ID NO: 159)

5.C GGC CTG GAA AGC TGA GAT GGA GGG -3' (FRAG 150) (SEQ. ID NO: 160)

5.C GGC CTG GAA AGC TGA GAT GGA GG -3 (FRAG 151) (SEQ. ID NO: 161)

5'-C GGC CTG GAA AGC TGA GAT GGA G -3 (FRAG 152) (SEQ. ID NO: 162)

5'-C GGC CTG GAA AGC TGA GAT GGA -3' (FRAG 153) (SEQ. ID NO: 163)

5'.C GGC CTG GAA AGC TGA GAT GG -3 (FRAG 154) (SEQ. ID NO: 164)

5'C GGC CTG GAA AGC TGA GAT G -3' (FRAG 155) (SEQ. ID NO: 165)

5'-C GGC CTG GAA AGC TGA GAT -3 (FRAG 156) (SEQ. ID NO: 166)

5'-C GGC CTG GAA AGC TGA GA-¥ (FRAG 157) (SEQ. ID NO: 167)

5'-C GGC CTG GAA AGC TGA G-3' (FRAG 158) (SEQ. ID NO: 168)

5'-C GGC CTG GAA AGC TGA-3' (FRAG 159) (SEQ. ID NO: 169)

5'.C GGC CTG GAA AGC TG-3' (FRAG 160) (SEQ. ID NO: 170)

5'-C GGC CTG GAA AGC T-3' (FRAG 161) (SEQ. ID NO: 171)

5'-C GGC CTG GAA AGC-3' (FRAG 162) (SEQ. ID NO: 172)

5'-C GGC CTG GAA AG-3' (FRAG 163) (SEQ. ID NO: 173)

5'-C GGC CTG GAA A-¥ (FRAG 164) (SEQ. ID NO: 174)

5'-C GGC CTG GAA-3' (FRAG 165) (SEQ. ID NO: 175)

5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 166)
(SEQ. ID NO: 176)
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5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 167)
(SEQ. ID NO: 177)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 168)
(SEQ. ID NO: 178)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3'  (FRAG 169)
(SEQ. ID NO: 179)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 170) (SEQ. ID NO:
180)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 171) (SEQ. ID NO:
181)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 172) (SEQ. ID NO:
182)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 173) (SEQ. ID NO: 183)
5- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 174) (SEQ. ID NO: 184)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 175) (SEQ. ID NO: 135)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 176) (SEQ. ID NO: 186)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 177) (SEQ. ID NO: 187)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 178) (SEQ. ID NO: 188)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 179) (SEQ. ID NO: 189)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 180) (SEQ. ID NO: 190)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 181) (SEQ. ID NO: 191)
5- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 182) (SEQ. ID NO: 192)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 183) (SEQ. ID NO: 193)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 184) (SEQ. ID NO: 194)
§'- GGC CTG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 185) (SEQ. ID NO: 195)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 186) (SEQ. ID NO: 196)
5'- GGC CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 187) (SEQ. ID NO: 197)
5'-GGC CTG GAA AGC TGA GAT GGA GGG CG -3' (FRAG 188) (SEQ. ID NO: 198)
5'- GGC CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 189) (SEQ. ID NO: 199)
5'- GGC CTG GAA AGC TGA GAT GGA GGG -3' (FRAG 190) (SEQ. ID NO: 200)
5'- GGC CTG GAA AGC TGA GAT GGA GG -3' (FRAG 191) (SEQ. ID NO: 201)
5'- GGC CTG GAA AGC TGA GATGGA G -3 (FRAG 192) (SEQ. ID NO: 202)
5'- GGC CTG GAA AGC TGA GAT GGA -3 (FRAG 193) (SEQ. ID NO: 203)
5'- GGC CTG GAA AGC TGA GAT GG -3' (FRAG 194) (SEQ. ID NO: 204)
5'- GGC CTG GAA AGC TGA GAT G -3' (FRAG 195) (SEQ. ID NO: 205)
5'- GGC CTG GAA AGC TGA GAT -3 (FRAG 196) (SEQ. ID NO: 206)
5"- GGC CTG GAA AGC TGA GA-3' (FRAG 197) (SEQ. ID NO: 207)
§'- GGC CTG GAA AGC TGA G-3' (FRAG 198) (SEQ. ID NO: 208)
5'- GGC CTG GAA AGC TGA-¥ (FRAG 199) (SEQ. ID NO: 209)
5'- GGC CTG GAA AGC TG-3' (FRAG 200 (SEQ. ID NO: 210)
5'-GGC CTG GAA AGC T-3' (FRAG 201) (SEQ. ID NO: 211)
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5'- GGC CTG GAA AGC-3' (FRAG 202) (SEQ. ID NO: 212)
5'- GGC CTG GAA AG-3' (FRAG 203) (SEQ. ID NO: 213)
5'- GGC CTG GAA A-3' (FRAG 204) (SEQ. ID NO: 214)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 205)
(SEQ. ID NO: 215)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 206)
(SEQ. ID NO: 216)
§'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 207)
(SEQ. ID NO: 217)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 208) (SEQ. ID
NO: 218)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 209) (SEQ. ID NO:
219)
§'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 210) (SEQ. ID NO:
220
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3 (FRAG 211) (SEQ. ID NO:
221)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 212) (SEQ. ID NO: 222)
5"- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 213) (SEQ. ID NO: 223)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 214) (SEQ. ID NO: 224)
5'. GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 215) (SEQ. ID NO: 225)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 216) (SEQ. ID NO: 226)
5'-GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG - (FRAG 217) (SEQ. ID NO: 227)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 218) (SEQ. ID NO: 228)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3 (FRAG 219) (SEQ. ID NO: 229)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 220) (SEQ. ID NO: 230)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -¥ (FRAG 221) (SEQ. ID NO: 231)
5" GC CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 222) (SEQ. ID NO: 232)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 223) (SEQ. ID NO: 233)
5" GC CTG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 224) (SEQ. ID NO: 234)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 225) (SEQ. ID NO: 235)
5'- GC CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 226) (SEQ. ID NO: 236)
§'- GC CTG GAA AGC TGA GAT GGA GGG CG -3' (FRAG 227) (SEQ. ID NO: 237)
5'- GC CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 228) (SEQ. ID NO: 238)
5'- GC CTG GAA AGC TGA GAT GGA GGG -3' (FRAG 229) (SEQ. ID NO: 239)
5'- GC CTG GAA AGC TGA GAT GGA GG -3' (FRAG 230) (SEQ. ID NO: 240)
5"- GC CTG GAA AGC TGA GATGGA G -3' (FRAG 231) (SEQ. ID NO: 241)
5'- GC CTG GAA AGC TGA GAT GGA -3' (FRAG 232) (SEQ. ID NO: 242)
5'- GC CTG GAA AGC TGA GAT GG -3' (FRAG 233) (SEQ. ID NO: 243)
5'- GC CTG GAA AGC TGA GAT G -3' (FRAG 234) (SEQ. ID NO: 244)
5'- GC CTG GAA AGC TGA GAT -3' (FRAG 235) (SEQ. 1D NO: 245)
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5'- GC CTG GAA AGC TGA GA-3' (FRAG 236) (SEQ. ID NO: 246)
5'- GC CTG GAA AGC TGA G-3' (FRAG 237) (SEQ. ID NO: 247)
5'- GC CTG GAA AGC TGA-3' (FRAG 238) (SEQ. ID NO: 248)
5'-GC CTG GAA AGC TG-3' (FRAG 239) (SEQ. ID NO: 249)
§'. GC CTG GAA AGC T-3' (FRAG 240) (SEQ. ID NO: 250)
5' GC CTG GAA AGC-3' (FRAG 241) (SEQ. ID NO: 251)
5'- GC CTG GAA AG-3' (FRAG 242) (SEQ. ID NO: 252)
5. C CTG GAA AGC TGA GAT GG A GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 243)
(SEQ. ID NO: 253)
5. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 244)
(SEQ. ID NO: 254)
§- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 245) (SEQ. ID
NO: 255)
5'. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 246) (SEQ. ID NO:
256)
5. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 247) (SEQ. ID NO:
257)
§'. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 248) (SEQ. ID NO:
258)
5'. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 249) (SEQ. ID NO: 259)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 250) (SEQ. ID NO: 260)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 251) (SEQ. ID NO: 261)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 252) (SEQ. ID NO: 262)
5'. C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 253) (SEQ. ID NO: 263)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 254) (SEQ. ID NO: 264)
5'-C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 255) (SEQ. ID NO: 265)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 256) (SEQ. ID NO: 266)
5'-C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 257) (SEQ. ID NO: 267)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 258) (SEQ. ID NO: 268)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 259) (SEQ. TD NO: 269)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 260) (SEQ. ID NO: 270)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 261) (SEQ. ID NO: 271)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 262) (SEQ. ID NO: 272)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG C-3 (FRAG 263) (SEQ. ID NO: 273)
5'- C CTG GAA AGC TGA GAT GGA GGG CGG -¥ (FRAG 264) (SEQ. ID NO: 274)
5'- C CTG GAA AGC TGA GAT GGA GGG CG -3' (FRAG 265) (SEQ. ID NO: 275)
5'-C CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 266) (SEQ. ID NO: 276)
5'-C CTG GAA AGC TGA GAT GGA GGG -3’ (FRAG 267) (SEQ. ID NO: 277)
§'-C CTG GAA AGC TGA GAT GGA GG -3 (FRAG 268) (SEQ. ID NO: 278)
5'-C CTG GAA AGC TGA GATGGA G -¥ (FRAG 269) (SEQ. ID NO: 279)
5'-C CTG GAA AGC TGA GAT GGA -3' (FRAG 270) (SEQ. ID NO: 280)
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§'- C CTG GAA AGC TGA GAT GG -3' (FRAG 271) (SEQ. ID NO: 281)
§'. C CTG GAA AGC TGA GAT G -3' (FRAG 272) (SEQ. ID NO: 282)

5'- C CTG GAA AGC TGA GAT -¥ (FRAG 273) (SEQ. ID NO: 283)

5" C CTG GAA AGC TGA GA-3' (FRAG 274) (SEQ. ID NO: 284)

5'- C CTG GAA AGC TGA G-3' (FRAG 275) (SEQ. ID NO: 285)

5'. C CTG GAA AGC TGA-3' (FRAG 276) (SEQ. ID NO: 286)

5'. C CTG GAA AGC TG-3' (FRAG 277) (SEQ- ID NO: 287)

5'. C CTG GAA AGC T-3' (FRAG 278) (SEQ. ID NO: 288)

5'. C CTG GAA AGC-3' (FRAG 279) (SEQ. ID NO: 289)

5. CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 280) (SEQ. ID
NO: 290)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 281) (SEQ. ID
NO: 291)

§'. CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 282) (SEQ. ID NO:
292)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 283) (SEQ. ID NO:
293)

5'- CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 284) (SEQ. ID NO:
294)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 285) (SEQ. ID NO: 295)
5'- CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 286) (SEQ. ID NO: 296)
5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3¥' (FRAG 287) (SEQ. ID NO: 297)

5§- CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 288) (SEQ. ID NO: 298)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 289) (SEQ. ID NO: 299)

5. CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 290) (SEQ. ID NO: 300)

5. CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 291) (SEQ. ID NO: 301)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 292) (SEQ. ID NO: 302)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 293) (SEQ- ID NO: 303)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 294) (SEQ. ID NO: 304)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 295) (SEQ. ID NO: 305)

5 CTG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 296) (SEQ. ID NO: 306)

§- CTG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 297) (SEQ. ID NO: 307)

5. CTG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 298) (SEQ. ID NO: 308)

§- CTG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 299) (SEQ. ID NO: 309)

5. CTG GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 300) (SEQ. ID NO: 310)

5§ CTG GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 301) (SEQ. ID NO: 311)

5- CTG GAA AGC TGA GAT GGA GGG CG -3 (FRAG 302) (SEQ. ID NO: 312)

5. CTG GAA AGC TGA GAT GGA GGG C -3' (FRAG 303) (SEQ. ID NO: 313)

5. CTG GAA AGC TGA GAT GGA GGG -3 (FRAG 304) (SEQ. ID NO: 314)

§- CTG GAA AGC TGA GAT GGA GG -3' (FRAG 305) (SEQ. D NO: 315)

5 CTG GAA AGC TGA GATGGA G -3’ (FRAG 306) (SEQ. ID NO: 316)
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5. CTG GAA AGC TGA GAT GGA -3' (FRAG 307) (SEQ. ID NO: 317)
5. CTG GAA AGC TGA GAT GG -3' (FRAG 308) (SEQ. ID NO: 318)

5= CTG GAA AGC TGA GAT G -3' (FRAG 309) (SEQ. ID NO: 319)

5 CTG GAA AGC TGA GAT -3 (FRAG 310) (SEQ. ID NO: 320)

5= CTG GAA AGC TGA GA-3' (FRAG 311) (SEQ. ID NO: 321)

5- CTG GAA AGC TGA G-3' (FRAG 312) (SEQ. ID NO: 322)

5- CTG GAA AGC TGA-3' (FRAG 313) (SEQ. ID NO: 323)

5. CTG GAA AGC TG-3 (FRAG 314) (SEQ. ID NO: 324)

5 CTG GAA AGC T-3' (FRAG 315) (SEQ. ID NO: 325)

5'- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 316) (SEQ. ID
NO: 326)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 317) (SEQ. ID NO:
327)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 318) (SEQ. ID NO:
328)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 319) (SEQ. ID NO:
329)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 320) (SEQ. ID NO: 330)
5§- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 321) (SEQ. ID NO: 331)
5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 322) (SEQ. ID NO: 332)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 323) (SEQ. ID NO: 333)

5- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 324) (SEQ. ID NO: 334)

5- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 325) (SEQ. ID NO: 335)

5. TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 326) (SEQ. ID NO: 336)

§'- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 327) (SEQ. ID NO: 337)

5'- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 328) (SEQ. ID NO: 338)

5'- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 329) (SEQ. ID NO: 339)

5- TG GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 330) (SEQ. ID NO: 340)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 331) (SEQ. ID NO: 341)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 332) (SEQ. ID NO: 342)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 333) (SEQ. ID NO: 343)

5 TG GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 334) (SEQ. ID NO: 344)

5§ TG GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 335) (SEQ. ID NO: 345)

5§ TG GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 336) (SEQ. ID NO: 346)

5- TG GAA AGC TGA GAT GGA GGG CGG -3 (FRAG 337) (SEQ. ID NO: 347)

5- TG GAA AGC TGA GAT GGA GGG CG -3' (FRAG 338) (SEQ. [D NO: 348)

- TG GAA AGC TGA GAT GGA GGG C -3' (FRAG 339) (SEQ. ID NO: 349)

5'- TG GAA AGC TGA GAT GGA GGG  -¥ (FRAG 340) (SEQ. ID NO: 350)

5'- TG GAA AGC TGA GAT GGA GG -3' (FRAG 341) (SEQ. ID NO: 351)

5'- TG GAA AGCTGA GATGGA G -3 (FRAG 342) (SEQ. ID NO: 352)

5 TG GAA AGC TGA GAT GGA -3' (FRAG 343) (SEQ. ID NO: 353)
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5. TG GAA AGC TGA GAT GG -3' (FRAG 344) (SEQ. ID NO: 354)

5. TG GAA AGC TGA GAT G -3 (FRAG 345) (SEQ. ID NO: 355)

§. TG GAA AGC TGA GAT -3’ (FRAG 346) (SEQ. ID NO: 356)

5. TG GAA AGC TGA GA-3' (FRAG 347) (SEQ. ID NO: 357)

5. TG GAA AGC TGA G-3' (FRAG 348) (SEQ. ID NO: 358)

5. TG GAA AGC TGA-3' (FRAG 349) (SEQ. ID NO: 359)

5. TG GAA AGC TG-3 (FRAG 350) (SEQ. ID NO: 360)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3 (FRAG 351) (SEQ. ID NO:
361)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 352} (SEQ. ID NO:
362)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 353) (SEQ. ID NO:
363)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 354) (SEQ. ID NO:
364)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3 (FRAG 355) (SEQ. ID NO: 365)
§- G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 356) (SEQ. ID NO: 366)
5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3 (FRAG 357) (SEQ. ID NO: 367)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 358) (SEQ. ID NO: 368)

§- G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-¥ (FRAG 359) (SEQ. ID NO: 369)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 360) (SEQ. ID NO: 370)

5 G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 361) (SEQ. ID NO: 371)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 362) (SEQ. ID NO: 372)

5 G GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 363) (SEQ. ID NO: 373)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 364) (SEQ. ID NO: 374)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 365) (SEQ. ID NO: 375)

5. G GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 366) (SEQ. ID NO: 376)

5 G GAA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 367) (SEQ. ID NO: 377)

5 G GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 368) (SEQ. ID NO: 378)

5 G GAA AGC TGA GAT GGA GGG CGG CAT -3 (FRAG 369) (SEQ. ID NO: 379)

5 G GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 370) (SEQ. ID NO: 380)

5. G GAA AGC TGA GAT GGA GGG CGG C-¥ (FRAG 371) (SEQ. ID NO: 381)

5 G GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 372) (SEQ. ID NO: 382)

5 G GAA AGC TGA GAT GGA GGG CG -3' (FRAG 373) (SEQ. ID NO: 383)

5 G GAA AGC TGA GAT GGA GGG C -3' (FRAG 374) (SEQ. ID NO: 384)

5" G GAA AGC TGA GAT GGA GGG  -3' (FRAG 375) (SEQ. ID NO: 385)

5. G GAA AGC TGA GATGGA GG -3’ (FRAG 376) (SEQ. ID NO: 386)

5. G GAA AGC TGA GATGGA G -3 (FRAG 377) (SEQ. ID NO: 387)

§- G GAA AGC TGA GAT GGA -3' (FRAG 378) (SEQ. ID NO: 388)

§- G GAA AGC TGA GAT GG -3' (FRAG 379) (SEQ. D NO: 389)

5. G GAA AGC TGA GAT G -3' (FRAG 380) (SEQ. ID NO: 390)
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G GAA AGC TGA GAT -3' (FRAG 381) (SEQ. ID NO: 391)
G GAA AGC TGA GA-3' (FRAG 382) (SEQ. ID NO: 392)
G GAA AGC TGA G-3' (FRAG 383) (SEQ. ID NO: 393)
G GAA AGC TGA-3' (FRAG 384) (SEQ. ID NO: 394)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 385) (SEQ. ID
395)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3 (FRAG 386) (SEQ. ID NO:

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 387) (SEQ. ID NO:

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 388) (SEQ. ID NO: 398)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 389) (SEQ. ID NO: 399)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 390) (SEQ. ID NO: 400)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 391) (SEQ. ID NO: 401)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 392) (SEQ. ID NO: 402)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 393} (SEQ. ID NO: 403)
GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 394) (SEQ. ID NO: 404)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 395) (SEQ. ID NO: 405)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 396) (SEQ. ID NO: 406)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 397) (SEQ. ID NO: 407)

GAA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 398) (SEQ. ID NO: 408)

GAA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 399) (SEQ. ID NO: 409)

GAA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 400) (SEQ. ID NO: 410)

GAA AGC TGA GAT GGA GGG CGG CAT GG -3 (FRAG 401) (SEQ. ID NO: 411)

GAA AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 402) (SEQ. ID NO: 412)

GAA AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 403) (SEQ. ID NO: 413)

GAA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 404) (SEQ. ID NO: 414)

GAA AGC TGA GAT GGA GGG CGG C-3' (FRAG 405) (SEQ. ID NO: 415)

GAA AGC TGA GAT GGA GGG CGG -3' (FRAG 406) (SEQ. ID NO: 416)

GAA AGC TGA GAT GGA GGG CG -3' (FRAG 407) (SEQ. ID NO: 417)

GAA AGC TGA GAT GGA GGG C -3' (FRAG 408) (SEQ. ID NO: 418)

GAA AGC TGA GAT GGA GGG -3' (FRAG 409) (SEQ. ID NO: 419)

GAA AGC TGA GAT GGA GG -3 (FRAG 410) (SEQ. ID NO: 420)

GAA AGC TGA GATGGA G -3 (FRAG 411) (SEQ. ID NO: 421)

GAA AGC TGA GAT GGA -3' (FRAG 412) (SEQ. ID NO: 422)

GAA AGC TGA GAT GG -3' (FRAG 413) (SEQ. ID NO: 423)

GAA AGC TGA GAT G -3' (FRAG 413) (SEQ. ID NO: 424)

GAA AGC TGA GAT -3 (FRAG 415) (SEQ. ID NO: 425)

GAA AGC TGA GA-3' (FRAG 416) (SEQ. ID NO: 426)

GAA AGC TGA G-3' (FRAG 417) (SEQ. ID NO: 427)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 418) (SEQ. ID NO:
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428)

429)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 419) (SEQ. ID NO:

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 420) (SEQ. ID NO: 430)
AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 421) (SEQ. ID NO: 431)
AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 422) (SEQ. ID NO: 432)
AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 423) (SEQ. ID NO: 433)
AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3(FRAG 424) (SEQ. ID NO: 434)
AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-¥ (FRAG 425) (SEQ. ID NO: 435)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 426) (SEQ. ID NO: 436)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 427) (SEQ. ID NO: 437)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 428) (SEQ. ID NO: 438)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 429) (SEQ. ID NO: 439)

AA AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 430) (SEQ. ID NO: 440)

AA AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 431) (SEQ. ID NO: 441)

AA AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 432) (SEQ. ID NO: 442)

AA AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 433) (SEQ. ID NO: 443)

AA AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 434) (SEQ. ID NO: 444)

AA AGC TGA GAT GGA GGG CGG CAT G -3 (FRAG 435) (SEQ. ID NO: 445)

AA AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 436) (SEQ. ID NO: 446)

AA AGC TGA GAT GGA GGG CGG CA-3' (FRAG 437) (SEQ. ID NO: 447)

AA AGC TGA GAT GGA GGG CGG C-3' (FRAG 438) (SEQ. ID NO: 448)

AA AGC TGA GAT GGA GGG CGG -3' (FRAG 439) (SEQ. ID NO: 449)

AA AGC TGA GAT GGA GGG CG -3' (FRAG 440) (SEQ. ID NO: 450)

AA AGC TGA GAT GGA GGG C -3' (FRAG 441) (SEQ. ID NO: 451)

AA AGC TGA GAT GGA GGG -3’ (FRAG 442) (SEQ. ID NO: 452)

AA AGC TGA GAT GGA GG  -3' (FRAG 443) (SEQ. ID NO: 453)

AA AGC TGA GATGGA G -3' (FRAG 444) (SEQ. ID NO: 454)

AA AGC TGA GAT GGA -3 (FRAG 445) (SEQ. ID NO: 455)

AA AGC TGA GAT GG -3' (FRAG 446) (SEQ. ID NO: 456)

AA AGC TGA GAT G -3' (FRAG 447) (SEQ. ID NO: 457)

AA AGC TGA GAT -3' (FRAG 448) (SEQ. ID NO: 458)

AA AGC TGA GA-3' (FRAG 449) (SEQ. ID NO: 459)

A AGC TGA GAT GGA GGG CG G CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 450) (SEQ. ID NO:

A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 451) (SEQ. ID NO: 461)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 452) (SEQ. ID NO: 462)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 453) (SEQ. ID NO: 463)

A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 454) (SEQ. ID NO: 464)

A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 455) (SEQ. ID NO: 465)

A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 456) (SEQ. ID NO: 466)
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A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 457) (SEQ. ID NO: 467)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 458) (SEQ. ID NO: 468)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-¥ (FRAG 459) (SEQ. ID NO: 469)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3 (FRAG 460) (SEQ. ID NO: 470)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 461) (SEQ. ID NO: 471)
A AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 462) (SEQ. ID NO: 472)
A AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 463) (SEQ. ID NO: 473)
A AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 464) (SEQ. ID NO: 474)
A AGC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 465) (SEQ. ID NO: 475)
A AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 466) (SEQ. ID NO: 476)
A AGC TGA GAT GGA GGG CGG CAT G -¥ (FRAG 467) (SEQ. ID NO: 477)
A AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 468) (SEQ. ID NO: 478)
A AGC TGA GAT GGA GGG CGG CA-3' (FRAG 469) (SEQ. ID NO: 479)
A AGC TGA GAT GGA GGG CGG C-3' (FRAG 470) (SEQ. ID NO: 480)
A AGC TGA GAT GGA GGG CGG -3' (FRAG 471) (SEQ. ID NO: 481)
A AGC TGA GAT GGA GGG CG -3' (FRAG 472) (SEQ. ID NO: 482)
A AGC TGA GAT GGA GGG C -3 (FRAG 473) (SEQ. ID NO: 483)
A AGC TGA GAT GGA GGG -3' (FRAG 474) (SEQ. ID NO: 484)
A AGC TGA GAT GGA GG -3 (FRAG 475) (SEQ. ID NO: 485)
A AGC TGA GATGGA G  -3' (FRAG 476) (SEQ. ID NO: 486)
A AGC TGA GAT GGA -3' (FRAG 477) (SEQ. ID NO: 487)
A AGC TGA GAT GG -3' (FRAG 478) (SEQ. ID NO: 488)
A AGC TGA GAT G -3' (FRAG 479) (SEQ. ID NO: 489)
A AGC TGA GAT -3' (FRAG 480) (SEQ. ID NO: 490)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 481) (SEQ. ID NO:

AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 482) (SEQ. ID NO: 492)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 483) (SEQ. ID NO: 493)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 484) (SEQ. ID NO: 494)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-¥ (FRAG 485) (SEQ. ID NO: 495)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 486) (SEQ. ID NO: 496)
AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3 (FRAG 487) (SEQ. ID NO: 497)

AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 488) (SEQ. ID NO: 498)

AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 489) (SEQ. ID NO: 499)

AGC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 490) (SEQ. ID NO: 500)

AGC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 491) (SEQ. ID NO: 501)

AGC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 492) (SEQ. ID NO: 502)

AGC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 493) (SEQ. ID NO: 503)

AGC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 494) (SEQ. ID NO: 504)

AGC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 495) (SEQ. ID NO: 505)

AGC TGA GAT GGA GGG CGG CAT GGC -¥ (FRAG 496) (SEQ. ID NO: 506)
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AGC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 497) (SEQ. ID NO: 507)
AGC TGA GAT GGA GGG CGG CAT G -3' (FRAG 498) (SEQ. ID NO: 508)

AGC TGA GAT GGA GGG CGG CAT -3' (FRAG 499) (SEQ. ID NO: 509)

AGC TGA GAT GGA GGG CGG CA-3' (FRAG 500) (SEQ. ID NO: 510)

AGC TGA GAT GGA GGG CGG C-3' (FRAG 501) (SEQ. ID NO: 511)

AGC TGA GAT GGA GGG CGG -3' (FRAG 502) (SEQ. ID NO: 512)

AGC TGA GAT GGA GGG CG -3 (FRAG 503) (SEQ. ID NO: 513)

AGC TGA GAT GGA GGG C -3' (FRAG 504) (SEQ. ID NO: 514)

AGC TGA GAT GGA GGG -3' (FRAG 505) (SEQ. ID NO: 515)

AGC TGA GATGGA GG -3' (FRAG 506) (SEQ. ID NO: 516)

AGC TGA GATGGA G  -3' (FRAG 507) (SEQ. ID NO: 517)

AGC TGA GAT GGA -3' (FRAG 508) (SEQ. ID NO: 518)

AGC TGA GAT GG -3' (FRAG 509) (SEQ. ID NO: 519)

AGC TGA GAT G -3' (FRAG 510) (SEQ. ID NO: 520)

GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 511) (SEQ. ID NO: 521)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 512) (SEQ. ID NO: 522)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3 (FRAG 513) (SEQ. ID NO: 523)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 514) (SEQ. ID NO: 524)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-¥ (FRAG 515) (SEQ. ID NO: 525)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 516) (SEQ. ID NO: 526)
GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 517) (SEQ. ID NO: 527)

GC TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 518) (SEQ. ID NO: 528)

GC TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 519) (SEQ. ID NO: 529)

GC TGA GAT GGA GGG CGG CAT GGC GGG CAC-3 (FRAG 520) (SEQ. ID NO: 530)

GC TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 521) (SEQ. ID NO: 531)

GC TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 522) (SEQ. ID NO: 532)

GC TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 523) (SEQ. ID NO: 533)

GC TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 524) (SEQ. ID NO: 534)

GC TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 525) (SEQ. ID NO: 535)

GC TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 526) (SEQ. ID NO: 536)

GC TGA GAT GGA GGG CGG CAT GG -3' (FRAG 527) (SEQ. ID NO: 537)

GC TGA GAT GGA GGG CGG CAT G -3' (FRAG 528) (SEQ. ID NO: 538)

GC TGA GAT GGA GGG CGG CAT -3 (FRAG 529) (SEQ. ID NO: 539)

GC TGA GAT GGA GGG CGG CA-3¥ (FRAG 530) (SEQ. ID NO: 540)

GC TGA GAT GGA GGG CGG C-3' (FRAG 531) (SEQ. ID NO: 541)

GC TGA GAT GGA GGG CGG -3' (FRAG 532) (SEQ. ID NO: 542)

GC TGA GAT GGA GGG CG -3 (FRAG 533) (SEQ. ID NO: 543)

GC TGA GAT GGA GGG C -3 (FRAG 534) (SEQ. ID NO: 544)

GC TGA GAT GGA GGG -3 (FRAG 535) (SEQ. ID NO: 545)

GC TGA GATGGA GG -3' (FRAG 536) (SEQ. ID NO: 546)

GCTGA GATGGA G -3' (FRAG 537) (SEQ. ID NO: 547)
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GC TGA GAT GGA -3' (FRAG 538) (SEQ. ID NO: 548)

GC TGA GAT GG -3' (FRAG 539) (SEQ. ID NO: 549)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 540) (SEQ. ID NO: 550)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 541) (SEQ. ID NO: 551)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 542) (SEQ. ID NO: 552)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 543) (SEQ. ID NO: 553)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 544) (SEQ. ID NO: 554)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 545) (SEQ. ID NO: 555)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 546) (SEQ. ID NO: 556)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 547) (SEQ. ID NO: 557)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 548) (SEQ. ID NO: 558)

C TGA GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 549) (SEQ. ID NO: 559)

C TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 550) (SEQ. ID NO: 560)

C TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 551) (SEQ. ID NO: 561)

C TGA GAT GGA GGG CGG CAT GGC GGG -3 (FRAG 552) (SEQ. ID NO: 562)

C TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 553) (SEQ. ID NO: 563)

C TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 554) (SEQ. ID NO: 564)

C TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 555) (SEQ. ID NO: 565)

C TGA GAT GGA GGG CGG CAT GG -3 (FRAG 556) (SEQ. ID NO: 566)

C TGA GAT GGA GGG CGG CAT G -3' (FRAG 557) (SEQ. ID NO: 567)

C TGA GAT GGA GGG CGG CAT -3 (FRAG 558) (SEQ. ID NO: 568)

C TGA GAT GGA GGG CGG CA-3' (FRAG 559) (SEQ. ID NO: 569)

C TGA GAT GGA GGG CGG C-3' (FRAG 560) (SEQ. ID NO: 570)

C TGA GAT GGA GGG CGG -3' (FRAG 561) (SEQ. ID NO: 571)

C TGA GAT GGA GGG CG -3' (FRAG 562) (SEQ. ID NO: 572)

C TGA GAT GGA GGG C -3 (FRAG 563) (SEQ. ID NO: 573)

C TGA GAT GGA GGG -3 (FRAG 564) (SEQ. ID NO: 574)

C TGA GAT GGA GG  -3' (FRAG 565) (SEQ. ID NO: 575)

CTGA GATGGA G -3' (FRAG 566) (SEQ. ID NO: 576)

C TGA GAT GGA -3 (FRAG 567) (SEQ. ID NO: 577)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 568) (SEQ. ID NO: 578)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 569) (SEQ. ID NO: 579)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 570) (SEQ. ID NO: 580)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 571) (SEQ. ID NO: 581)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3 (FRAG 572) (SEQ. ID NO: 582)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 573) (SEQ. ID NO: 583)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3 (FRAG 574) (SEQ. ID NO: 584)
TGA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 575) (SEQ. ID NO: 585)
TGA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 576) (SEQ. ID NO: 586)
TGA GAT GGA GGG CGG CAT GGC GGG CAC-3 (FRAG 577) (SEQ. ID NO: 587)
TGA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 578) (SEQ. ID NO: 588)
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TGA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 579) (SEQ. ID NO: 589)
TGA GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 580) (SEQ. ID NO: 590)

TGA GAT GGA GGG CGG CAT GGC GG-3' (FRAG 581) (SEQ. ID NO: 591)

TGA GAT GGA GGG CGG CAT GGC G-3' (FRAG 582) (SEQ. ID NO: 592)

TGA GAT GGA GGG CGG CAT GGC -3' (FRAG 583) (SEQ. ID NO: 593)

TGA GAT GGA GGG CGG CAT GG -3' (FRAG 584) (SEQ. ID NO: 594)

TGA GAT GGA GGG CGG CAT G -3' (FRAG 585) (SEQ. ID NO: 595)

TGA GAT GGA GGG CGG CAT -3' (FRAG 586) (SEQ. ID NO: 596)

TGA GAT GGA GGG CGG CA-3 (FRAG 587) (SEQ. ID NO: 597)

TGA GAT GGA GGG CGG C-3' (FRAG 588) (SEQ. ID NO: 598)

TGA GAT GGA GGG CGG -3' (FRAG 589) (SEQ. ID NO: 599)

TGA GAT GGA GGG CG -3' (FRAG 590) (SEQ. ID NO: 600)

TGA GAT GGA GGG C -3' (FRAG 591) (SEQ. ID NO: 601)

TGA GAT GGA GGG -3' (FRAG 592) (SEQ. ID NO: 602)

TGA GAT GGA GG -3' (FRAG 593) (SEQ. ID NO: 603)

TGAGATGGAG -3 (FRAG 594) (SEQ. ID NO: 604)

GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-¥ (FRAG 595) (SEQ. ID NO: 605)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 596) (SEQ. ID NO: 606)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 597) (SEQ. ID NO: 607)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 598) (SEQ. ID NO: 608)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 599) (SEQ. ID NO: 609)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 600) (SEQ. ID NO: 610)
GA GAT GGA GGG CGG CAT GGC GGG CAC AGG -3 (FRAG 601) (SEQ. ID NO: 611)

GA GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 602) (SEQ. ID NO: 612)

GA GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 603) (SEQ. ID NO: 613)

GA GAT GGA GGG CGG CAT GGC GGG CAC-¥ (FRAG 604) (SEQ. ID NO: 614)

GA GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 605) (SEQ. ID NO: 615)

GA GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 606) {SEQ. ID NO: 616)

GA GAT GGA GGG CGG CAT GGC GGG -3 (FRAG 607) (SEQ. ID NO: 617)

GA GAT GGA GGG CGG CAT GGC GG-3 (FRAG 608) (SEQ. ID NO: 618)

GA GAT GGA GGG CGG CAT GGC G-3' (FRAG 609) (SEQ. ID NO: 619)

GA GAT GGA GGG CGG CAT GGC -3' (FRAG 610) (SEQ. ID NO: 620)

GA GAT GGA GGG CGG CAT GG -3' (FRAG 611) (SEQ. ID NO: 621)

GA GAT GGA GGG CGG CAT G -3' (FRAG 612) (SEQ. ID NO: 622)

GA GAT GGA GGG CGG CAT -3' (FRAG 613) (SEQ. ID NO: 623)

GA GAT GGA GGG CGG CA-3' (FRAG 614) (SEQ. ID NO: 624)

GA GAT GGA GGG CGG C-3' (FRAG 615) (SEQ. ID NO: 625)

GA GAT GGA GGG CGG -3' (FRAG 616) (SEQ. ID NO: 626)

GA GAT GGA GGG CG -3' (FRAG 617) (SEQ. ID NO: 627)

GA GAT GGA GGG C -3 (FRAG 618) (SEQ. ID NO: 628)

GA GAT GGA GGG -3' (FRAG 619) (SEQ. ID NO: 629)
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GA GAT GGA GG -3' (FRAG 620) (SEQ. ID NO: 630)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 621) (SEQ. ID NO: 631)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 622) (SEQ. ID NO: 632)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 623) (SEQ. ID NO: 633)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 624) (SEQ. ID NO: 634)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3¥' (FRAG 625) (SEQ. ID NO: 635)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 626) (SEQ. ID NO: 636)
A GAT GGA GGG CGG CAT GGC GGG CAC AGG -¥ (FRAG 627) (SEQ. ID NO: 637)
A GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 628) (SEQ. ID NO: 638)
A GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 629) (SEQ. ID NO: 639)
A GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 630) (SEQ. ID NO: 640)
A GAT GGA GGG CGG CAT GGC GGG CA-3¥' (FRAG 631) (SEQ. ID NO: 641)
A GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 632) (SEQ. ID NO: 642)
A GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 633) (SEQ. ID NO: 643)
A GAT GGA GGG CGG CAT GGC GG-3' (FRAG 634) (SEQ. ID NO: 644)
A GAT GGA GGG CGG CAT GGC G-3' (FRAG 635) (SEQ. ID NO: 645)
A GAT GGA GGG CGG CAT GGC -3' (FRAG 636) (SEQ. ID NO: 646)
A GAT GGA GGG CGG CAT GG -3' (FRAG 637) (SEQ. ID NO: 647)
A GAT GGA GGG CGG CAT G -3' (FRAG 638) (SEQ. ID NO: 648)
A GAT GGA GGG CGG CAT -3' (FRAG 639) (SEQ. ID NO: 649)
A GAT GGA GGG CGG CA-3' (FRAG 640) (SEQ. ID NO: 650)
A GAT GGA GGG CGG C-3' (FRAG 641) (SEQ. ID NO: 651)
A GAT GGA GGG CGG -3 (FRAG 642) (SEQ. ID NO: 652)
A GAT GGA GGG CG -3' (FRAG 643) (SEQ. ID NO: 653)
A GAT GGA GGG C -3 (FRAG 644) (SEQ. ID NO: 654)
A GAT GGA GGG -3' (FRAG 645) (SEQ. ID NO: 655)
GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 646) (SEQ. ID NO: 656)
GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 647) (SEQ. ID NO: 657)
GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 648) (SEQ. ID NO: 658)
GAT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 649) (SEQ. ID NO: 659)
GAT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 650) (SEQ. ID NO: 660)
GAT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 651) (SEQ. ID NO: 661)
GAT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 652) (SEQ. ID NO: 662)
GAT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 653) (SEQ. ID NO: 663)
GAT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 654) (SEQ. ID NO: 664)
GAT GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 655) (SEQ. ID NO: 665)
GAT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 656) (SEQ. ID NO: 666)
GAT GGA GGG CGG CAT GGC GGG C-3' (FRAG 657) (SEQ. 1D NO: 667)
GAT GGA GGG CGG CAT GGC GGG -3' (FRAG 658) (SEQ. ID NO: 668)
GAT GGA GGG CGG CAT GGC GG-¥ (FRAG 659) (SEQ. ID NO: 669)
GAT GGA GGG CGG CAT GGC G-3' (FRAG 660) (SEQ. ID NO: 670)
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GAT GGA GGG CGG CAT GGC -3' (FRAG 661) (SEQ. ID NO: 671)
GAT GGA GGG CGG CAT GG -3' (FRAG 662) (SEQ. ID NO: 672)

GAT GGA GGG CGG CAT G -3' (FRAG 663) (SEQ. ID NO: 673)

GAT GGA GGG CGG CAT -3' (FRAG 664) (SEQ. ID NO: 674)

GAT GGA GGG CGG CA-3' (FRAG 665) (SEQ. ID NO: 675)

GAT GGA GGG CGG C-3' (FRAG 666) (SEQ. ID NO: 676)

GAT GGA GGG CGG -3' (FRAG 667) (SEQ. ID NO: 677)

GAT GGA GGG CG -3' (FRAG 668) (SEQ. ID NO: 678)

GAT GGA GGG C -3 (FRAG 669) (SEQ. ID NO: 679)

AT GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 670) (SEQ. ID NO: 680)
AT GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 671) (SEQ. ID NO: 681)
AT GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 672) (SEQ. ID NO: 682)
AT GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 673) (SEQ. ID NO: 683)
AT GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 674) (SEQ. ID NO: 684)

AT GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 675) (SEQ. ID NO: 685)

AT GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 676) (SEQ. ID NO: 686)

AT GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 677) (SEQ. ID NO: 687)

AT GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 678) (SEQ. ID NO: 688)

AT GGA GGG CGG CAT GGC GGG CAC-3 (FRAG 679) (SEQ. ID NO: 689)

AT GGA GGG CGG CAT GGC GGG CA-3' (FRAG 680) (SEQ. ID NO: 690)

AT GGA GGG CGG CAT GGC GGG C-3' (FRAG 681) (SEQ. ID NO: 691)

AT GGA GGG CGG CAT GGC GGG -3' (FRAG 682) (SEQ. ID NO: 692)

AT GGA GGG CGG CAT GGC GG-3' (FRAG 683) (SEQ. ID NO: 693)

AT GGA GGG CGG CAT GGC G-3' (FRAG 684) (SEQ. ID NO: 694)

AT GGA GGG CGG CAT GGC -3' (FRAG 685) (SEQ. ID NO: 695)

AT GGA GGG CGG CAT GG -3 (FRAG 686) (SEQ. ID NO: 696)

AT GGA GGG CGG CAT G -3' (FRAG 687) (SEQ. ID NO: 697)

AT GGA GGG CGG CAT -3 (FRAG 688) (SEQ. ID NO: 698)

AT GGA GGG CGG CA-3' (FRAG 689) (SEQ. ID NO: 699)

AT GGA GGG CGG C-3' (FRAG 690) (SEQ. ID NO: 700)

AT GGA GGG CGG -3' (FRAG 691) (SEQ. ID NO: 701)

AT GGA GGG CG -3’ (FRAG 692) (SEQ. ID NO: 702)

T GGA GGG CGG CAT GGC GGG  CAC AGG CTG GGC-3' (FRAG 693) (SEQ. ID NO: 703)
T GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 694) (SEQ. ID NO: 704)
T GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 695) (SEQ. ID NO: 705)
T GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 696) (SEQ. ID NO: 706)

T GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 697) (SEQ. ID NO: 707)

T GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 698) (SEQ. ID NO: 708)

T GGA GGG CGG CAT GGC GGG CAC'AGG -3' (FRAG 699) (SEQ. ID NO: 709)

T GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 700) (SEQ. ID NO: 710)

T GGA GGG CGG CAT GGC GGG CAC A-3' (FRAG 701) (SEQ. ID NO: 711)
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T GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 702) (SEQ. ID NO: 712)
T GGA GGG CGG CAT GGC GGG CA-3' (FRAG 703) (SEQ. ID NO: 713)
T GGA GGG CGG CAT GGC GGG C-3' (FRAG 704) (SEQ. ID NO: 714)
T GGA GGG CGG CAT GGC GGG -3' (FRAG 705) (SEQ. ID NO: 715)
T GGA GGG CGG CAT GGC GG-3' (FRAG 706) (SEQ. ID NO: 716)
T GGA GGG CGG CAT GGC G-3' (FRAG 707) (SEQ. ID NO: 717)
T GGA GGG CGG CAT GGC -3 (FRAG 708) (SEQ. ID NO: 718)
T GGA GGG CGG CAT GG -3' (FRAG 709} (SEQ. ID NO: 719)
T GGA GGG CGG CAT G -3' (FRAG 710) (SEQ. ID NO: 720)
T GGA GGG CGG CAT -3 (FRAG 711) (SEQ. ID NO: 721)
T GGA GGG CGG CA-3' (FRAG 712) (SEQ. ID NO: 722)
T GGA GGG CGG C-3' (FRAG 713) (SEQ. ID NO: 723)
T GGA GGG CGG -3' (FRAG 714) (SEQ. ID NO: 724)
GGA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 715) (SEQ. ID NO: 725)
GGA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 716) (SEQ. ID NO: 726)
GGA GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 717) (SEQ. ID NO: 727)
GGA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 718) (SEQ. ID NO: 728)
GGA GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 719) (SEQ. ID NO: 729)
GGA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 720) (SEQ. ID NO: 730)
GGA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 721) (SEQ. ID NO: 731)
GGA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 722) (SEQ. ID NO: 732)
GGA GGG CGG CAT GGC GGG CAC A-¥ (FRAG 723) (SEQ. ID NO: 733)
GGA GGG CGG CAT GGC GGG CAC-3' (FRAG 724) (SEQ. ID NO: 734)
GGA GGG CGG CAT GGC GGG CA-3' (FRAG 725) (SEQ. ID NO: 735)
GGA GGG CGG CAT GGC GGG C-3' (FRAG 726) (SEQ. ID NO: 736)
GGA GGG CGG CAT GGC GGG -3' (FRAG 727) (SEQ. ID NO: 737)
GGA GGG CGG CAT GGC GG-3' (FRAG 728) (SEQ. ID NO: 738)
GGA GGG CGG CAT GGC G-3' (FRAG 729) (SEQ. ID NO: 739)
GGA GGG CGG CAT GGC -3' (FRAG 730) (SEQ. ID NO: 740)
GGA GGG CGG CAT GG -3' (FRAG 731) (SEQ. ID NO: 741)
GGA GGG CGG CAT G -3 (FRAG 732) (SEQ. ID NO: 742)
GGA GGG CGG CAT -3' (FRAG 733) (SEQ. ID NO: 743)
GGA GGG CGG CA-3' (FRAG 734) (SEQ. [D NO: 744)
GGA GGG CGG C-3' (FRAG 735) (SEQ. ID NO: 745)
GA GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 736) (SEQ. ID NO: 746)
GA GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 737) (SEQ. ID NO: 747)
GA GGG CGG CAT GGC GGG CAC AGG CTG G-3 (FRAG 738) (SEQ. ID NO: 748)
GA GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 739) (SEQ. ID NO: 749)
GA GGG CGG CAT GGC GGG CAC AGG CT-3 (FRAG 740) (SEQ. ID NO: 750)
GA GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 741) (SEQ. ID NO: 751)
GA GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 742) (SEQ. ID NO: 752)
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GA GGG CGG CAT GGC GGG CAC AG-3' (FRAG 743) (SEQ. ID NO: 753)
GA GGG CGG CAT GGC GGG CAC A-3 (FRAG 744) (SEQ. ID NO: 754)
GA GGG CGG CAT GGC GGG CAC-3' (FRAG 745) (SEQ. ID NO: 755)
GA GGG CGG CAT GGC GGG CA-3 (FRAG 746) (SEQ. ID NO: 756)
GA GGG CGG CAT GGC GGG C-3' (FRAG 747) (SEQ. ID NO: 757)
GA GGG CGG CAT GGC GGG -3' (FRAG 748) (SEQ. ID NO: 758)
GA GGG CGG CAT GGC GG-3 (FRAG 749) (SEQ. ID NO: 759)
GA GGG CGG CAT GGC G-3' (FRAG 750) (SEQ. ID NO: 760)
GA GGG CGG CAT GGC -3' (FRAG 751) (SEQ. ID NO: 761)
GA GGG CGG CAT GG -3' (FRAG 752) (SEQ. ID NO: 762)
GA GGG CGG CAT G -3 (FRAG 753) (SEQ. ID NO: 763)
GA GGG CGG CAT -3' (FRAG 754) (SEQ. ID NO: 764)
GA GGG CGG CA-3' (FRAG 755) (SEQ. ID NO: 765)
A GGG CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 756) (SEQ. ID NO: 766)
A GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 757) (SEQ. ID NO: 767)
A GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 758) (SEQ. ID NO: 768)
A GGG CGG CAT GGC GGG CAC AGG CTG -3 (FRAG 759) (SEQ. ID NO: 769)
A GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 760) (SEQ. ID NO: 770)
A GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 761) (SEQ. ID NO: 771)
A GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 762) (SEQ. ID NO: 772)
A GGG CGG CAT GGC GGG CAC AG-3' (FRAG 763) (SEQ. ID NO: 773)
A GGG CGG CAT GGC GGG CAC A-¥ (FRAG 764) (SEQ. ID NO: 774)
A GGG CGG CAT GGC GGG CAC-3' (FRAG 765) (SEQ. ID NO: 775)
A GGG CGG CAT GGC GGG CA-3 (FRAG 766) (SEQ. ID NO: 776)
A GGG CGG CAT GGC GGG C-3' (FRAG 767) (SEQ. ID NO: 777)
A GGG CGG CAT GGC GGG -3' (FRAG 768) (SEQ. ID NO: 778)
A GGG CGG CAT GGC GG-3' (FRAG 769) (SEQ. ID NO: 779)
A GGG CGG CAT GGC G-3' (FRAG 770} (SEQ. ID NO: 750)
A GGG CGG CAT GGC -3' (FRAG 771) (SEQ. ID NO: 781)
A GGG CGG CAT GG -3 (FRAG 772) (SEQ. ID NO: 782)
A GGG CGG CAT G -3' (FRAG 773) (SEQ. ID NO: 783)
A GGG CGG CAT -3 (FRAG 774) (SEQ. ID NO: 784)
GGG CGG CAT GGC GGG CAC  AGG CTG GGC-3' (FRAG 775) (SEQ. ID NO: 785)
GGG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 776) (SEQ. ID NO: 786)
GGG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 777) (SEQ. ID NO: 787)
GGG CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 778) (SEQ. ID NO: 788)
GGG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 779) (SEQ. ID NO: 789)
GGG CGG CAT GGC GGG CAC AGG C-3' (FRAG 780) (SEQ. ID NO: 790)
GGG CGG CAT GGC GGG CAC AGG -3' (FRAG 781) (SEQ. ID NO: 791)
GGG CGG CAT GGC GGG CAC AG-3' (FRAG 782) (SEQ. ID NO: 792)
GGG CGG CAT GGC GGG CAC A-¥ (FRAG 783) (SEQ. ID NO: 793)
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GGG CGG CAT GGC GGG CAC-3' (FRAG 784) (SEQ. ID NO: 794)
GGG CGG CAT GGC GGG CA-3' (FRAG 785) (SEQ. ID NO: 795)

GGG CGG CAT GGC GGG C-3' (FRAG 786) (SEQ. ID NO: 796)

GGG CGG CAT GGC GGG -3' (FRAG 787) (SEQ. ID NO: 797

GGG CGG CAT GGC GG-3' (FRAG 788) (SEQ. ID NO: 798)

GGG CGG CAT GGC G-3' (FRAG 789) (SEQ. ID NO: 799)

GGG CGG CAT GGC -3' (FRAG 790) (SEQ. ID NO: 800)

GGG CGG CAT GG -3' (FRAG 791) (SEQ. ID NO: 801)

GGG CGG CAT G -3' (FRAG 792) (SEQ. ID NO: 802)

GG CGG CAT GGC GGG CAC AG G CTG GGC-3' (FRAG 793) (SEQ. ID NO: 803)
GG CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 794) (SEQ. ID NO: 804)
GG CGG CAT GGC GGG CAC AGG CTG G-3' (FRAG 795) (SEQ. ID NO: 805)
GG CGG CAT GGC GGG CAC AGG CTG -3 (FRAG 796) (SEQ. ID NO: 806)
GG CGG CAT GGC GGG CAC AGG CT-3' (FRAG 797) (SEQ. ID NO: 807)

GG CGG CAT GGC GGG CAC AGG C-3' (FRAG 798) (SEQ. ID NO: 808)

GG CGG CAT GGC GGG CAC AGG -3 (FRAG 799) (SEQ. ID NO: 809)

GG CGG CAT GGC GGG CAC AG-3' (FRAG 800) (SEQ. ID NO: $10)

GG CGG CAT GGC GGG CAC A-3' (FRAG 801) (SEQ. ID NO: 811)

GG CGG CAT GGC GGG CAC-3' (FRAG 802) (SEQ. ID NO: 812)

GG CGG CAT GGC GGG CA-3' (FRAG 803) (SEQ. ID NO: 813)

GG CGG CAT GGC GGG C-3' (FRAG 804) (SEQ. ID NO: 814)

GG CGG CAT GGC GGG -3' (FRAG 805) (SEQ. ID NO: 815)

GG CGG CAT GGC GG-3' (FRAG 806) (SEQ. ID NO: 816)

GG CGG CAT GGC G-3' (FRAG 807) (SEQ. ID NO: 817)

GG CGG CAT GGC -3' (FRAG 808) (SEQ. ID NO: 818)

GG CGG CAT GG -3' (FRAG 809) (SEQ. ID NO: 819)

G CGG CAT GGC GGG CAC AGG  CTG GGC-3' (FRAG 810) (SEQ. ID NO: 820)
G CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 811) (SEQ. ID NO: 821)
G CGG CAT GGC GGG CAC AGG CTG G-3 (FRAG 812) (SEQ. ID NO: 822)
G CGG CAT GGC GGG CAC AGG CTG -3' (FRAG 813) (SEQ. ID NO: 823)

G CGG CAT GGC GGG CAC AGG CT-3' (FRAG 814) (SEQ. ID NO: §24)

G CGG CAT GGC GGG CAC AGG C-3' (FRAG 815) (SEQ. ID NO: 825)

G CGG CAT GGC GGG CAC AGG -3' (FRAG 816) (SEQ. ID NO: 826)

G CGG CAT GGC GGG CAC AG-3' (FRAG 817) (SEQ. ID NO: 827)

G CGG CAT GGC GGG CAC A-3' (FRAG $18) (SEQ. ID NO: 828)

G CGG CAT GGC GGG CAC-3' (FRAG 819) (SEQ. ID NO: 829)

G CGG CAT GGC GGG CA-3' (FRAG 820) (SEQ. ID NO: 830)

G CGG CAT GGC GGG C-3' (FRAG 821) (SEQ. ID NO: 831)

G CGG CAT GGC GGG -3' (FRAG 822) (SEQ. ID NO: §32)

G CGG CAT GGC GG-3' (FRAG 823) (SEQ. ID NO: 833)

G CGG CAT GGC G-3' (FRAG 824) (SEQ. ID NO: §34)
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G CGG CAT GGC -3' (FRAG 825) (SEQ. ID NO: 835)

CGG CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 826) (SEQ. ID NO: 836)
CGG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 827) (SEQ. ID NO: 837)
CGG CAT GGC GGG CAC AGG CTG G-3 (FRAG 828) (SEQ. ID NO: 838)
CGG CAT GGC GGG CAC AGG CTG -3’ (FRAG 829) (SEQ. ID NO: 839)
CGG CAT GGC GGG CAC AGG CT-3' (FRAG 830) (SEQ. ID NO: 840)

CGG CAT GGC GGG CAC AGG C-3' (FRAG 831) (SEQ. ID NO: 841)

CGG CAT GGC GGG CAC AGG -3 (FRAG 832) (SEQ. ID NO: 842)

CGG CAT GGC GGG CAC AG-3' (FRAG 833) (SEQ. ID NO: 843)

CGG CAT GGC GGG CAC A-3 (FRAG 834) (SEQ. ID NO: 844)

CGG CAT GGC GGG CAC-3' (FRAG 835) (SEQ. ID NO: 845)

CGG CAT GGC GGG CA-3' (FRAG 836) (SEQ. ID NO: 846)

CGG CAT GGC GGG C-¥ (FRAG 837) (SEQ. ID NO: 847)

CGG CAT GGC GGG -¥ (FRAG 838) (SEQ. ID NO: 848)

CGG CAT GGC GG-3' (FRAG 839) (SEQ. ID NO: 849)

CGG CAT GGC G-3' (FRAG 840) (SEQ. ID NO: 850)

GG CAT GGC GGG CAC AGG C TG GGC-3' (FRAG 841) (SEQ. ID NO: 851)
GG CAT GGC GGG CAC AGG CTG GG-3' (FRAG 842) (SEQ. ID NO: 852)
GG CAT GGC GGG CAC AGG CTG G-3' (FRAG 843) (SEQ. ID NO: 853)
GG CAT GGC GGG CAC AGG CTG -3 (FRAG 844) (SEQ. [D NO: 854)
GG CAT GGC GGG CAC AGG CT-3' (FRAG 845) (SEQ. ID NO: 855)

GG CAT GGC GGG CAC AGG C-3 (FRAG 846) (SEQ. ID NO: 856)

GG CAT GGC GGG CAC AGG -3' (FRAG 847) (SEQ. ID NO: 857)

GG CAT GGC GGG CAC AG-3' (FRAG 848) (SEQ. ID NO: 858)

GG CAT GGC GGG CAC A-¥ (FRAG 849) (SEQ. ID NO: 859)

GG CAT GGC GGG CAC-3' (FRAG 850) (SEQ. ID NO: 860)

GG CAT GGC GGG CA-3' (FRAG 851) (SEQ. ID NO: 861)

GG CAT GGC GGG C-3' (FRAG 852) (SEQ. ID NO: 862)

GG CAT GGC GGG -3 (FRAG 853) (SEQ. ID NO: 863)

GG CAT GGC GG-3' (FRAG 854) (SEQ. ID NO: 864)

G CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 855) (SEQ. ID NO: 865)
G CAT GGC GGG CAC AGG CTG GG-3' (FRAG 856) (SEQ. ID NO: 866)
G CAT GGC GGG CAC AGG CTG G-3' (FRAG 857) (SEQ. ID NO: 867)

G CAT GGC GGG CAC AGG CTG -3 (FRAG 858) (SEQ. ID NO: 868)

G CAT GGC GGG CAC AGG CT-3' (FRAG 859) (SEQ. ID NO: 869)

G CAT GGC GGG CAC AGG C-3 (FRAG 860) (SEQ. ID NO: 870)

G CAT GGC GGG CAC AGG -3' (FRAG 861) (SEQ. ID NO: 871)

G CAT GGC GGG CAC AG-3' (FRAG 862) (SEQ. ID NO: 872)

G CAT GGC GGG CAC A-3 (FRAG 863) (SEQ. ID NO: 873)

G CAT GGC GGG CAC-3 (FRAG 864) (SEQ. ID NO: 874)

G CAT GGC GGG CA-¥ (FRAG 865) (SEQ. ID NO: 875)
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G CAT GGC GGG C-3' (FRAG 866) (SEQ. ID NO: 876)
G CAT GGC GGG -3' (FRAG 867) (SEQ. ID NO: 877)
CAT GGC GGG CAC AGG CTG GGC-3' (FRAG 868) (SEQ. ID NO: 878)
CAT GGC GGG CAC AGG CTG GG-3' (FRAG 869) (SEQ. ID NO: 879)
CAT GGC GGG CAC AGG CTG G-3' (FRAG 870) (SEQ. ID NO: 880)
CAT GGC GGG CAC AGG CTG -3 (FRAG §71) (SEQ. ID NO: 881)
CAT GGC GGG CAC AGG CT-3' (FRAG 872) (SEQ. ID NO: 882)
CAT GGC GGG CAC AGG C-3' (FRAG 873) (SEQ. ID NO: 883)
CAT GGC GGG CAC AGG -3 (FRAG 874) (SEQ. ID NO: 884)
CAT GGC GGG CAC AG-3' (FRAG 875) (SEQ. ID NO: 885)
CAT GGC GGG CAC A-3' (FRAG 876) (SEQ. ID NO: 886)
CAT GGC GGG CAC-3' (FRAG 877) (SEQ. ID NO: 887)
CAT GGC GGG CA-3' (FRAG 878) (SEQ. ID NO: 888)
CAT GGC GGG C-3' (FRAG 879) (SEQ. ID NO: 889)
AT GGC GGG CAC AGG CTG GGC-3' (FRAG 880) (SEQ. ID NO: 890)
AT GGC GGG CAC AGG CTG GG-3' (FRAG 881) (SEQ. ID NO: 891)
AT GGC GGG CAC AGG CTG G-3' (FRAG 882) (SEQ. ID NO: 892)
AT GGC GGG CAC AGG CTG -3 (FRAG 883) (SEQ. ID NO: 893)
AT GGC GGG CAC AGG CT-3' (FRAG 884) (SEQ. ID NO: 894)
AT GGC GGG CAC AGG C-3 (FRAG 885) (SEQ. ID NO: 895)
AT GGC GGG CAC AGG -3' (FRAG 886) (SEQ. ID NO: 896)
AT GGC GGG CAC AG-3' (FRAG 887) (SEQ. ID NO: §97)
AT GGC GGG CAC A-3' (FRAG 888) (SEQ. ID NO: 898)
AT GGC GGG CAC-3 (FRAG 889) (SEQ. ID NO: 899)
AT GGC GGG CA-3 (FRAG 890) (SEQ. ID NO: 900)
T GGC GGG CAC AGG CTG GGC-3' (FRAG 891) (SEQ. ID NO: 901)
T GGC GGG CAC AGG CTG GG-¥ (FRAG 892) (SEQ. ID NO: 902)
T GGC GGG CAC AGG CTG G-3' (FRAG 893) (SEQ. ID NO: 903)
T GGC GGG CAC AGG CTG -3 (FRAG 894) (SEQ. ID NO: 904)
T GGC GGG CAC AGG CT-3 (FRAG 895) (SEQ. [D NO: 905)
T GGC GGG CAC AGG C-3' (FRAG 896) (SEQ. ID NO: 906)
T GGC GGG CAC AGG -3' (FRAG 897) (SEQ. ID NO: 907)
T GGC GGG CAC AG-3' (FRAG 898) (SEQ. ID NO: 908)
T GGC GGG CAC A-3 (FRAG 899) (SEQ. ID NO: 909)
T GGC GGG CAC-3' (FRAG 900) (SEQ. ID NO: 910)
GGC GGG CAC AGG CTG GGC-3' (FRAG 901) (SEQ. ID NO: 911)
GGC GGG CAC AGG CTG GG-3' (FRAG 902) (SEQ. ID NO: 912)
GGC GGG CAC AGG CTG G-3' (FRAG 903) (SEQ. ID NO: 913)
GGC GGG CAC AGG CTG -3 (FRAG 904) (SEQ. ID NO: 914)
GGC GGG CAC AGG CT-¥ (FRAG 905) (SEQ. ID NO: 915)
GGC GGG CAC AGG C-3 (FRAG 906) (SEQ. ID NO: 916)
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GGC GGG CAC AGG -3 (FRAG 907) (SEQ. ID NO: 917)
GGC GGG CAC AG-3' (FRAG 908) (SEQ. ID NO: 918)
GGC GGG CAC A-3 (FRAG 909) (SEQ. [D NO: 919)
GC GGG CAC AGG CTG GGC-3' (FRAG 910) (SEQ. ID NO: 920)
GC GGG CAC AGG CTG GG-3 (FRAG 911) (SEQ. ID NO: 921)
GC GGG CAC AGG CTG G-3' (FRAG 912) (SEQ. ID NO: 922)
GC GGG CAC AGG CTG -3' (FRAG 913) (SEQ. ID NO: 923)
GC GGG CAC AGG CT-¥ (FRAG 914) (SEQ. ID NO: 924)
GC GGG CAC AGG C-3' (FRAG 915) (SEQ. ID NO: 925)
GC GGG CAC AGG -3 (FRAG 916) (SEQ. ID NO: 926)
GC GGG CAC AG-3' (FRAG 917) (SEQ. ID NO: 927)
C GGG CAC AGG CTG GGC-3' (FRAG 918) (SEQ. ID NO: 928)
C GGG CAC AGG CTG GG-3' (FRAG 919) (SEQ. ID NO: 929)
C GGG CAC AGG CTG G-3' (FRAG 920) (SEQ. ID NO: 930)
C GGG CAC AGG CTG -3' (FRAG 921) (SEQ. ID NO: 931)
C GGG CAC AGG CT-3' (FRAG 922) (SEQ. ID NO: 932)
C GGG CAC AGG C-3 (FRAG 923) (SEQ. ID NO: 933)
C GGG CAC AGG -3' (FRAG 924) (SEQ. ID NO: 934)
GGG CAC AGG CTG GGC-3' (FRAG 925) (SEQ. ID NO: 935)
GGG CAC AGG CTG GG-3' (FRAG 926) (SEQ. ID NO: 936)
GGG CAC AGG CTG G-3' (FRAG 927) (SEQ. ID NO: 937)
GGG CAC AGG CTG -3' (FRAG 928) (SEQ. ID NO: 938)
GGG CAC AGG CT-3 (FRAG 929) (SEQ. ID NO: 939)
GGG CAC AGG C-3' (FRAG 930) (SEQ. ID NO: 940)
GG CAC AGG CTG GGC-3' (FRAG 931) (SEQ. ID NO: 941)
GG CAC AGG CTG GG-3' (FRAG 932) (SEQ. ID NO: 942)
GG CAC AGG CTG G-3' (FRAG 933) (SEQ. ID NO: 943)
GG CAC AGG CTG -3 (FRAG 934) (SEQ. ID NO: 944)
GG CAC AGG CT-3' (FRAG 935) (SEQ. ID NO: 945)
G CAC AGG CTG GGC-3' (FRAG 936) (SEQ. ID NO: 946)
G CAC AGG CTG GG-3' (FRAG 937) (SEQ. ID NO: 947)
G CAC AGG CTG G-3' (FRAG 938) (SEQ. ID NO: 948)
G CAC AGG CTG -3' (FRAG 939) (SEQ. ID NO: 949)
CAC AGG CTG GGC-3' (FRAG 940) (SEQ. ID NO: 950)
CAC AGG CTG GG-3 (FRAG 941} (SEQ. ID NO: 951)
CAC AGG CTG G-3' (FRAG 942) (SEQ. ID NO: 952)
AC AGG CTG GGC-¥ (FRAG 943) (SEQ. ID NO: 953)
AC AGG CTG GG-3' (FRAG 944) (SEQ. [D NO: 954)
C AGG CTG GGC-3' (FRAG 945) (SEQ. ID NO: 955)
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EARFIFFIERAN R X ELZETRT, TRIAELEK <A
B%” BRIEAHmEMWII, 1[B-D-2° -EZEkmE]-S-TEEEEIR], BRI
FARIBRE Ay Anr Ay B A, ZASERUK B, AR IR T B3 758
BB AREREE.

BafRE Ay ZHHI R XERDFIIH FUOT:

GGC CGG GCC AGC TGG GCC CCG GGC GCC L (SEQID NO: 8)
GGCCGG GCCAGC TGG GCCCCG G (FRAG 1)
CTC CAG CAG CAT GGC CGG GCC  (FRAG 2)

CGC CGT GCCCACCGC GGC GC  (FRAG 3)
GCCCCACGGCCACGTCGGCCGC (FRAG Y

B T HH R, WEEFEMER TEERK SEQ ID NO: 7
N8R TE 18 MEERKIHAE., BAENE 3’ KinBiFR
{R5F I R B

THEGRH THARTARE A, ZHHRXEREY. S TEHRF
5y, Z] Salvatore,C.A., FA, FEEH(1997). LBEFEHAMERTH
ETRKBANFIINLA 7 2 18 MEHFBRKN A B. fREK RIS
3 KB RGEFHAE,

GGA GCC CAT GAT GGG CAT GCC (FRAG 1) CCC ACT GCG ATG TCG GCC GCC GCC (FRAG 2) GGC CCT
CCC CGC AGC CCT GGG (FRAG 3) CTT CAG CTG TCG TCG GCG CGC C (FRAG 4) (SEQ. ID NO: 9)

GGA CCG TGC CCG CTC CCC CGG C (FRAG 1) TGC AGT GTG GAC CGT GCC CGC (FRAG 2) GGG CGT
GGC TGC AGT CGG GGC (FRAG 3) GGC CCA CAC TCC TGG CGG GTG GCC G (FRAG 4) GCC GTT GGC
CCA CAC TCC TGG CGG G (FRAG 5) (SEQ. ID NO: 10)

ERERANAERLY, Flm, R _REcwsm, sl
B AR, B =R, mAMRE, _RABRE REE
BHEREE, LMERERFREGHNENRENEZER, LELEHH—
THE. BHREFRTRATENBR R A EFEN S KR
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EARRBURN, MALRUREREHZREMEN. 21 Miligan
%N, HiR L, CohenJS.D.,HAE L. FIH “3° Rikig” HE
A LABT IEFER, X —HTRT, HEREBHREFZERN 3 KRE
RT BB —Fsg. 2N, Tidd, D.M.F1 Warenius, HM., REBERE
60: 343—350(1989): Shaw,J.P.FEAN, BHERHF, 19, 747—750(1991).
HEBERAE, MICBEERER, A0 EERRER R AE Dt X Fp 7 AR
. E2Er#HR_BEENE ZHBMmRES TR, A
REIE SR AL BRI B TR A E &Y. £/ Milligan
ZA, HARL. #ZARNAEFRCLHTHIRERE M HR
“ERER. AL, FREUYDEEMAHERE, FEBME, BR=
A%, BRACFE4EEY (thioformacetal) , “RR/UHSESES, S ILBERSEE, o4
B% (formacetal) , WiB¥EEEE (boranophosphate) , 3° —HRAFLEEE,
2 —O—HE, 5 —WiB, HKEES, 5 —N—EEFRE, R
WEEREE, REARSAE, ARt W, WHRRKRE TR, 5y, 2K,
7 (R ETEE)MMDEUE FEE(FETEE)(MOMNDE. FRAH
MEMFEBRRREHHNELTRSINE, HAENTELTEIE
BEHEREREE. AL, SHERTRBELSNENW, flw, C—5—
FkR, Bl C—5—HZ, EREEEMBME MKW EDEIBIHER R LT
BEHBRERFARBEN I AHE. EX4, RYEZEFBRTUEIINE
FHEZHEREY.

ERAKR XERHRTTURFAELHKE, Rikihsy 7 3 60,
B 10 B 36, EEMEME 12 B 21 MEEFRKE, BRRTH
o ENENERENAR. Rk, RXEEFRERTEX
HETFRSBFZRIMERN mRNA K., 3R CEZEERER RS T4
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BFREAN, ATUSRATES, ST S5EN 28T DI
mRNA fn T mRNA SRR E FIEE, i, RUFE
BEEK 3 N5 RKREMLTARWASFAETFERHN 10, 5, 3,
2 MEERA. EMENERESEHEBHR X ERTR. 245K
B R X EZERA AR, SN0 FF 0 LA 298 R R EAE 5
FEEE RNA FHIFHH. ST AR, mRFETLURHEARF
Hlo

&R FRM LS H L RTIR A0 T I 40 MU R AT e 4R A A
AR A HRAS 2 mRNA B mRNA UABTIEERBHE, MNE SIS
REN/REMIKZFER, FHERBRE A, A A, FU/EL A, 245
ZWIK B, ZENRIANR X EEERNADA DR, X
RAESYLLESME TR, HEESRE, MEMAENEESTE
ZHAK, FINTE AR EER. a7 LUFF A58 i 40 F R A K &
R, ERERET, TR KSR RS EH R LE
BER. FIR R R WA LU B AR E R mRNA BS54,
PlintE. XENEZTERATLS FRERTH- MU ENFIRETSZ
IRINRRE Al Ay Ay FV/ER A, MIEWAK B, ZH&RNEK. 515, 4
FIREHLUEERES T, IRBKES FEBECHNRARAELE
M/EAERARBRBRNYARENR LERER. XEERETRES
VI AR CR U RESZ TR S RIKE. DX—FXREN
ROoTHRSIFEBERED, HEABRBEAEIRBERS ST
HBRMEBHEDE.

EAYEGHF, RXERYTUCESIERTRRE D, wiERE
AT . ZEMMAUREMBEANEH, NEEHEE, RE

36



nnnnnn

RYXEZEBRESERLTEE. HEBREE, 0 N—[1-23-ZHBE
FE)NE]-NNN-=FELEHERIE “DOTAP” EIFAHLEERIXFEH
FRLANZE. XEERAERE NG & RCHE, SEHW, BT Janoff
FAREEELFS 4, 880, 635; $T Kurono F AR 4, 906, 477;
2F Wallach #J 4, 911, 928: #F Wallach 1) 4,917,951; ##F Allen
ZEAR 4, 920, 016; #%#F Wheatley EAM 4, 921, 757; &%,

AREAEYT B EMRE TR MEGE, XETEE
Wik R X EHRAEDEN. ARB\MRLERYTTLUESEAEY
MFREFRARE, (B0 0BS5S H IR BRNSE
A, ATFRABRESHERXNEY, ZREBRANIXLEER . A
MR R ] LU R MR R B k. AR MR T LA B IR IT LAY .

AR\ XAEYEE BN MR GEE. BN i
MR R/ BIRURL, DU Hb URE B9 DR /S R 8 /s LB IR N B 3 It 0 M
PR SE . &%, BRAK/DREREL 0.5 B 10 KR
Wi GIEESEN P AHE T IRR K/ BURL# 8 T T AR A MR 30 3 EL
W, SFEH TR R R AT AR b . 3T T A,
BB KM HITEETE 10 2 500 ok B IE M REBRUEF B E &S .

Eid R XA EAE S B AT E IR KE ST UH&RT
EESENREELCSYNBREEYEEY . £EmrTUaELER
T &4,

MAHMEHETHR LAY, RE, Bk LHEYET 400
Pl 17 oy P K 4 S K D R R T LA & T R AL B R AL S D ETTR
ATEROEERAEEY. 56 RUISYHESTRNASYTiE
HEFSEA, (FRHERESEANER. SSMSEFEILE, K
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ALLEXRE S R XeEHRE, FImERLEIA 1: 1. REEELL
AEEERITED.

LA R XU EDRIF BB IR T RFEITHRRER, MERARA,
RFEMBE, SHANER, STNMENNE, $%. 8%, EQHER
AMAA M E X 0.05 B 50uM, FERIEH 0.2 B 5pM BFEFEM,
BE, EREERMNKERTUATET. STMOARNSS, &
EREMFETEN 001, 0.131ZFRT/AFFE 50, 100, 5150 E5/
AFBEEEZ. RESANEEL SN EEETNTEE, §RNOA
BRLAFR— MBI BN EEHN . RIEYRNSEATLIETHE
(BF, 1R A% T ) ST, Pt s AT

BIEAE LM FROFIABME R UAEFSH R XA EDHE
HERMSER, ZREW, ZESFIS 4, 501, 729. HMERREY
RN EE, CEINEESESE BERTSEEAS, EdKEN
3 B /LB T R B R A TR L BV R BB TR R A TR T
HRENE. HTHERNE LA HEREE AR REE RS EH R,
AP EEY 0.01%F4 40%ww KEHERS, MER, UEHES
29 20% wiw. BEBFRKEFERN ZBEKER, Rk AGmE
WIS T BB . EEMRNAaENRH,. WRETK
FHI&NREH, PImBREEFRPE, HEAR, AWM, FiH,
2% W AR T VE A

HHEEA S YR E GBS B 5 AT LA R R E T B A Rk
S E R E B . BT RS 2 E BRI S R R
BB R R, W EEERE, FAFE-SHRBRNERT
AGHHEFSAMERENAYNENSEN. BEBERSENKL
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R — A HHERRBRAS, BdRALSARELR A EERHA
ERRREK, TUETRASRE, RELEHNTARARE. £%
AE&rh, MER@IW, BRBITMEITRNETHRSEHR)ESHE
BEEARIENH RN RERAE P, ATLURCRBREITT, i
A RETEE M EE T FRERBER K. HTRASEHRX
SHEERS, BRREEY, Kb EHEERS, EIANHARE
I, FEERREE R EEASEE SE 78 0.1 2 100w/w.
EoREFHUSBAETHRSHAENERASZ, KENERSEN
SrELse, BEEHE R R B B0 RS I B R B RS
. EFEREEY, XEHREETETRETEFTREER 10 2 150
PR R BT, DR A A T TE T A A IR 4 B0 8 3 5
FEYRRSNCOEEETERZLEY, A, —F_HAPkE, =4
FHRE, —ELURZEAMLEEY. B4, TLRESREMEEAR
B S BHESRERRN L CHEER. A5, BEFTUET 1
HEANFER, B, B, REFER, FIOHRIURKLHE=
FERES, PIELHIFE LR

LAZ) 10 Z 150 FHE4-80, FERIEH 30 2] 150 =08, &%
Bhey 60 FHE4P B L EIE T S T A P 28 A o B A ER B RURL R B Y
SER. TJLIEREME T EREXBHIADHISEN.

R THEEEE AR, RS,

K

A THEPERSF, pM FEHEERA, mL $8EF, pm FEHCK,
mm 88K, cm IBEXK, CHEEBEKE, ug BRI, mg BER, g &
5, kg 5T, MIEEE/R/F, Fh S hr 5/

39



LHEB 1 RITHE R XERTR

xt A R A, BEZANR XEZEROBOTATREFERL A, Z14&
mRNA, 8 A, %245 mRNA, ¥ A, %1% mRNA 138 A, 314 mRNA [
R _BEWPER. EFEX—E0E, RITRXEFRUESL
mRNA X, XFXIETLUER N mRNA REREMERE S, &
XEFSREFRES. HeBA_RESFAEN. EXRXHMEK
W RMIEH, HEATERS5HE mRNA B4, EEHFRFENERK
MZHRASYNEZTROEER LR PIEAXE,

SRR A, Z4k mRNA "R+ B bFnd A F &Rl
BERXEZTR. SRNRXERZERGHSA HAJAIAS FEASR
T HEHIFS:

5° —GAT GGA GGG CGG CAT GGC GGG—3’ (SEQID NO: 1)

AR, ERAH THKNFFIFAE A HAJAIMM KI4SECHISR
RBERE R U HE:

GTA GGT GGC GGG CAA GGC GGG(SEQ ID NO: 2)

BN EZFRATHANBESEN—KRNFIEH. &
GENBANK (release85.0) 1 EMBL(release40.0)+ RIIEHHERHZR X
EZEFBRERTANREE A ZHER, FEHENEASESEMAE
B R 5 R AT HIRE )

BRI TIRE A, 4 mRNA —“&4w, FEW ERAT&
TTHAARABRERLERER. 8RN E - TRXELER
(HAJA3ASDRE TEHFFI:

5 —GTT GTT GGG CAT CTT GCC —3’ (SEQ ID NO:3)

TEAXTE, &R T HECH AR R L EZ T B HAJAIMMI),
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EH TEKTFE:

5 —GTA CTT GCG GAT CTA GGC —3’ (SEQ ID NO:4)

Rl scvt A& T 58 M RAABEER BRI X R R (HAJA3AS2),
BEH THEHRFF:

5" —GTG GGC CTA GCT CTC GCC—3’ (SEQID NO: 5)

R B EFBRHAJAIMM2) A EF7).

5" —~GTC GGG GTA CCT GTC GGC—3’ (SEQ ID NO:6)

ENHENRG AR 396 BEZTRE RN &K TRABRE
FEZFE, ¢ A A NENSORB E#T(DuPont, MD)2tk. .

KRR 2. BRE A, RIER XEZRFBREBIFE

FEARSMER PRI TR A HTB—54 MR T 0 LRk 94t 5 A
A R R XFEZER(SEQ ID NO: DR . FIF#r*ERI Northern E]
IR FFFIFE SE 06 2 B A& U R AR R4HE S HTB—54 Mg &
& A BREZE.

¥ HTB—54 AJFRRyEHA10%100 ZXKALEEFM)S 5.0uM
HAdA1AS(SEQ ID NO:1)8; HAJAIMM(SEQ ID NO: 2)#fi 24 /i,
EHF 12 DNERBRFTHEFENELTR. E5EXTREM 24
NS, RN, ELFEREFRIEANIN RNA. &RMNETR X
FPEIEEiH ) mRNA X(GF BEEH R LFFIRRERNFES], BARR
RBRESIL) BT 21— RAERH, FHATHEANM HAJALAS LM,
HAJAIMM AEEFGFIRAL R HTB—54 404 & # RNA # Northern
L, XLEEIZE % B R HAJAIAS(SEQ ID NO:1), T X £
HAJAIMM(SEQ ID NO:2)H R Him/> ABRE 315 mRNA 15 50% LA E.
X—#R%TH HAJAIAS(SEQ ID NO:1)RHEEM 25 H B EFIRED,
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HATHERTS5EMOERET A ZHNAEA mRNA.

S 3: A REZRER LEEEREABER

EEBBHREENEE A ZEARMA DNA F5IZBIFIERE
RIE M E R BV T ARE A ERABRER LERH
BRREA TR,

A A 312 LR B A/ ZE A E 4 5 (D.farinae) 12 B ¥ (Berkeley
Biologicals, Berkeley, CA), 5 10% &I HB&7EE AR 24 /MR EE
NREEMFAFEZAELENERR. EF—MTHEEHERHE
ek, RE B TASRENREEN—IX. & 3—4 AR,
B 8 MEURRIR, PR NS THREKRE@4 B/ LB
HEE DR ER(0.4 BT/ A MKIRE YA .

e, EPRERTHIYR EUSFRIMEMERESR, FIA
4.0 EXKMRE N EHEE Mallinkrodt, 24 5], Glens Falls,NY). ¥ RHH
ERBRBERENMTERN 24 EXNRZESEATREIIFBEELR
AP RFBITHEFFRERA 16 EX). BEEATHRETNHDN
Fleisch FRIE TR FEHE D8R/ 00; DOM E2:/AF], Richmond,VA), #
A Gould EH AT H{Y(11-4113 &, Gould #-F, Cleveland,OH)FzHH
Validyne /& J7Z F #6835 (DP—45161927 £Y; Validyne LA,
Northridge, CA)M B E. HRESKEMETE HEZFEREER[M—M,
BARENENLREREENZRGRERN SN, FRECKEM
KIES. BERBEHELNHSER, H—asimR e &,
Buxco, Sharon,CT), DA\EAIMKES S i E B HEQRLABIZFZNES
#(Cdyn).

EEBEY, £F | RESSFHNBREN PCSO BB, 7
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TEAEHEEAKFLL 5000 MFG BR)E 1.0 ZFHMREBBER XL
(HAJA1AS)S S BEC X B (HAJASIMM)EZHRR. S, BZREAE
BRERL 2 REFPEH[ENN R A HEREZER® 1.0 ZA
fEFAH 5000 f ). B E 28 (DeVilbiss, Somerset,PA)=4T
i, RE, SRNEEREZTROSEN, 4k 80% /T 5 HMXE
ZHEER .

EERHE WS, NOUNMMBEEENENEREHER (EZF
B, AUNMRAHEENRERTR. £FE-RMER, K\ PC50 &
(EEHEAEXNETENS SR EREE S0XATHSEHMBRER
WRE, BER/EN), HEEEMEZTERZ THNXEYREN PCSO
B .

£ 2 BMEIRG, THkaiY, iEAEHEENBEZERNE
EHRELRARNERER, WEHAARXEZFRLOENSIYRES
HELENREZTR. CEAZNNEFZEXRNE SR AR
MEFEMEF.. NZFEEHE 8 MNARXERTRAENZYTH 6
A, HREREREILEIRE 20 ZT/ZATRAEREBRTN BN
XRERE. ATHHENER, XEHPWE PCSO EREE 20 B7/E
Fro BTl SHNERRT RXBRMENEE. EENMEES.
X—ERMERER 1 IR 1 PR,
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R 1: IFE A ZBRXEEEFER

S BN B4 % B PCS0 B AI4ER |

SEACXT R A\ ZBERXEGTR
EREREG AN | BB ERGY R | ERTREWH | EREFRESRE

3.56x1.02 5.16x£1.03 2.3610.68 [|>19.510.34**
ERET R TH(N-8)I5EM.
Bt TR E T MBS HT(ANOVA), Fl Turkey R HIRHE BEEH
“*E5RERTEHANHERR, p<0.01.

EELBHRIATBDF, BEZRIXEEEFBRNIYIEE TR T B
Mz SO/ SZSURENANEE N — M HESR. WER
HACH MEZEERY PCSO HRARR . EEZR BN EHRARE
ZERMTRNYT R A N FHE.

REZRAEHMER T IEFERET R X FELE BRI
RITHETRRERNARE . B, N8R T BB EE A B K
MAFRT, BE A ZEHNTIREKKES TERSEPRETNFHX
RERE. EAERPZENEREN DX SERERMMER R LT
HMRFER, BAZEX-NENALAN TS EMERTREMK
R, SEMREIER T X —FEBEHARR.

LBl 4: BRE A REER LEZTFERNOF R

LS 3 NN ERMER, REREROSELBUSHITT
ShRHER], FHEEEMSIT TRE A 2HEKE. EARNEZEERN
FrAMERXT R, BN ZEWHERE A, ZERNFTEER.

MNEBNMRTHEHSENRBINEL, BEMRHFEHEERS
(J Kleinstein #1 H.Glossmann, Naunyn-Schmiedeberg’ s Arch.Pharmacol.
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305,191-200(1978), Frid HiEL B MBE N . HHFEBESIFEBE 70
CEHZ| WK B Al . #id Brakford /5 i%k (M.Bradford, 4 44k 24347
72,240-254(1976)) i EE RSB . £ZE THREASERNFAE, AR
0.2 BA/ZFREHEEEE 37CHET 30 240, CUEREHNERE.
[H] DPCPX(HF R T A, ZH)E[H] 2-[p-Q-B %) — X 28 E)-5 -(N-
LEHMEE)RE(CGS-21680 4 7 F A, ZH)KIE & WA BTk BEATH
B, SALEA, ZyFLBERHIE, 268, Am. J. Physiol 266, L271-277
(1994).

Wk 2 K 2 FETR, WEERT A, #EP7 DPCPX Kt R4 &5
WA, ERXXEBTHEE A RXEZHFRLENSIY S B L
AZBREBRETRET 75% .. 573 T A, A RBEI7 CGS—21680
MR e, BFE A, SRS ERETL.,

®2: BE A ZERIXEZEROERNERE
HEXNRERTR |A RXFEEER
ABREGE 1105+48** 293+18
AFREGE 302+22 442+171

5 R RN H(N=8)£SEM
BT ERNETHESPI(ANOVA), F Turkey R WA E D EH
RN EEA AR, p<0.01

BT R SEFE B R A R AR 3B, FHAMI R RIFRIRS]. T R
MEBEREXTAKH, SHERNELYRIEERLSP.
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