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CON 102574923 B W F E Ok #B 1/1 K

L. ZMAEY, A AWl 52 84k s i

8 NEZ X ok, ik fuikss 2454 SEQ 1D NO:851 T/~ APAR-2, Hov fir ik
EIIR LS

(a) 5 APAR-2/{]Ser—37.Leu—38.11e-39.G1y—40.Val-42FlAsp-43 41 H.AE F 5

(b) A5 APAR-2[Lys—41 fHEAEH 5

(c)BAWTZEAL T APAR-2[(1 R e Arg—36 5 Ser— 3734 12 &b (19 B0 PE AR A7 S0 APAR-2[H]
fREE R

(d) ASFE Wi 75467 T APAR-2[1) R Arg—3 1 F1Ser—3 232 42 Ab 1 B M 2 Al A7 A6 A
PAR-21) figi g 1 Bl 234 5 0

(e)BEHASEQ 1D NO:700-702-704 1) 50 /7 F1| ¥ 55 T4k 52 [XHCDR1-HCDR 2~
HCDR3ATE A SEQ 1D NO:708-710-7121) 2 12 /7 51 1) # % T4 52 [X LCDR1-LCDR2~-
LCDR3,

2 BRI B R LR 254 A WDAE il & TR 77 R B H B PAR-27% 1 51 S IR B i B A 1
—PhEL 2 PR R AE (1) 2R 2 B 2 P 1 g

3 BURIEE R 20 s, 2 B PAR— 29 P 5| A 1) o8 B R 5 0k 1 « P00 S W iy L XU
PEICHT 98 VAR EAL VR RLTE B 9% L A MR R itz MR 45 I 8 L BRR 2% B0 v BRI
SiE St Nethertondi .

4 BURIEE R 28311 g , Horb Br iR 25 gk — D A48 & /b —Fhak B BRI B AR TS
PEZH 43« TL- 1T TL- 185 57)  TL—-430 7] TL-452 AR 055 TL-6FT 55 [L-652 444
1l 751 P 22 AR R TR~ (NGF ) 5 1 551)  Jit 83 SR FE R - CTNE ) #1361 551 L TNESZ A2 1013 751 R B2 A5 By
HIFRILN K 5 J5a S [ Bt




N 102574923 B w Bg B 1/43 7

3 NEABAEZ A 20S K DNt

ARG

[0001] Ak BH¥S B s T8 U BFROE S2 AR -2 (PAR-2) () il S LS IR 45 6 B

[0002] K ASE

[0003] & [ B EE 524K ( “PAR” ) A— ALk 5 IR G-t AR BR324k Kk o 7L IR B IRG -1
AR SZ A4, PARELAT AR (R8s T 28 s B, PAR S 3 3ot 0 5 AR i o A 2 13 K A e 2 e e A
TIN5 A4 IS “H RO (tethered 1igand)” {E FH ) T4 3800 1 o Tk ke R CAA 552 44
() 4 0 4N R —240 LA T B G 5 802 4R 80 . B R, PARFRAE TS 400 1% 52, FROMPAR-
1.PAR-2.PAR-3 }2PAR—4.,

[0004]  PAR-2H#K A “C140” (US 5,874,400) o« AZEFI/INGR (IPAR-2ILA 85 1 iS4 fiAt 445 1) 5k
SKGRSLIG(SEQ ID NO:852[{1%%36-13, L K SEQ ID NO:856[115% H8—15) o HUfh & [ ik 1 ik
EAB, UL AE R4 R RS A B (tryptase) , AR F/VI [a] + 2 & ¥ FiXaF -+ FE
PR B B3 (PR-3) A 1 41 st M 2 1 B DA SR T B 28 B 10 2 1 BB UL B P AU R
IR BTl ELS

[0005] 5 Ffeips A 0 25 J% BB AH 6 T-PAR-235 1tk , 045 28 S 2205 7 - B Wi 1 o 48
Pl LA O ML RS ( WA 01, Linder &5 A\, 2000, J . Immunol . 165:6504-6510; VergnolleZs
N,2001,Nature Medicine 7:821-826;CenacZE A\ ,2007,]J.Clin.Investigation 117:
636-647;Vergnolle,2004,British J.Pharmacol.141:1264-1274;Knight%% A ,2001,
J.Allergy Clin.Immunol.108:797-803;SchmidlinZF A ,2002,J. Immunol.169:5315—
5321) o Z5 A PAR-2(1I 40 M AT F5 A P PAR-235 14 1) 285 7 o DR BEATUPAR- 25U TR T S /B8
W 22 P o DU B AT I AE ) FH I8

[0006] US 5,874,400.US 2007/0237759.W0 2009/005726L4 }2US 2010/0119506 1 $2 %]
T EEAPAR-2[09 A, DL R HURR 5B BIVR T B8 o SR, AN ATUEATY SR 75 R A A PAR -2 1 1] ik
), A AE-PAR-24044 , Ho AT B T-¥6 97 PAR-24 3 (1) 5 98 AR 130

[0007] & EHAEIA

[0008] A HHRML T 45A APAR-21 AN Hidhk o A % B 44 e HonT T HIPAR-2 4 5 (1)
155 BILL IR TT PAR- 230 51 RS BUAH QI PR B B 15

[0009] AR EHAFEGUAA , H5PAR-21¥ N [X S80HH B A 54 FE BT £ 305 PAR-21) 25 1 il 22
FEAST R (IR S SCR ) 85 1 7K PR 2R A i A BEL BT 7 — > B 2 AN RSB0 82 ) B AR A7 o
()8 7K AT 22 AR 8 I SR i 7 20, R /AT IR 2 1 7K AR A R A P BT AR 2 (X U PAR -2
P 50 T PAR- 28 [ IR 7 o BRI I i o SRR B A LA FH M, AR B LA 2R
622 A BEL BT 076 2 O $7UPAR—2470 44 , Hi 5 APAR-2(SEQ ID NO:851)f¥Val-42F1Asp—-434HH.
EH, FFnlge it — 05— B 2 > APAR-25% 3 (% H Ser-37 .Leu-38.11e-39.G1ly-40
Gly—44r sl —4) A EAE -

[0010]  ARE HAhSL Ty X, 4K BH B JU-PAR-2HUAR SR S M 45 & APAR-2 S fEPAR-2 , H 2
ANGEA IR E N R R ORI PAR-2 0 (1) 22 20— b o A 2 BH I A 45 B8 96 111l B8 55 PAR -
2110 H 1 K P S0 (E AN BRI PAR-2 1 2 (1 K AR PR LA ) oAl « R SCHEIR T H T &= / VA
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PUARRE WrPAR-2ZAF B EE [ 7K B 1 B80S ) B A0 B s 9 M Vs

[0011] AR BRI TT LA A KR (BT, 1gG1 8 T gG4duth) Bl R & i 4543 7
(#1140, Fab,F(ab’ )2BscFv iy B) , 3 H AT Lot HASAG LA RZ ma L Dhge v, 440 , TR R AR i &%
N FIhEE (ReddyZ5 A , 2000, ] . Immunol . 164:1925-1933)

[0012] AR EAHEME T HURBRBUR I 456 F B, Frid g, & # 8 n] A2 X (HCVR) , LA A
Ve W N R EIEFRF S :SEQ 1D N0:2.18.22.26.42.46.50.66.70.74.90,94.98.114.,118,
122.138,142.146.162.166.170.186.190.194.210.214.,218.234.238.242,258.,262.266
282.286.290.306.310.314.330.334.338.354.358.362.378.382.386.402.406.410.426 .
430.434.450.454.458.474.478.482.498.502.506.522.526.530.546 .550 554,570,574
578.594.598.602.618.622.626.642.646.650.666.670.674.690.694.698.714.718.722.
738.742.746.762.766.770.786.790.794.810.814.818.834 1838, B8 H A 5 /90% . % /b
95% & /98% B A2 /99 % I A [F] — PR 5 H A B2 P2 AR R R e s 77 2K
B R FUAR B AR R 3R 45 & 30 0B & A £ A SEQ 1D NO:98.146 . 338F17 141 Z LR £ 5]
[KJHCVR.

[0013] AR BHILHE (T iR Bk bl 45 & h B, A S R EEn] 42 X (LCVR) , Bk %
BER]AR X B H W N &L ER F 51 SEQ 1D NO:10.20.24.34.44.48.58.68.72.82.92,
96.106.116.120.130.140.144.154.164.168.178.188,192.202.212.216.226.236.240.
250.260.264.274.,284,288.,298.308.312.322.332.336.346.356.360.370.380.384.394,
404.408.418.,428.432.442.452.456,466.476.480.490.500.504.514.524.528.538.548.
552.562.572.576.586.596.600.610.620.624.634.644.648.658.668.672.682.692.696 .
706.716.720.730.740.744.754.764.768.778.788.792.802.812.816.826.836 41840, B H
HZE/DI0% 2 /095% 2 /98 % 5 2 299 % 1) J7 A1) [R] — PR 5 H A RN 751 iR A
508 SRt 7 20 TR AR BRI HU R 45 A58 B S A W B SEQ 1D NO: 106,154,346 411
69211 Z HE R 7 I ILCVR .

[0014] Ak BEFRME T iR B H b i 454 F B, A S HCVRAILCVR (HCVR/LCVR) [3 514
FRHCVRAILCVRIT FI 4% 1 : SEQ ID N0:2/10.18/20.22/24.26/34.42/44.46/48.50/58.
66/68.70/72.74/82.90/92.94/96.98/106.114/116.118/120.,122/130.138/140.142/144,
146/154.162/164.166/168.170/178.186,/188.190/192,194/202.210/212.214/216.218/
226.234/236.238/240.242/250.258/260.,262,/264.266/274.282/284 ., 286/288.290/298.
306/308.310/312.314/322.330/332.334/336.338/346.354,/356.358/360.362/370.378/
380.382/384.386/394.,402/404.406,/408.410/418.426,/428.430/432.434/442.450/452.
454/456.458/466.474/476.478/480.482/490.498/500.502/504.506,/514.522/524 .526/
528.530/538.546/548.550/552.554,/562.570,/572.574/576.578/586.594/596 .598,/600
602/610.618/620.622/624.626/634.642/644.646/648.650/658.666,/668.670/672.674/
682.690/692.694/696.698/706.714/716.714/692.718/720.722/730.738/740.742/744
746/754.762/764.766/768.770/778.786/788.790/792.794,/802.810/812.814/816.818/
826.834/836M1838/840 . {445 & SL it /7 X, Frid AR BIH: v B A5 108 B 2 18 77 71 4 SEQ
1D NO:98/106.146/154.338/346 #1714 /692[*JHCVRFILCVR

[0015] A BHIEHE (| PR B IR i 456 v B, HoA &5 1% B 8ECDR3 (HCDR3 ) 45 4 ik
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A2 HECDR3 (LCDR3) &5 A4k, i H BECDRIZS A Il = A7 30k H 40 T I 2 B2 R Jr 31 : SEQ 1D NO:
8.32.56.80.104.128.152.176.200.224.,248.272.296.320.344.368.392.416.440.464 .
488.512.536.560.584.608.632.656.680.704.728.752.776.800F1824 , B B A5 % /1>90% .
F/095% . 2 /098 % 5L & /099 % 1K FE A A — MG 5 R A B 20 7 51 5 AT iA §2 BECDR3 45
Foydek LA 2 8 0 R ) s R BR 2 81 : SEQ 1D NO:16.40.64.88.112.136.160.184.208.232.
256.280.304.328.352.376.400.424.448.472.496.520.544 .568.592.616 .640.664.688.
712.736.760.784.808F11832, By LA 5 /190 % . &2 /295% | % 21298 % B % 299 % [ )7 3 [7] —
PER) 5 HFEA U 71

[0016]  7E4F i SLita 77 2, Bk fidd B b A4 1 e i 45 A 30 40 5 1% B 1 i HCDR3/
LCDR3Z LR FFEF X : SEQ 1D NO:8/16.32/40.56/64.80/88.104/112.128/136.152/160.
176/184.200/208.,224/232.248/256.,272/280,296,/304.320/328.344,/352.368/376.392/
400.416/424.440/448.464/472.488/496.512/520.536,/544.560,/568.584/592.608/616
632/640.656/664.680/688.704/712.728/736.752/760.776/784.800/808F11824/832 . {R 45
558 SE Tt 7 20, A AR BHUAA I B R 45 A A8 15 0 B 40T (X HCDR3/LCDR3 24 B 1R 7 71
Xf:SEQ ID NO:104/112.152/160.344/352F1704/71 28 i —4H . B A 1% ESHCDR3 /LCDR3 %}
I HUPAR 25U AA ) A BR S PE S2 49 A4 43 51 FRic HAHS88N  HAH59 1IN H4H6 18N FTHAH58 1P,
[0017] A 8RRt 7 huiR s i By, Hogh— 0 A5 HEECDR1 (HCDR1 ) 45 #4438, . 5 #ECDR2
(HCDR2) 45 #4348 . 2 HECDR1 (LCDR1 ) &5 #Al38 A2 HE CDR2 (LCDR2 ) 45 A48, , It A H E CDR 1 45 4 3k
HA®RB W TR T :SEQ ID N0:4.28.52.76.100.124.148,172.196.220.244.
268.292.316.340.364.388.412.436.460.484.508.532.556.580.604.628.652.676.700.
724.748.772. 7961820, B H A £ /090 % . % /095 % . £ /198 % 5 & /199 % 11 ¢ 41 [H] — PR
5 HIEAR RS P31 s Bk B BECDR245 M I B A 1 B 40 B I 2 B2 R J7 51 : SEQ 1D NO: 6
30.54.78.102.126.150,174.198.222.246.,270.294,318.342.366.390.414.438.462.486
510.534.558.582.606.630.654.678.702.726.750.774.798F1822, By HA & /90% . & /b
95% &2 /098 % B %2 /1299 % 1) J7 A [l — P 1 15 LB AR b 2RALLR) 7 51 5 i 52 B CDR 1 465 44 33
HAEERBAWMTRZAIEREFES] SEQ 1D N0:12.36.60.84.108.132.156.180.204.228.,252,
276.300.324.348.372.396.420.444.468.492.516.540.564.588.612.636.660.684.708.
732.756.780.804F1828, B HL A £ /090% . £ /095 % & /098 % Tk £ 2199 % 1) 3+ 51| [F] — PE )
5HIEAR ESAUR P s Brod e 5E COR2 45 A 48, H A 10 B a0 N 1 2 2R J7 %1) : SEQ 1D NO:
14.38.62.86.110.134.158.182.,206.230.254.278.302.326.350.374.398.422.446.470.
494.518.542.566.590.614.638.662.686.710.734.758.782.806 1830, B H A % /90 % .
#/95% | 22 /098 % B A /99 % ¥ 7 A [F] — MR 5 H AR AR R 71

[0018] ANk BH (1 4 s 1 B il 14 7= 1) e A S B sl 45 5 7 B S & HCDR 1 HCDR2 \HCDR3,
LCDR1.LCDR2AILCDR3ZS #4488 , Hi4» WI3E [ : (1 )SEQ 1D NO:100.102.104.108.110F1112( 4
WIH4AH588N) ; (ii)SEQ ID NO:148.150.152.156158F1160 (% 7IHAH591N) ; (iii)SEQ ID
NO:340.342.344.348.350F1352 (4 f11H4H618N) 2 (iv)SEQ ID NO:700.702.704.708.710F0
712 (I THAHG81P) o 3X L6 7 15| P CDR ) 8 L 1 e 31 ik T I 2 M3 e

[0019]  FE—AHHICHY <Lt 77 20, A8 & A FE AR BB IR LR 456 B, HORR et &5
APAR-2, Hod B Fro A 5 F BA & 78 BB BE AN B 7 3 2 WY 1) B B RS B CDR &5 M), i
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HAREAR R FE P :SEQ 1D N0:2/10.18/20.22/24.26/34.42/44.,46/48.50/58.66/68
70/72.74/82.90/92.94/96.98/106.114/116.118/120.122/130.138/140.142/144.146/
154.162/164.166/168.170/178.186,/188.190/192.,194/202.210/212.214/216.218/226
234/236.238/240.242/250.,258/260.262/264.266,/274.282/284,286/288.,290,/298.306/
308.310/312.314/322.330/332.334/336.338/346.354/356.358/360.362/370.378/380.
382/384.386/394.402/404.406/408.410/418.426/428.430/432.434/442.450/452.454/
456.458/466.474/476.478/480.482/490.498,/500.502/504.506/514.522/524 526 /528
530/538.546,/548.550/552.554/562.570/572.574/576.578,/586.594/596 .598/600.602/
610.618/620.622/624.626/634.642/644.646,/648.650,/658.666/668.670/672.674/682.
690/692.694/696.698,/706.714/716.714/692.718/720.722/730.738/740.742/744.746/
754.762/764.766/768.770/778.786,/788.790,/792.794/802.810/812.814/816.818/826 .
834/836H1838/840 . HR 4 H7 /& 5Lt 77 X, Frid Hudd 5 H v B AL B HCVRAMILCVRZ I ¥ CDR 7
T, BT IRHCYRFILCVRIE F : SEQ ID N0O:98/106.146/154.338/346 F1714/692[11 . Fi T % 5
HCVRANLCVRZ LR 7 51 2 N ¥ CDRI 75 v A AR AE AU 0, Hn] T A ST A Y
15 2 HOVR AN /BRLCVRE L 1 5 71 2 N K CDR o AT T~ % B DRI T 6 775 191 P i B4 A 5460
a1, Kabat5g X .ChothiafE X SMADMIE X . MhiAZ ,KabatiE X T Fp 8 A] 2P, ChothiafE X
FeT I X I A7 B, AbME X seKabat MIChothia 7 iE 4o 2 WA 1, Kabat,”
Sequences of Proteins of Immunological Interest,”National Institutes of
Health,Bethesda,Md. (1991);Al-LazikaniZE A, J.Mol.Biol.273:927-948(1997) ; 1
MartinZ A ,Proc.Natl.Acad.Sci.USA 86:9268-9272(1989) . AT % 5 $i44 P CDRFF FIK)
N FEE R AR ] I

[0020]  #E % —J51H , A K B HR L T AL HUPAR-2H AR B He A BRI AL R 2 1 o A A B 30, 4%
T A AR LRI B R IB A, DA S 5| N IR S B A4 1) i 3= 40 i, DA S s ik AE Ao Ak
AT R A T B SR A M) F AR A 7 T R i A T AR I IR T

[0021]  FE— ANty =0, Ak B3R T S B L A B, A HE B a0 R IR 7 7
SRS FTHCVR: SEQ ID NO:1.17.21.25.41.45.49.65.69.73.89.93.97.113.117.121.137,
141.145.161.165.169.185.189,193.209.213.217.233.,237.241.257.261.265.281.285.
289.305.309.313.329.333.,337.353.357.361.377.381.385.401.405.409.425.429.433.
449.453.457.473.477.481.497.501.505.521.525.529.545.549.553.569.573.577.593.
597.601.617.621.625.641.645.649.665.669.673.689.693.697.713.717.721.737.741.
745.761.765.769.785.789.793.809.813.817.833F1837, 8¢ 5 H: B A5 % /090 % . £ /095% .
£ /98 % B A2 /D99 % AR ME M A EAH ) 7 51 iR PR 45 8 SE it 77 X, Bk Hid Bl i Bt
£, 2 % E SEQ ID NO:97.145.337RI71 3% 8 17 71| 4 A I HCVR .

[0022] AR EHICFRAL T Hids s v By, A& ik B WS IR 7 51 4 A [FJ LCVR : SEQ
ID N0:9.19.23.33.43.47.57.67.71.81.91.95.105.115.119.129.139.143.153.163.167 .
177.187.191.201.211.215.,225.,235.239.249.,259,263.,273.283.287.297.307.311.321,
331.335.345.355.359.369.379.383.393,403.407.417.427.431.441.451 .455.465.475.
479.489.499.503.513.523.527.537.547.551.561.571.575.585.595.599.609.619.623.
633.643.647.657.667.671.681.691.695.705.715.719.729.739.743.753.763.767. 777
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787.791.801.811.815.825.83541839, 85 H H A £ /090% . 2 /095% . £ /098% B 2 /b
99 % [AJ P VE ) HE A EAH R e 71 o R4 e SE Tt 7 2, Prad oA Bl H A BB 25 B ik 1 SEQ
ID NO:105.153.345F17 15K % 1R 7 51 i A U LCVR .

[0023] AR B ICHE M T HR BRI U 45 6 7 By, FA B HCDR 345 #43 FILCDR3 45 14
s, PR HCDR 345 A6 485 tH 3% 1 301 R A A% HF B2 /7 #14wi% : SEQ 1D NO:7.31.55.79.103.127,
151.175.199.223.247.271.295.319.343.367.391.415.439.463.487.511.535.559.583
607.631.655.679.703.727.751.775. 79981823, 8k 5 H HH £ /090% . £ /095% . £ /098 %
ok 4271299 9% [ VR PR I JE A _E AR R 1 7 31 5 BT LCDR 345 #4348 F 328 B 40 R IO A% R e 1) b«
SEQ ID NO0:15.39.63.87.111.135.159.183.207.231.255.279.303.327.351.375.399,
423,447 .471.,495.519.543.567.591.615.639.663.687.711.735,759.783.807 FI831, 5 5
HEAEDI0%  ED95%  F /098 % Bl 2 /099 % [R5 (LA A [F] 1 2 71 o AR FE e o s
Wit 77 2, PR A B B A% E SEQ 1D NO:103/111.151/159.343/351F1703/7111K]
W 7 53 4mhs [FTHCDR3FNLCDR3 7 %1

[0024] Ak BHabiR A T SR e H iy B, Hodk— D A0 5 HCDR 1 45 #4)48 \HCDR2 45 74 33 . LCDR1
S5 K I AILCDR2 45 #6355, I IAHCDR L 25 A 80 FH 3% B o T () 4% H R 7> Z10 9 A : SEQ 1D NO:3.27,
51.75.99.123.147.171.195.219.243.267.291.315.339.363.387.411.435.459.483.507 .
531.555.579.603.627.651.675.699.723.747.771.795F1819, 8, 5 H B A £ /90% . & />
95% #7198 % B 2 21299 % [F] Y 11 (1 He A EAH R J7 21 5 BT IAHCDR245 A 0 FH 328 H 40 T I 7%
75 9% : SEQ ID N0:5.29.53.77.101.125,149.173.197.221.245.269.293.317 .
341.365.389.413.437.461.485.509.533.557.581.605.629.653.677.701.725.749.773.
T97HI821, B HH A % /090 % 2 /095% &2 /98 %6 Bl 4221299 %6 [RI YR PR I S AR AR IE 1
F s FTIRLCDR1 45 A6 4 B ok B 40 T (A% B /7 91 4 h : SEQ 1D NO:11.35.59.83.,107.131
155.179.203.227.251.275.299.323.347.371.395.419.443.467.491.515.539.563.587
611.635.659.683.707.731.755.779.803F1827 , 8¢ 5 H HL A E D90% . £ /095% . £ /098 %
o% £ 7199 % [F PR PE R FE A AR 3 51 BT LCDR245 #4358k B 3% H 2017 1 4% R 2 71 4 6
SEQ ID NO:13.37.61.85.109.133.157.181.205.229.253.277.301.325.349.373.397,
421.445.469.493.517.541.565.589.613.637.661.685.709.733.757.781.805.829, 5 5
HHAFZE/D90% .52 /095% . 52 /098% Bk %2 /099 % [H) P 1M 1 3L A _FAHE 751 .

[0025] AR 4R4E e St 77 3 Frk iR s v Be A5 FHSEQ 1D NO:9741105;SEQ ID NO:
1451153 ;SEQ ID NO:337H1345;B{SEQ ID NO: 71317 1581 k%G 7 71 4 A 1) B 4 RN 45 BECDR
3

[0026] AR EHE i 4 B I PUAR BRI PR 45 & v B, Hobs e R 45 A PAR-2FF 0 &
HCDR3AILCDR3 , H: T HCDR3A, &5 1 o X - X2 X2 X=X - X O X=X B-X "= X 1P-X "' -X'*(SEQ ID NO:
843) I F s e A, Hoh X A laBiVal , X2 2 Lys, X* &G lyBRG Lu, X & AspBERGly , X° /& Phe Bk
Asp, XN TrpEiSer, X ASerBGly, X} 261 yB Tyr, X" & TyrBiAsp, X' *&PheB Leu , X' & AspE},
Ala, HX" 2 Tyr; 3 HLCDR3AL & 2 AX X2 XXX XO-X"-X5-X"(SEQ 1D NO:846) [ & I
), Horp X MEMe tBRG In, X5 &G 1n, X*JEAlaB Ty r, X & ThrEi Lys , X°/&G1ln. Ser8i I le, X°4&
PheBgSer, X" J&Pro, X* & ThrEiLeu, HX & ThrEl AN fFAE

[0027]  7E—ANFE HAR K SETE 7 Arh , AR B RFAEAE T — Bl o & B PR B A B, HoRR S
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PELE S PAR-2F40 & 0 R 731« :X X2 X3-X*-XP-X5-X"-X®(SEQ ID NO:841)[JHCDRL %%, H
X 2GLly, X*f&Phe, X* & Thr, X*&Phe , X" & SerBiArg , X° & SerBiArg , X & Tyr, HX* &Gy,
Ala BEThr; 2 X'-X*-X*-X*'-X"-X°-X"-X®(SEQ ID N0O:842)RJHCDR2JF %, HipX & 1le,X* &
Ser.GlyB{Thr,X> & Tyr.GlyB{Asp, X & Asp GlyESer, X° /&G yBiArg, X0 /& T1e GlyBiAla, X’
J&Asn.Ser Arg B{Gly, HX*&Lys.Ala BUThr; RX'-X*-X*-X*-X°-X0-X"-xB-x"-x10-x-x"?
(SEQ ID NO:843)[JHCDR3 /T3, Hh X & AlaBiVal , X & Lys, X261y G lu, X J&AspEiGly,
J&PheBiAsp, XoH& TrpEiSer, X & SerdiGly , X3 &G 1yBE Tyr, X* & TyrBiAsp , X' *&PheBl Leu,
X” JEAspEiAla, HXY & Tyr; R0 -0-x =X "=x®-x"-X""-X "' (SEQ ID NO:844)[#¥JLCDR1
), Horp XMEGIn, X2 2 SerBRG Ly, X J& Leun I 1o, X2 ValjZSer,X J&His AsnB{Thr, X° &
Ser AsnBLTyr, X 2 AspEAEAE , KB G Ly BAAEAE , XSt AsnBUAAEAE , XS Thr BRASAEAE
HX"M B TyrBi A fEAE s RX-X*-X*(SEQ ID NO:845)[{JLCDR2/% %1, Hop X! ELysBiAla, X* &
Ile AlaB{Thr, HX*&Ser; PL A A & B X X2 XX X°-X5-X"=X5-X"(SEQ ID NO:846)[¥]
SRR R FILCDRS, o X EMe tBiG In, X2 G1n, X f2AlaB Ty r, X & ThrE Ly s, X°&Z&G61n.
Serdi1le,XZPheBSer, X J&Pro, X3 & Thrak Leu, H X2 ThrBl A fF4E
[0028] Ak B A 2 BA AT KA A AR S B BT-PAR-2H0 4k o £ — L4 B F v, BB B AN 75 22
[RIREIEAAL S AR , BRI AS B AR AE T S50 EE 10 SURE B8 43 ] B8 0h-T- 461 2 3 e 44 it
()40 B 214 (ADCC) D Re A FH (ML Shield%E A (2002) JBC 277:26733) o7 53— 2 5 I, A 3
AT P FURE R AAZ A LIS U # M 4R 1) 40 B 2514 (CDC) .
[0029] 78 55— 7, AN K Rt T AMA AN, A5 R 7 R4S G PAR-21 H 40 A Hiik ek
H B VA S 25 W ml 4252 38044 o AE — DN AHIC I 5 T, A BH B FRAEAE T PAR- 240l 551 45 58 — Fr
T RFIE A AW AE— At )y 20, PAR-2301H1 77y Bl ik HiAd sl He A B o 7E — 45k
it 75 2, 88 BT R AT B8 S PAR- 2301 il 514 R 2H & 1655 « B8 HPAR- 2401 1l 77
FLE A B 7 90 P 7R A R AE A PR 0 i PAR — 2378 160 JH At 750) A58 H A 7 A 0 H o i 45
A A BRI AN FAE B R ) B/ BT HRPAR-2_FIF B R AR 5 A% S K5
[0030]  7F 53— 77 I , A & BH 4 it & AR & BH (1) Fi PAR— 2?1¢&?1¢Eﬁ?ﬁéﬁé*ﬂﬁ$ﬂl%ﬂ
PAR-235 PRI 772, He b7 PR 3 VA A it A YR T A A= A 3 ARk IR ) B B BT 1 3t
JREE A BN G0 FTiad 7 BB AS R i A2 B 40 308 2P AR— 29 P2 T 40 R
JO b1 B TR B ATART 2 99 B I, o A 2 BH 4 S0P AR -2 0 A& BT A - B AT S P YT PAR—2 1 2 (4 il
(1, fig £ 1 Il BRU1R A ) B A 22 /IR B V8l ) < 1A AH EL A R Zhge » B o At 411 2 1
I F HIPAR-29E 11 o £ et , B 53 70 Hb , AR B K $-PAR- 254K AT T-PLPAR-2F% RECAE 5 —Ff
oY, 2 FRPAR-241 M /M35 2 (8] i A BAE FH (O, #l tniMacFar lane 2% A, 2001, Pharmacological
Reviews 53:245-282 for a general discussion of PAR-2 proteolytic cleavage and
activation) . FrikHUAREIUAA F BE AT BB S — FhEL 2 Bl 55 AR 7 R BR A AT H .
[0031] AR B AL 45 A4 K I (R HUPAR-2Fu AR BTk I L SR 45 & 38 o A2 il & 25 Wb i H
¥, IR 25 B 10 2 38 YR T7 5 PAR- 235 P AH S B b L B L () iR B 1
[0032] eIt B SCTEIARY RS , HoAth STt 7 2R B & W o
[0033]  Fff & faj ik
[0034]  [&|1.4i4KHAH581P \HAH588N HAH59 1N fZ HAH6 1 8NJ1 H 4 7] A% [X. K2 CDRIK) 5 %1 %ok E 7]
o
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[0035]  [&]2.4i4AH4H581P HAH588N HAH59 1N £ HAH6 1 SN 45 54 7] A% [X. K2 CDRI¥) 5 1 %ok L 71
o

[0036]  [&[3. F&I(A) Son 7 o) BT M0 1t PAR—2 85 [ i 2 o7 i J R 140 I 370 f) C— B N—i
AV EFRICHIIE (GTNRSSKGRSLIGKVDGT ; SEQ 1D NO:852) o 15 (A B 2L A7 SbnvE 15 ( LI
AW T B 1 B RLAAAT 55) J2 25 QB0 T PAR-2 85 1) B 2L A 1)) o To M B 2L B I it
WR/NFIT BRep . N (B) o T HUPAR-230 AR B B 1 6] FE A7 78 S &l A B4 /50,5
J1647 B JE ML B Fr BOR /N

[0037] &4, FEI(A) BIR T /N R S AT BT 0% T PAR-2 85 [ il i o7 i J 1L 1)
BRI R (43 50 NSEQ 1D NO:883,858 . 852) o X S £ [ il Z4 M AL s bnid A 15 Fn25 (B JiFAE
BOE MR A B AT ) S35 CBOE TEPAR-258 (A 8y 2R A7 1) « TEZL A N 8 B TR
KANFIT EERF  FE(B) Bon T HrPAR-2HUAR S I PE X BEAFAE T & R 8 1 gL 22 5 0115
3P Fa ML B v BER /N

[0038]  [&]5. Hiik 1 4F 4G PAR-21 B0 T 2 B 24 4o 3 JEl [ /7 %11 (SEQ 1D NO:852) (%)
PR HAT A R R A AER I 45 5 250 = AACE L TPAR-2 88 (I B S MR o5 B IK &
Bl 27 5 o SO HEPAR-22E I B AT R H 320 = AR R 5 TR R 2 K APAR-
2J7 3 (SEQ ID NO:851) & LI 2 H - s FmRyk At T 7 el N BT R s P 45 6 T = R
FAS BRI T/ 2A0 T4k 45 & I A RU BRI T1 /200 5 40 bl , 3 24-26 F128 1 R 45347 T
PR B ST, [ P R R R ST/ 28 b o BT I A A R Pl SRR R R, Y
AR NN B IR W D IR AT/ 2N Bk & A B AE UK T1 /21130 % B /b o iX Be 0 S 1R
FEARSCE SN PTR BB A BLAE I 5

[0039] ﬁ%ﬁ@

[0040]  FEHEIAA K B AT, LEERAR ) 2 AR R BAS R T B ol (1) AR T v SE 50 26 1 X 48
J3VE R GEAT A LAAR Ak o 30 BEHE A 1) A AR R B AT FH ) AR 1 R T ok HAk s it 77 =0 E
1), AN BRI PR TR I, PR SR AR R B G S R R 52 281 B A AR R 4 BRE i

[0041]  BaRE A LRE » A SCHTAE FH B9 T A H AR R 22 ARE ER 5 A A BF i i 7 AR Ak 15
FARN G BT I AR 2 SO R AR SO I, 24 T AR AR SR B E i i , RiE
KLY )RR AR ZE T ST iR B E A AL % AR 0, JiAR ST A, 38 K
Z9100” A FE9IFN 101 Sz 2 8] i A (B (4 701 ,99.1,99.2,99. 3,99, 45656,

[0042]  JEAEART 5 AR SCHEAR I T i A R S ADL B S A 1 R 8 ] T S e BRI A & B
SR 4 A IR I LG i T3 B AR R

[0043] I?X

[0044]  fASC AT fd Y, ATE “B2 1 B ROE S2 4K -27 L “t A BFBOE 24827 J “PAR-2" T4
() 4= K-PAR-27%5 [ 5t » APAR-2Z FHSEQ TD NO:8507 Fi A% 8 2 B SRl i , 7 EL A SEQ
ID NO:851 1 ZEEER T 5 o ok H AE NP AP (B30, /INER IR S ) HE 55 55 BIPAR-2 3 F IO &
BRIy AT H A LRI

[0045] AR SR AT T , R1E “PAR-2 7 B R 1 22 KB 2 ik , HoAm &5 47 T i8s YEPAR-248
P it 2 A7 o, (AR SR T 2 5 S ) 3 (I, NI ) 405067489 10N B 22 I 425
SR Ko /AL T80 PEPAR-288 [ B 2L A Aor o5 T ¥ (B, €3 ) 4056789 10N B 2 11 3%
B FE R o 7B MEPAR-2 Fr BUAE SE it 48] 211 3 2 b A7 Ut B (B Ju Ik “A” 2177 s B, 43791 9 SEQ

9
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ID NO:852-861).,

[0046]  BRARKEHIFE H ok H HE AP HFD (B4, /N PAR-27 L /N PAR-2 5 BY” L “fRPAR-27
“WEPAR-2 A B 2555 ) , nAs SCH M8 I, )38 “PAR-2” Al “PAR-2 A B 181K J& APAR-2EK [ Jiit
BT B

[0047]  AUARAFF B SRS I S GRS W0 R PAR-2 8 (I B AR AT U7 R 1K A2 A PAR-211)
W IEATg—36 F1Ser—37 2 7] ()34 (SEQ 1D NO:851) o Wik It PAR—285 [ g 2L AR Ay r A 24 2L fit
I B AR R AR B 1 P T PAR-2 8 SR IECAR KA £

[0048]  fASC A fd Y , RiE “PAR-288 1 B 481 A2 Be 0 7R B0S PEPAR-2 28 1 B 2B 47 5
ZYfAEPAR-2EKPAR-2 - B () 1§ o 7~ 9 1 PAR—2 25 1 (0. 95 i 25 1 I8 - 41 2R 8 A G TR 22 19
PR FVITa AL FXa N8 RS OB S OB RIRE OB A 2 IR B (-1
(MT=SP1) \TMPRSS2 &5 [ i—3 - 3L 11 B 1 I SO R TS5 - SO RE TS 6, S PR R Tl — 14
I EAC T 458 (duodenase) A il #E Al (gingipain)-R.Der pl.Der p3.Der
p9 W& INVE & G K BTV R IRE (serralysin) A 28 e A (T. denticla) ARG .

(00491 4nAR SCHT A AN, RAE “Pii” BIR A& H MM TSI & 2 IKE——W 4%
HEE (H) FI 45 42 (L) BE L H 2 AR R Sy sk e A o (i, TeM) o R 25 B & B ] AR
X (A= 3 18] 5 AHCVRER Vi) S BB H 52 X R IH E XA = AN ——Cnl .Cn2 X Cn3 . B
SRR S IR T AR X (AR SC TR ONLCVRER VL) M R B AE 58 (X o S B H 52 X A & — AN 5 F i
(CuL1) o VATV X 355 ] 3k — 20 Rl 43 Sy e ] A% X33 (BR O LA 8 X (CDR) ) S o BT Herp g 38
RS B X 33, FROAHEZEIX (FR) o BEFPVAIVLHERS = ASCDRAN PYANFRAA i, BA R FIN 74K IR S
Fe v HE 7 32 HL 0 . FR1.CDR1 \FR2.CDR2.FR3CDR3 . FR4 . £E A< & B 1 A 6] 92 i 7 =, 1
Ang—2PUE I FR (BRI B 4548840 ) 7l 5 AN A &7 (germl ine sequence) #H[A] , BRI LA
NFRIRELN TAB o 7] F T %65 5 Rl 22 BhCDRHEAT 3B 5 bE 40 1l 58 = I PR AR ST 71

[0050] A SCHTE IR, RAE “BUiR” i 45 4 KPU R o F LR &5 & 7 B AR SCRT
R AREBUER) “DURL G 07 PUER ‘DU A B s, s R4 59
JE T T B2 A WD AT ART R SRR A 1Y) I8 s S ZR TSI B B I B A Ui 1) 2 KB B 1 o Bt
RS A R BOrT S AT AT Sl AR R R a0 8 A BUK R AL B EE A 18 4% TR AR G
Tt G A0 A AT AR RN 38 P AL 72 45 R 35 IR DNABEAT B VB AN 25 fi7 48 B Bl , 4 Ko ik &
T o FTIRDNAAZ T A0 A1/ Bt 2 1R 78 25 15 E 49 2017 sk SR 35 DNA ST e (B8 , 491 i T Ak e A
SCPE) BT LA RRERAR o AL DNABEAT U 2 JF B AT A 22484 , BUs Rk A ) o A 4
ARIFEAT HAE, B ks — sk 2 AN PT AR A/ B 52 45 A HE N B 3E I %, BB N RS, il
i DR R R AL 1B AN ISR R RS

[0051] Bl &5 A A BEROAERR fil M S2 B 4G : (1)Fab B (i1)F(ab’ e B (1ii)FdA
Bt Gv)Fv A B (v) BUBEFv (scFv) 5 (vi)dAb B s Je (vii ) ARSI A4k n] A8 [X ) =
P e S22 2 R 1) s /N TR B A7 (A8 4, 43 B ) LA X (CDR) ) o HoAth T F2 2508 73, T 0UBE
itk (diabody )« =#EHi4E (triabody) WY EEHifk (tetrabody ) FIfITAE (minibody ) , tHAL
FEANAR SRS YIRS “DUR 45 & B R L2 W

[0052]  HuAkRIBLIR 4 A B — M 7 2 /b — AN AR S M3k o T AR S5 A3 mT DL AT K /)N
BRI R B, — 2 B B IR — AN B MHERL 7 A (AR B BUAE He 2 I 32 2D — AN CDR G #E
HAT 5 VLG5 R SO 2 ) Ve 45 A I 0 SR 45 6 v BN, P sk VNIV 285 ) 35T A RLARART 5 3 1)

10
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HEZ & B AR o 1, AT AR X R] R R AR I B Ve Vi Ve VU B VL -V 58 & e b, Bt
IR S G BT & AR B VeEl VL 25 R4 5

[0053]  7Efr s Sty 2N, FUIR I FLR &5 & v BT 2 /b — ARl AR g Mg I, 3t i
T 2 D —AMEE I AR B SR R PR 4 B R B AT AR 2 e 45 R 48 A E PR
PE RBIPE A G ATRE : (1) Ve—Cul s (1) Ve—Cr2; (111)Ve—Cu3; (iv)Ve—Cul—-Cu2; (v)Vi—Cul -
Ch2-Cu3; (vi)Vi—Cu2—-Cu3;s (vii)Ve—Crs (viii)Vi—Cul; (ix)Vi—Cu2; (x)Vi—Cu3; (xi)ViL—Cul-
Cn2; (x11)Vi—Cul—-Cu2-Cu3; (xiii)Vi—Cu2-Cu3 Kz (xiv)Vi—Cro £E A] A4S B A8 5E 45 K38 ) 11 ] 44
G CBFE ESCHH I R BIPER B ), Firid m] A8 % 8 58 25 M43 T B2 T A e Bl n] Jl ot 58 4
1B 43 ) B B o X AT  BCBE X T HH &2 /b2 (464,565,104 15,20, 40,608 2 )
QBRI HAE A Z IR A AR AT AR Je /Bl e 45 A 3k TR T G2 MR B 2
T A, AR BRI B R 45 A 7 BE AT BB b SO AT ART ] A% 2 18 5 465 M) $ i G
() 1R YR — AR B YR — SR A (B At 2 Ak , HAH L2 () F0 /B 5 — FPEk 2 Fh R AR VHER VL
LERIE (B, L AR ) AR SN A

[0054]  tnK Ik D+, JURS G v BOA] Jy B e R B2 e e 1 (491, XURe e 1) o 4L
&N 2 R IEPUR A A B B e B8 2 /DA [ ] AR 25 4 480, He i AR A4S A AR 45 1) ik
Bedr B SR PR BGE A F— P EASFE R A7 AR 245 Sk biis R, s A
O FFEI BT RUR: e PR T X, AT S AR SIUERE A 1 AR T A B B AR I 3 R 45
A B O o

[0055] i 44 %) 1w X 0 Jre A% [ 5 #MAR A2 18 = 20 e A 68 ) 248 . 25 2R 1 B8 7702 E 2 () o A
I, B[R] Y ] 22T O TS A4 8 A M B P R 5 7 i AT IR R

[0056]  fAR SCAH FHY , ARG “ABUIE” EAEHE R AATE B AR R % 5k A 75 1 a) A2
JAE 8 X iAo AR BH B N oA Al A AN FHONRR &R 0% Bk 1A 7 31 S bl 1 2 1R T 71
(M9 2, S8 AR AR R ATL B s e S 75 AR B P AR 4 i IR AR IR RAR ) , 4 i /E CDR——JL HAE
CDR3H o SR » WA SCF AT I, ARAE “ N SUAE” A BAE 45 AR I COR 7 FIAT A2 B HARIR 2,
R Can, /N D B PR RS A ANHEZL T FU I S4A

[0057]  GASCRHTAE FHIF) , RAE “HE L A PUAR” BAR A4S ok 8 41 5 i & R IA T B 1
B Npui, i B A% g N 7E £ 4 e A RIS AR IA R ik CR ChH#— P RER) . &
HAEH AR APUESOER SR (T SCHE— PR, 2 BN e iZ 3k E [ R AT
LR B (B, /N D) BHAR O, Bl i Tay lor s A (1992)Nucl . Acids Res.20:6287-
6295 ) B IS I A BT N\ Gz Bk e 1 B IR 51 B 4 1 HARDNA 7 B1) (R AR ART 7 2 i 4 3R
BIE S B P X e B A A SUE R A ATAE R AP RGOS Bk A 7 FIR AT AR S 4 2 X
6 AR, A4 58 SE Tt 7 U H , IR B 1 A1 A SUAR AT AR M AR (B 90 B Te /7 BT
LR I BT, A0 P 2 A N AR 4R RIS A% ) , DRI I B ZH Jro A4 1) ViRl VL X I ) 2R IR 7 9 R
KPR, 4074 B AP R Ve Ve B 5 HAHOGR) , AT BE AR KRR TR NI A Bt
M RES

[0058] A Hifkm] LLLAW B AEAE, X SEEE 7 Pt oC AE— P U, e Bk E B 75
T KZ150-160kDal) Fe e VY B A i 44 , o — SR 44 o B ) B2 B IS 4k Fr /e — i
(1) o 7288 R 0, SRS J& i ik B () RS AE T , 9F HE B— A~ K 2975-80kDal) H &
I AT 8 T (A ) 4 ) 43 F o I S JE QRS 7 S Al Ak J T AR e 70 55

11
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[0059] 58 —FijaCAE 2 P g B TG R A AL b IR A2 Je H T (EASIR T) S5 Prid $ii4 4%
B X[ P 2R O 1 25 W) 22 o A T GABSUBE () S50 X A 1) B — S R iR L M 2 5 2> — P
A H I E A TeG U EE— oM 22 2 1 7K ¥ (Angal % A (1993 )Molecular Tmmunology
30:105) o A K BH ALFEAEBCEE  Cu2 BRCu3 X $5iH AT — AN B 2 AN RAS $ 44, BT ik S AR A1 451 4l
A O T R U TR U R B R TR .

[0060] G ST AT, “ar B R PUAR” FR I 2 O MR IR I & /D —Fp el o rp 25 2
S G A/ BRI uAds o 2, O 28 PR R SRAFAEBIOR S8 77 A 1) AE M)A 20 23 B4 i 1)
Z /PP 4y - B B I BT E T AR A B ) “a B BT o S R Ak e L HE
SH A M AL s, DA R AT 2 D — A Al s S D R B iR R e s 7 2
A3 BT LA HoAh 21 M A o %/ B A2 o

[0061]  RiE “Fr b 56" SN ETUASR RS & A B S PR AR B4 N A
SFRSE B B A R VeSS A RS s A TR B BN 1 x 107 MBS A T B E AN F o
P PR 45 A B T VA AR AR S L 240, I FLALRE B 0, P i A R S AL IR S L
W, WA SO AE ), AR B R Soh “RE Rt 45 A7 APAR-2I TR AL LA T K4 &
PAR-2B H A 73 (a0 , A0 5 0 PR B 1 B 2 6 R MPAR-2 i BO AR , B ik Ko /T K
£71000nM. /NT K Z1500nM. /N T K £3300nM . /T 2K 29 200nM /T K £ 100nM /h T K 49
90nM. /T KZI80nM /NT K Z170nM /N T K Z160nM /NT K Z150nM 2N T K Z340nM . 2T K
£330nM. /TR Z720nM. /T K 2100M /N TR 295nM /N T K 2J4nML /N T K 293nM L /TR 4
20M /N TR Y InMB/N T K 2J0 . 5nM, 0 10 45 B L IR I E Hh B i & 1) o (O 487 2 AR S S it
#4) SR, 47 VRS A AN PAR-21K) 43 B I Fro A4 m] DL A 6k HAR B iR 1) 22 X B2V , 91 G o
H AR FIFIPAR-25F .

[0062] G SCH A8 I, “HR ORI BCPELIT M Siik AR 45 A PAR-2/H 44 : (1) FHLPAR-2
BUPAR-2 1 B 5 —MER 2 MR I BB (W AH LA 5 (1) FH LEPAR-228 B XA PAR-2BX PAR-2 J7 BX
(24, (iii) FNHIPAR-2F2 RECAR FIPAR-240 i 4038 2 (B I AH ELAE 5 S /B8R (iv ) S 300
PAR—2) 22 /b —Fil A M2 THEE A 1] o FH PAR—2 0 R 1k B30 L b 2 704 551 A2 g Ul AN 75 7R 5
A, ROEEATE RS A0 0 e AR DU B AT o TR BUPAR— 24131 1) 7 18] 14 I 58 V2 AE AR SO B
[0063] AN SCAFF YA K A YR HTPAR-2H AR AH X T~ % B 1 il 2 77 51 , 78 B8 AN 58 e ] AR 25
P B HEBE AT/ BUCDRIX S8 A] A0 B — AN ER S DN R R B RN S/ BB R X B SRR ] I
W ARSCA FH R 7 5 515 B B0 2~ 3L 5uE 7 5050 B 5 M &R 7 210 A B BT 25 & B3R
9. AR AFEGUR, KPR A R B, HATAE B AL A B 2R R T, o —4
B 2 MMHEZE AN/ BUCDRIX S 1 — AN B2 A B B 1R ] 52 R AR 4 A B2 () e 2 Bk 2 B 22 b 2Rk
FEHIR T I R R B CORIRBAE R IR ) (XL 7 5 AR AR AR U “Pp R B RAE” ) o AR
QU AR N R UAARSCA T BB B X P, AR i as— 424
FMR AP R B R RAFE A A T R ER ORISR S & Fr B A5 2 SEE 7 =0, Vel /BR
VLZE T 3 () B AT HE B A/ B CDR A 2 S AR [ 21 b 22 7 31 o AF HoAth SE T 77 b, RAHEE
(R 5 5 AZ [B] B R0 27 51, 46 01, RA 7EFRT B HT 8N 2 25 1R H BUFRAR J5 84N & R IR H (1) R
AR, B3 R A CDR1 . CDR2ELCDR3 W [ RAR R ILHEAT T [ RAZ d— 0, AR K K Bt
A4 ] 5 HE ZRURT / BCCDR X 350N 1 PR AN B 22 A & B B RAZATART 4L, B, FerboRe s 194

12
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BRI R AR R M 22 31, it AN [R] T 2R 7 B A 4 8 A R R AR 2R B . — H.3RA5, Al 25 S
AL E AN A B R [ R AR B U AR 45 & v BOsh — a2 R T /5 E 00 R PEREAT
DA, 2, 28 0 45 5 5 e PR G N0 45 5 SR A1) | S8 B S 19 35 SO B e AR ) S A
CBEAR LT E ) el 1) S R PR 4 55 o DL D — 07 OER1F I ik S R 456 BUEAR K
IHYEFE 2 Y o

[0064] AR WIE AL FEHIPAR-247044 , HoAD & HA — AN B2 AN OR 51 0 B B AR S T [ A
fATHCVR \LCVRA / B CDR 2L 2 - 51 I AR A4 o 4511 1, AR R B B 45 FiPAR- 247044 , HLH A [{THCVR,
LCVRF/BLCDRZIE BR [ H1AH X T A 3C A FFIITHCVR  LCVR AN/ BRCDR L R 17 71 H A ol i 104
B /D (8B /D 6B T D (A B /DS SR OR AT PR U IR B B o AE — SR T U
Pk AR S HCVR, L B SEQ 1D NO: 6981 2 18 7771 , He b A7 8N BB /[ fR ~F P 2
M B AL T3 — DLy b, g fi A 5 HCVR, L EATSEQ 1D NO: 698 = FE iR Fr 31, He
HA 6 BCE D (DR AF PR R IR B e o AE S — S Uy by, Bk SR B S HCVR, HEBA SEQ
ID NO: 698 ZFEIL 771, Horh A7 4B D () OR A1 PR R IR B e o A2 5 — S Ty Kby, B
IR EHCVR, HLEATSEQ 1D NO: 698K Z IR Fr 7], v A7 24 B S A (R A7 PR R
B AL ALy P, IR SRS LOVR, FLAASEQ 1D NO: 706 R 71, by
8N /D IR AT PR R B o AE Sy — A SE Ry A, i SR 5 LOVR, L HEASEQ 1D
NO: 706 i) 2 H 1% 7 31, P A7 6 BSE /D B AR ~1 PR R IR B e o A2 g — s i Uy ey, i
TR SLCVR, A SEQ 1D NO: 706/ MR Fr 71, Horp A 44 B A AR <3 P A 2 R B
B AL A SEHETT b, Frid RS LOVR, F A SEQ 1D NO: 706 R LM 771, by
2B T DR DR AT PR AR R B A

[0065]  BiASCPAS FRY , A VE “R I 55 1 - 3L4R™ 48 (0 el i Aer i A A% Je 25 22k Jo A ) 2k
[ SR 14 A Ak T 43 A SIS A AR RO 24 B, 4l i FBTAcore™ %4t (Biacore Life
Sciences division of GE Healthcare,Piscataway,NJ).

[0066] A STHTAE FHAY , AR1E Ko™, 548 B AR SR 50 S50 TLAE PR 1 2 o 4

[0067]  R1E “RAr” 151 =& 5 HUik 751 AT A X N 47 S PE R 45 A 7m0 (R 9 M6z ) FH AL
YE I SR D F o RN PUAR AT AT — A R AL o PR , AN [R] A T 45 5 0 R 1 AN [R] [X 42
H ] B AR A2 8 A AT DL R BT () o i R ALt i ok B 26 VE 2 Ik
R AN [) 75 B 1) 2l 2 1 = B R 20 i 7 A ) o 2 MR SR A A H 22 IRBE b A AR I B IR R Ak 7 A
() o FEHFIE AT, AT PTG U b AW L B2 1R o (4] i I 2 ) 3 9 o

[0068] ARG “BEEA B[R B B AR EAHER” B8 2 R IR B B, o i LA id
(A% H PR A A\ B k2R 5 HAMAZ R (B BAMEE ) S BN I, 2 H R P B[R] — PR A H R Tl
T FE DR A195% AR b 5 /D K 2596 % .97 % 98 % BX99 % , 1138 i AF-4AT 40 1K) 7 3] [A]
—VESEE IS, WIFASTA, BLASTE Gap , iIX S8 4F F 30 ik 5 S B LIR 5 F A LH—Mi%
Moy A BEAEHT B A AT N b B AT 5 S % 7 1 g i ) 2 KA TR 5L T A AL R 2 A 2
FEFIRIZ IR o

[00691  fyuxf 22 ik I BIH , AR AR b ARB” B “FE A _EARBURR™ 48 0 52 PN IR 7 B/ A
b o (i GAPERBESTRTTRE 7 , 1 F B 48 B 1B ) 354 % /095 % (1 B[Rl — 1,
Pk by % 2>98 % B 99 %6 [ 7 B[R] — 11 o 0228 1 , AN AH [F] F) A 5 B ) X | £ T A1 AR <1 1k
R BB TR PRI R B A S X B e, b a R IR i e B AT B 24 P (91
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0, HE A BB K PR ) R T BE (REEFT) (1) H B G B B o — Mcth , (R S PR R IR B 4 R AN
AR B 1 T TR Ik o AE AN B2 AN R L 7 P AR L2 ) 22 S AR s ME B B i1 L
FF B[R] — P 0 bE SCARMARL AT e 3 3 ARS8 A5 < 1 oo P T A8 L e R 2 ) 0 5K
XA AT A AN T2 SN o W, 40, Pearson (1994 )Methods Mol.Biol.24:307-331.H
A A 2= P T B 1) R AEL 1 S A 468 (1) g 0y I I e = HE IR S TR R SR
AR R 5 (2) Ny -2 VR - 22 AR AN IR R 5 (3) B & MIEE - R ARG Ay 2 e
Fi& 5 (4) 75 2 R & < 2R TR =R I = IR AN E8 IR 5 (5) Ik 8% - st =0 R s R PR AN A &R
(6) B PEMIBE : R4 Z B IS AR, A S (7) S B AMVEE < e b 20 AR B 2008 o P03 1 R < P
AR BHRAN HE R AR ARSI AN AR THRAR AR AR N AR -4
AR AR -REAIR UL R AW -1 A B % » & 1E Hb , IR <3 M BN AE PAM250 75 2 m]
RE TR B o B IE(E AT AR 1L , WGonne t25 A (1992) AFFFScience 256:1443-1445[].
“H AR AT MR BUCONAEPAM250 4850 n] BB VERE 21 SR S AT AT A8 3

[0070] 2 K /3 B ABALL P (RBFR A 2 B[R] — 1k ) b i A8 A e B A ik Dl = B 1 s i
BRAAT FH AN [ L 48 R0 LAt A A (B 48R <1 MR U R 4 ) 8 e i A AL B2 1 I = (B DL
BCAHBLRE B1) o 4511 01, GCGRI A, & P2 5 WiGap AiBe st £t , Ho A {H Bk 48 S 500 52 B 35 A 2L 1)
% Ik (B 3 B [R5 PR BT 2 R — 1, s B AR AN [R) R ) )30 22 ik 2 1), BB A AL 2
JR B TABAR 2 T6) o UL 4101, GCG 6. LA » 22 0K 13 ] {8 FHFASTALE F 48 BUHE T S 20t
ATHIEE X ZGCG 6. LRRH ) — A2 /7 JFASTA (1l 41, FASTA2 FIFASTA3 ) £ 41 | 25 ) S 48 R )7
) 22 1) o A HE B X A LU X B 7 B R — PR 43 bE (Pearson (2000) , WL 1 30) AR I 7
TS5 A5 K E R A A F AW P FRAT X 55— A% 0 FE e EALRE FPBLAST, Jt
AT HE A S 5 4TBLASTPELTBLASTN . W, A 1, Al tschul & A (1990)
J.Mol.Biol.215:403-410FAltschul ZE A (1997)Nucleic Acids Res.25:3389-402.

[0071] A HUAdn il &

[0072]  FHT- 7 A 5w B Hidds CELHE A N B v B 044 ) IR D VA AE AR I 1 o AR AT BT IR 1)
LRI J7VE AT T AR BH (1945 0 DA il 45 S MR 45 5 APAR-2[9 A didsk .

[0073]  {f FVELOCIMMUNE "5 AR 5 T 7 A 8 5 ot 70 A ) 447 LAt 8 S 77 3, PAR-211) 55
SR FT A PR ) B B A AT AR XN U 5 X o W1TF SCI SEI0ER - /AR 1, Ak
23 % JE LT TR BRI AT ORI , BT IR R AR LRGSR R 77 R PRI R E S N R AR B
X B B 75 209 N A E X BT SR L ™ A AR B I A N UAA , 49 2 BB A R B A4 1) T g G 1 B
1gG4. B P48 2 X nl Be AR P e e A i A8 4k, A] AR X B A o A3 R 45 6 1t B 4 b
5 R RFE

[0074] A=W W)

[0075] A EHRIHIPAR-2F LA UL i BLEFESE A BT, B A 5 iR 0 Juis A [ AR
B 456 NPAR-288 I AL L 17 9 o plr ik AR AR Al S 3 i Bt 5oR A AR B0 & — A
B2 N E RSN B, BB e H SR S T A SR LT S0 (9 AR 4 0 T AL
Hhy, A9 K B GBS SUPAR-2 BT (¥ DNA 7 B ALFE X AL (1) 77 71, 2L 5 B A FF 0 15 Z1AE b B
B AN BE A RN IN B SR e, (B ZR AL i IPAR- 2P AR B4 B 5 A R T Y
PUPAR-2FUARB AR I B LT S o 3X e AR AR G L 18 FIDNAJ7 51 (1) SE W AE ST BTt it
[0076]  PARhILIR 454 B 12 BUBLIUAR , 7E DL A DL T A R o AR S 280 < 25 0 o 25
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VS B2 ) #4354 » 24 FE LA R ) BE R & AR AR SEBR 2640 T, To il 2 B — R =B
% A BTt P, 3 (R 2 RN R SR B 25 22 5 o — SS f A 5 70 FL IR AR 82 i AN A2
WSO 2 b S S5 B A R R S R ER 2 W 24 1 ), FEATY SR R AR DR AR 53X R A2 A
SR UACH 2R | [ 33k 1 25 S T (intentional ) 3 B8 LAARIEAE I (label ing) Mt 3k,
LT i e A FH B (R B8 A 8 0 A4 P 250 P I AN DR B ORI 2% B R T R AL
[R5 8 291 AN R 2

[0077]  HE— s )y srf , WAL SR 5 A B8 11 0 e 22 Akl P R J T A I R
A ESUZER, HR RN .

[0078]  YE— sty 20, B B AT AE S R P A A i A e — R B 2R
T AH LG T T8 i S e R Y8 97 A TIOR3 I FH PRURS: 184 00 » A0 4 B 938 JE M P i IR I 25 A8 4k
AR IR, IR B R 45 A B O B AR SRR

(00791  HE—ANsehityr =\rh , PR R 45 & 85 1) SR ao 3 8] 1 — Pk 22 R/ E AL A
TP A — Fho 2 R, 1A B IR S L B SRR, I AR PRI R 45 & B A A A
S

[0080] AR Ik ml i Aok A4 N RTAA 0 5 VEAIE B o AR WS R0 R I VE A, B A, (a) £E
N AR 2L Bh 4 o 1 A oA AR, 5 G e 0 VR L I 37 B Ak A 2 VA o oA R AL
ARV e FEAE B TR B 205 (b) D48 5 A B AR N AR PR P 25 40 AH G I AT & 380 7=
AT AR AR I s (e ) 78 N BLARE L3047 i 4 Py I, I U & B i o (Bl 2847 )
)45 38 (1) B 24 24 RN A ) ] 1 R 555 BA B (d) 32 B R a4 il i i R R, Fe v B T 0
M) 22 A A R B AE PR P B AR P S

[0081] A BH ()T PAR—2H0 A% 1) A= 49 S5 A% A8 A m] el a1 B | e o A 4 2 37 1k AS B B
ST BN 2 B B B 53 o) A ) 2055 T AN B 1) R v B PN 8 e A T ) A 2 o 491
BT, 0 AR D A P AN R Db R R T A Ik B P At S e P LA DA e B 52 M I T2 A
WA EEBUAS TERAI 4 N T o 75 HARAE B0 R , AR W55 AR T G SUPAR- 256 A 44, I
BB PR IR AE (1 LR AR AL , 91 1, 5 W TR Bk W AL ) 9848

[0082] AR AL 2= rAIE

[0083] 2 Jh M (1) 0 47 Ml 308 e A AR S5t 140 400 i 25 1 (CDC) B0 44 490 40 i A3 10 400 o i
(ADCC) R AEME F o “FMA A A 2 Mo E5 7 (CDC) T Se AEAMEFEAE T A K R A4 1 3 R
RIB AN LA . “PUAR RO AN L A T A B3 (ADCC) FR I 2 4 M A 0 R, Forp Rk
FeAZ A4 (FeR) (51, AR 2745 (NK) 4 v P 200 L R 5006 40 M ) 1 = B e i 00 i 5 1 &
AR AR AN 25 A BT I H G T ECEE AR 41 1 A - CDCRIADCCR {3 FH AR 47k 284 % I
AT A5 K I 5B R AT, (W TN, U.S.5,500,362H15,821,337, & Clynes®E A (1998)
Proc.Natl.Acad.Sci.(USA)95:652-656).

[0084] &3t , BY 5y 4, A% I BH ) Bk ] 78 BEL W PAR—24H B F B4 1) 52 A4 40 43 AH ELAE
B VT AR H o AE AR R BHPAR-2FUAR B 0 T 5 B i S0 44 JC I mI e ik B B Bode i Jm s 12k
PAR-285 111 Bl AL s A FH o & 18 1, A9 R B I 44 Pl a0 T H0ks RECAE A — DB A 41
JOARIR CAur, BR1ER 20 /B0 R 3) < TR ) A AR A AE H

[0085]  HF HAAHL, Ak B HTPAR-2HU AR T /s — FhEi 2 A DL N RRAE « (1) 455 APAR-2
BUAPAR-2 7 Bt IR G Al A (A, /N B KBRS B ) B8 55 55 ) PAR-2BPAR-2 7 Bt I B

15



CON 102574923 B w Bg B 14/43 T

775 (2) 456 ANPAR-28L APAR-2 Fr BUHIF AN A N (18, /N BRI KBRS R R 25 55
PAR-2BUPAR-2 7 B [1) B8 775 (3) 45 & APAR-2BU A PAR-2 Jy Bt I 45 A MR PAR- 2B EPAR-2 1 EX
THALE B /N KRR ) BEPAR-2BPAR-2 1 B RE 775 (4) 45 A APAR-28% A PAR-2 " B¢
F456 APARL \PAR-3B(PAR-4 B H 1 BLIKIBE 77 5 (5) 455 APAR-2BAPAR-2 i BUAH AN &
PAR-1.PAR-3BKPAR-4BIL 7 Bt (IR 775 (6) 25 A APAR-28( APAR-2 Jy Bt FF &5 A 4E A\ (4t
ANER IR R BR BR R S5 5 ) PAR-1 \PAR-3EXPAR-4B I F B B8 775 (7) 455 APAR-2E A
PAR-2 F BAEANEE A BN (B0, /N BHE KR e 0 4% 2555 ) PAR— 1 \PAR-3EXPAR-4 B
BIIBE 775 (8) BHITPAR—2BRPAR-2 F B 1) £ 1A /K A ME 24 1 B8 77 5 (9) BRI APAR-2% A PAR-
257 B S AR N (a0, /B  ORBR B ) 0 S S5 ) PAR- 2B PAR-2 i B ) 2 7K i PR 3R 1)
RE 775 (10)BH W APAR-2BAPAR-2 7 B I £ 1 7K A 1 2 A A AN BELIBT N (A2, ZINBRL W Jf S K
B B J RE SE SE ) PAR-2 B PAR-2 F BY ¥ 25 (1 /K A ME 24 (¥ B8 775 (11) BRI APAR-2B A
PAR-2 7 Bt J2 APAR-1.PAR-3BPAR-AB L F B I 85 1 /K MR PR 24 A3 (1) 88 775 (12) FELIBT APAR-2
3 ANPAR-2 F BEK 28 1 7K i 1 2 A AH ASBEL BT A PAR—1 . PAR-3BPAR-4B H: A BER 28 (7K i 14k
SR BE 775 (13) BT APAR-2BL A PAR-2 17 B S AE N (413, /NG I S KBRS B ) S 25 55 )
PAR-1.PAR-3BKPAR-4BH 1 Bt 1) £ 1 7K MR 12 SR I B8 77 s A1/ 85 (14) BEL T A PAR—-2B A PAR-
27 BB A KA PR A AR BRI AR N (B4, /N B J R B B 0 555 )PAR- 1 PAR-3
BUPAR-4BH Fr BV 8 1 K R PR R v s

[0086] 1 -3CIH (8)~(14) Hh A FI AR E “8 (1 /K i 14 24 M8 78 1 /2 PAR 2 F (PAR-1
PAR-2.PAR-3B{PAR-4 ) Bl I 1 Bt 4 PAR-2 25 [ Iy B I Ath BB 8 70 30 T PAR—2 £ 11 B M 7
Wb ZLAREPAR-258 711 Bl 2L o

[0087] A PAR-2[fINui X $8 H A 2 AP “AEB0E PR 8 A B Ar A, B, Be i i i
Al LR AR T B A SO ) A7 Ao N B0 TR 88 1 B 267 67 T« (a) APAR-2(SEQ 1D
NO:851) [jArg—31 MISer—3 25 L (1) FE 4L ; S (b) APAR-2(SEQ ID NO:851)ffjLys—34H1Gly—-
35Kk IR AL - PAR—2FRINIR I PR S80S 14 AL B0 M A S AE B s ARt (A BB = A ROR
A W P B O B AE AL L PR = AR NS PEPAR- 28 (AR MR A7 1) 5 XL 4 o AR 2 B
A5 R BTG PR PAR -2 1A BfF 2 A AT p AELASBEL B — AN B AN R0 PR PAR -2 A BiF 24 A o7
A BUPAR—2HUAA o A% 358 0 A7 A2 755 BEL T Tk A BEL Wi 44 5 (1) 28 1 I SR A Ao o T 0 3 AR ATk 1 3
AR N G AF AT AT 38 4 0 5 V2 S s 8] P 1) A4 47 BEL BRI 0 5 v (AR ST s it 4411 8 FH 3
(1) o S 491 S P U8 BH 40, 75 49 1 B AR HAHB 8 1 P 35 7% HE A S Mk PAR—2 88 14 I 240 o7 5 %
WOEPE R AT &5 (7 T APAR-2(SEQ 1D NO:851)[FRE:Ly s—34F1G1y—353% $24b ) FHL KT ik 5
A B2, {HASFE W67 T APAR-2(SEQ 1D NO:851) %% HArg—31 MiSer—32i% 8240 (I HE IS
VEEE VB2 A7 AT SR A S, S 491 8 v A FH K X L (compara tor ) AR TE G PEPAR-
285 G ZLAE AT s KA AR BOE PEAT 3 R RE W 217 o 1 287 491 VE B PAR- 2544 1 22 S AL R PR
W e 778 Al e SR T IR S AR T 45 A I PAR-2 40 H R 52 IX 3 22 S5 (LB 4, AR ST SE e
#19) .

[0088] 4 S 44 7525 C AE 3K M 25 25 4R U 52 o 55 B0 bR 73 10 45 6 AT DA, Bom
R 500nM¥T Ko , B 7E 25 °C 78 B I A % W B I 5 (ELTSA) A 8t 5 #E AR 5 (1 45 A 34T DU
i, 2 7~ L ECso K1 50nM , B AE 59 A 24 28 6 ) s ik L 25 80 5 b oK S AR AR 45 A B, AR 3
FieAtE I, Tudds “ANEE 67 8 SR 73 (1, /N SR PAR-2 KR PAR-2 ., S PAR-2, JiJPAR-2,
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FEPAR-28 H F B o

[0089]  FEA&AMAH Il 7€, A< < W K4 5 70 PAR— 2470 44 5. 08 411 | B 9k 55 PAR—2 1 8035 o
PAR= 23075 ) R i 12 £ 73 187 1 A 471 200 L 3000 5 A AR S STt 497 © P ok o 6 38 STt 457 o, {5 P
T RIEPAR-2FF A Er Rl G TS 40+ (B 0, 862 ) NF—x BISIAG) A () 40 e . 181 5
2, PR 40 e 5 HIPAR-24U AR AL 4, 22 Ji FHPAR-245 (A B 3 AT AL 38 . 25 1 Tty Ak 3 1) 40 o 7E
NI PEATPAR-2HUAR W 4715 T bb FH 2 (1 i A0 22 1) 40 e 75 TSl MEBUPAR- 29044 , B HH ) $i
HETRE D BIRAE T IR BRI 515 51— (1Cs0) Pri LM TR Bk 7T 18
Tk e Ao 0 5 925 T 5 o A R AL U A PR FUPAR- 247044, 24 3B SRR 1) sl PAR - 238075 7E 44
AN B 0 52 2 b R, e R AR T 300nMIK) T Cso o 911, A i I AL 4G FUPAR-290 44, 24 DL 1 |
SCHEIAR I P AR— 238075 AE A4 7121 i ) 5 v A R, b 4R 5 BuARAE 37 C O & Lh, B S
20n MR 1 i (B H A PAR-285 1 8 ) T-37 C 4b 3i5h , H TCs0fik T-300.290.280,270,260 250
240.230.220.210.200,190.,180.170.160.150.140.130.120.110.100.90.80.70.60.50.
40.30.20.10.18.16.14.12.10.9.8.7.6.5.4.3.28¢1nM,

[0090] A% EHAFEHIPAR-2Pu4E R AR & A B, HE A —FEi 2 oL Rk : kA
(GTNRSSKGRSLIGKVDGT,SEQ ID NO:852); IkB(SLIGKVDGTSHVTG,SEQ ID NO:853);JikC
(SLIGKV,SEQ ID NO:854) ; ikD( APAR-2F# N 45 #4458~ /N’ 1gG, SEQ 1D NO:855) ; JIKE
(LAPGRNNSKGRSLIGRLETQ,SEQ ID NO:856) ; JkF (GTNRSSKGRSLIGRVDGT , SEQ ID NO:857) ; ik
G(GPNSKGRSLIGRLDTP,SEQ ID NO:858) ; JkH(GTNKTSKGRSLIGRNTGS,SEQ ID NO:859); ik 1
(GTNRTSKGRSLIGKTDSS,SEQ ID NO:860) ; fik J(GTSRPSKGRSLIGKADNT,SEQ ID NO:861) ; }kK
(ATNATLDPRSFLLRNPND,SEQ 1D NO:862) ; fkL) (DTNNLAKPTLPTKTFRGA,SEQ ID NO:863) ;5%
FEM(ESGSTGGGDDSTPSILPAP,SEQ 1D NO:864) o % T IX £ ik iy Hodth /5 B mT LT A SC SRt 4913
X R A AN B AN FRIC B (moiety) , B Hm] A 5 N B Com AR e M B3 43« £
— A E T L BRI EGR 0 N EY R AL A E IR AR L) R ) A E ]
i 72 BT I JR AR O T JUR Bl 485 5 9 28 0 1 7 1 o 9, A SR SR T B e A S A, D25 N A2 40
T KT 4 8 171, S A5 IR I oozt /25 Pk 3R 1

[0091]  SCTRIARMIIK, A K A4 BAG — FhELZ UL T 45 A AR I BUPAR-2H0 44 « (1) 45
A IRARIB, {HANEE A BEC s (2) 45 4 BRABRID, (HANEE 5 IKC; (3) 454 BRA B DAIF , (HANEE A ik
Cs (4) 455 KA B DAIF , (H AL & IKCEREHFAEAT K s (5) 245G KA BFID , (H AL & JIRK L LERMH
FEATTIE 5 (6) 45 & KA BAIF A AS 45 & IRK L LERM A AR ART ik 5 (7) 254 KA B .DFIF , (HANZS & fik
K LERMAAFAAT i s F1/85 (8) 454 KA B C D EFL G TR T 5870 =l (H AN G5 45 JikH . oAl A
REAPUR LA TN AR SR SE a5 15 2 T i

[0092]  RAIAERE SKAHRHAR

[0093]  Jyiitiade 45 A HAR R AL P (4540, BEL W TgE 5 e i 55 Al 77 52 AR 45 A i IR L) , mT gt
AT I AE YRR 5E v, WiAntibodies,Harlow and Lane(Cold Spring Harbor Press,
Cold Spring Harb.,NY) s iR iy o oAt 75 20 56 A R R FHE 9B AA L ik 4458 (Reineke,
2004 ,Methods Mol Biol 248:443-463).BUAKZAME 1o Ak, Tk anzRAr 5 U] R fr 2 B
N 5 A 2 AS A 7] S FH (Tomer , 2000 ,Protein Science 9:487-496),

[0094]  RiE “FRAL” ¥8 I AR LB/ B TEH M RNLZ 14 A7 55, - BAN I SR A 7T H 25 (1 B A+
2 FE PR B VY 2 AT B A B () A AH <Rz 1R Y A7 T B o FH AH @B 2l B IR T B R Ao — e AE
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e TS PEVE RIS SRR B 5 1T FH DY R 3T B T 1) 3R A A5 DA AR PR 9 R b BRI — Mt 2 22K
RSS2 /D3 A, 2 /D58 -10N 2R , LB MR ) 2 T A R
[0095] B1fi%H B2 (Modification—Assisted Profiling,MAP) , HHFRAIET 31 i 4544
HIPiiE D2 (Antigen Structure—based Antibody Profiling,ASAP), ~N¥ KEET KT AHIA
PG B TR A4 (mAb ) MR 4R B P A4 4 Ak 2 BB A 1) Bt J5L R 10 1) 465 5 T2 SR AL &3
F 515 (US 2004/0101920) BRI AR R AL , Ho 5 F 4N BRI RAL B2
ANFL B 4 A o AR 1S BRI IR A — BN Pk, KRS E nT R T R 2
SEPUAA o N T AR5 SR TRz B, MAP AT 2 8 %5 5t 7 Ak B B 5 RRAE I mAb I /b & 2058
PR VO JMAPT] FH T A R B [ FUPAR- 247044 93 S R &5 A AS[F) e S (K AR 4L e o

[0096] A BHELHE 45 A0S PEPAR-2 85 1 B 2 AB A7 s b B LB 3 (49111, 75 10, 158520
AN FEIR VA ) I R AL FUPAR-2FUAK o 7R 58 SE it 7 2UH , PR HPAR- 234K 45 A T-B0E
PEPAR-2 85 [ B 2R A7 o 13l (BRI, N ) (1R 3R A7 o 754 IR () 45 s 1) HA S e 7 b, BTt e
PAR-2FUAR &5 G 7 T-80S PEPAR-2 25 1 B e Ao s " Wi (B, Com ) 1 3R A7 o £ HE A S 7 28
o, R BH I BTPAR- 25U 1T 45 A & 4 TS YEPAR-2 8 (IR 34 o5 Ui 1 A 1R 7 771
JAr T-HOEMEPAR-285 1 BE 2L AR A7 23 IR II 224 IR 7 FI I 3R A7

[0097] 23t o A B (¥ BTPAR-2H0 44 ] 7145 2 S 75 3K P 45 B PAR-28 A1 I 41 L 4R BRI
FAr (1, AR AL A IR 20/ BAN B AR ER3)

[0098] Ak BHALHE 4> BS I AN DU B R 45 6 v B, FL 547 T30 1 PAR -2 £ 1 iy 24 A
A7 5 U B i E AR R R A TR o 9, Ak R AR 4 B A SUR B R 4 A R B
H. 5 APAR-2(SEQ ID NO:851)¥Val-42HMIAsp—43HE.AE F o R IZ PR NSRS, Bk 73 B 1
N PR B HA R 454 A BOE T 5407 T 80 P PAR-2 28 1 B 24 Ai A7 1 R — A2 AR 5
BRI B AE R : APAR-2(SEQ ID NO:851)fJSer—37.Leu—38.11e-39.Gly—408G1y—44 . fE4F
5E SEHt 77 A, BT 4 B NSRS U R 456 v BeAS 5 APAR-2(SEQ 1D NO:851)[#]Lys—
AV EAE F a0, AR B AR S AR B R 456 7 B, 5 APAR-2(SEQ 1D NO:
851)[#)Ser—37.Leu—38.11e-39.G1y—-40.Val-42Ff1Asp—43FH BAE H , 3 HA 5 APAR-2(SEQ
ID NO:851) I Lys—4 A FLAE F o S 59 1 B 1 S 56 20 3R AT F T8 58 i e P AR-2 3 44 2
7 5PAR-21 HARZ S B vk 2 “AH ELAE F” BCASHHELAE R o 484, o SR FH S i 451 9 11 20 3%
TR IR S T HASEQ 1D NO:879 (A BIPAR-2M N [X 35k , He - PAR-2[f] Val -4258 45 Ay
PR, WAa0 , 2 24-28) K IR &5 &, I HL T IR TR K Ta/o /DT 25 A s 8 i o0 T8 A=
RUJE(SEQ 1D NO:871)HIZ5 A BT MBI T1/20930% , W AT AN HH B/, Mok bu sl
WA E R NRE TR E LTS (8 P RVal-42) “SHEAE T s B, 2400 R T-Val 4219 &
SR FAR TR R IR (X Me ik L 77 5o DL SR A0 5 B R ) ), (B A (1 &5 5 KKk b o 78 5
— 5 1], 5 S 45 91 20 BRI e & B iR T A SEQ 1D NO: 878 (hf BPAR-2¥INu [X.
8, A PAR-2[ Ly s—41 RAZ N TR ABR , WA W1, % 24-28) (IR &5 &, H BT IR SRR T2
KT B T2 ek i o T B A BRI 45 5 (SEQ 1D NO:871) I MZEEIKI T1/2/30% ,
W T ARSI B B, I fu ik g 4o 5 RAS A TR A BRI & 4R (69 1 ALy s—41) “A
FHEAE R B, 2400 BT Ly s—4 11 280 2 R R AL 9 TR 2 TR (G M8 B i 5 1] 5 b DL B 12 [32] Pl 5%
TN IR TUR I 45 A RE KK

[0099] A J BH A9 5 45 & A STH I8 1 AT AT HLAK 7 491 11 470 44 (45 21, HAH58 1P , HAH5 88N,
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HAH59 INBLHAH6 1 8N) AH [F] ) F2 A7 [ FTPAR- 247044 o MBI HE , A& I IL B FEHTPAR-2470 44, H 5
ARG (R AEAT LA TR A5 PR 4 A (A A HAHB8 1P HAHA88N \ HAH59 I NEHAH6 18N ) 58 X 3% 4 45
A PAR-2BPAR-2 7 BX .

[0100] {3 A A AL O 1 &5 7 V6] 25 2y Hh i e i dd & 755 5 2 IR BPAR- 2404 45 A A [+
[R1RAT , B T g 256 o 91T, 208 02 DA UAR 2 75 456 AR R B I SUPAR- 20 A4 ¥ AH [F] 2%
Br, FEVEAIZEAF T ik S BIUA LS G PAR-2E I BUK S8 5 , VPAL M R 45 5 PAR-203 F 1 B
77 IR A BB % 7E FH 2 HEFIPAR-2HUAR I LN 45 & 2 5 45 5 PAR-253 -, W 45 18 2 Ml
RIS G 5 S B BIPAR- 25U R IR AL o 55— J5 T, A SR I 44 72 H 2 B PTPAR- 2471
NS & 2 JG A RE 45 B PAR-24rF, W MSAHT A 7] B8 45 & 5 AN K B I 2 B BTPAR-2 5 44
Fr &5 6 1 R A AH R 1) 247 o SR J5 AT BEAT 55 A0 )i IS 36 (A 4, IR AR F 455 4 i ) A BSHIE
BT 2 () B = MR IR I 45 5 2 Tk br bR H T4 5 5SS BPUAMFIK R, 308 2 7
2 (i) P A (B A I 52 ) A2 I 22 B 25 A (1) B 2 19 B DR o BE Az 56 T FHELTSARIABiacore.
T AR BICH At A AU R 43 () AR AFT 0 B BOE PRI SR 25 A T VA EAT AR 48 A K B I
5 SLite 77 X S 4 PR A T e v = 1, a0 B n— A oL & 1-.5-.10-.20-8¢ 1005
b 5 — R 45 A ) 22 /050 % AEAR e 75 % .90 % BREE 299 % , NI P44 45 & AH ]
(8% H B R (WLFIT0, Junghans® A, Cancer Res.1990:50:1495-1502) . %1% Hh , f0 5L ek
BT R — PR L A T PR 2R IR AR ) LT B Bk D BOHRR T PRI 4 A
YOI A B A T A0 45 5 AH IR R AN o 4 S sk BSCVR o — P A 45 5 1) 2 B R AR TR XA —
3 9D ECHER 5 — R UAR S SISO P MIUA R AU B “E SR A

[0101] A IiE LT 5SS RIPAR-2FUE 4G, B CRIRIIZ A T7iE AR FIT 1A
BAT AL — BT ] b, S RRFURLEASE A T 245G PAR-24 1, B 5 VPl DU S 44 6 PAR-2
A IGO0 AL R J7 1l b IR AE AR AT T 45 A PAR-20 -, B J5 1P 2= 18
FUEXS PAR-25>F ) 5 B A5 O o AR AE P Fp 7 1] b R A 58— (W R B4R REBR % 25 -5 PAR-2
a3 W45 18 A% TR AR AN 2 B PR 35 4 45 B PAR-2, WIAR S I E R N M BRI, 5
SRR E AN IEA— 2 5 RIUA S SR I RA (H AT sEl il 454 H & B4R
R DA IR R NN e

[0102] Wit R Wb as S Sk

[0103] M4 A & W45 5 SEit 7 20, TR HUPAR—2 AR 45 & APAR-2(B AL & 55k 1 HoAl )
FHITPAR-2 ., 2 106 L , A & B IR U PAR- 24704 AE 45 58 St 7 s P 46 & APAR-2LA Aok H — Fhiak
ZFhAE AR PAR-2 . 1101, 25 % BH [ HUPAR- 250 AR 1] 45 & APAR-2FF P 45 A B A 454 (1L
(ERAALIREORANY: NN 4 A 0 N N 7N T I RN T SO = SO S I 1 /9
(cynomologous) « M BT MED R AR FEPAR-2HP 1 — FPE 2 i,

[0104]  fyE 2554 (immunocon jugate)

[0105] AR AFEE A BIBIT IS o, AN 2= AT 254 - S T 7 BURCH VR A7
RN HIPAR-2 5 v B AL (G A1) o 40 B 25 P R B 5 0 40 oA 55 AR AR o BT
F 5 SR MR 1) 4 B 1 KR A A T R AR AR A 2 0 LA 4, WO 05/103081 .
[0106] 4 mPEdiik

[0107] AU BHEG 4R AT LA N BRRR etk  OURE e PR B2 e e R 1 2 MR PR T e e T
— PPEEFR 2 IR AN [F) R A7 BT A B 0 S TR I — PP bR 22 IR $0 s 45 & S . UL,
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TuttZE N ,1991,]. Immunol . 147:60-69;KuferZE A\ ,2004, Trends Biotechnol.22:238-
244 o A R H I HIPAR-2 504K T 55 S — FhTh B PE o F 0, 53— R IR B A M i L 3%
1K M, PR IL F BT — Rk 2 Bl AR 43 SR D Re M AHZE (4, e A AR B g
FRR A AR LA AE B AR 77 20) 5 Bk HoAth 43 Sk a0 5y — FhbuAR s hudds Jr By, B A4 A
A P A e T B AU e 1 B2 R e MR AR o 481, A R B AL RE XURR e e P A, e A
EERE A B — 2B R R T APAR-2BCIL v B, 1 S B BREE A 1 5 — SR B e e T 88 MR T
BRFRELER A 2R T YRR A R AR ) B )

[0108]  A] A -T- AR S B AR 1L i) 7~ 481 1k UHe S P oA T 5 B M 38 — S0 Bk B2 11 (1) Cn3
SERIORSE —Tg Ca3Z b, Horh 35— A4S —1g Cud4h i iUAH T2 (A A3 2 b — D LR I
225, AR 2 b —ANFEEBR ) 22 D T BT AURR S PE BB AR T AN 3 R L 2 7 (1) W
R PR S A AR 455 AE— A SEHt 7 20, 55— T Cu3Z5MIRES &8 A, 1 5 —
Ig Cud%5 M3 3k /D B R 88 1 JRALS A [0 A8, GnHIBRE M Gl I IMGTAMNE. F 4% 5 , 1@
THEUZ 5 NHA35R) o 45 —Cu3 T 33— 405 YOe P& i G 3 IMGT s i3 EUNY436F ) o 7E TGl ¥
AE L R P AESE —Cn3 Y R B 3 — DB U 45 : D16E . L18M N44S \K52N, V5 7M A2 V82T (il it
IMGT ; 33 EUAD356E \L358M.N384S . K392N, V397TM A2 V4221 ) 5 £E T gG2HA4 155 1t~ UN44S .
K52N 2 V821 (IMGT 3 3 3 EUN384S K392N J2 V4221 ) s 75 1 gGAFAR NS I T 9Q15R \N44S K52N
V57M\R69K.E79Q A2 V821 (i 1 IMGT s i 13 EUNQ355R \N384S . K392N, V39 7M. R409K \E419Q /%
VA221) o b SCRER BRSSP BUAR I T 20 1 A8 A A AR Y R R U 2 9

[0109] &7 M il 771 A gt FH

[0110] AR IIRAL TR HEA &Y, KA S AR K HIPAR-25IA B B R 455 Fr B AR
PR A R BV TT PR A YD 0 e PG 518 ) A S TR 791 B JHAth 5 N i 5510 76 4k 7] — e
DS BEC R I F 7% I 06 LT 52 55 5 o R B0 1 1l 30 ] LT 0 BT A Ak 22 25 7D 2 k) &k T
££ :Remington’ s Pharmaceutical Sciences,Mack Publishing Company,Easton,PA,ixX Lk
AR B 20, 83 700 B ) TR ) BRI Ge 1 Ly ) 7] wlisn) T 7 & A TR v A g 70 (BH
BB B ) (AILTPOFECT IN™) \DNAZR A4« To /KW B B« 7K A, bR it 4 70 7L 751 37U ) st
(ANF S FEM R ) W AR EERE CA S S A W R AR VR 54 7 W Powe 1156 N7
Compendium of excipients for parenteral formulations”PDA(1998)] Pharm Sci
Technol 52:238-311.

[0111]  Hudd iy 7= ] AR HA=e e FH 1Y) 52 50 38 B 47 8 R4 AR L SR 500 98 O« il FH I 12 S 55
AR A, o P32 1 77 & — AR 4 4 T B4 3R 0 AR T 5 S A R B B FH TR 97 RN B35 1
PAR—27% M AH I 0 BB i ), 5 kit FH A & B R B A4 =2 A R, — AR 290 01—K 4
20mg/ kg AR H  BEAREHL K 290 . 02— K297 K£90. 03— K ZI5EK 20 05— K £ 3mg/ kg 4 T 1]
B o MR i DL P EERE, R VR YT I AR T R AT 1R 4 o AT 22 58 4 b 54 58 it FHPAR-
2R 1) A RIS A 8] 2 HE 5 90 4, m e 3k B B M VPt >R M 0 R 3 1 3 R, S A R b 1
& o BE A, A8 AR S0 28 51 (1) 7 1 ] BEAT 72 B0 PR A LU 90 38 4 (B 1 MordentiZE A,
1991 ,Pharmaceut.Res.8:1351),

[0112]  ZFpidik RS2 O A IF 7T HT i AR B 25 4G4 6t , A0 2 A5 1 oA
ORIl I BE W 5 BE % 3R IR 58 A% 5 2 (1 T 2L 40 L, 24K A 510 BRARVE FE UL, B fowu %8 A
1987,J.Biol .Chem.262:4429-4432) . 5| NH BRI J7 i BFHEAR T, 52 A LA L iE
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FELPA SRR A 2T BN BB R A A 11 RIS AR L BT IR A A W mT il AT AR R & AR e L 9
W Ay EE K A 7 (bolus injection) i & B b Rz 5 KG IR R Bk N
(mucocutaneous lining) (5401, R LRz AN 7RG I S 58 ) IR AL, 3 ] 5 HA A )50
PR — It FH o 7T DA AZ: 240 M ) B3 05 14 10 e FH o

[0113] AR BH B 2542 A ] FHRR T B T S0 S 25 2 AT B2 T B Ik P 8 36 o b 71, %
T T ik, UL R % (pen delivery device)Zs 5 MR F7E & AR K I 25 &
Wik o B i 28 2 6 1 45 o ml BB AT I EGE — R MR ER M A& — A T
MG B . B RN A AMA S N, 22, R Sk
S Ay B S A R 25 A R R 25 1 o B S ] AT BT IR U IR A R
MR IR &P, WA ] B2 o — IR PR 28 2006 15 2% M i LA s FE A prig
N A, HARFAE R & W A T . — B2 S A8 EAL S, EF N
[0114] K& 7] H B {f A28 2 S B 8hid 5308 W4 n] B AE AR K 254 S0 B2
e LA FEH AR T-AUTOPEN™(Owen Mumford, Inc.,Woodstock,UK) .DISETRONIC™
pen(Disetronic Medical Systems,Bergdorf,Switzerland) HUMALOG MIX 75/25™ pen.
HUMALOG™ pen HUMALIN 70/30™ pen(Eli Lilly and Co.,Indianapolis,IN) . NOVOPEN™
I.ITHMITIT(Novo Nordisk,Copenhagen,Denmark) NOVOPEN JUNTOR™ (Novo Nordisk,
Copenhagen,Denmark) .BD™ pen(Becton Dickinson,Franklin Lakes,NJ),0PTIPEN™,
OPTIPEN PRO™.OPTIPEN STARLET™OPTICLIK™(sanofi-aventis,Frankfurt,Germany),
XA AN e Horp — 3093 o FEAR R BH 25 WA S W0 B 71 36 v ] 2 B — IR PR 1 28 X i 1
21 S A 4R AHAS PR T-SOLOSTAR™ pen(sanofi-aventis),the FLEXPEN™(Novo Nordisk)
PLAZKWIKPEN™(E1{i Lilly).SURECLICK™ Autoinjector(Amgen,Thousand Oaks,CA).
PENLET™(Haselmeier,Stuttgart,Germany) EPIPEN(Dey,L.P. )L &ZHUMIRA™ Pen(Abbott
Labs,Abbott Park IL),IXY8{VAEF H Hd—E 4,

[0115]  FEHFEAGOLT , ZJWA A Wy ml i 4 R T8O R G i i ik o 76— AN et )7 =, Al i
% (W Langer, WL 3 ;Sefton,1987,CRC Crit.Ref.Biomed.Eng.14:201) .£E 55— 5L
Jraud, nl i FHZ B MKl WMedical Applications of Controlled Release,lLanger and
Wise(eds.),1974,CRC Pres.,Boca Raton,Florida.E 55— Fh At 1 2 56 77 2 , 38 Hi B
RG] BT HAYEEFR UL, X J 55 2 RS A= — 5845 (UL, #1401, Goodson , 1984,
Medical Applications of Controlled Release, W 3 ,vol.2,pp.115-138) . HAth )45
IR ARG AE Langer 428 1718, 1990, Science 249:1527-1533.

[0116] Ty 5 i & My ml A0 45 F TR K Y 52T S B2 P9 AL PR) P 9 S TR S 1) 7 2 o X
1RE NI 7/ 1B G B W /AT SN <111y %1 S 1 B IS VA 9% 7 S B a2S (AN =
BCFLA T R T3 S %0 e T K P 2 Jo i e A s o e o o R S A TS IR K
5L o A g, A R R K A R At sl B ORI SRR AR SR, T 5 A E
fEE R A (i B ) S IREE (B, T B R O ) AR E R vE PRI LA an 5 L A
FREE80 \HCO-50 ( Ak B JFR M) R S8 £ 45 (BOBE IR ) NG 155 55 — FF e FH o /B i P2 225 o
K A 640 22 R K S S 55, AT 5 9 i Ml R o R R R s O P B AR AR — R AT
FH o S AR 1] 6 B S At IR TG 4 B 2 i o

[0117] G RIH, bR R T 1 REREE Wi g ) 25 W 486 P il & 138 S0 57 2019
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FRVZRY DA IE A T3 T4 B 3 B R o K 2 B AST 91 (1 ) B0, 5 48 2, 91 AL R R B 3 A )
(223 RS 55 o T 3 B IR AR ) & — M N K 295K 2500mg 5 5 A 51 &1 771 2 5 2
FEE 55 I ) 2L, A3 H B 5 /T 3R B4k & 8 K 295 -100mg , A T HAh 55 8L S K 2910
250mg .

[0118]  HUARRIVAYT M Fig

[0119] AR FUAARIE I AT HTYE T Tl A/ B s 62 -5 PAR- 235 PR AH S I AT 5 Js B e
15, ALFE 5 PAR-211) B [ 7K A M S AH DG 1) i B R 15 o ] A A A R BH (R BT PAR- 20 AR YR T
{3 73~ A1 P i 9 RT3 A 58 R R 100, 2042 28 e R R P R R L DA R S T R AR
7RI 2 = N o TN iR G AR = B =) LU i B S I | S Y E e S
98 o AR BRI AR IR T T YR T TR A0/ BB 28 T 0 100 G0 5% 4 98 3 L AT 2 (T,
Wi )« B2 SR ARE B2 98 (19140, e Lk B 98 e e e P e 98 S 55 ) L R ME e 9 (1BD) LB /hvak
PR 98 TR TR PE S 2% BEIDE JORE R LIk Bl KB ME DG T 28 VB O 8 R T 6 2 R M
WEAY, HUBE IR 25 A AE a1 U IR £ 1 SR e S5 56 AR BRI A n] TR 9T A 4k m o,
FE 9 T 52 95 HEYTPE B IE AL B AEL S EF AL 1 AR ik AT 4R BT AF AL R 4Rk . 22
FLEAF AL B9 AR A I B B IR PR IR 295 o A4 e St 77 P, AN R BRI Bk T TR 9T B
Warma Ut (491 20, B V59 « v 2 R S I MR 6 i 9 JRUR T 78 TR L R IR A% W 2 B ER B AiE
(IBS) VA B 5tiziie (LG B S 48t ) s S PB4 s SR B Bad% s DA R O IRE « 4 B
[FIPTPAR- 23R ] F - T-IR Y7 9 308 s B 40, B2 ik / B2 R IR P (pruri toceptive ) VRPER IR T |
PR D 1t DA R o TR PR R 5 DA S 50 R B 9% A 7 8% e 1 98 (e A A DR R 95 ) S 3 AR 1k
P98 RIRIZIE B 3 0 S v A DG IR I AR R PR R PUPAR-2 U AR ) oAt VR T FH i 4G
YERIT TR 1/ B AR BT 2R 9 B 995 WNe ther ton i s 23 1t I 440 38 2F 08 R RS L A ME /K
Jife L BB K 40 M3 220 5 S AN B E (B0, 5 S LA 4R A BPEA B E) LI
YU A SR R MEMDIR ZE AT (Clostridium difficile) B R AR S NI 2 UL S SE
(A0, T2 AR TG 7L e 465 Wi« Sk st S P s e O S0 L JR R S T 270 s ¢
RN =R

[0120]  BXAYTIL

[0121] AR B ARG RYT M 75 %8, oA 54 AR R B (M JLPAR-23046 5 2 /b —Fh 7 4R
YRIT I A 2 B A B P o T S AN YR 7 3 T 4 4 P AR FR 1] 52 491 40 1 L A PAR— 245 5 57
(40, FUPAR- 23T BUPAR-21) /1N 43— il 771 (48 41, N1 =3~ FF 22 T B -N4—-6 2 2 L B R s
ENMD-1068) ) , 4 Jfa P& 5~ i 770 (i 2, . A 22 —1 (TL—1) 46l 77) (i B1)3% P 3% (ri lonacept ) BY
BB, — PN IL- 1A LR, B LL- L) 5 TL-184i 7] (/N3 TL-1 8453 7
BT IL-18H044) s IL-43MH 55 Can/IN g3 LL- A5 3050 P L L- A3 AR Bibn L L-432 AR 344 ) s [L-6
FIH1 ) /N F IL-6 45 5077 UL L-6 FUAR B BT LL-6 52 AR U A& ) P im 245 4 (48] 4 Jom 2 v
1) s A KR F (NGF) $ 1570 (1 5 243 FNGRE F0 7R B ATONG R AR ) 5 (K7 SRR A AR 5
BA] =) DT AR s NSATD 5 K[ B (51 0, B (90 A 20 FR E M 555 ) S IR E A U B3 A s ORISR B IR ¢
(TNF) BUTNFSZ A4 301 1l 771 (1 401 5 7] 43 F INFER TNFREE 37071 3038 JU INF B INFRIUAE ) 5 JRER A 1
A 35 (A1) 1, VA B ) 5 BRI 43 A I8 13 39 (481, TR T L ) L DR VR S P 25 5 ) 5 oAt 4%
PEARIH ) (A5 4, 2 JE R < B —1  p38 TKK 1 /2 CTLA-4 T gy 41 il 77 S 28 ) K% /8% 2 Jo S 8%
FAMEIIE T IE AL 5 ] AE A R B B HTPAR- 250 A it FH 2 1T < 5] A B i i FH o
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[0122] BRI H &

[0123] AU BH (K JuPAR-240 A4 ads m] FH T IR / B & A i R PAR-2, 45 4, FH-Ti2 i
H o180, PAR-2 AR B 7y B Al FH T2 BT RRAE 9 PAR-2 5 i Rk (9, i Rtk (KR
I AR RS ) I 90 L BB I o 0T PAR- 21 7 9 1 12 i MR I 5 mT L 4 o, 49 3R B AR RO
il 5 R B B AU PAR- 20 AR R ik, e b PAR- 245044 FH AT A M BR 28 B3R 25 1 I AT AR o
P, RERICHIFIPAR- 24044 7] 5 2 & A IR AR e B —He & FH TS e B2 o piridk 7]
R AR B 25 141 AT LION U PR 2, 0P MO PP oS ER P T s B b B AL 22 R G FR 4
WA IR R 7GR B FHEH 2L s Bk i M Tl B I  B—212 LR I8 L B i S R B ROl
G o AT A TR B = A PAR- 21 B AR A 451 VR I 5 v B I IR A 9% I B I
(ELTSA) «J350 5 14 e %8 W 5 (RTA) LA B 2 80 40 M 43146 AR (FACS) .

[0124] W] HI-T-#R¥E A & BH (R PAR-212 W 14 WU s v B A i BB A TR BUR B 26 F R I3k A
BF AT H L BRAR R, H A A R E R PAR-28 1 R al H B — et , I & 3R A
{g R s (B, A S A 5 PAR-27K S B 1 e i AH IG5 98 B0 00 ) () 58 8 i T PAR—2
I CAAE AR 22 ST PAR-27K S [ S 28, BAnifE o 28 J5 Pl PAR- 211 S 28 /K P 5 3R H BE L&
A PAR-2AH I B i B LI A4 (1) L ot o 0 2 B R PAR—-27K P AH X EE

S

[0125]  DAT S it 451 4 HH S DAy A QI Je 52 AN B i it 2T o] 8 S AT FH AR B () 7 4%
LA VI 588 FF AL I AHAS AR B i < BH 38 Fir il i H & B IYE T - & 208 3 iR
Bt B BT R 1 5 (= IR 58 ) L HUE — BB SRR 22 MR ZE N Y 5 B AE W R HE
FEUI, o NEERN BN 8, RS IGR i 7 8 KA UR BT R
KA.

[0126]  sZja i1 . & X APAR-2f A Biddk ity 7= 4

[0127] A& HAG E LB 7 FIGTNRSSKGRSLIGKVDGT (SEQ ID NO:852) [ A PAR-2JIk 1] 4
928 J51 5 )8 4 928 IR 5 B A ) L B i T VELOCIMMUNE® /)N B, » Fo60 & i A\ s BREE 1
B S AT AR X (K DNA o 38 o PAR— 2457 it 14 5 28 W0 5 V2 s W0 A e 58 B2« 438 B P 75 2 (1)
G P NI USCER 20 B 5 5 /0N B, v B R 20 B R 15 DA DR B LU 9 TR R 2 A R 4 i 3R o 4
AT P28 A 0 ZR THEAT 07 AR PR DL %6 5 P AR PAR- 2 S R FUAR K 40 R A FH b A 3R T
HOMTPAR-21k & P dd (BI, HAG NPT AR 25 R 38R/ B e S5 S 444 ) s DA pi 7 =07 4=
(K7~ P S AR AR T T < H2M588  H2M589 \ HIM590 . H2M591 W HIM592  HIM595 . H2M609 . H2M6 10
H2M611  HIM612 HIM613  H2M614  HIM615 HIM616 . H3M617 \H2M6 18 HIM6 1 9 FIH3M620 o

[0128]  HLPAR-2%U4R I B4 70 & B R 5 B 858 40 M il & 1% B 5t 1 12 19 B 48 i, 4
U.S.2007/0280945A1 HH By fEIA Y o A0 FH ML PH 775, /45 7 BOhh A AJRHTPAR- 25044 (B, B
AN ] AR S5 R O A AE 58 458 38 B AR ) o DL IE A 7 207 AR I R B VE AR AR T
H1H571.H1H572.H1H573 . H1H574 HIH575  HIH576 HIH577 \HIH578 \HIH579 . HIH580 . HI H581
H1H583.H1H584 . H1H585  HIH586 FIIH1 H587

(01291 MR 1 St 491 () 7 2577 A ) 7s 481 P U PAR - 20 AR 1) A ) 5 e PR AE T SCH HH ) S T
I EESRERAIET 57

[0130]  sEjEf2. fE AR En] A8 X Z LR 7 51
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[0131] SR 151t Fiv e HY ) S0P AR— 2470 448 1Y) T B AT i ] A2 [XC S ik R P 71 0o B L 0 2 ) 47
AR T o NPRIGHR 5 F5 1) A& FHE AN BT AH IR A9 CDR PP 51 1M ££CDR 7 51 - A1 19 [X 4 (BRI, £EHE
ZRIX) A TP VAL B oA o DR b AR AR RN P ARG AR 44 75 0 T 8 R 0 Rl ] AR IX R A AH I 1)
CDRFP-#1 , M AE HAEZRX Y PP B AT 22 5%

[0132] %1
[0133]
P HCVR/LCVR o4 |MCVRACVRl . |HCVRILCVR
SEQ ID NO SEQ ID NO SEQ ID NO

H1H57IN 458/466 HIH571P 474/476 H1H571G 478/480
H1H572N 482/490 HIH572P 498/500 H1H572G 502/504
H1H573N 506/514 HI1H573P 522/524 H1H573G 526/528
H1H574N 530/538 H1H574P 546/548 H1H574G 550/552
H1H575N 554/562 HIH575P 570/572 HI1H575G 574/576
H1H576N 578/586 HIH576P 594/596 H1H576G 598/600
H1H577N 602/610 HIH577P 618/620 HI1H577G 622/624
H1H578N 626/634 HI1H578P 642/644 H1H578G 646/648
H1H579N 650/658 HIH579P 666/668 HIH579G 670/672
H1H580N 674/682 HI1H580P 690/692 H1H580G 694/696
HI1H58IN 698/706 HIH581P 714/692 HIH581G 718/720
H1H583N 722/730 HI1H583P 738/740 H1H583G 742/744
H1H584N 746/754 HI1H584P 762/764 HI1H584G 766/768
H1H585N 770/778 HI1HS585P 786/788 H1H585G 790/792

24



CON 102574923 B w Bg B 23/43 T

[0134]

H1HS86N 794/802 HI1HS86P 810/812 H1HS586G 814/816
H1HS87N 818/826 HI1HSS87P 834/836 H1H587G 838/840
H2MS88N 98/106 H2MS88P 114/116 H2MS588G 118/120
H2MS89N 122/130 H2M589P 138/140 H2MS589G 142/144
HIMS90N 218/226 H1MS90P 234/236 H1IMS90G 238/240
H2MS591N 146/154 H2MS591P 162/164 H2M591G 166/168
H1IMS92N 242/250 H1MS92P 258/260 HI1MS92G 262/264
H1IMS95N 266/274 H1MS595P 282/284 H1M595G 286/288
H2M609N 170/178 H2M609P 186/188 H2M609G 190/192
H2M610N 194/202 H2M610P 210/212 H2M610G 214/216
H2M611N 290/298 H2M611P 306/308 H2M611G 310/312
H1IMG612N 2/10 H1Mo612P 18/20 H1M612G 22/24
H1M613N 410/418 H1M613P 426/428 H1M613G 430/432
H2M614N 314/322 H2M614P 330/332 H2M614G 334/336
H1M615N 26/34 H1M615P 42/44 H1M615G 46/48
H1M616N 50/58 H1M616P 66/68 H1M616G 70/72
H3M617N 362/370 H3M617P 378/380 H3M617G 382/384
H2M618N 338/346 H2M618P 354/356 H2Mo618G 358/360
H1IM619N 74/82 H1M619P 90/92 H1M619G 94/96
H3M620N 386/394 H3M620P 402/404 H3M620G 406/408

FP3B12F6N 434/442 FP3B12FG6P 450/452 FP3B12F6G 454/456

[0135] S fs]3. Bifksh A PAR-2/1K
[0136]  ;=4:PAR-2 K PAR-2FH % 7 A& ik (Celtek Bioscience,Nashville,TN)PA%
SE HUPAR-2FUAR I &5 A 7 AiE « 5 BT AR IR =2 T A=A AR R e X T XX
FH ) SERE A T AR IR A2 B 5 48 B GaSIE #7074 T IR 1 Com BN
Uity o R 271 X LRI 231 SR AT A

[0137] 32
[0138]
4 AR Wt EE 5] SEQ ID NO:
K A A PAR-2 |GTNRSSKGRSLIGKVDGT 852
Bk B A PAR-2 |SLIGKVDGTSHVTG 853
Bk C A PAR-2 |SLIGKV 854
SLIGKVDGTSHVTGKGVTV
%D A PAR-2 | E TVFSVDEFSASVLTGKLTT 855
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[0139]
VFLP- /I RlgG2a
B E| S &(Mus musculus) | PAR-2| LAPGRNNSKGRSLIGRLETQ 856
Bk F | %127 T#Macaca mulatta) | PAR-2 | GTNRSSKGRSLIGRVDGT 857
G kﬁ(ﬁiifc‘ﬁ’;s PAR-2 | GPNSKGRSLIGRLDTP 858
wom| REROmcolagus |y oo | GINKTSKGRSLIGRNTGS 859
cuniculus)
B T | #(F X Canis familiaris) |PAR-2|GTNRTSKGRSLIGKTDSS 860
B J ¥ (%3 Sus scrofa) | PAR-2 | GTSRPSKGRSLIGKADNT 861
* K A PAR-1|ATNATLDPRSFLLRNPND 862
B L A PAR-3 | DTNNLAKPTLPIKTFRGA 863
K M A PAR-4 | ESGSTGGGDDSTPSILPAP 864

[0140]  JUAFTPAR-23TUAA LS G PAR-2JIKIF) BE 77 44 2 PPPAR-2JIK (23) LA 2ug/m1 ¥ 94 A48
FEI6FLAR b 0% B ik 47, B J5 LA A& %) 5 PR 0 P L/ o BASRABIR 77 =K 0 T A = 4k
(K1 IE (N-Term: N-3m MR A C-Term: C-um B R ) K52 MR L 20g/ml 045 T4 b, Bl S
HHIZ 0. 2ug/ml V2 AL PAR- 2K TR & I 55 & — /N I 2EAL R HiPAR- 23048 I AL
5 A PAR-2JIK AR 22 2 IR FEVE [ A0 . 2-2. 0ng/ml FHFAE IR N HE & — /NIt S ER L H AL
Wil (HRP) 28 & B9 P17 B B A TgGHidE (Jackson Immuno Research Lab,West Grove,PA)f&
TxT & A i Pudd , IF st 58 A U FR SR I0E 2K i (TMB ) JEC A - AT bbb £ e BE AT 2 71 . 750 . 1
0 A IS HE ODaso &k A PR WAL

[0141] R4 Al 52 B ¥ 0DasofE (43 7 H0D4so0ff 1. 0-4.0,0.50-0.99,0.1-0.49,0.0-0.09
I 453 HE) T W B AR ELPAR- 247044 , AHEL T IR 45 & (- X HEAME AL CRAM R ) 8iE
Y= A IRABRICHI AN 45 7 (+++ ++ +) R T R34 .7 Sam1 1,7 45 & APAR-2[( ol
TR/ B T P4k (Santa Cruz Biotechnology,Santa Cruz,CA).

[0142] %3
[0143]
i A A K B K C
FAR
T & & | N-Term | C-Term | £ & 4% | N-Term | C-Term | N-Term | C-Term
H2MS88N| +++ +++ +++ +++ +++ +++ - -
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[0144]
H2MS89N| +++ +++ +++ +++ +++ +++ - -
HIMS9ON| +++ +++ +++ - - - - -
H2M59IN| +++ +++ +++ +++ +++ +++ - -
HIMS92N| +++ +++ +++ - ++ +++ +++ +++
HIMSISN|  +++ +++ +++ - - - ++ -

H2M609N +++ +++ +++ - - - - -
H2M610N +++ +++ +++ - - - - -

H2M611N +++ +++ +++ +++ +++ +++ - -
HIMG6I2N| +++ +++ +++ - - - - -
HIMG613N| +++ +++ +++ - ++ +++ +++ +++
H2MG614N ++ +++ +++ - - - - -
HIMG615N| +++ +++ +++ - - - - -
HIMGION| +++ +++ +++ - - - - -
H2M618N +++ +++ +++ +++ +++ +++ - -
HIMG619N| +++ +++ +++ - - - - -
H3MG620N| +++ ++ +++ - - - - -
xt B - - - +H+ o+ e+ - -

[0145]  fE—ASRAR L8, WA Te B8 2 RAZ M A TgG4(SEQ 1D NO:849) Ff{ ik
PAR-2FUAXS T EMN S S AR AV A S A AR LA APAR-2 K 6 77 (1 £ SCPT #
) AR BN T R4

[0146] 4

[0147]

K A K B K C
A AMFE [N-Term | C-Term | £ A 4% |N-Term | C-Term | N-Term | C-Term
H4HS72P - - - - - - - -
H4HS73P +++ +++ +++ - - - - -
H4HS76P + - - - - - - -
H4HS78P +++ +++ +++ - - - - -

PR

H4HS79P +++ +++ +++ +++ +++ +++ - -
H4HS80P +++ +++ +++ +++ +++ +++ - -
H4HS581P +++ +++ +++ +++ +++ +++ ++ +
H4HS83P +++ +++ +++ - - - - -
H4HS584P +++ +++ +++ +++ +++ +++ - -
H4HS85P +++ +++ +++ +++ +++ +++ +

H4HS87P - - - - - - -

H4HS88N +++ +++ +++ +++ +++ +++ - -
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[0148]
H4HS91N +++ +++ +++ +++ +++ +++ - -
H4H618N | +++ +++ +++ +++ +++ +++ - -
it B8 - - - +++ F++ o+ - -
(01491 £E 55— NSty 20, S & AE A AL IRD S K LA BUT i STPAR- 240 44 (T

ESTPTREIR) o kA A (B ATH2ME88N) K41 NS (9] AMHAHG 7 2P ) ) 45 SR 73 3] 7 T3R5

A6 o Xof T JIRD , o 45 5 (4 7044 A e 00 e e Y 5 BN 3o S AL W i (HRP)

= AN
oy

(Southern Biotech,Birmingham,AL) i -

[0150]
[0151]

%5

AR N
B a

K7 RAN = RT

ik

JikD

JiRK

JEL

FEM

H2M588N

4+

H2M589N

4t

HIM590N

H2M59 IN

4t

HIM592N

HIM595N

H2M609N

H2M6 10N

H2M61 1N

HIM612N

HIM613N

H2M6 14N

HIM615N

HIM616N

H2M6 18N

HIM6 19N

H3M620N

Xof B

+++

[0152]
[0153]

%6

ik

JikD

H4H572P

H4H573P

H4H576P

[0154]

H4H578P

H4H579P

4+

H4H580P

4+
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H4H581P

4+

H4H583P

++

H4H584P

4+

H4H585P

e

H4H587P

+

H4H588N

e

H4H59 1IN

e

H4H6 18N

+++

X HE

+++

[0155]

£ 5T ia T , Pk P

Jr(BRE N=Term) PAR-2BK [ 45 & = (W1 LSO iiR) o

[0156]
[0157]

xR7

AR-25T 44 5% TN AW 2 AL /N B (BRE N=Term) [

ik

HBKE N-Term

HBKF N-Term

H2M588N

A+t

H2M589N

+++

HIM590N

+tt

H2M59 1N

+++

HIM592N

HIM595N

++

et

H2M609N

4+

+++

H2M610N

4+

+++

H2M61 1IN

et

HIM612N

et

-t

HIM613N

H2M614N

+++

4+

HIM615N

+++

e+

HIM616N

+++

+++

H2M618N

e+

HIM619N

+++

e+

H3M620N

+++

++

X B

[0158]

WA R BRE-J R 45 15

[0159]

*R8

FE 55— SE g v, P TE B 2= N TgGARY) i HTPAR-2UA R T AL W AL i AR

(BT IR ) A5 R B T RS,
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[0160]
AKE
ik B =< AKH | BRI | BkJ
K& % |N-Term | N-Term| % 4 4% | N-Term | C-Term

H4HS72P + - - - - + - - -
H4HS73P +4++ +++ +++ +++ +++ ++ +++ | |+
H4HS76P + - - - - + - - -
H4HS78P +++ +++ +++ +++ +++ + +++ [ |
H4H579P +++ +++ +++ +++ +++ +++ + | +++ | +
H4HSS0P +++ F+4 F+ F+4 F++ F+ - |+ o+
H4HS81P +++ +++ +++ +++ +++ +++ - | |
H4HS83P +++ +++ +++ +++ +++ 4+ [ | |
H4HS84P +++ +++ +++ +++ +++ +++ - | |+t
H4HS85P +++ +++ +++ +++ +++ +++ + | A+ |
H4H587P - - - - + - - - +
H4HS88N - - +++ - + - - - -
H4HS91IN + + +++ + + + + - +
H4H618N - - +++ - - - - - -

T 8 - - - - - - A

[0161] 78 5y — TS ierh , ik v B 28 A TgGAR) T ik JuPAR-25 U4 ¢ T HE AW 2= AL i f A
M PAR-2IK (A EFRIGHI 454 88 77 s 0 B ST REIR ) O 45 & o FE L TR SE 3G
PEPUPAR-2FUAK L =45 RVIFRE, M 13.3nMZ20. 22pM, K HAE SR B AR LT =R T E —
/N o A# FHGraphPad Prism(GraphPad Software,Inc.,La Jolla,CA)d [ SHEFH & M E R
53 11 450nmAb i MR K AR I i B ECsofl (R9) o ECsofEL B XN T8 EE1A8 BN PAR-2 Ik it K &5 A 11
50% I s LB PRI o

[0162] 39

30



CON 102574923 B w Bg B 29/43 T

[0163]

ECso (nM)
AR KA AKE AKF KRG
F 4 4% |C-Term|N-Term |7 & # % N-Term|N-Term | %, & 4% % | C-Term|N-Term
H4HS72P| >S50 >50 >50 >50 >50 >50 >50 >50 >50
H4HS573P| 0.093 0.022 | 0.093 0.355 0.016 | 0.018 0.014 | 10.130 | 0.017
H4HS76P| >50 >50 >50 >50 >50 >50 >50 >50 >50
H4HS578P| 0.034 0.040 | 0.062 2.778 0.090 | 0.036 0.040 >50 0.081
H4HS579P| 0.038 0.076 | 0.077 0.713 0.540 | 0.061 0.055 0.044 | 0.059
H4HS580P| 0.090 0.202 | 0.160 2.533 0.932 | 0.148 0.139 0.100 | 0.142
H4HS581P| 0.012 0.028 | 0.020 0.029 0.032 | 0.020 0.020 0.013 | 0.019
H4HS583P| 0.008 0.018 | 0.015 0.019 0.014 | 0.013 0.012 0.630 | 0.015
H4HS584P| 0.012 0.015 | 0.019 2.152 0.511 | 0.012 0.013 0.015 | 0.012
H4HS85P| 0.017 0.021 | 0.026 0.308 0.189 | 0.017 0.018 0.021 | 0.017
H4HS87P >50 >50 >50 >50 >50 >50 >50 >50 >50
H4HS88N| 0.010 0.016 | 0.019 >50 >50 0.012 >50 >50 >50
H4HS91N| 0.010 0.016 | 0.022 >50 >50 0.011 >50 >50 >50
H4H618N| 0.009 0.016 | 0.021 >50 >50 0.011 >50 >50 >50
B8 >50 >50 >50 >50 >50 >50 >50 >50 >50

[0164]  fNHTARSLI6 Fr e K, PUAAH4H581P \HAH588N \HAH59 I NE HAHG 1 SN#E 7~ H %+ A ik
ABAID (43,2 B SLIGKVDGT (SEQ 1D NO:852f1)10-18"5 & IR ) ) A SE M4 &, L AR
BEF (AL P ZISLIGRVDGT (SEQ 1D NO:857[1 10185 &I MR ) ) H L 45 & X T ik
HAH588N \HAH59 1NFIHAHG 18N, £7 T 835 PEPAR-2 85 (A il 24T 15 F U 04 FIVDGT , AL Xt &%
A B DR R I B 1) o A 5 B0 e B AR 1) 45 B 10 s o P ek /D BROAS 45 A (LA KR
(IR SGORED) JHCR) TR 0T ) B 45 58088 )

[0165]  sEjfafsi4 . It J5i4h Ao M T i 8

[0166]  $i )5 45 & i (1) ZH AL PAR— 250 A 1) ~F- 7 it 1 %5 50 (Ko i ) a8 e 450 FH S i %) 2 17 258 129
TR AR A B U B VR B R T Bl 05 A o A BT 3R T S b VR 1eG 2 saBE Ji 4 (GE
Healthcare,Piscataway,NJ)FRE B LL2EF0 ATeCZ TifE ik (Jackson Tmmuno Research
Lab,West Grove,PA)Z [ , X 6 3 I & I BRI B Ak 24 A I ZEBIACORE™ CMBAL B 2805 Fr
DA A 3R A DA i 2 1 if 7= AR 1) o 2 P B (WS 15 . 6-250nM) [ 54k A PAR-2 /5K (JIKA
FIB) LA100R ] /min I8 2RI AR A U R I _FEVRI0FD o 75 2 IR T SEi M e Ji - St 45
B MBS AT BN 15 3 A A B Ko R BUR /SR B AW S 1 = HH (GR10) S T A W
TNT1/o AR B B e 444 , A AR S 0 B i B KD B o NB < 76 24 B S2 56 46 18 F R W83 45 4 ND - R
HH5E o

[0167] %10
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KA AB
AR
Kp (nM) T1/2 (min) Kp (nM) T1/2 (min)
H4HS72P NB - ND -
H4HS73P 749 - ND -
H4H576P NB - ND -
H4HS578P 245 0.17 ND -
H4H579P 15 4 >500 -
H4HS80P 103 0.88 ND -
H4HS81P 9.44 1.4 >500 -
H4HS83P 37.1 0.37 NB -
H4HS84P 22 0.73 >500 -
H4HS85P 8.78 3.7 >500 -
H4HS87P NB - ND -
HIM590N 173 - ND -
[0168] | HIM592N 2100 - ND -
HIM595N 510 - ND -
HIMG612N 180 - ND -
HIMG613N 2100 - ND -
HIMG615N 162 - ND -
HIMG616N 144 - ND -
HIMG619N 164 - ND -
H2M588N 447 60.8 61.7 7.7
H2M589N 3.75 51.3 128 7.3
H2M591N 4.22 42.7 151 8.1
H2MG610N 71.3 - 360 0.8
H2M611N 728 4.1 1090 1.2
H2M614N 470 - ND -
H2M618N 9.62 6.7 126 35
xt B NB - 149 0.1

[0169]  ZE—THRLHISLIG T , #5E T SakE N\ 1eGAIK Bk iR i 45 & AF A 2 AL 1K) B Ak
ANER CBRE ) SN AE D 2 AL I ME (BRF N=Term) PAR-2 K Kol (21 b SCHEIRFT) (R11) . ik
H4H588N H4H59 1 NFITHAHE 1 SNASZE5 & RKE , T 4 BE FiAR A 25 & BREEE

[0170] 11
Sk JXF N-Term
Kp (nM) T2 (min)
[0171] H4H588N 7.10 24
H4H591N 8.54 21
H4H618N 13.8 5

[0172]  £E 55— RIIKI IR T , Sl PUIA S5 & Pk 9 =P = AL i AR A 2 AL R B 20
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PAR—2 JHk 1~ f87 gk 15 i 25 (Ko i) Je ok 57 FH S (1) 3 100 5% B85 - AL 41 AR P s M s VA O 3R T
) 15 AT WA AT AR BAAL R Neutravidin(Pierce,Rockford, IL) LA 4RI T
Biacore™C1ts F BROM5S F I M o B A KAL) (N-TermBC-Term) PAR-25k (BKAFIB) i it
R AAR I ¥ Neu tray idinZ 8] 1 & 55 0 77 46 6 A BLAE A e A0 T Bk 22 1

[0173]  FEAT FH AR T 35— T30 L FE AN A9 B (FE ) 25-100mg /m1) I 264k 144 BAS0
w1 /min R 28 T A 625 B [ B AL K (<< LRU) [ 1 33730085 . 25 °C T SN i I3t
=R &6 B (R12)

CN 102574923 B

[0174] 12
P, XA C-Term BB C-Term
Kp (nM) T1/2 (min) Kp (nM) T/ (min)
H2M588N 0.826 169 1.49 140
[0175] H1M590N 1.27 13 NB
H2M591N 0.545 209 1.82 94
H2M618N 1.8 79 2.32 60
T B NB 0.99 19
[0176] 7 53— TSR SEA H , 408 v b 52 A TG4 Pri HiAk 45 A& A &= AL T2 20 iR
A BLC E FAIGHI A% 2 R 1 (<< IRU) B KoAE (4N b SCRER Y ) o 45 & Clirg AN A2 P 3 AL Y

PAR-2K IR 45 R 70 5] S 7k TR 13-14 o AE LIRS I h , HATHUAAHANS8 1 PRI H X Nom AE W =R

T BRCAT 25 F0 73 (Koo > 1000M) , 1fif T3 S FAb A (B s /8D S Bk ot

(01771 %13
Sk XA C-Term JAB C-Term
Kp (nM) Ty/2 (min) Kp (nM) Ty/2 (min)
H4H579P 0.143 479 0.453 96
H4H581P 0.237 134 0.346 49
[0178] H4HS583P 0.898 34 NB -
H4H584P 0.688 55 1.66 15
H4HS585P 0.151 493 0.376 123
H4H588N 0.517 141 1.03 70
H4H590N 3.56 3 NB
xR NB 0.935 14
[0179] %14
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[0180]
FRA F&B ME BKF KG
AR N-Term N-Term N-Term N-Term N-Term
KD T1/2 I<D T1/2 KD T1/2 I(D T1/2 KD T1f2
(mM) | (min) | (nM) | (min) | (nM) | (min) (nM) (min) | (nM) | (min)
H4HS79P | 1.61 46 5.44 55 3.40 20 0.796 70 1.16 38
H4HS81P | 0.498 41 2.72 38 1.13 21 0.272 78 0.354 62
H4HS83P | 0.412 46 NB - 1.68 11 0.291 73 1.49 13
H4HS84P | 0.525 43 3.20 30 >100 - 0.565 40 1.39 15
H4HS85P | 1.69 48 5.41 63 >100 - 0.899 66 1.36 35
H4HS88N| 1.05 189 | 0.0272 | >1155 NB - 1.81 94 NB -
H4H590N| 1.52 3 NB - 1.28 7 1.84 2 2.94 2
*T B NB - 0279 | 32 NB - NB - NB -
[0181]  FE— TR IR , 15 vl 22 AN TgGAI ik ik 45 & Sk A MR AL 3R

WAL I PAR-2 K (BRA B E-M) R KnfEL (0 b SO0 T4 3R A S R 1l Bl ik 1)) - 45
RN TR 15-16 o B A AT Pl iz At A4 735 X RK L LERMIK 45 45

[0182] 15
[0183]
Sk BRA B JKE
Kp (nM) Ty, (min) Kp (nM) Ty, (min) Kp mM) | Ty (min)
H4H579P 15 4.1 >500 - >500 -
H4HS81P 9.44 1.4 >500 - >500 -
H4H583P 371 0.37 NB - >500 -
H4H584P 22 0.73 NB - NB -
H4HS85P 8.78 3.7 >500 - >500 -
H4HS88N 4.95 25.1 84 9 NB -
H4H590N >500 - NB - >500 -
T B ND - 149 0.1 ND -
[0184] 16
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[0185]
. f’gm G KH BI K
LR
KD T1/2 I<D T1/2 I<D T1/2 I<D T1/2 I<D Tle
(mM) | (min) | (nM) | (min) | (nM) | (min) | (nM) | (min) | (nM) | (min)

H4H579P | 49.4 2 134 | 045 NB - 311 0.26 NB -
H4H581P | 36.6 | 0.53 | 40.2 | 0.63 NB - 143 | 0.07 | NB -
H4H583P | 112 | 047 | 530 | 0.07 | 189 | 0.17 | 320 | 0.16 190 | 0.16
H4H584P | 93.3 | 0.23 | 246 | 0.13 NB - >500 - NB -
H4H585P | 46.2 2 162 | 0.33 NB - 372 | 0.19 NB -
H4H588N | 10.8 20 NB - NB - NB - NB -
H4H590N | >500 - >500 - >500 - >500 - >500 -

[0186]  sLjafs5 . Juidksh & THENUE R IEPAR-21) 4

[0187]  Ayit-— DRAEFPAR-2FUAE , 5 AR 29341 i 2 (HEK293) gt 4L i it Rk K
[N (SEQ ID NO:851)B%/N’ SEQ ID NO:866)PAR-2,

[0188]  DANF-xB—7R ) Z B~ IRES—eGFPHR &+ Uk YLHEK 29 32 i o % G 11 24 Jfa 1) 2 e 1k
T TL-1BI S22 AR I , 0 AR ZRAH AR S 28 D't 2= Bl s M 385 e GF PR 38 1T o M ) o T et
i R AR BT — RPN A B BRI 42 0 1 3RAF T — Fhoc FE 4L R, #ROND9 , HLAE
FIL-1815 i HA R Sk P 0RO R BRSPS & K eGP o SR ) 43 il FH A PAR-2B50 /)N
bR PAR-2%% 4293 /DAL 5 , LA 73 A B 378 2 I 40 i %2293/D9/hPAR-2rec /2 293/D9/mPAR-
2rec,

[0189]  HIPAR-2H4A 45 4 293/D9/hPAR-2rec 4 i il 1 EL T SAEAT #4152 - 293/D9A1293 /D9 /
hPAR-2rec I ASX1 0 4 A/ LA 25 BE AR T 5 35 3 v £ T-37 C 15 % CO2 N I 3 1L 4 A5 44k
(PO Jn 22 40 g 22 2R SR L 0ng /m 1 IR 7E BRI & — /NI o S8 S5 [ 5 40 e, 775 FHHRPZR &
(R0 SR T gGRG I 45 A I B < T EAT B SR e I 2k 56 A TMBJER A 1 b v B €8 S R 34T I
52 720 . 1 FD A 152 HE ODaso R PR WR UACAEL o 10440 25 57 293/D9/hPAR-2re c 41 g AH EE 293 /DI 4H L F)

Assolb BB IRTFR17,

[0190] 17

[0191]
BTN L Assobb
H2M588N 2.50
H2M589N 2.03
HIM590N 1.81
H2M591N 2.2b
HIM592N 1.25
HIM595N 1.80
H2M609N 1.54
H2M610N 1.66
H2M61 1N 1.76
HIM612N 1.90
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HIM613N 1.27
H2M614N 1.17
HIM615N 2.18
HIM616N 2.78
H2M618N 2.44
HIM619N 1.51
H3M620N 1.24
Xt 1.49

[0192]  ZE— TR Lfg s gs b, ff AHH b 22 R 6 H R (Meso Scale Discovery,MSD,
Gaithersburg,MD) MR FTPAR-230 14 % T 455 293/D9.293/D9/hPAR-2rec 5 293/D9/mPAR~
2rec il il o K 41 e LAPBS 1 AX 10 41 B/ FL A 25 B2 4H T-MSD R 5 A 96 FLAR I 72 I & — /)
I o 4R JE 7525 2 % BSARI PBS R 5} A 4l i - 7E =3 NI & — /NI I STPAR- 2B U4 (IR VS Ay
100nM-0.098nM) LA % R FIFE R T 27 190. 5% BSAPBS 1 3 5 iRk 4 ju 78 =i R & — /1
I, Z JE AR50 5% BSAIRPBS 1 B35k o SR Ja I A AR 22 (0 Pt A TeGHuAR (MSD) LAO . 1ug/ml 3K
FEMN R/ SRR A P IR A2 208 T B E — /NS B —IREES S I LA & R S
PR ) 132 B2 MR T AEMSD 73 X BRI (MSD Sector Imager) FiZERHLAL 2 KIS S o &S
£293/D9/hPAR-2reci 293/D9/mPAR-2rec 4l i (115 5 98 25 45 5293/ DOLI ML I LA I (5 5
AT B £ s FGraphPad Prismt (K] STE 7| & N & Y 3E AT 20 B 74 75 E Cs0 A2 Buax{H
(3R 18) «ECsofH 7E SN IE RIS 40 ML) e K 45 5 (Buax) 150 %6 FIr 75 LR PUAARMKE o

[0193] 18

R 293/D9/hPAR-2rec 293/D9/mPAR-2rec
ECSO (llM) Bmax (MSD $ﬁ) ECSO (IIM) Bmax (MSD‘i'{EL)
H4HS79P 1.86 25049 NB
H4HS80P 8.69 30177 NB
[0194] H4HS81P 0.652 28224 NB -
H4HS83P 2.12 13252 9.28 7219
H4HS584P 1.45 26044 NB
H4HS85P 1.95 22540 NB
H4HS88N 5.95 27549 NB -
H4HS90N 9.72 6554 5.76 13255

[0195] st f4l6 . HLPAR—2470 445 %) A\ PAR—23805E 1) 44 4/ MR Wy

[0196]  J83cd %6 't 22 W Il 5 V2 1Y) P dE 264k () B PAR-2 B0 A4 45 5 293 /D9 /hPAR-2re c 41 g ( L
SEHE5 ) 1M B 52 HTPAR- 230 (155 ) I BELIFT o K5 293/D9/hPAR-2rec 4N A 5X10%-10°4H i/
LT BEA T 96 FLAR (KK MLy 3 35 R vp 3R AE37°C, 5% COo N i B i 16 - BB g B 35 e 3 4l
AT HUPAR- 20448 DAAS [F]94 B (UR FE Y R 5 1 pM-1uM) N Z 40 f 3 4E37°C , 5% CO2 N iF & —
/INEF o BR3P AS TR IR B I A [F) 22 R 1 I (i 2 A W A\ IR S VB L Xa PR 5 S i S i
B EABE) NG/ VR A YR IFAESTC L 5% CO2 R IE B TLAN /NI o I 5E 5 T PAR-211) £
1 7K AR M 2R AR BUENF -« B3 B S BRI RIS , T 986 R BHE 5 7K s D B S
FETNPAR-2ZL A S BIFNH o ICsofH S n T 19ND : REE
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(01971  #19
[0198]
ICso (nM)
FAk RO 10 nM 200 nM 750 nM
250 nM | 75nM | 30nM | 20nM | 10nM |ABEGEE 1 [ XaB T | WERE G5

H2M588N | 2.3 5.7 330 | 268 | 104 164.9 453 1.0
H2M589N | 6.3 3.7 ND ND ND ND ND ND
HIMSYIN | 4.5 ND ND | 1218 | 24.2 149.6 51.5 88.1
H2M618N | 6.6 7.8 ND 70 12.4 153.5 54.2 7.0

[0199]1  tmF 20 Bon K, F14EHAH58 1P . HAH588N . HAH59 1 NAITHAHG 1 SNAE S 25 BH W 4R 25 41
J H PAR=2 %) 85 (1 RS o #H R PTPAR-2HT /A HAH592N \H4AH595N \HAH6 1 1N H4H61 3N,
H4H6 14N \HAH6 15N H4H6 16N HAH6 1 7NFIHAH6 1 ONLE I I 58 25 o oK S 7 HA AT ART AT &8 (40 o
PAR-224fif / BOE IR (B R BoR)

[0200] %20
Sk 20 nMARE & B8
ICso (nM)

H4H579P 4.1
H4H580P 35
H4H581P 1.1

[0201] H4H583P 14
H4H584P 5.6
H4H585P 8.9
H4H588N 16.9
H4H591N 204.1
H4H618N 50.2

[0202] 75 St 45148 FH A SE 36 2641 R, 4 T 304K H4H57 2P \HAH57 3P \HAH576P \HAH578PE
HAH587P R WL 42 BIPAR-215 5 4% S (Y BELIKT , 1M FIH A& H4H579P \HAH580P \H4H581P \HAH583P
HAH584P \H4H585P  HAH588N  HAHA9 I NFTHAHG 1 SNA 52 21 &l 225 ) (CAS[R] Ft T2 55 1 ) BEL W

[0203] £ 5y — TSI ER oy , X T 5w B 22 A\ T eG4 P 16 204K 1) S PAR- 2B AR B 52 FH A
fR i I L Xa Rl S 28 R 2 A G A 5 I PAR- 215 5 (M BT AR BRI (a0 b SCREAR ) R B
T2,

[0204]  #21.1Cs0(nM)

[0205]
RS 10nMA ek A1 1 200nMXalA ¥ T50nMAT S ik 2 1 R
H4H581P 7.4 5.3 1.1
H4H588N 42.7 17.1 1.6
HAH591IN 104.7 74.6 62.9
H4H618N 92.2 47.2 8.5

[0206]  £E FH AN 38 N ) & ) HUPAR-2 47K HAHG 8 1 PTIIY 5 & i » Fl 2 Fh iz 9 g b FE 3R 54
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N /N B K BR PAR-2HEK 293 /NFr B2k Y6 24 it , 8158 1 Cs0 0 45 HL L 45 T 22.

[0207] %22
[0208]
BAER (6h) PAR-2%#t ECso (nM) H4H581P ICsy (nm)
A 0.8 1.9
AR 6 R 14 P10
#® 2.4 5.4
K& 6.0 700.0
A 28.0 0.9
Ak B KB 5 2§ ND ND
*® 16.8 11
A 5.0 1.2
A IKEKEE 14 194 8.0 256.0
53 6.3 11.6
A 27.2 25
+XalF & 46.3 340.4
¥#* 58.2 0.9
A 46.3 1.1
AXaBF 2Ny ¥ 78.7 109
%3 ND ND
A 61.1 35
P T g 2 ND ND
%3 ND ND

[0209]  7F Firfi R4 2 S2 06 26 1F N 5 BIIAHAHSS 1 PHUAR A St 1 AFIEEPAR-2 1 /)N
B ERCK R PAR-214 1) 2 11 BB

[0210] S ds7 . A SR oA A PAR- 24 1) 85 ) 1 (1) L Wy

[0211]  JELLAES SN IMFLIPRIMEE (Molecular Devices,Sunnyvale,CA) P HTLERE A
1gGA M Fr i 24 1 JUPAR- 25044 4k FEHEK 29 3 41 B fff 5 Xo) 1% 25 11 I8 SR PAR—- 238075 (15 5)
(1 BELIT o A PAR—245 S (1) o] HE B0 A2 .76 stk I o A K

[0212] 52 , ¥ 8X10 A HEK2934H 4l 7 % D& R AR (BD Biosciences,San Jose,
CA) PRI /B 5 55 e b (570 5% FBSIIDME ) 3£ T-37°C, 5% CO2 I i B 1d & - 25 —~ KRG 4i 5
% PRI B (G 90— 1uM) 1 Pr i JLPAR-2HUAR BON BBk — R & , < S I B E il . Ji
H AR F R PAR-2FGE 18 453) RN 55 5 B A N I =38 I #EF lexStation 3
(Molecular Devices,Sunnyvale,CA) FHIFTuo—4ANWES I 5E 37 & (Invitrogen,Carlsbad,
CA) IFT o % % SR 56 Sont FE BRI & 5| e &2 1 B/ 2 0 4515 548 3 s K6 — B
LRI (TCs0) o 45 /R T-3223, LA TCo0 (nM) 738 o

[0213] 23
[0214]
ETIRE 100nMfF 2R [ ity
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H4H581P 54.96
H4H588N 29.47
BN X G >1000

[0215]  fy13bk SE it 51 7 By 5 7 1), 304 HAHA.8 1 PAITHAHS SSNAH % T+ R Fi 4k , Ho 43 1) ik 3
T PREE B R E 5L T

[0216]  Sjia g8 . % ik (8 A 3 PAR-2 TR R M 44 M BHL B

[0217] 347 JE B3 4l B OGBS - RAT I A) BT (Matrix Assisted Laser
Desorption Tonization—Time of Flight,MALDT-TOF )5 LA #f 52 BT 1% 404k (1 5T PAR-247
fABE BT APAR-2JIK (KA, SEQ 1D NO:852) i ik 11 g/ T 2EME I BE 77 - M F AL BT U IR
ACEL & Com BN AE W) 22 ) 5 BT PAR-2F0 A4 TR & DL BT IR 3 T LI BEIRLE , 88 5 B R 2
Bl N 22 IR UK TR B 1) o I B8 AR AT S UiUE (IP) RIS AR M & A #) IR FF FHMALDI-TOF
AT T

[0218]  7E— T gt A fy <3G vp , P TE B 22 N 1gGA R B 20 AL R T PAR- 241 44 (HAH581 P Al
HAH588N) J& T & AT TRE 7 6 A= 40 25 Ak I PAR-2 K 1) i 2 19 B A 5 A 1) B 7 o A [ ) Bl 2R )
AEPAR-2KF St A AR B 14 B (I3 ] “Neg Ctrl” ) o XTHAHS81PHIH T4 REFi4d , A4
FACH IR R 2R FE 4. TouM, FiA LA 14 . 25uM A5 A 6 T-HAHS88N, A= 40 2 Ak 1 ik £ FH 1)
LWL N2 . ABUM, JUARLAT . 35uMAT ] B IR S5 AR AEPBSH IR A AT HAE 2 R T P47 Lhr o 98
JE A g e 1B (96ng) HRHE G W/E3TC T E 0.5, 10 & 1643 8f o 7E RN 1] s U 5 T
100ng V) 2 ALK BRI S5 70 iR IF 5 1oL AR SE FI R IR (Pierce) 1R & 1481 . FH200u1
PBS X 45 & [ Ik BEAT 3x v, 3R 4R i A 20u 1 i 1oOmMHE & Be pH2 . 5% Bt o i FiZipTips
(Millipore) ¥R bt M i IR IR AW (1) #6  JoR R 1 B 2443 i 7 AR 1) £ I A W) 22 AL PAR-2
KI5+ B PAMALDI-TOF 73 B3 H , e 45 T &3

(02191  xuszIf b i FIF PAR-2BE AL & AR/ SR (I BF MR AT 55 o 55— Mz 3 (B 3P it
FAE R (1)) AL TS YEPAR- 288 [ B SRR A7 miNsm (1) “ Ui 240 o o B0E YEPAR-248
I B AAA i (B 3R ARIE AT A “(2)7 ) A 2 SR I SO Bl R SR R A 8 A B (1 PAR- 244
FRECARIIAL 55 o AEASF AL A S e A DU B 1 R /N B 7R T 3 3 (AR 43 ) o

[0220] Gl 3rp SRR (BES 4) » 24 LA [F) P 284 DG T 140 o) B Ak b ¥ i R4 T B (A BT &
I, Co A M2 PAR-2J1K 7= 4 1558Da i 24 i BE (0,47SEQ 1D NO: 85211 5% 3£ 10-18) . ik
1558Da Fr Bt AL S TEPAR-2 88 [ B S 7 o (2) Ab AR I &5 R o A48 A HAHA88NHT PAR-247,
A 110 S 56 v -t U 52 2] b PR AEAR X o DR B AR I ok DN s 2, ol HE 44 BRHAHG 8SNFL AR HT A
| AE O PEPAR-281 A B AR A7 0 (2) A 1A 1R 2 1 B 22

[0221]  FHJcth, 4 LAHAHA81PHU A4 AL FR b f5 3 AT R 25 B 01 7 ), Com AE M) 2 PAR-2J1K ™ A=
2073Daff) 24fiE i Bt (& SEQ 1D NO:8521 5% 3:5-18) o Frid 2073Da Fy B AN AE Vi RfE s i
(1) GbZAE 7= A 10 Fr B o DRI, 78 38005 EPAR-2 88 1 I 22 A £ 5 (2) Ab 1 22 A B 6 52 %)
HAHA81PHUAA () FE T o

[0222]  FINuGAEW)ZEPAR-2HK AT I 5236 W oRE T WARSU AR AZFERS , #1578 LU 24 A7 5
(1) Abf R 25 1 i 22 A ELER 7 A2 988Da NS A= M Ak, Fr B (9,57 SEQ TD NO: 852k Ik 1 -
4) o R, AEIX LS BG 26 A4 T A ATAT ISR T 7 T 24 5 (1) Ah 1 2Lt

[0223] i b cSe a5 6 17 P S 7 1), HAHB8 1 PATHAHASSNHS BHL Wiy 76 2 T~ 4 At 1747 ) 5 o figs 2
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1 AR PAR—2 [ 800 o SR T, 7E AR S 451, R AT HAHS8 1 PRE T 71 30 R PAR-2 25 11 il 2R fr
AR R 1 R SR AN SZAT AT ATL A R R R 29 5, DRI ARL-F-HAHA 88N A B il i T Hi A R4
FIPAR-2() — PP Ik 22 FhAi i Ah IR (101, BR 1 IR 20/ BIR3 )  AH ELAE F 4% L3 2o »
— 77 I, HAH58 1P A] A 3= 10 ik B Wy 2k 1 I 28 A o7 7 4100 il PAR— 2955 PEAARL -0 17 A R T A AH
HAEH.

[0224] Ryt — DA S HUPAR- 24044 (1) B 11 B 2L A LT R M, 438 FH Com AR M R AL T /N BR LK
5, S A PAR-2 K H#E4T B INFYIMALD T -TOF SE 56 o (LI 4) o 3 % S % A K K 470 4 W HAHS8 1P
H4H588N, & HAWO 2009/005726 1 F% A “LAL” [ oid i) B8 % A m AR X % bl ok (K15
HIFR A “Comp . Ab” ) , LA K2 BH M X6 BE B dds (B4 B R “Neg Ctrl”) o B T BT IAMALD-TOF SE 56
(SO #5538 (P AR SE 565 A0 T RS2 56

[0225]  Jx SR8 op A8 FH 9 K 25 B 2 A BE % 4% R g 1 B 24 1 2 A s (5 AR I o
()7 V(2)7RTE(3)” ) o 25 BRI AT £ (3) iy M B 1 B ZAE AT £ o AEAS [T o 34 i 7= AR
IR RN s T4 L3 (AR )

[0226] 4|4t S5 1, AW E AR A PAR-2JIK 75 FHHAHS81 PAb F8 3 [ & 3E 4T g 2 (1 Ity 573
H A 2074kDalfy Ik AR REA s (1) Zb R 244 o PR, HAH58 1 PRELIBT A7 £ (2) A7 £
(3) b 2R o M S » NI PAR-2 K 76 F T LE 4744 Ab R SRR S BHAT R EE AR I & 5 0 A
2502kDa, X U B 7 A 2L o R, 7 I e VA, 6 bl B AR RR W B = A B 1 AT
A AARE NIRRT A (1) o 24 FHBUAARHAHS 88N TR AL FE R , 76 R 8 (A B 24 7 APAR-2J1K 7= 4=
1772kDa J¢ 1558kDaf] F Bt o b P2 fifi 55 78 7 HAHB 88N 43+ B Wt 71 Sy M A7 o (3) &b ) 2Rt
1] 56 A= BE BT (R A7 20 (2) o

[0227] MFHEAFNSam—11MolinoZE A ,Arterioscler. Thromb.Vasc.Biol.18:825—
832(1998) ) ()i A4 () T B AN AR B AT AR XA 4 LG BUAd AT G I 58 o 0 Pir U 0, B i 4
(9% b B AR AN BEL W 7 AT ART 25 11 Bl SR AT it Ak () 8 (B R 7R ) o

[0228] s fs9 . it PAR-2 K I TA % BR 1 R 8 A I R A /E ]

[0229] iy 7 o8 HAKM SE RIPAR-2 04k 5 2 A B A M PAR-2 1 2L 1R , 13 FH A 5 it 1tk
PAR-2%5 A Bl 24 A7 s 1) IR AT TR R R AR WT 72 o 5 TR e SE T8, A i 1 1 LR B ) Ci 2B
WZEALIG IR, Hor APAR-2(SEQ 1D NO:851) i B 3545 BEAN (L R 53 1l LA TA 2R HUAR
(SEQ ID NO:871-882) il Hl T n—ECmEMEFARIIK, HAS B BE EPAR-2E A I
FRAL RCHR I 1A SRR, Hp ) Val-42H01/BiAsp-437F i N T & R (SEQ 1D NO:884-
887) .

[0230] &Ik RAFAR LS A PAR-2FUAAIK B8 738 VIR JE T 432 (Octet Red;ForteBio) il
OB MIK(2. 5ug/ml) T A A SRR AN HBERL DRIR107 (0ctet SA%
JEER) NI E S K SPAR-2FUAR 2 (M [ 45 A Bl 5, W 040 IR 1K A 0 4% I3 5 200nM 1)
PAR-2HUAR VAL ALS 7 80 (45 6) , L G B B A G IR 2 il R I B 105 80 (FR ) .
PAR-2HTAA XS % K 45 G LA AR 45 615 5 5 LUK LG OO 82 21 (1) 2 26 I AE (5 5 15 21/
JRAEE S B 9 RN IR FHE IR T RN T A AR W% SR B (9 /N8 4K o/ F Scrubber
2. 0afft A (1) it 26 0L B T8 i 8 1 22 T SR AR B S S (o), FRIE A AN ) IO 22 2]
[0 242 35 B o DA Do A DRI > 3 SR U SR AR A e 3 o ax e 5 SR DU AR T-WI IR 456 51 43 b A
T1/2 4 B 3RIR (24-28) o [XTEE A1 =HAW0 2009/005726 HHFR Ay “LAL” R HT A4 58
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Mg Xtk itk 2=RBAFHKN“Sam-11" (Mol ino%% A,
Arterioscler.Thromb.Vasc.Biol.18:825-832(1998) ) i Fi 44 (1) B B A4 4 m] A5 [X (1) 71
s iR 3=HAUS 2010/0119506 - F% A “PAR-B” I Jt A4 1) B A1 42 5w A2 X ) Bt
] ARG OLS , R Pk 45 5 5230 (FEFIARAL PAEXxp L FIExp23K 7R ) JNB= R ML BIZ5 5 .
[0231] 324 :H4H581P

[0232]
SEQ ID % Azt | % A T,
NO: 5 %) Expl| Exp2 | Exp1 [ Exp2

871 GTNRSSKGRSLIGKVDGT------ GGGGSK-B| 100 | 100 100 100
872 GTNRSSKARSLIGKVDGT------ GGGGSK-B| 78 97 118 117
873 GTNRSSKGASLIGKVDGT------ GGGGSK-B| 87 105 122 920
874 | GTNRSSKGRALIGKVDGT------ GGGGSK-B| 45 56 7 3
875 GTNRSSKGRSAIGKVDGT------ GGGGSK-B| 9 19 0.4 0
876 |GTNRSSKGRSLAGKVDGT------ GGGGSK-B| 8 14 0.2 0
877 GTNRSSKGRSLIAKVDGT------ GGGGSK-B| 101 92 33 15
878 GTNRSSKGRSLIGAVDGT------ GGGGSK-B| 113 | 109 63 49
879 GTNRSSKGRSLIGKADGT------ GGGGSK-B| 36 46 1 1
880 GTNRSSKGRSLIGKVAGT------ GGGGSK-B| 18 5 36 4
881 GTNRSSKGRSLIGKVDAT------ GGGGSK-B| 67 102 117 | 124
882 GTNRSSKGRSLIGKVDGA------ GGGGSK-B| 65 91 129 94

884 SLIGKVDGTSHVTG-GGGGSK-B| - | 100 | --- | 100
885 SLIGKADGTSHVTG-GGGGSK-B| --- | 19 0
886 SLIGKVAGTSHVTG-GGGGSK-B| - [ NB | - | NB
887 SLIGKAAGTSHVTG-GGGGSK-B| —- | NB | - | NB

[0233]  #:25:H4H588N

[0234]

SEQ ID % AXTEEA| %At T
NO: Jikdl Expl| Exp2 | Expl | Exp2
871 | GTNRSSKGRSLIGKVDGT------GGGGSK-B| 100 | 100 | 100 | 100
872 | GTNRSSKARSLIGKVDGT------GGGGSK-B| 122 | 99 | 100 | 253
873 | GTNRSSKGASLIGKVDGT------GGGGSK-B| 208 | 115 | 100 | 180
874 | GTNRSSKGRALIGKVDGT------GGGGSK-B| 119 | 93 | 100 | 70
875 | GTNRSSKGRSAIGKVDGT------GGGGSK-B| 127 | 105 | 100 | 42
876 |GTNRSSKGRSLAGKVDGT------GGGGSK-B| 92 | 85 36 8
877 | GTNRSSKGRSLIAKVDGT-----GGGGSK-B| 30 | 30 1 0
878 | GTNRSSKGRSLIGAVDGT---——-GGGGSK-B| 217 | 121 | 108 | 60
879 | GTNRSSKGRSLIGKADGT---——-GGGGSK-B| 74 | 52 1 0
880 | GTNRSSKGRSLIGKVAGT---—-GGGGSK-B| 35 8 4 5
881 | GTNRSSKGRSLIGKVDAT-----—-GGGGSK-B| 81 67 1 1
882 | GTNRSSKGRSLIGKVDGA----—-GGGGSK-B| 125 | 121 | 94 | 33
884 SLIGKVDGTSHVTG-GGGGSK-B| --- | 100 | --- | 100
885 SLIGKADGTSHVTG-GGGGSK-B| --- | 83 0

[0235]

886 SLIGKVAGTSHVTG-GGGGSK-B] -—- | NB | -~ [ NB
887 SLIGKAAGTSHVTG-GGGGSK-B| --- | NB | - | NB

[0236] 26 %L Hifhl
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40/43 T
[0237]

SEQ ID % FxteEA| % Aast T,
NO: 5 Expl | Exp2 | Expl | Exp2
871 | GTNRSSKGRSLIGKVDGT------ GGGGSK-B| 100 | 100 | 100 | 100
872 | GTNRSSKARSLIGKVDGT------ GGGGSK-B| 111 | 111 29 27
873 | GTNRSSKGASLIGKVDGT------ GGGGSK-B| 135 | 87 0.2 0
874 | GTNRSSKGRALIGKVDGT------ GGGGSK-B| 126 | 102 | 223 | 148
875 | GTNRSSKGRSAIGKVDGT------ GGGGSK-B| 147 | 105 2 1
876 |GTNRSSKGRSLAGKVDGT------ GGGGSK-B| 156 | 108 47 41
877 | GTNRSSKGRSLIAKVDGT------ GGGGSK-B| 139 | 108 31 24
878 | GTNRSSKGRSLIGAVDGT------ GGGGSK-B| 118 | 84 3 2
879 | GTNRSSKGRSLIGKADGT------ GGGGSK-B| 148 | 104 | 173 | 100
880 | GTNRSSKGRSLIGKVAGT------ GGGGSK-B| 124 | 102 | 192 | 111
881 | GTNRSSKGRSLIGKVDAT------ GGGGSK-B| 119 | 97 130 | 121
882 | GINRSSKGRSLIGKVDGA--——--GGGGSK-B| 132 | 119 | 154 | 116
884 SLIGKVDGTSHVTG-GGGGSK-B| --- | NB NB
885 SLIGKADGTSHVTG-GGGGSK-B| --- | NB NB
886 SLIGKVAGTSHVTG-GGGGSK-B| --- | NB NB
887 SLIGKAAGTSHVTG-GGGGSK-B| --- | NB NB

[0238] 27 %fELHifk2
[0239]

SEQ ID % AAXTLES | %ARAT Ty
NO: 53] Expl| Exp2 | Expl | Exp2
871 | GTNRSSKGRSLIGKVDGT------ GGGGSK-B| --- | NB NB
872 | GTNRSSKARSLIGKVDGT------ GGGGSK-B| --- | NB NB
873 | GTNRSSKGASLIGKVDGT------ GGGGSK-B| --- | NB NB
874 | GTNRSSKGRALIGKVDGT------ GGGGSK-B| --- | NB NB
875 | GTNRSSKGRSAIGKVDGT------ GGGGSK-B| --- | NB NB
876 |GTNRSSKGRSLAGKVDGT------ GGGGSK-B| --- | NB NB
877 | GTNRSSKGRSLIAKVDGT------ GGGGSK-B| --- | NB NB
878 | GTNRSSKGRSLIGAVDGT------ GGGGSK-B| --- | NB NB
879 | GTNRSSKGRSLIGKADGT------ GGGGSK-B| --- | NB NB
880 | GTNRSSKGRSLIGKVAGT------ GGGGSK-B| --- | NB NB
881 | GTNRSSKGRSLIGKVDAT------ GGGGSK-B| --- | NB NB
882 | GTNRSSKGRSLIGKVDGA------ GGGGSK-B| --- | NB NB
884 SLIGKVDGTSHVTG-GGGGSK-B| —-- | 100 | --- 100
885 SLIGKADGTSHVTG-GGGGSK-B| --- | 120 | --- 159
886 SLIGKVAGTSHVTG-GGGGSK-B| --- 88 27
887 SLIGKAAGTSHVTG-GGGGSK-B| --- 87 27

[0240] %284 L HifAk3
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[0241]
SEQ D % A8 %} %A%} Ty,
NO: 53 Expl | Exp2 | Expl | Exp2
871 | GTNRSSKGRSLIGKVDGT------GGGGSK-B| --- | 100 | - 100
872 | GTNRSSKARSLIGKVDGT------GGGGSK-B| --- | 101 [ -— 109
873 | GTNRSSKGASLIGKVDGT------GGGGSK-B| --- | 98 [ -- 7
874 | GTNRSSKGRALIGKVDGT------GGGGSK-B| --- [ 106 | -- 21
875 | GTNRSSKGRSAIGKVDGT----—-GGGGSK-B| —— | 115 | - 79
876 |GTNRSSKGRSLAGKVDGT------GGGGSK-B| - [ 92 [ - 7
877 | GTNRSSKGRSLIAKVDGT----—-GGGGSK-B| - [ 101 | - 8
878 | GTNRSSKGRSLIGAVDGT----—--GGGGSK-B| - [ 109 [ — 95
879 | GTNRSSKGRSLIGKADGT------GGGGSK-B| - [ 96 [ - 98
880 | GTNRSSKGRSLIGKVAGT--—-—-GGGGSK-B| — | 99 [ - 120
881 | GTNRSSKGRSLIGKVDAT-----GGGGSK-B| - | 93 | — 128
882 | GTNRSSKGRSLIGKVDGA--———-GGGGSK-B| —— [ 117 [ —— 118
884 SLIGKVDGTSHVTG-GGGGSK-B| --- | NB | --- NB
885 SLIGKADGTSHVTG-GGGGSK-B| --- | NB | - NB
886 SLIGKVAGTSHVTG-GGGGSK-B| - | NB | - NB
887 SLIGKAAGTSHVTG-GGGGSK-B] - | NB | - NB

[0242] {3 AR SLIGH L RS L T K5, Horp AR B R RPAR-21 2 L e, 4 H
AR B R TR R R S 5T Bk D T X RLBUAR I A A (RD, JuAk 45 A R REI T/ 2K T ik &5 &
B AERIAREITL/21930% ) o (B 20 = MR AEBOE TE Bir i A R A, A= MR
TN TR B A B ZLAAAL ) o RIS R U I AR, S ER T0AA 1R 3 6 A8 S Tk B A AR A
)| 5 o ) AT B o A S, AR HAHS8 1P FIHAHSSSN W %o ki 1 25 11 B 2L fid A7 A Com i) Bk
S SEAZ UK PR, PAR-2 | [FJHAHS81 P4 & 7 s ABLT- /& A1 AH X X0 L i Ads 1R3[4 & 4 i
(1) Citit 77 [ A5 Bl K 2 2-4AN S FE PR , 1 HAHG 8SNG: £ 17 i AT 42 E A X HAHS8 1P 45 A7 p5 Co
T W B Bl R L1 2- 41 AR o 6F LU AR 24 AN 45 680, 250 00 PR PAR- 28 11 Bl R 7 il T Ui 14
AL (BN, SLIGKVDGTSHVTG(SEQ 1D NO:884[114% 3 1-14) [ Bk , I f R & & e ik Jk (SEQ
ID NO:851[1*JAsp—43) B FRAZHUK , A4 2 IRIR HE (SEQ 1D NO: 851 Val-42) i RAZ A
[0243] S Hb, I SL 6 % B A HAHA8 1 PRIHAHS8SNH 5 A7 T- v MEPAR-225 1 i 2L it
A7 5, C ) 55— AN VAIDAR L A FAE I (BT, SEQ 1D NO: 851 Val—-42H1Asp—43) , ik HL ik
HMIBAS 5T X B HR B AH BLAE F L 0 B Fidd 25 Asp-43 T A 5 Val -4 2AH B.AE H . HAH58 1 PAH
E 06 Le Hudd 6 PAR-21 25 5 B sl ] REffRE T HAHGS81PAH L X Lb B i Thae b i poks i , 1
— AE T TR P SETE A A U

[0244]  SLjaf610 . IR Hh HUPAR-2HUARI 7 & B2

[0245]  ZE szt , vPAh 7 FiPAR-2HUAKHAHSS | PAE T A A [F] 85 19 B 75 5 (1 R e A 7R op
B S5 EE TR B8 77 « 315 APAR-2 (hPAR2+/+) [1) % B PR /INBR A1 31X S8 236 v FH T BT A7 R BA 4 7
BIFFE o 7N IR 25 R 2B 93 | Bl 1 50mg kg (s . ) B[R] R R 4 BimAb B 10, 25,50 .75 100
J%150mg/kg(s.c.)FHAHG81P i sE & it FH fi — 1 P4 /INef BT 7 [R) B2 B R 20 15 0ug I 4
fiREE IR B Oug I S 40 ABSRFRE AR (B B H)s . c. ), IX S EURRIEAT N —BEFE R AR, FF 4t
30-60 73 o 7E JR 25 [ B E 5 AT BRI HAHB 8 LP I /N R P L8 21 55 B BL K 9% &R 5 il THEDso
25mg/ kg o X L S5 (1) 45 T DA ft £ 1 It O 3099k S IR 2 1 18 e 1T J5 602 Bk P 1 S 1)
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B RAR S IRBUCRAN 2 b, B TR 29 (A7 B AR T K9{H £ SEMsND =R 52 5% =

FHEE T [5] [5) PP BE 2Hp<<0.05) o

[0246] 3599

[0247]

mAb H4H581P #] % Aast T RO BREAEEMET I
(mg/kg) k& G B RKkEé B

10 9.9+ 23.1 “40.7 + 23 .4
25 266+ 11.3 385+ 11.1
50 313+ 13.5 47.7 £ 8.0
75 34.9+ 4.7 ND
100 552 % 8.0 39.6 £ 6.9*
150 4290+ 9.7* ND

[0248]  fuipth St 461 v S 7 1), 58 FH P MAS [R] %) & 1 5 2 ) R FEAR A0 45 HHmAb HAHB81P
et LA SR 46 %) 7 X REL BT 2 B 75 3 R FEAT M

[0249]  SEHEMILL . AE~F3u 575 S I A8 P Bz 28BN v i e FH FePAR 247044 ek A FEAT Ty
[0250]  Fyit— DA PIPAR-2HTAAHAHSS8 1 PAE AR FEAH IC I Zivi IR 25 T el 9 AT A B
77, A% FE R Bz 28 () /N BRABE Y o AE AR AR vt /N R e B2 2200 Rz JBR 2 FH )~ e JE Ak 7 —— e
Bl o SEE A T2 e 5 A 1 B AR TR TR T NIRRT 52 58 1) VT 22 Wl DR 2 235 J 7 3 22
fiE(Man%E A ,2008,]. Invest.Dermatol.128(1):79-86)

[0251] 7 /e H- i — R PR FH 1 %6 ME R B M0 (100me kg, s ) BUBIAL /N BR o SR8 Ja AN BLAE
NG RIS Bk 2N BR 452 A8 8 & 1) S 5 LR B R R A (B0t ) 0. 6 %6 R o 55— IR
MR Bt (100mg/ke s . . ) Z A 247N FF 6 HAHB8 L PALPAR2 AR I B & v &t A (B 4L =
IR o IXPhE St VG 0 2 8> 1 RREEAT O, 3% I T e S — R MR IR B 51 A R R
RAEIREL D> o A E AR RIS V- 3 B R AR B £ SEM, n =6/ /MR /21 s = AHEL T
Hili+ T gGoxet BE 20 1) AL v 25 J5 IR (Tukey post—hoc test)p<<0.05;#=AHLL TN W) +1gGxT
HRH 1A 5 = 5 p << 0. 05,

[0252] %30
[0253]
BY ) (44F)

P 0-10 10-20 20-30 30-40 40-50 50-60 pY 4
BAF + |0.0£0.0 | 0.8£0.6 |2.2+1.4 |3.4£1.3 |4.842.0 |2.4+1.0 |13.6+4.2
IgG 5} B8
i B7) o+ 0.5£0.5 | 11.3+3.9 | 24.8+9.7 | 28.0+7.3 | 21.0+7.9 | 21.3+7.3 | #106.8+33.2
IgG A &

v R+ 0.2+0.2 [ 1.6+1.2 | *6.0+2.4 | 16.6+5.1 | 18.2+4.8 | 18.0+5.5 | 60.6+11.6
H4H581P

[0254] 21 235 43 Hv Y 7~ A0 Pt R 0 5 110 20400 v 38 R 8 A % e 1% 4 i 3 3 v 1 S 2 3
B R SR o A M 8L BT A 1% 8 22 5 AF HAHA 8 1 PHLPAR 24 44 55 ] i 280 of HE 22 /) A5 B 45
ER7,

[0255]  SZJfEfs12.mAb HAHSS 1 PG EEF 4l P LL 5%

[0256]  {ESZE ) , bb #imAb H4H581P 5 Xt Eb FiiPAR—2mAb (WO 2009/0057 26 1 FiT 4 i 1)
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KRG AR “TAL™ ) 7 /)N BR SR B AR 2 v 55 R BE R AR 1) B

[0257] 523k APAR-2(hPAR2™ ") [ 4% FE DR /N R K1l 43 A 3AN R A T o ) S 4L R A B2 Ui
50mg/kg(s.c.)[E FhAL % B mAD , [F] HH2H FEBREUL50mg /kg (s . c. ) JHAHSS 1P, [A] HAZH B C4
i 50mg/kg(s.c. )X EL HUPAR-23T4A o 7E A & it F e — 1 DY /NI, i (R BR AL 7 22
150ug 1 FRER B OB B [fls. c. ), X T80T FRFEAT A —FEFE R AE , FFS230 9% o Ab 38 41
/N BRRE B T 0 A 38 /D B9 381 ) 3R B R A E IR BRI 7 4 Bl 7R TR 29 (I A B 2w
S48+ SEM)

[0258] 31

[0259]
kAL (50mg/kg) (%6 AHXT AT RE ) F30RE R AR IR B2 40 )
mAb H4H581P -41.1%13.5
XTEG HiAmAD -13.9+9.9

(02601 furitbse it 51 Fir S s 1) AE AR SCARE A Rl A B 8 3 O R FE A 2 rimA b HAHB81PEE
X L BUAAmAD IR R AT N AR 2

(02611 AT WY ) i TRl A 2 52 1 AR SC AR 1) L ARSI it T PR PR 1) S B b, AR BB 77 A
SCPT IR Z AN 2 P AZ Sl 2 2 BRI S T8 e B B AR s e AS SRR N AR
X LA B IR NPT BN ZER VS 2 A
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[0001]

<110

PRI &

Regeneron Parmaceuticals, Inc.

<1200 3 N EE 5 B BHE 2 AR - 200 R A A 34k

<130>

<140>
<141>

<150>
<151>

<150>
<151>

<150>
151>

<160>
<170>
<210>
211>
212>
213>

220>
223>

<400>

6110A-WO

fiHE
fEdk

61/240,783
2009-09-09

61/242, 821
2009-09-16

61/317, 839
2010-03-26

887

FastSEQ for Windows Version 4.0
1

348

DNA

ANTFEF

AR

1

gaagtgcage tggtggagtc tgggggagge ttggtacage ctggcagg
tcectgtgeag cctetggatt cacctttgat gattatgeca tgecactgg
ccagggaagg gcctagagtg ggtcectcaggt attacttgga atagtggt
geggactetg tgaagggeceg attcaccate tccagagaca acgccaag
ctgcaaatga acagtctgag agctgaggac acggccttat attactgt
tgggectttg actactgggg ccagggaacc cgggtcateg tctectcea

<210>
211>
212>
213>

220>
223>

<400>

2
116
PRT
AL

R
2

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln

1

te
gt
aa
aa

gc

Pro

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
35 40

20 25

30
Glu

Ser Gly Ile Thr Trp Asn Ser Gly Asn Met Ala Tyr Ala Asp

50

65

Ile Val Ser Ser

<210>
<211
212>
<2135

<220>

55 60
Lys Gly Arg Phe Thr Ilc Ser Arg Asp Asn Ala Lys Asn
70 75
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu
85 90
Ala Lys Glu Asn Trp Ala Phe Asp Tyr Trp Gly Gln Gly
100 105
115

3

24

DNA

ANTFF

R

223>

46

Ser
Tyr

Thr
110

cctgagactce
ccggcaaget
catggcctat
ctccetgtat
aaaagaaaac

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Arg

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

60

120
180
240
300
348
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[0002]

<400> 3
ggattcacct ttgatgatta tgcc

<210> 4

211> 8

<212> PRT
213> ANIF%

<220>
223> H R

<400> 4
Gly Phe Thr Phe Asp Asp Tyr Ala
1 15)

<210> 5

211> 24
<212> DNA
Q213> ALFF

<220>
223> AR

<400> 5
attacttgga atagtggtaa catg

<210> 6

<211> 8

<212> PRT
213> ATFF

<220>
223> BRI

<400> 6
Ile Thr Trp Asn Ser Gly Asn Met
1 H

<210> 7

211> 27
<212> DNA
213> ANIF3)

<220>
223> BRI

<400> 7
gcaaaagaaa actgggcctt tgactac

<210> 8

211> 9

<212> PRT
213> AT

220>
223> BRI

<400> 8
Ala Lys Glu Asn Trp Ala Phe Asp Tyr
1 5

<210> 9

<211> 336
<212> DNA
213> AT

220>
223> BRI

<400> 9

24

24

27

gatattgtga tgacccagac tccactctcc tcacctgtca cccettggaca geeggectee 60
atctcctgea ggtctagtca cagectcgta cacagtgatg gaaacaccta cttgagttgg 120

47
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[0003]

cllcageaga ggecaggeca geelecaaga clectlaalll ataagattile Laaceggtle 180
tetggggtee cagacagatt cagtggecagt ggggcaggga cagatttcac actgaaaatc 240
agcagggtgg aagctgagga tgtcggggtt tatttctgeca tgcaagectac acaatttccg 300
tacacttttg gccaggggac caagctggag atcaaa

<210> 10
211> 112
<212> PRT
213> NI

220>
223> AR

<400> 10
Asp Ile Val Met Thr Gln

1
Gln Pro Ala Ser Ile Ser

Asp Gly Asn Thr Tyr Lcu
35
Pro Arg Leu Leu Ile Tyr
50
Asp Arg Phe Ser Gly Ser
65 70
Ser Arg Val Glu Ala Glu

Thr Gln Phe Pro Tvr Thr
100

<210> 11

<211> 33
<212> DNA
213> ANTFF

220>
223> ERLEY

<400> 11

cacagcctcg tacacagtga tggaaacacc tac

<210> 12
21D 11

<212> PRT
213> N L5

220>
<223> G RN

<400> 12

Thr
Cys
Ser
Lys
Gly
Asp
Phe

Pro
Arg
Trp
40

Ile
Ala
Val

Gly

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
Ser
Gln
Asn
Thr
Val

Gly

His Ser Leu Val His Ser Asp Gly Asn Thr Tyr

1 5

<210> 13
211> 9

<212> DNA
213> NI

220>
223> H R

<400> 13
aagatttct

<210> 14
<211> 3

<212> PRT
213> ANTFF

220>
223> BRI

<400> 14
Lys Ile Ser
1

10

48

Val
Leu
Pro
45

Ser
Thr
Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu Gly
15

His Ser
Gln Pro
Val Pro
Lys Ile
Gln Ala

95
Ile Lys

336

33
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[0004]

<210> 15
211> 27
<212> DNA

21 ANTFF

220>

223> ERHY

<400> 15
atgcaagcta

<210> 16
211> 9
<212> PRT

cacaatttce gtacact

213> ATF3F

220>

223> &R

<400> 16

Met Gln Ala Thr Gln Phe Pro Tyr Thr

1

210> 17
211> 348
<212> DNA

5

213> ANTFEF

220>

223> &R

<400> 17

gaagtgcagce
tcctgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
tgggeetttg

<210> 18
211> 116
<212> PRT

tggtggagte tgggggaggc
cctetggatt cacctttgat
gcctagagtg ggtctcaggt
tgaagggccg attcaccatc
acagtctgag agctgaggac
actactgggg ccagggaacc

213> AT

220>

223> AR

<400> 18

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 19
211> 336
<212> DNA

Leu Val Glu Ser Gly

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala
40

ttggtacage
gattatgcca
attacttgga
tccagagaca
acggccttat
ctggtcaccg

Gly Gly Leu
10

Ser Gly Phe

25

Pro Gly Lys

Thr Trp Asn Ser Gly Asn Met Ala

55

Phe Thr Ile Ser Arg Asp Asn Ala

70
Asn Ser Leu Arg Ala
85
Asn Trp Ala Phe Asp
100
Ser

213> ANTFE3)

<2200

223> E R

75
Glu Asp Thr
90
Tyr Trp Gly
105

49

ctggecaggtc
tgcactgggt
atagtggtaa
acgccaagaa
attactgtge
tctectea

Val
Thr
Gly
Tyr
60

Lys
Ala

Gln

Gln
Phe
Leu
45

Ala
Asn

Leu

Gly

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

Gly
15

Asp
Trp
Ser
Leu
TXr

95
Leu

cctgagacte
ccggcaaget
catggcctat
ctccectgtat
aaaagaaaac

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

27

60

120
180
240
300
348
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[0005]

<400> 19

gatattgtga
atctcctgea
cttcagcaga
tctggggtee
agcagggtgg
tacacttttg

<210> 20
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggceca
cagacagatt
aagctgagga
gccaggggac

213> ATFF

220>

223> &R

<400> 20

Asp lle Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

210> 21
<211> 348
<212> DNA

tccactetee
cagcctegta
gcetccaaga
cagtggcagt
tgtcggggtt
caagctggag

Met Thr Gln Thr Pro

Ser Ile Ser Cys Arg

20

Thr Tyr Leu Ser Trp

40

Leu Ile Tyr Lys Ile

55

Ser Gly Ser Gly Ala

Glu Ala Glu Asp Val

85

Pro Tyr Thr Phe Gly

100

213> NTLFE%)

<220>

<223> &R

<400> 21

gaagtgcagce
tcectgtgecag
ccagggaagg
gcggactetg
ctgcaaatga
tgggeetttg

210> 22
211> 116
<212> PRT

tggtggagte
cctctggatt
gceetggagtg
tgaagggcecg
acagtctgag
actactgggg

213> ANTFE%

220>

<223> LR

400> 22
Glu Val Gln
1

tgggggaggce
cacctttgat

ggtctcaggt
attcaccatc
agctgaggac
ccagggaacc

Leu Val Glu Ser Gly

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tatttctgea
atcaaa

Leu Ser Ser
10

Ser Ser His

25

Leu Gln Gln

Ser Asn Arg
Gly Thr Asp

Gly Val Tyr
90

GIln Gly Thr

105

ttggtacage
gattatgcca
attacttgga
tccagagaca
acggecttgt
ctggtcaccg

Gly Gly Leu

cccttggaca
gaaacaccta
ataagatttce
cagatttcac
tgcaagctac

Pro Val Thr
Ser Leu Val

Arg Pro Gly
45

Phe Ser Gly

60

Phe Thr Leu

Phe Cys Met

Lys Leu Glu
110

ctggcaggte
tgcactgggt
atagtggtaa
acgccaagaa
attactgtge
tctectea

Val Gln Pro

gceggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttccg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Ile

Gln Ala
95
Ile Lys

cctgagacte 60
ccggeaaget 120
catgggctat 180
ctccetgtat 240
aaaagaaaac 300

348

Gly Arg
15

Ser Leu Arg Leu Ser Cys Ala Ala

Ala
Ser
Lys
65

Leu

Ala
Thr

20
Met His Trp
35
Gly Ile Thr
50
Gly Arg Phe

Gln Met Asn

Lys Glu Asn

100

Val Ser Ser
115

Val
Trp
Thr
Ser

85
Trp

Arg
Asn
Ile
70

Leu

Ala

25
Gln Ala Pro
40
Ser Gly Asn
55
Ser Arg Asp

Arg Ala Glu

Phe Asp Tyr
105

Gly
Met
Asn
Asp

90
Trp

Ser Gly Phe

Lys
Gly
Ala
75

Thr

Gly

50

Thr Phe Asp

Gly
Tyr
60

Lys
Ala

Gln

Leu
45

Ala
Asn

Leu

Gly

30
Glu

Asp
Ser
Tyr

Thr
110

Asp
Trp
Ser
Leu
Tyr

95
Leu

Tyr
Val
Val
Tyr
80

Cys

Val
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<210> 23
<211> 337
<212> DNA

213> AT

220>

223> BRI

<400> 23

gatattgtga
atctcetgea
cttcagcaga
tetggggtee
agcagggtgy
tacacttttg

<210> 24
211> 112
<212> PRT

tgacccagac
ggtctagteca
ggccaggeca
cagacagatt
aagctgagga
gcecaggggac

213> ANTLJF5)

220>

223> AR

<400> 24

Asp Ile Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

[0006]  Thr Gln Phe

<210> 25
<211> 348
<212> DNA

tccactectece
cagcctegta
gcctccaaga
cagtggcagt
tgteggggtt
caagctggag

Met Thr Gln Thr Pro

5

Ser Ile Ser Cys Arg

20

Thr Tyr Leu Ser Trp

40

Leu Ile Tyr Lys Ile

55

Ser Gly Ser Gly Ala

7

Glu Ala Glu Asp Val

85

Pro Tyr Thr Phe Gly

100

213> ANIF5)

<220>

223> BRM

<400> 25

gaagtgcage
tcetgtgeag
ccagggaagg
geggactetg
ctgcaaatga
gaggcttttg

<210> 26
<211> 116
<212> PRT

tggtggagte
cctetggatt
acctgaagtg
tgaagggecg
acagtctgag
actactgggg

213> ANTJF%)

220>

223> &R

<400> 26

Glu Val Gln
1

Ser Leu Arg

Thr Met His
35
Ser Gly Ile
50

Lys Gly Arg

tgggggagge
cacctttgat

ggtctcaggt
attcaccatc
agctgaggac
ccagggaacc

Leu Val Glu Ser Gly

5

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Val

40

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
atcaaac

Leu Ser Ser
10

Ser Ser His

25

Leu Gln Gln

Ser Asn Arg
Gly Thr Asp
Gly Val Tyr

Gln Gly Thr
105

gtggtecage
gattatacca
attacttgga
tccagagaca
acggccttet
ctggtcaccg

Gly Gly Val
10

Ser Gly Phe
25
Pro Gly Lys

Thr Trp Asn Gly Gly Arg Lys Ala
5

5

Phe Thr Ile Ser Arg Asp Asn Ala

o1

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Met

Lys Leu Glu
110

ctggecaggte
tgcactgggt
atggtggtag
acgccaagaa
attactgtge
tctecctea

Val Gln Pro

Thr Phe Asp
30
Asp Leu Lys
45
Tyr Ala Asp
60
Lys Asn Ser

gceggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 210
acaatttceg 300
337

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile

cctgagacte 60
ccggecaagtt 120
aaaagcctat 180
cteectettt 240
aaaagaagat 300
348

Gly Arg
15

Asp Tyr
Trp Val
Ser Val

Leu Phe
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65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Phe Tyr Tyr Cys
85 90 95
Ala Lys Glu Asp Glu Ala Phe Asp Tyr Trp Gly Gln Gly Thr Leu Val
100 105 110
Thr Val Ser Ser
115

210> 27
Q211> 24
<212> DNA
213> ATF7

220>
223> BRI

400> 27
ggattcacct ttgatgatta tacc 24

<210> 28

211> 8

<212> PRT
213> ANTLFF

<220>
<223> H M

<400> 28
Gly Phe Thr Phe Asp Asp Tyr Thr
1 5

<210> 29
211> 24
<212> DNA
213> ATE5|

220>
223> B

[0007]

<400> 29
attacttgga atggtggtag aaaa 24

<210> 30

<211> 8

<212> PRT
213> ANIFF

220>
223> &R

<400> 30
Ile Thr Trp Asn Gly Gly Arg Lys
1 5

<210> 31

211> 27

<212> DNA
213> AT

220>
223 &Ik

<400> 31
gcaaaagaag atgaggcttt tgactac 27

<210> 32

211> 9

<212> PRT
213> ANLFF

<220>
223> B

52



CN 102574923 B

FF

5 &

8/201 I

[0008]

<400> 32
Ala Lys Glu
1

<210> 33
<211> 336
<212> DNA

Asp Glu Ala Phe Asp Tyr
[~

J

213> NIF3

<220>

223> AR

<400> 33

gatattgtga
atctcctgca
cttcagcaga
tttggggtece
agcagggtgg
tacacttttg

<210> 34
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggeccaggeca
cagacagatt
aggctgagga
gccaggggac

213> NI

220>

223> G

<400> 34
Asp Ile Val

1
Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr GIn Phe

<210> 35
<211> 33
<212> DMA

tccactetee
aagcctcgta
gcetccaaga
cagtggcagt
tgteggegtt
caagctggag

Met Thr Gln Thr Pro

5

Ser Ile Ser Cys Arg

20

Thr Tyr Leu Ser Trp

40

Leu Ile Tyr Lys Ile

95

Ser Gly Ser Gly Ala

70

Glu Ala Glu Asp Val

85

Pro Tyr Thr Phe Gly

100

213> ATFF

220>

<223> HRHY

<400> 35

caaagcctcg tacacagtga tggcaacacc tac

<210> 36
211> 11
<212> PRT

213> NIFH)

<2200

223> ERLH

<400> 36
1
<210> 37

211> 9
<212> DNA

5

213> AT FF

<2200

tcacctgtca
cacagtgatg
ctcctaattt

ggggcaggga
tattactgca

atcaaa

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Gln Ser Leu Val His Ser Asp Gly Asn Thr
0

Ser
10

Ser
Gln
Asn
Thr
Val

90
Gly

1

Ser
Gln
Gln
Arg
Asp
7

Tyr
Thr

Tyr

53

cccttggaca
gcaacaccta
ataagatttc
cagatttcac
tgcaageaac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Phe Gly
60
Phe Thr lLeu

Tyr Cys Met

Lys Leu Glu
110

gceggeetee 60
cttgagttgg 120
taaccggttt 180
actgaaaatc 240
acaatttceg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Tle
80
Gln Ala

95
lle Lys

33
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[0009]

223> &Y

<400> 37
aagatttet

<210> 38

Q21D 3

<212> PRT
213> ANTEA

220>
223> AR

<400> 38
Lys Ile Ser
1

<210> 39
211> 27
<212> DNA
213> AIFEF

<2200
223> BkH

<400> 39

atgcaagcaa cacaatttcc gtacact

<210> 40
<211> 9

<212> PRT
213> NI

220>
223> &M

<400> 40
Met Gln Ala Thr Gln Phe Pro Tyr Thr
1 5

210> 41

<211> 348
<212> DNA
213> ANTEF|

220>
223> BRI

<400> 41

gaagtgcage tggtggagte tgggggagge gtggtccage ctggeagg
tcctgtgecag cctctggatt cacctttgat gattatacca tgcactgg
ccagggaagg acctgaagtg ggtctcaggt attacttgga atggtggt
gcggactetg tgaagggecg attcaccatc tccagagaca acgecaag
ctgcaaatga acagtctgag agctgaggac acggccttct attactgt
gaggettttg actactgggg ccagggaace ctggtcaccg tcteccetcea

<210> 12
<211> 116
<212> PRT
Q1> NTFEH|

220>
223> &t

<400> 42
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln
1 5 10
Ser Len Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
20 25
Thr Met His Trp Val Arg Gln Val Pro Gly Lys Asp Leu
35 40 45
Ser Gly Ile Thr Trp Asn Gly Gly Arg Lys Ala Tyr Ala
50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn

54

te
gt
ag
aa

gc

Pro
Asp
30

Lys
Asp

Ser

cctgagacte
ccggecaagtt
aaaagcctat
cteeetettt
aaaagaagat

Gly
15

Asp
Trp

Ser

Leu

Arg
Tyr
Val
Val
Phe

27

60

120
180
240
300
348
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[0010]

65 70

75

80

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Phe Tyr Tyr Cvs

85

90

95

Ala Lys Glu Asp Glu Ala Phe Asp Tyr Trp Gly Gln Gly Thr Leu Val

100 105
Thr Val Ser Ser
115

<210> 43

<211> 336
<212> DNA
213> NLTFF

220>
223> E R

<400> 43
gatattgtga tgacccagac tccactctce te

cttcagcaga ggccaggeca gectccaaga ct

tacacttttg gccaggggac caagctggag at

<210> 44
211> 112
<212> PRT
213> NTFF

220>
223> G

<400> 44
Asp Ile Val Met Thr Gln Thr Pro Leu
1 5
Gln Pro Ala Ser Ile Ser Cys Arg Ser
20 25
Asp Gly Asn Thr Tyr Leu Ser Trp Leu
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile Ser
50 55
Asp Arg Phe Ser Gly Ser Gly Ala Gly
65 7
Ser Arg Val Glu Ala Glu Asp Val Gly
85
Thr Gln Phe Pro Tyr Thr Phe Gly Gln
100 105

<210> 45

<211> 348
<212> DNA
213> NLTFF

220>
223> &R

<400> 45
gaagtgcage tggtggagte tgggggagge tt

ccagggaagg gcctggagtg ggtetcaggt at
gcggactctg tgaagggecg attcaccate te

ctgcaaatga acagtctgag agctgaggac ac
gaggcttttg actactgggg ccagggaacc ct

210> 46
<211> 116
<212> PRT
213> NTFF

220>
223> B REAI

<400> 46

110

acctgtca cccttggaca
atctcctgeca ggtctagtca aagcctcgta cacagtgatg gcaacaccta
cctaattt ataagatttc
tttggggtcc cagacagatt cagtggcagt ggggcaggga cagatttcac
agcagggtgg aggctgagga tgtcggegtt tattactgeca tgcaagcaac

caaa

Ser Ser Pro
10

Ser Gln Ser
Gln Gln Arg
Asn Arg Phe
Thr Asp Phe
Val Tyr Tyr

90
Gly Thr Lys

Val
Leu
Pro
45

Phe
Thr
Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

ggtacage ctggecaggte
tcetgtgecag cctetggatt cacctttgat gattatacca tgcactgggt
tacttgga atggtggtag
cagagaca acgccaagaa
ggeettgt attactgtge
ggtcaccg tctcctca

gecggeetee 60
cttgagttgg 120
taaccggttt 180
actgaaaatc 240
acaatttccg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile

cectgagacte 60
ccggeaaget 120
aaaaggctat 180
ctcectgtat 240
aaaagaagat 300

348

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

55
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[0011]

1

Ser Leu Arg Leu
20
Thr Met His Trp
35
Ser Gly Ile Thr
50

l.ys Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Glu Asp

100

Thr Val Ser Ser
115

<210> 47
<211> 337
<212> DNA
213> NTFF

220>
223> E R

<400> 47

<

Ser
Val
Trp
Thr
Ser

85
Glu

Cys Ala Ala Ser
25
Arg Gln Ala Pro
40
Asn Gly Gly Arg
55

Tle Ser Arg Asp
70

Leu Arg Ala Glu

Ala Phe Asp Tyr
105

10
Gly

Gly
Lys
Asn
Asp

90
Trp

Phe Thr Phe Asp
30
Lys Gly Leu Glu
45
Gly Tyr Ala Asp
60

Ala Lys Asn Ser
75

Thr Ala Leu Tyr

Gly Gln Gly Thr
110

gatattgtga tgacccagac tccactctce tcacctgtca cccttggaca
atctcctgea ggtctagtca aagcctcgta cacagtgatg gcaacaccta
cttcagcaga ggccaggcca gcctccaaga ctcctaattt ataagattte
tctggggtee cagacagatt cagtggecagt ggggecaggga cagatttcac
agcagggtgg aagctgagga tgtcggggtt tattactgca tgcaagcaac

tacacttttg gccaggggac caagctggag atcaaac

<210> 48
Q11> 112
<212> PRT
Q13> AT 5

<2200
<223> LRk

<400> 48
Asp lle Val Met

1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35

Pro Arg Leu Leu
50

Asp Arg Phe Ser

65

Thr
5
Ile
Tyr
Ile

Gly

GIn Thr Pro Leu

Ser Cys Arg Ser
25
Leu Ser Trp Leu
40
Tyr Lys Ile Ser
55

Ser Gly Ala Gly
70

Ser Arg Val Glu Ala Glu Asp Val Gly

Thr Gln Phe Pro
100

<210> 49
<211> 348
<212> DNA
213> NI

220>
223> G

<400> 49

85
Tyr

Thr Phe Gly Gln
105

Ser
10

Ser
Gln
Asn
Thr

Val
90
Gly

Ser Pro Val Thr

Gln Ser Leu Val
30
Gln Arg Pro Gly
45
Arg Phe Ser Gly

Asp Phe Thr Leu
Tyr Tyr Cys Met

Thr Lys Leu Glu
110

gaagtgcagt tggtggagtc tgggggagge ttggcacage ctggeaggte
tcctgttcag cctctggatt caattttgat gattatgecca tgcactgggt
ccggggaagg geetggagtg ggtetcaggt attagttgga atagtggtag
gcggactctg tgaagggccg cttcaccatc tccagagaca acgccaagaa
ctgcaaatga acagtctgag agctgaggac acggecttgt attactgtgt
tgggectttg aatactgggg ccagggaacc ctggtcaccg tctcctca

<210> 50
211> 116

56

15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
taaccggttc 180
actgaaaatc 240
acaatttceg 300

337

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Ile

Gln Ala
95
Ile Lys

cectgagagte 60
ccggeaaget 120
cagaggetat 180
ctecectgtat 240
aaaagagaac 300

348
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[0012]

<212> PRT
213> NTRF3

<220>
223> H R

<400> 50
Glu Val Gln Leu
1
Ser lLeu Arg Val
20
Ala Met His Trp
35
Ser Gly lle Ser
50
Lys Gly Arg Phe
65
Leu GIln Met Asn

Val Lys Glu Asn

100

Thr Val Ser Ser
115

<210> 51
211> 24
<212> DNA
213> NI

220>
223> HRLHY

<400> 51

Val
Ser
Val
Trp
Thr
Ser

85
Trp

Glu Ser
Cys Ser
Arg Gln
Asn Ser
55

Ile Ser
70

Leu Arg

Ala Phe

ggattcaatt ttgatgatta tgcc

<210> 52
<211> 8

<212> PRT
213> NTLFF

<220>
223> A RLAY

<400> 52

Gly
Ala
Ala
40

Gly
Arg
Ala

Glu

Gly Phe Asn Phe Asp Asp Tyr Ala
1 5

<210> 53
211> 24
<212> DNA
213> NTRF3

2200
223> AR

<100> 53

attagttgga atagtggtag caga

<210> 54
211> 8

<212> PRT
213> NI

220>
223> HRLH

<400> 54

Ile Ser Trp Asn Ser Gly Ser Arg

1

<210> 55
211> 27
<212> DNA

5

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr
105

Gly
Gly
Gly
Arg
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

57

Ala Gln
Asn Phe
Gly Leu
45

Tyr Ala
60

Lys Asn
Ala Leu

Gln Gly

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

Gly Arg
15

Asp Tyr
Trp Val
Ser Val
Leu Tyr

80

Tyr Cys

95
Leu Val

24

24
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[0013]

213>

<2200
223>

<400>

N3

=yt
55

gtaaaagaga actgggectt tgaatac

<210>
211>
212>
213>

<2200
223>

<400>

56
9

PRT
AT

3 R
56

Val Lys Glu Asn Trp Ala Phe Glu Tyr

1

<210>
211>
212>
213>

<2200
223>

<400>

5

57
336
DNA
ANIFF5I

B R
57

gatattgtga tgacccagac
atctcctgea ggtctagtca
cttcagcaga ggccaggcca
tctggggtce cagacagatt
agcagggtgg aagctgagga
tacacttttg gccaggggac

210>
211>
212>
213>

<220>
223>

<400>

58
112
PRT
NI F5I

=y
58

Asp Ile Val Met Thr G1

5

1
Gln Pro Ala Ser Ile Se

20

Asp Gly Ser Thr Tyr Le

35

Pro Arg Leu Leu Ile Ty

50

Asp Arg Phe Ser Gly Se

65

70

Ser Arg Val Glu Ala G1

85

Thr Gln Phe Pro Tyr Th

<210
211>
212>
213>

220>
223>

<400>

catagcctcg tacacagtga tggaagcacc tac

210>
<211
212>

100

59
33
DNA
NI 5

B R
59
60

11
PRT

teccactetee
tagcctcgta
gcctccaaga
cagtggcagt
tgtegggett
caagctggag

n Thr Pro
r Cys Arg
u Ser Trp
40
r Lys Ile
55
r Gly Ala
u Asp Val

r Phe Gly

tcacctgtceca
cacagtgatg
ctcctaattt
ggggcaggga
tattactgca
atcaaa

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10
Ser

Gln
Asn
Thr
Leu

90
Gly

Ser

His

ccettggaca
gaagcaccta
ataaaatttc
cagatttcac
tgcaggetac

Pro Val

Ser Leu

Gln Arg Pro

Arg
Asp
75

Tyr

Thr

58

45
Phe Ser
60
Phe Thr

Tyr Cys

Lys Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

geceggectee 60
cttgagttgg 120
taaccgattc 180
actgaaaatc 240
acaatttceg 300
336

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Ile

80
Gln Ala

95
Ile Lys

33
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[0014]

213> NTFF

220>
<223> & RLK

<400> 60
His Ser leu Val His Ser Asp Gly Ser Thr Tyr
1 5 10

<210> 61

211> 9

<212> DNA
213> ANTFF

220>
223> AR

<400> 61
aaaatttct

<210> 62

<211> 3

<212> PRT
213> ANTFH

<2200
223> G R

<400> 62
Lys Ile Ser
1

<210> 63

211> 27

<212> DNA
213> ATF51

<2200
<223> &R

<100> 63
atgcaggcta cacaatttce gtacact

<210> 64

211> 9

<212> PRT
213> ANIF3)|

220>
223> H R

<400> 64
Met Gln Ala Thr Gln Phe Pro Tyr Thr
1 5

<210> 65

<211> 348
<212> DNA
213> AT

220>
223> ERLH

<400> 65

gaagtgcagce
tcctgttcag
ccggggaagg
gcggactetg
ctgcaaatga
tgggeetttg

<210> 66
<211> 116

tggtggagte
cctetggatt
gceetggagtg
tgaagggcceg
acagtctgag
aatactgggg

tgggggagge
caattttgat

ggtctcaggt
cttcaccate
agctgaggac
ccagggaace

ttggcacage
gattatgcca
attagttgga
tccagagaca
acggeettgt
ctggtcaccg

59

ctggecaggte
tgcactgggt
atagtggtag
acgccaagaa
attactgtgt
tctectea

cctgagagtce
ccggcaaget
cagaggctat
ctcecctgtat
aaaagagaac

60

120
180
240
300
348
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[0015]

<212> PRT
Q13> NI
220>
223> E R
<400> 66
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Val Ser Cys Ser Ala
20
Ala Met His Trp Val Arg Gln Ala
35 40
Ser Gly Ile Ser Trp Asn Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg
65 7
Leu Gln Met Asn Ser Leu Arg Ala
85
Val Lys Glu Asn Trp Ala Phe Glu
100
Thr Val Ser Ser
115
<210> 67
<211> 336
<212> DNA
Q213> NLTFF)
220>
223> &R
<400> 67
gatattgtga tgacccagac tccactctee
atctcctgeca ggtctagtca tagcctecgta
cttcagcaga ggccaggeca gectccaaga
tctggggtee cagacagatt cagtggecagt
agcagggtgg aagctgagga tgtcgggett
tacacttttg gccaggggac caagctggag
<210> 68
Q211> 112
<212> PRT
Q213> AITF3)
220>
223> &R
<400> 68
Asp Ile Val Met Thr Gln Thr Pro
1 5
Gln Pro Ala Ser Ile Ser Cys Arg
20
Asp Gly Ser Thr Tyr Leu Ser Trp
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile
50 55
Asp Arg Phe Ser Gly Ser Gly Ala
65 7
Ser Arg Val Glu Ala Glu Asp Val
85
Thr Gln Phe Pro Tyr Thr Phe Gly
100
<210> 69
<211> 348
<212> DNA
Q213> NLTFF)
220>
223> &R
<400> 69

Gly Gly
10

Ser Gly
25
Pro Gly

Ser Arg

Asp Asn

Glu Asp
90

Tyr Trp
105

tcacctgtca
cacagtgatg
ctcctaattt

ggggcaggga
tattactgca

atcaaa

Leu Ser
10

Ser Ser

25

Leu Gln

Ser Asn
Gly Thr
Gly Leu

90

Gln Gly
105

Leu Ala
Phe Asn
Lys Gly
Gly Tyr

60
Ala Lys
75

Thr Ala
Gly Gln

Ser Pro
His Ser
Gln Arg

Arg Phe
60

Asp Phe

75

Tyr Tyr

Thr Lys

Gln
Phe
Leu
45

Ala
Asn

Leu

Gly

Val
Leu
Pro
45

Ser
Thr
Cys

Leu

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

cccttggaca
gaagcaccta
ataaaatttc
cagatttcac
tgcaggetac

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Gly Arg
15

Asp Tyr
Trp Val
Ser Val

Leu Tvr
80

Tyr Cvs

95

Leu Val

gccggectee 60
cttgagttgg 120
taaccgattc 180
actgaaaatc 240
acaatttccg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

gaagtgcage tggtggagte tgggggagge ttggtacage ctggecaggtc cctgagacte 60

60
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[0016]

Lteclglgeag
ccagggaagg
gcggactetg
ctgcaaatga
tgggeetttg

<210> 70
211> 116
<212> PRT

celetggattl
geetggagtyg
tgaagggcceg
acagtctgag
aatactgggg

213> ANTFF

<2200

223> AR

<400> 70

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Val Lys Glu
Thr Val Ser
115

<210> 71
<211> 337
<212> DNA

Leu Val G1

Leu Ser Cy
20
Trp Val Ar

Ser Trp As

Phe Thr Il
70
Asn Ser Le
85
Asn Trp Al
100
Ser

Q1> NTFH

<2200

<223> LRk

<400> 71

gatattgtga
atctcctgca
cttcagcaga
tctggggtee
agcagggteg
tacacttttg

210> 72
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggecea
cagacagatt
aagctgagga
gccaggggac

213> NLFF

<2200

223> Rk

<400> 72
Asp Ile Val

1
Gln Pro Ala
Asp Gly Ser

35
Pro Arg Leu
50

Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 73
211> 348

Met Thr 61

Ser Ile Se
20
Thr Tvr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Tvr Th
100

caatltlgat
ggtctcaggt
attcaccatc
agctgaggac
ccagggaacc

u Ser Gly
s Ala Ala

g Gln Ala
10
n Ser Gly
55
e Ser Arg

u Arg Ala
a Phe Glu

tccactetee
tagcctcgta
gcetceccaaga
cagtggcagt
tgtegegggtt
caagctggag

n Thr Pro
r Cys Arg
u Ser Trp
40
r Lys Ile
55
r Gly Ala
u Asp Val

r Phe Gly

gallatgceca

attagtt

tccagag

acggecet

gga
aca
tgt

ctggtcaccg

Gly Gly
10

Ser Gly

25

Pro Gly

Ser Arg

Asp Asn

Glu Asp
90

Tyr Trp
105

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

tcacctgtca
cacagtgatg
ctcectaattt
ggggeaggga

tattact
atcaaac

Leu Ser
10

Ser Ser

25

Leu Gln

Ser Asn

Gly Thr

Gly Val
90

Gln Gly
105

gca

Ser
His
Gln
Arg
Asp
75

Tyr
Thr

61

Lgecactgggl
atagtggtag
acgccaagaa
attactgtgt
tcteetea

Val
Asn
Gly
Tyr
60

Lys
Ala

Gln

Gln
Phe
Leu
15

Ala
Asn

Leu

Gly

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

cccttggaca
gaagcaccta
ataaaatttc
cagatttcac
tgcaggetac

Pro
Ser
Arg
Phe
Phe
Tyr

Lys

Val
Leu
Pro
45

Ser
Thr
Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

ceggeaaget 120
cagaggctat 180
ctceectgtat 240
aaaagagaac 300

348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
taaccggttc 180
actgaaaatc 240
acaatttccg 300

337

Leu Gly
15

His Ser
Gln Pro
Val Pro
Lys Ile
Gln Ala

95
Ile Lys
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[0017]

212>
213>

<2200
223>

<400>

gaagtgcage

teetgt

ccagggaagg

geggac

ctgcaaatgt

tggtcc

<210>
211>
212>
213>

<220>
223>

<400>

Glu Va
1

Ser Le

Ala Me

Ser Gl
50

Lys G1

65

Leu G1

Ala Ly

Thr Va

<210>
211>
212>
<213>

220>
223>

<400>

DNA
ANTFF5)

& T
73

tggtggagtc tgggggagec

gecag cctctggatt cacctttgat

gcectggagtg ggtctecaggt

tctg tgaagggecg attcaccate

acagtctgag agctgaggac

tttg actactgggg ccagggaacc

74
116
PRT
AT 3

& R

74
1 Gln Leu

u Arg Leu

20

t His Trp
35

y Ile Ser

y Arg Phe
n Mct Tyr
s Glu Asn

100

1 Ser Ser
115

75
24
DNA
AT FE5)

R4
75

Val

p
Ser
Val
Trp
Thr

Ser
85
Trp

Glu Ser Gly
Cys Ala Ala

Arg Gln Ala
40
Asn Ser Gly
55
Ile Ser Arg
70
Leu Arg Ala

Ser Phe Asp

ggattcacct ttgatgatta tgcc

<210>
211>
212>
213>

220>
223>

<400>
1
<210>
211>
212>
213>

220>
223>

<400>

76
8
PRT

AT 3
G2 4i]
76

77
24
DNA
ATLF5

oA
77

Gly Phe Thr Phe Asp Asp Tyr Ala
5

attagttgga atagtggtag caga

ttggtacagg
gattatgeca
attagttgga
tccagagaca
acggccttgt
ctggtcaccg

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Arg
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
éla

Thr
Gly

62

ctggcaggte
tgcactgggt
atagtggtag
acgccaaaaa
attactgtge
tctcectea

Val
Thr

Tyr
60

Lys
Ala

Gln

Gln
Phe
Leu
45

Ala
Asn

Lcu

Gly

Ala
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

cctgegacte
ccggecaaget
cagaggctat
ctecetgeat
aaaagagaac

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Leu

Arg
Tyr
Val
Val
His
80

Cys
Val

60

120
180
240
300
348

24

24
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[0018]

<210> 78
211> 8
<212> PRT

213> ANTLF4

220>

223> SR

<400> 78
1
<2100 79

211> 27
<212> DNA

213> NI

220>

223> G

<400> 79

Ile Ser Trp Asn Ser Gly Ser Arg
5

gcaaaagaga actggtcctt tgactac

<210> 80
211> 9
<212> PRT

213> NTFF

<2200

223> ERLH

<400> 80
Ala Lys Glu
1

<210> 81
<211> 336
<212> DMA

Asn Trp Ser Phe Asp Tyr

5

213> AT F3

<2205

<223> E R

<400> 81

gatattgtga
atctcctgeca
cttcagcaga
tetggggtee
agcagggteg
tacacttttg

<210> 82
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggecaggecea
cagacagatt
caactgagga
gecaggggac

213> NTFF)

<2200

223> ERLH

<400> 82
Asp Ile Val

1
Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Leu

Met Thr G1

Ser Ile Se
20
Thr Tyr Le

Leu Ile Ty

Ser Gly Se
70
Ala Thr G1
85
Pro Tvr Th
100

tccactetee
aagcctcgta
gcetccaaga
cagtggcagt
tgteggggtt
caagctggag

n Thr Pro
r Cys Arg
u Ser Trp
40
r Lys Ile
55
r Gly Ala
u Asp Val

r Phe Gly

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
atcaaa

Leu Ser Ser
10

Ser Ser Gln
25

Leu Gln Gln
Ser Tyr Arg
Gly Thr Asp
Gly Val Tyr

Gln Gly Thr
105

63

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro Val Thr

Ser Leu Val

30

Arg Pro Gly
45

Phe Ser Gly

Phe Thr Leu
Tyr Cys Met

Lys Leu Glu
110

27

gceggeetee 60
cttgagttgg 120
ttaccggttc 180
actgaaaatc 240
acaattgecg 300

336

Leu Gly
15

His Ser
Gln Pro
Val Pro
Lys Ile
Gln Ala

95
Ile Lys
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[0019]

<210> 83
211> 33
<212> DNA
213> AT

<220>
223> AR

<400> 83
caaagcctcg tacacagtga tggaaacacc tac

<210> 84
211> 11
<212> PRT
213> NI

220>
223> E R

<400> 84
Gln Ser Leu Val His Ser Asp Gly Asn Thr Tyr
1 5 10

<210> 85
211> 9

<212> DMNA
213> ANILF7

220>
223> &k

<400> 85
aagatttct

<210> 86
211> 3

<212> PRT
213> AT/

220>
223> AR

<400> 86
Lys Ile Ser
1

<210> 87
211> 27
<212> DNA
213> ANTLF3)

220>
223> B R

<400> 87

atgcaagcta cacaattgcc gtacact

<210> 88
211> 9

<212> PRT
213> ATFF

220>
<223> E A

<400> 88

Vet Gln Ala Thr Gln Leu Pro Tyr Thr
1 5

<210> 89
211> 348

64

33

27
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<212> DNA
Q213> NI
220>
223> EHRLHY
<400> 89
gaagtgcage tggtggagtc tgggggagge
tecctgtgecag cctetggatt cacctttgat
ccagggaagg gcctggagtg ggtctcaggt
geggaclelg lgaagggeeg alleaccale
ctgcaaatgt acagtctgag agctgaggac
Lggleelilg aclaclgggy ccagggaace
<210> 90
211> 116
<212> PRT
Q213> NI
220>
223> EH R
<400> 90
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Ala Met His Trp Val Arg Gln Ala
35 40
Ser Gly Ile Ser Trp Asn Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg
65 70
Leu Gln Met Tyr Ser Leu Arg Ala
85
Ala Lys Glu Asn Trp Ser Phe Asp
100
Thr Val Ser Ser
115
<210> 91
<211> 336
<212> DNA
Q213> ANTE3)
<220>
223> H R
<400> 91
gatattgtga tgacccagac tccactctcc
atctcetgea ggtetagtceca aagectegta
cttcagcaga ggccaggcca gcctccaaga
tetggggtee cagacagatt cagtggeagt
agcagggtgg caactgagga tgtcggggtt
tacacttttg gccaggggac caagetggag
210> 92
211> 112
<212> PRT
213> AL
220>
223> &R
<400> 92
Asp Ile Val Met Thr Gln Thr Pro
1 5
Gln Pro Ala Ser Ile Ser Cys Arg
20
Asp Gly Asn Thr Tyr Leu Ser Trp
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile
50 95
Asp Arg Phe Ser Gly Ser Gly Ala
65 70

ttggtacagg
gattatgcca
attagttgga
Lecagagaca
acggecttgt
clgglecaceg

Gly Gly
10

Ser Gly

25

Pro Gly

Ser Arg

Asp Asn

Glu Asp
90

Tyr Trp
105

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

tcacctgtca
cacagtgatg
ctcctaattt

ggggeaggga
tattactgca

atcaaa

Ser Tyr

Gly Thr

r Ser

r Gln

Gln
Arg

Asp
75

65

ctggcaggte
tgcactgggt
atagtggtag

attactgtge
Leteelea

Val Gln Ala
Thr Phe Asp
30

Gly Leu Glu
Tyr Ala Asp
60

Lys Asn Ser
Ala Leu Tyr

Gln Gly Thr
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro Val Thr
Ser Leu Val
Arg Pro Gly
Ehe Ser Gly

Phe Thr Leu

cctgegacte 60
ccggecaaget 120
cagaggctat 180
clecetgeat 240
aaaagagaac 300

348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu His
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
ttaccggtte 180
actgaaaatc 240
acaattgceg 300

336

Leu Gly
15

His Ser
Gln Pro
Val Pro

Lys Ile
80
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Ser Arg Val Ala Thr Glu Asp Val Gly V
9

85

al Tyr Tyr Cys Met
0

Gln Ala
95

Thr GIn Leu Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys

<210> 93
<211> 34

8

<212> DMA
213> ATF3

220>
Q22 H

<400> 93

100

R

gaagtgcagce

Lectlglge

ag

ccagggaagg

geggactle

tg

ctgcaaatga
Lggleetlily

<210> 94
211> 11
<212> PR

6
T

tggtggagte
celetggall
gcetggagtg
Lgaagggecg
acagtctgag
aclaclgggy

Q213> NTFF|

220>
223 &

<400> 94

Glu Val
1

Ser Leu

Ala Met

Ser Gly
50

Lys Gly

65

Leu Gln

Ala Lys

Thr Val

<210> 95
<211> 33

HHI

Gln
Arg
His
35

Ile
Arg
Met
Glu

Ser
115

7

<212> DNA
213> NILFF7)

220>
22 &

<400> 95

tgggggaggce
caccelitgat
ggtctcaggt
allcaccatle
agctgaggac
ccagggaacce

Leu Val Glu Ser Gly

p

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala

40

Ser Trp Asn Ser Gly

95

Phe Thr Ile Ser Arg

70

Asn Ser Leu Arg Ala

85

Asn Trp Ser Phe Asp

100
Ser

A

gatattgtga
atctecetgea

cttcagca,
tetggggt
agcagggt
tacacttt

<210> 96
211> 11

ga
CC
g8
tg

2

<212> PRT
213> NI

<220>
223> &

<400> 96

tgacccagac
ggtetagtea
ggccaggeca
cagacagatt
aagctgagga
geeaggggac

4]

tccactetece
aagcctegta
gcctccaaga
cagtggcagt
tgtcggggtt
caagctggag

105

ttggtacage
gallatlgeca
attagttgga
Lecagagaca
acggccttgt
clgglcaccey

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Arg
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

tcacctgtca
cacagtgatg
ctcctaattt

ggggeaggga
tattactgca

atcaaac

110

ctggcaggte
Lgcaclggegl
atagtggtag
acgecaagaa
attactgtge
Leteetlea

Val Gln Pro

Thr Phe Asp
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Ser

Ala Leu Tyr

Gln Gly Thr
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

cctgagacte 60
ceggeaaget 120
cagaggctat 180
clecetgtat 240
aaaagagaac 300

348

Gly Arg
Asp Tyr
Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geceggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaattgccg 300

337

Asp Ile Val Met Thr Gln Thr Pro Leu Ser Ser Pro Val Thr Leu Gly

1

5

10

66

15
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Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu Leu
50

Asp Arg Phe Ser
65

Ser Arg Val Glu

Thr Gln Leu Pro
100

<210> 97

<211> 357
<212> DNA
213> ANTLF3)

220>
223> HRM

<400> 97

gaggtgcage tgttggagte

Ile
Tyr
Ile
Gly

Ser Cys Arg

Leu Ser Trp
40
Tyr Lys Ile
55
Ser Gly Ala
70

Ala Glu Asp Val
85

Tyr

Thr Phe Gly

tgggggagge

tcctgtgeag cctetggatt cacctttage
ccggggaagg ggetgtattg ggtctcaget
gcagactccg tgaagggecg gttcaccatce
ctgecaaatga acagecctgeg ageccgaggac

gatagtgget acgatttgge

<210> 98
<211> 119
<212> PRT
213> ATFF

<2200
223> BRI

<400> 98
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Met Thr Trp
35

Ser Ala Ile Ser
50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Lys Glu Gly

100

Thr Leu Val Thr
115

<210> 99
211> 24
<212> DNA
Q213> ANTFF

220>
223> B

<400> 99

Leu
Ser
Val
Gly
Thr
Ser
85

Asp
Val

ctactggggce

Glu Ser Gly
Cys Ala Ala
Arg Gln Ala
40
Gly Arg Gly
55

Ile Ser Arg
70

Leu Arg Ala
Ser Gly Tyr

Ser Ser

ggattcacct ttagcagcta tgcc

<210> 100
<211> 8

<212> PRT
213> ANTLF4

<220>
223> B

Ser Ser Gln Ser Leu

25

Leu Gln Gln Arg Pro

45

Ser Asn Arg Phe Ser

Gly Thr
Gly Val

Gln Gly
105

Asp

ttggtacage
agctatgcca
attagtggtg
tccagagaca
acggccgtat
cggggaaccc

Gly Gly
10

Ser Gly
25
Pro Gly

Ser Ala

Asp Asn

Glu Asp
90

Asp Leu
105

Leu
Phe
Lys
Tyr
Ser
75

Thr

Ala

67

60
Phe Thr

Tyr Cys

Lys Leu

Val
30

Gly
Gly
Leu

Met

Glu
110

cggeggggte
tgacctgggt
gtcgtggtag
attccaagaa
attactgtge
tggtcaccgt

Val Gln
Thr Phe
Gly Leu
45

Tyr Ala
60

Lys Asn
Ala Val

Tyr Trp

Pro
Ser
30

Tyr
Asp
Thr
Tyr

Gly
110

His Ser
GIn Pro
VYal Pro

Lys Ile
80
Gln Ala

Ile Lys

cctgagacte 60

ccgecagget 120
cgcatactac 180
cacgctgtat 240

gaaagagggg 300
ctegtea 357

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Arg Gly

24
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<400> 100
Gly Phe Thr Phe Ser Ser Tyr Ala
1 5

<210> 101
211> 24
<212> DNA
213> AITF3

<220>
223> G RN

<400> 101
attagtggtg gtcgtggtag cgca

<210> 102
<211 8

<212> PRT
213> ANTF3

220
223> E RN

<400> 102
Ile Ser Gly Gly Arg Gly Ser Ala
1 5

<210> 103
<211> 36
<212> DNA
213> NTFF

<2200
223> &R

<400> 103
gcgaaagagg gggatagtgg ctacgatttg gectac

<210> 104
211> 12

<212> PRT
213> ANIF3)

<220>
<223> BRI

<400> 104
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Ala Tyr
1 5 10

<210> 105
<211> 321
<212> DNA
213> ANTFH

220>
223> G R

<100> 105

24

36

gacatccaga tgacccagtc tccatcctca ctgtcegeat ctgtaggaga cagagtcace 60

atcacttgtec gggecgaggea gggcattagt aataatttag cctggettca gecagaaacca 120
gggaaagcce ctaagtccet gatctatget gecatccagtt tgcaaagtgg gatcccatca 180
aagttcagcg gcagtggatc tgggacatat ttcactctca ccatcagcag cctgecageet 240

gaagattttg cgacttatta ctgccaacaa tataaaagtt ccccgctcac

gggaccaagg tggagatcaa a

<210> 106
<211> 107
<212> PRT
Q213> NTF5|

220>
223> &AL

68

tttcggegga 300
321
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[0024]

<400> 106
Asp Ile Gln Met
1
Asp Arg Val Thr
20
Leu Ala Irp Leu
35

Tyr Ala Ala Ser
50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gly
100

<210> 107
<211> 18
<212> DNA
Q213> ALFF

220>
223> BRI

<400> 107

Thr
Ile
Gln
Ser
Thr
Thr

85
Gly

cagggcatta gtaataat

<210> 108
211> 6

<212> PRT
213> ATLFF

<220>
223> B

<400> 108
Gln Gly Ile Ser
1

<210> 109
211> 9

<212> DNA
213> ANIF5)

<220>
223> BRM

<400> 109
getgeatee

<210> 110
<211> 3

<212> PRT
213> ATLF5

<2200
223> B

<400> 110
Ala Ala Ser
1

<210> 111
211> 27

<212> DNA
213> ATJFF)

<2200
223> BRI

<400> 111

Asn
5

Gln
Thr
Gln
Leu
e
Tyr
Thr

Asn

Ser
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro Ser Ser Leu
10
Arg Ala Arg Gln

Pro Gly Lys Ala
Ser Gly Ile Pro

Thr Leu Thr Ile
75
Cys Gln Gln Tyr
90
Val Glu Ile Lys
105

caacaatata aaagttccce gctcact

69

Ser Ala
Gly Ile
Pro Lys

45
Ser Lys
60

Ser Ser

Lys Ser

Ser
Ser
30

Ser
Phe
Leu

Ser

Val
15

Asn
Leu
Ser

Gln

Pro
95

Gly
Asn
lle
Gly
Pro

80
Leu

18

27
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[0025]

<210> 112
211> 9
<212> PRT

213> ANTFF3

220>

223> BAY

<400> 112
1
<210> 113

<211> 357
<212> DNA

213> ATF3

220>

223>

<400> 113

gaggtgcage
tcctgtgeag
ccggggaagg
gcagactccg
ctgcaaatga
gatagtgget

<210> 114
<211> 119
<212> PRT

tgttggagte
cctctggatt
ggctgtattg
tgaagggccg
acagcctgeg
acgatttgge

213> ANTFF3

220>

223> ER

<400> 114

Glu Val Gln
1

Ser Leu Arg

Ala Met Thr
35
Ser Ala Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Leu Val
115

<210> 115
<211> 321
<212> DNA

Leu Leu G1

Leu Ser Cy
20
Trp Val Ar

Ser Gly G1

Phe Thr I1
70
Asn Ser Le
85
Gly Asp Se
100
Thr Val Se

213> A3

220>

223> &R

<400> 115

gacatccaga
atcacttgte
gggaaagccc
aagttcageg
gaagattttg
gggaccaagg

<210> 116
<211> 107
<212> PRT

tgacccagte
gggcgaggea
ctaagtccct
gcagtggate
cgacttatta
tggagatcaa

tgggggagge
cacctttage

ggtctcaget
gttcaccate
agccgaggac
ctactgggge

u Ser Gly
s Ala Ala

g Gln Ala
40
y Arg Gly
55
e Ser Arg

u Arg Ala
r Gly Tyr

r Ser

teccatectea
gggcattagt
gatctatget
tgggacatat
ctgccaacaa
a

Gln Gln Tyr Lys Ser Ser Pro Leu Thr
5

ttggtacage
agctatgcca
attagtggtg
tccagagaca
acggccgtat
cggggaacce

Gly Gly Leu
10

Ser Gly Phe

25

Pro Gly Lys

Ser Ala Tyr

Asp Asn Ser
75
Glu Asp Thr
90
Asp Leu Ala
105

ctgtcegeat
aataatttag
gcatccagtt
ttcactctea
tataaaagtt

70

cgggggegte
tgacctgggt
gtegtggtag
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Tyr
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

ctgtaggaga
cctggettea
tgcaaagtgg
ccatcageag
cceegeteac

cctgagacte
ccgecagget
cgcatactac
cacgctgtat

gaaagagggeg
ctccteca

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Arg Gly

cagagtcace
gcagaaacca
gatcccatca
cctgeageet
tttcggegga

60

120
180
240
300
357

60

120
180
240
300
321
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[0026]

213> AILF7

220>
223> E Ry
<400> 116
Asp Ile Gln Met Thr Gln Ser Pro
1 5
Asp Arg Val Thr Ile Thr Cys Arg
20
Leu Ala Trp Leu Gln Gln Lys Pro
35 40
Tyr Ala Ala Ser Ser Leu Gln Ser
50 55
Ser Gly Ser Gly Thr Tyr Phe Thr
65 70
Glu Asp Phe Ala Thr Tyr Tyr Cys
85
Thr Phe Gly Gly Gly Thr Lys Val
100
210> 117
211> 357
<212> DNA
Q213> AT
220>
223> &Rk
<400> 117
gaggtgcage tgttggagtc tgggggaggc
tcetgtgeag ccectetggatt cacctttage
ccagggaagg ggctggagtg ggtetecaget
geagaclcecg Lgaagggeceg gllcaccale
ctgcaaatga acagcctgag agccgaggac
gatagtgget acgatttgge ctactgggge
<210> 118
211> 119
<212> PRT
213> AIFEF
220>
223> &Ry
<400> 118
Glu Val Gln Leu Leu Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Ala Met Ser Trp Val Arg Gln Ala
35 40
Ser Ala Ile Ser Gly Gly Arg Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg
65 70
Leu Gln Met Asn Ser Leu Arg Ala
85
Ala Lys Glu Gly Asp Ser Gly Tyr
100
Thr Leu Val Thr Val Ser Ser
115
<210> 119
211> 322
<212> DNA
Q213> ANLFE7)
220>
223> &R
<400> 119

Gly Lys
Gly Ile
Leu Thr
Gln Gln

90

Glu Ile
105

r Leu

Gln
Ala
Pro
Ile
75

Tyr

Lys

ttggtacage
agctatgecca
attagtggtg
Lccagagaca
acggcegtat
cagggaacce

Gly Gly
10

Ser Gly

25

Pro Gly

Ser Ala

Asp Asn

Glu Asp
90

Asp Leu
105

Leu
Phe
Lys
Tyr
Ser
75

Thr

Ala

Ser
Gly
Pro
Ser
60

Ser

Lys

Ala Ser Val Gly
15
Ile Ser Asn Asn
30
Lys Ser Leu Ile
45
Lys Phe Ser Gly

Ser Leu Gln Pro

80

Ser Ser Pro Leu
95

ctggggggte
tgagetgggt
gtegtggtag
allccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu

Tyr Ala Asp
60

Lys Asn Thr
Ala Val Tyr

Tyr Trp Gly
110

cctgagacte 60
ccgecagget 120
cgeatactac 180
cacgelglat 240
gaaagagggg 300
ctcctea 357

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly

gacatccaga tgacccagte tccatcetca ctgtetgeat ctgtaggaga cagagtcace 60
atcacttgtc gggcgagtca gggcattagt aataatttag cctggtttca gcagaaacca 120

71
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gggaaagece claagleccetl
aggttcagcg gcagtggate
gaagattttg caacttatta
gggaccaagg tggagatcaa

<210> 120
<211> 107
<212> PRT
213> NI

<220>

223> AR

<400> 120

Asp Ile
L
Asp Arg

Leu Ala

Tyr Ala
50

Ser Gly

65

Glu Asp

Thr Phe

Gln
Val
Trp
35

Ala
Ser

Phe
Gly

<210> 121
<211> 357
<212> DNA
213> ANTFF

220>

223> &

Met Thr Gl

Thr Ile Th
20
Phe Gln Gl

Ser Ser Le

Gly Thr As
70
Ala Thr Ty
85
Gly Gly Th
100

240
<400> 121

gaggtgcagce
tcectgtgeaa
ccagggaagg
gcagactccg

ctgcaaatga
gatagtgget

210> 122
<211> 119
<212> PRT
213> NTFF

220>

tgttggagtc
cctetggatt
ggetgtrttg
tgaagggceceg
acagcctgag
acgatttgga

<223> HRHY

<400> 122

Glu Val
1
Ser Leu

Thr Met

Ser Gly
50

Lys Gly

65

Leu Gln

Ala Lys

Thr Leu

Gln
Arg
Thr
35

Ile
Arg
Met
Glu

Val
115

<210> 123
<211> 24
<212> DMA

Leu Leu G1

Leu Ser Cy
20
Trp Val Ar

Gly Gly Se

Phe Thr Le
70
Asn Ser Le
85
Gly Asp Se
100
Thr Val Se

galclalgel gealecagll tgcaaaglgg ggleccatea 180
tgggacagat ttcactctca ccatcagcag cctgecageet 240

ac

n Ser Pro Ser
r Cys Arg Ala

n Lys Pro Gly
40
u Gln Ser Gly
55
p Phe Thr Leu

r Tyr Cys Gln

r Lys Val Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu
Gln
Ala
Pro
Tle
-

Tyr

Lys

ggggggagge ttggtacage
cacctttage agatatacca
ggtctcaggt attggtggta
gttcacccte tccagagaca
agccgaggac acggecgtat
ctactgggge cggggaacce

u Ser Gly Gly
s Ala Thr Ser

g Gln Ala Pro
40
r Gly Gly Arg
55
u Ser Arg Asp

u Arg Ala Glu

r Gly Tyr Asp
105
r Ser

Gly
10

Gly
Gly
Ala
Asn
Asp

90
Leu

Leu
Phe
Lys
Tyr

Ser

75

Thr

Asp

72

Ser Ala Ser

Gly Ile Ser
30
Pro Lys Ser
45
Ser Arg Phe

Ser Ser Leu

Lys Ser Ser

ctggggggte
tgacctgggt
gtggtggteg
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Phe
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

ctgccaacaa tataaaagtt ccccgetcac tttcggegga 300
322

Val Cly
Asn Asn
Leu Ile
Ser Gly

Gln Pro

80
Pro Leu
95

cctgagacte 60
ccgecagget 120
cgcatactac 180
cacgetgtat 240
gaaagagggg 300
ctegtea 357

Gly Gly
15
Arg Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Arg Gly
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[0028]

213> NTFF

<2202
223> &M

<400> 123
ggattcacct ttagcagata tacc

<210> 124
211> 8

<212> PRT
Q213> ATFF

220>
223> R

<400> 124
Gly Phe Thr Phe Ser Arg Tyr Thr
1 5

<210> 125
211> 24
<212> DNA
213> ATF7

220>
223> A

<400> 125
attggtggta gtggtggtcg cgea

<210> 126
<211> 8

<212> PRT
213> NTFF

220>
223> AR

<400> 126
Ile Gly Gly Ser Gly Gly Arg Ala
1 1)

210> 127
211> 36
<212> DNA
213> ATFF|

220>
223> EH R

<400> 127
gcgaaagagg gggatagtgg ctacgatttg gactac

<210> 128
211> 12

<212> PRT
213> ANILFF

220>
223> AR

<100> 128
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr
1 ) 10

<210> 129
<211> 321
<212> DNA
Q21> NTFA

220>
223> EHRM

73

24

24

36
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<400> 129

gacatccaga tgacccagta tccatcctca
atcacttgtc gggcgaggca gggcataagt
gggaaagecee claagtleecetl gatetlatget
aagttcagcg gcagtggatc tgggacagat
gaagattctg caacttatta ctgccaacaa

gggaccaagg tggagatcaa g

<210> 130
211> 107
<212> PRT
Q213> ANTFF

220>
223> E R

<400> 130
Asp Ile Gln Met Thr Gln
1 5
Asp Arg Val Thr Ile Thr
20
Leu Ala Trp Leu Gln Gln
35
Tyr Ala Ala Ser Ser Leu
50
Ser Gly Ser Gly Thr Asp
65 70
Glu Asp Ser Ala Thr Tyr
85
Thr Phe Gly Gly Gly Thr
100

<210> 131
211> 18
<212> DNA
13> ATE5|

<220>
223> AR

<400> 131
cagggcataa gtaattat

<210> 132
<211> 6

<212> PRT
213> ANIJFF

220>
223> &R

<400> 132
Gln Gly Ile Ser Asn Tyr
1 5

<210> 133
211> 9

<212> DNA
213> AT

220>
223> BRI

<400> 133
getgeatcee

<210> 134
211> 3

212> PRT
213> ANLFF

220>
223> B

Tyr
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro
Arg
Pro
40

Arg
Thr
Cys
Val

ctgtctgecat
aattatttag
geatccagtit
ttcactctca
tataaaattt

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10
Arg

Lys
Val
Thr
Gln

90
lle

Leu
Gln
Ala
Pro
Ile
75

Tyr

Lys

74

ctgtaggaga
cctggettca
Lgcaaaggyy
ccatcagcag
cceegeteac

cagagtcacc 60

gcagaaacca 120
ggtlceccatea 180
cctgeageet 240
tttcggegga 300

Ser Ala Ser Val Gly

Gly Ile Ser Asn Tyr

30

Pro Lys Ser Leu Ile

45

Ser Lys Phe Ser Gly

Ser Ser Leu Gln Pro

Lys Ile Ser Pro Leu

321
15
80
95
18
9



CN 102574923 B

F 3

3

30/201 7T

[0030]

<400> 134
Ala Ala Ser
1

<210> 135
211> 27
<212> DNA
Q213> AL

220>
223> BRI

<400> 135

caacaatata aaatttcccc gctcact

<210> 136
211> 9

<212> PRT
213> A3

220>
223> HE

<400> 136
Gln Gln Tyr Lys Ile Ser Pro Leu Thr
1 5

<210> 137
<211> 357
<212> DNA
213> ANTFF3

220>
223> ER

<400> 137

gaggtgcage tgttggagtc tgggggagge ttggtacage
tcetgtgecaa cctetggatt cacctttage agatatacca
ccagggaagg ggctgttttg ggtctcaggt attggtggta
gcagactccg tgaagggecg gttcacccte tccagagaca
ctgcaaatga acagcctgag agccgaggac acggecgtat

gatagtgget acgatttgga ctactgggge cggggaacce
<210> 138
211> 119
<212> PRT
213> AL
<220>
223> &R
<400> 138
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
1 5 10
Ser Leu Arg Leu Ser Cys Ala Thr Ser Gly Phe
20 25
Thr Met Thr Trp Val Arg Gln Ala Pro Gly Lys
35 40
Ser Gly Ile Gly Gly Ser Gly Gly Arg Ala Tyr
50 55
Lys Gly Arg Phe Thr Leu Ser Arg Asp Asn Ser
65 70 75
lLeu Gln Met Asn Ser lLeu Arg Ala Glu Asp Thr
85 90
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp
100 10
Thr Leu Val Thr Val Ser Ser
115
<210> 139
211> 321
<212> DNA

75

ctggggegte
tgacctgggt
gtggtggteg
attccaagaa
attactgtge

tgg

Val
Thr
Gly
Tyr
60

Lys
Ala

Tyr

tcacegt

Gln Pro

Phe Ser
30

Leu Phe

45

Ala Asp

Asn Thr
Val Tyr

Trp Gly
110

Gly
15

Arg
Trp
Ser
Leu
Tyr

95
Arg

cctgagacte
ccgecagget
cgcatactac
cacgectgtat

gaaagagggg
ctectea

Gly
Tyr
Val
Val
Tyr
80

Cys

Gly

27

60

120
180
240
300
357
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213> AILF7

<220>

<223> &

<400> 139
gacatccaga
atcacttgte
gggaaagecc
aagttcagcg
gaagattctg
gggaccaagg

<210> 140
<211> 107
<212> PRT

tgacccagtc
gggcgaggea
ctaagtccct
gcagtggate
caacttatta
tggagatcaa

213> NI

<2200

223> E

<400> 140

Asp Ile Gln Met Thr Gl

L

Asp Arg Val Thr Ile Th

20

Leu Ala Trp Leu Gln G1

35

Tyr Ala Ala Ser Ser Le

50

Ser Gly Ser Gly Thr As

65

70

Glu Asp Ser Ala Thr Ty

85

Thr Phe Gly Gly Giy Th

[0031] 5105 141

<211> 357
<212> DNA

100

Q21> AL

220>

223> &R

<400> 141

gaggtgcagce
tcetgtgeag
ccagggaagg
gcagactcecg
ctgcaaatga
gatagtggct

<210> 142
<211> 119
<212> PRT

tgttggagtc
cctetggatt
ggetggagtye
tgaagggecg
acagcctgag
acgatttgga

213> ANIFE7

<2200

223> BkH

<400> 142

tccatcctea
gggcataagt
gatctatget
tgggacagat
ctgccaacaa
a

n Ser Pro
r Cys Arg

n Lys Pro
40
u Gln Arg

55

p Phe Thr
r Tyr Cys

r Lys Val

tgggggaggc
cacctttage
ggtctecaget
gttcaccate
agccgaggac
ctactggggc

ctgtctgecat
aattatttag
gcatccagtt
ttcactctca
tataaaattt

Ser Ser Leu
10

Ala Arg Gln

25

Gly Lys Ala

Gly Val Pro

Leu Thr Tle
75
Gln Gln Tyr
90
Glu Ile Lys
105

ttggtacagc
agatatacca
attggtggta
tccagagaca
acggcegtat
cagggaaccc

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

L

10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20

25

Thr Met Ser Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Ala lle Gly Gly Ser Gly Gly Arg Ala Tyr

50

55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser

65

70

75

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr

85

90

Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp

ctgtaggaga
cctggettea
tgcaaaggey
ccatcagcag
cceecgeteac

Ser Ala Ser

Gly Ile Ser
30
Pro Lys Ser
45
Ser Lys Phe
60
Ser Ser Leu

Lys Ile Ser

ctggggggtc
tgagctgggt
gtgetgeteg
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly

76

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 240
ttteggegga 300

321

Val Gly
15
Asn Tyr

Leu Ile
Ser Gly

Gln Pro
80
Pro Leu

cctgagactce 60
ccgecagget 120
cgcatactac 180
cacgetgtat 240

gaaagagggg 300
ctcectea 357

Gly Gly
15

Arg Tyr
Trp Val
Ser Val

Leu Tyr
80
Tyr Cys

Gin Gly
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[0032]

100

Thr Leu Val Thr Val Ser Ser

115

<210> 143
211> 392
<212> DNA
213> ANTREA

<220>
<223> &R

<400> 143

gacatccaga tgacccagtc
atcacttgtc gggcgagtca
gggaaagecee claaglecectl
aggttcageg gcagtggate
gaagattttg caacttatta

gggaccaagg tggagatcaa ac

<210> 144
211> 107
<212> PRT
Q213> NTFF

220>
223> EHLM

<400> 144
Asp Ile Gln Met
1
Asp Arg Val Thr
20
Leu Ala Trp Phe
35
Tyr Ala Ala Ser
50
Ser Gly Ser Gly
65
Glu Asp Phe Ala

Thr Phe Gly Gly
100

<210> 145
211> 357
<212> DNA
213> NTFF

220>
223> EH R

<400> 145

gaggtgcage tgttggagte
tcetgtgeaa cctetggatt
ccagggaagyg ggelgliilg
gcagactccg tgaagggecg
ctgcaaatga acagcctgag
gatagtgget acgatttgga

<210> 146
211> 119
<212> PRT
Q213> NTF5

220>
223> EHM

<400> 146

Thr
5
Ile
Gln
Ser
Thr
Thr

85
Gly

Gln Ser
Thr Cys
Gln Lys
Leu Gln

55
Asp Phe

7

Tyr Tyr

Thr Lys

tccatectca
gggcataagt
galclatget
tgggacagat
ctgccaacaa

Pro
Arg
Pro
10

Ser
Thr

Cys

Val

g8ggggaggc
cacctttage

gglelcaggl
gttcaccete
agccgaggac
ctactgggge

105

ctgtctgecat
aattatttag
geatleeaglt
ttcactctca
tataaaattt

Ser Ser
10

Ala Ser

25

Gly Lys

Gly Val
Leu Thr
Gln Gln

Glu Ile
105

Leu
Gln
Ala
Pro
Ile
75

Tyr

Lys

ttggtacage
agatatacca
allgglggla
tccagagaca
acggeegtat
cggggaacce

110

ctgtaggaga
cctggtttea
Lgcaaaglgy
ccatcagcag
cceegeteac

Ser Ala Ser

Gly Ile Ser
30
Pro Lys Ser
15
Ser Arg Phe
60
Ser Ser Leu

Lys Ile Ser

ctggggggtc
tgacctgggt
glgglggleg
attccaagaa
attactgtge
tggtcaccgt

cagagtcacc 60
gcagaaacca 120
ggtleecatea 180
cctgeageet 240
ttteggegga 300

322

Val Gly
15
Asn Tyr

Leu Ile
Ser Gly

Gln Pro

80
Pro Leu
95

cctgagacte 60
cegecagget 120
cgeatactac 180
cacgctgtat 240
gaaagagggg 300
ctegtea 357

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1
20

5

10
25

30

15

Ser Leu Arg Leu Ser Cys Ala Thr Ser Gly Phe Thr Phe Ser Arg Tyr

Thr Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Phe Trp Val

77
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35 40 45
Ser Gly Ile Gly Gly Ser Gly Gly Arg Ala Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Leu Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr Trp Gly Arg Gly
100 105 110

Thr Leu Val Thr Val Ser Ser
115

<210> 147
211> 24
<212> DNA
213> NITFH

220>
223> ERET

<400> 147
ggattcacct ttagcagata tacc 24

<210> 148
<211> 8

<212> PRT
213> ANTIT3

220>
223> BT

<400> 148
Gly Phe Thr Phe Ser Arg Tyr Thr
1 5

210> 149
[0033] (5115 24
912> DNA
213> AT HF

<220>
223> ERH

<100> 119
attggtggta gtggtggteg cgea 24

<210> 150
211> 8

<212> PRT
213> ANLF3

220>
223> &K

<400> 150
Ile Gly Gly Ser Gly Gly Arg Ala
1 5

<210> 151
211> 36
<212> DNA
213 NI

<2200
223> &Y

<400> 151
gcgaaagagg gggatagtgg ctacgatttg gactac 36

<210> 152
211> 12

<212> PRT
213> NTFF

78
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220>
223> B

<400> 152
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr
1 5 10

<210> 153
<211> 321
<212> DNA

213>

220>
223> BRI

<400> 153

gacatccaga
atcacttgte
gggaaagccc
aagttcagcg
gaagattctg
gggaccaagg

<210> 154
<211> 107
<212> PRT

213>

220>
223> ERE

<400> 154

Asp
1
Asp
Leu
Tyr
Ser
65
Glu

Thr

Ile Gln
Arg Val
Ala Trp
35

Ala Ala
50

Gly Ser
Asp Ser

Phe Gly

<210> 155
<211> 18
<212> DNA

213>

220>
223> &R

<400> 155
cagggcataa gtaattat

<210> 156
211> 6
<212> PRT

213>

<2200
223> EHH

<400> 156
Gln Gly Ile Ser Asn Tyr
1

<210> 157
211> 9

ANTIFF3)

tgacccagta tccatcctca
gggegaggea gggeataagt
ctaagtccet gatctatget
gcagtggatc tgggacagat
caacttatta ctgccaacaa

tggagatcaa g

YNl

Met Thr Gln

Thr Ile Thr
20
Leu Gln Gln

Ser Ser Leu

Gly Thr Asp

Ala Thr Tyr
85

Gly Gly Thr
100

ANLF5

ATLF5

5

Tyr
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro Ser

Arg Ala
25

Pro Gly

40

Arg Gly

Thr Leu
Cys Gln

Val Glu
105

Ser
10
Arg

Lys
Val
Thr
Gln

90
Ile

ctgtctgecat
aattatttag
gcatccagtt
ttcactctca
tataaaattt

Leu
Gln
Ala
Pro
Ile
75

Tyr

Lys

79

ctgtaggaga
cctggettca
tgcaaagggg
ccatcagcag
cceegeteac

Ser Ala Ser

Gly Ile Ser

30

Pro Lys Ser
45

Ser Lys Phe

Ser Ser Leu

Lys Ile Ser

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 210
ttteggegga 300

321

Val Gly
Asn Tyr
Leu Ile
Ser Gly
Gln Pro

80

Pro Leu
95

18
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<212> DNA

213> NTFF

<220>

223> AR

<400> 157
getgeatcee

<210> 158
<211> 3
<212> PRT

213> ATF3)

220>

223> AR

<400> 158

Ala Ala Ser

1

<210> 159
211> 27
<212> DNA

Q21> ANTFA

220>

223> HRM

<400> 159

caacaatata aaatttcccc gctcact

<210> 160
<211> 9
<212> PRT

213> AT FF)

<220>

223> A REAI

<400> 160

Gln GIn Tyr Lys Ile Ser Pro Leu Thr
1 5

<210> 161
<211> 357
<212> DNA

Q213> ANTF3

220>

223> Bk

<400> 161

gaggtgcage
tcetgtgeaa
ccagggaagg
gcagactceg
ctgcaaatga
gatagtgget

<210> 162
<211> 119
<212> PRT

tgttggagte
cctetggatt
ggetgttttg
tgaagggccg
acagcctgag
acgatttgga

213> N ILFEA)

220>

223> H

<400> 162

tgggggaggc
cacctttage
ggtctcaggt
gttcacccte
agccgaggac
ctactgggge

ttggtacage
agatatacca
attggtggta
tccagagaca
acggccgtat
cggggaacce

ctgggeegte
tgacctgggt
gtggtgatey
attccaagaa
attactgtge
tggtcacecgt

27

cctgagacte 60
ccgecagget 120
cgcatactac 180
cacgcetgtat 240
gaaagagggg 300
ctectea 357

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1

5

10

15

Ser Leu Arg Leu Ser Cys Ala Thr Ser Gly Phe Thr Phe Ser Arg Tyr

20

25

30

Thr Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Phe Trp Val

80
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35 40

Ser Gly Ile Gly Gly Ser Gly Gly Arg Ala Tyr
50 55
Lys Gly Arg Phe Thr Leu Ser Arg Asp Asn Ser
65 70 75
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
85 90
Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp
100 105

Thr Leu Val Thr Val Ser Ser

115

<210> 163
<211> 321
<212> DNA
213> NI

220>
223> G

<400> 163

gacatccaga tgacccagtc tccatcctca ctgtctgeat
atcacttgte gggcgaggceca gggcataagt aattatttag
gggaaagccce ctaagtccct gatctatget gecatccagtt
aagttcagcg gcagtggatc tgggacagat ttcactctca
gaagattctg caacttatta ctgccaacaa tataaaattt
gggaccaagg tggagatcaa a

<210> 164
<211> 107
<212> PRT
Q1> NTFF

220>
<223 H R

<400> 164
Asp Tle GIn Vet Thr Gln Ser Pro Ser Ser leu
1 5 10
Asp Arg Val Thr Ile Thr Cys Arg Ala Arg Gln
20 25
Leu Ala Trp Leu Gln Gln Lys Pro Gly Lys Ala
35 40
Tyr Ala Ala Ser Ser Leu Gln Arg Gly Val Pro
50 55
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
65 70 75
Glu Asp Ser Ala Thr Tyr Tyr Cys Gln Gln Tyr
85 90
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> 165
<211> 357
<212> DNA
213> NI

220>
223> H R

<400> 165
gaggtgcage tgttggagtc tgggggagge ttggtacage
Leclglgeag cetetlggatll cacetltage agalatacca
ccagggaagg ggctggagtg ggtctcaget attggtggta
gcagactccg tgaagggccg gttcaccatc tccagagaca
ctgcaaatga acagcctgag agccgaggac acggeegtat
gatagtggect acgatttgga ctactggggec cagggaaccc
<210> 166
211> 119

<212> PRT
QI ATFA

<2200

81

45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

ctgtaggaga
cctggetteca
tgcaaaggeg
ccatcagcag
cccecgetecac

Ser Ala Ser

Gly Ile Ser
30
Pro Lys Ser
45
Ser Lys Phe
60
Ser Ser Leu

Lys Ile Ser

ctggggggte
Ltgage lgggl
gtggtggteg
attccaagaa
attactgtge
tggtcaccgt

Ser Val

Leu Tyr
80

Tyr Cys

95

Arg Gly

cagagtcacc 60
gcagaaacca 120
ggteccatea 180
cctgecageet 240
ttteggegga 300

321

Val Gly
15
Asn Tyr

Leu lle
Ser Gly

Gln Pro

80
Pro Leu
95

cctgagacte 60
cegecagget 120
cgcatactac 180
cacgctgtat 240

gaaagagggg 300
ctcctea 357
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223> &Y

<400> 166

Glu Val Gln
1

Ser Leu Arg

Thr Met Ser
35
Ser Ala Ile
50
Lys Gly Arg
65

Leu Gln Met
Ala Lys Glu
Thr Leu Val

115

<210> 167
<211> 322
<212> DNA

Leu Leu G1

Leu Ser Cy
20
Trp Val Ar

Gly Gly Se

Phe Thr 11
70
Asn Ser Le
85
Gly Asp Se
100
Thr Val Se

213> AILE7

<2200

223> &M

<400> 167

gacatccaga
atcacttgte
gggaaagccc
aggttcageg
gaagallllg
gggaccaagg
<210> 168

<211> 107
<212> PRT

tgacccagtce
gggcgagtca
ctaagtccct
gcagtggatce
caacllatla
tggagatcaa

213> AT

220>

223> A RHY

<400> 168
Asp Ile Gln

1
Asp Arg Val

Leu Ala Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 169
<211> 348
<212> DNA

Met Thr Gl
[~

Thr Ile Th
20

Phe Gln G1

Ser Ser Le

Gly Thr As
70
Ala Thr Ty
85
Gly Gly Th
100

213> ATITE7

<2200

223> &M

<400> 169
gaagtgcagt
tcetgtgeag
ccagggaagg
geggactetg
ctgcaaatga

tggtggagte
cctetggatt
gcctggaatg
tgaagggeceg
acagtctgag

u Ser Gly
s Ala Ala
g Gln Ala
r Gly Gly
e Ser Arg
u Arg Ala
r Gly Tyr

r Ser

tccatcctea
gggcataagt
gatctatget
tgggacagat
clgccaacaa
ac

n Ser Pro
r Cys Arg
n Lys Pro
40
u Gln Ser
p Phe Thr
r Tyr Cys

r Lys Val

tgggggagge
cacctttgat
ggtctcaggt
gttcaccate
agttgaagac

Gly
Ser
25

Pro
Arg
Asp
Glu

Asp
105

Gly
10

Gly
Gly
Ala
Asn
Asp

90
Leu

Leu Val Gln Pro

Phe Thr Phe Ser
30
Lys Gly Leu Glu

Tyr Tyr Ala Asp
Ser Lys Asn Thr
75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

ctgtctgcat ctgtaggaga
aattatttag cctggtttca
gcatccagtt tgcaaagtgg
ttcactctca ccatcageag
tataaaalll cceegeleace

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu Ser Ala Ser

Gln Gly Ile Ser
30

Ala Pro Lys Ser

45
Pro Ser Arg Phe
60

Ile Ser Ser Leu

75

Tyr Lys Ile Ser

Lys

ttagtacage ctggcaggte
gattatgcca tgcactgggt
attagttgga atagcggtag
tccagagaca acgccaagaa
acggecettgt attactgtge

82

Gly Gly
15
Arg Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 240
titeggegga 300

322

Val Gly
Asn Tyr
Leu Ile
Ser Gly

Gln Pro
80
Pro Leu

cctgagacte 60
ccggeaaget 120
caaaggcttt 180
cteeetetat 240
aaaagagaac 300
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tggtcctttg actactgggg ccagggaacc ctggtcaccg tctecctea

<210> 17
211> 11
<212> PR
Q213> A

220>
Q223 &

<400> 17

Glu
1
Ser
Ala
Ser
Lys
65
Leu

Ala
Thr

Val
Leu
Met
Gly
50

Gly
Gln
Lys
Val

<210> 17

211>
212>

213> A

220>
223 &

<400> 17
ggattcacct ttgatgatta tgcc

<210> 17
<211> 8
<212> PR
Q13> A

220>
223 &

<400> 17
Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

<210> 17

211>
212>

213> A

220>
223 &

<400> 17
attagttgga atagcggtag caaa

<2100 17
211> 8
<212> PR
213> A

220>
223> &

<400> 17
Ile Ser Trp Asn Ser Gly Ser Lys
1 5

0
6
T
T3

FH

0
Gln Leu

Arg Leu
20

His Trp

35

Ile Ser

Arg Phe
Met Asn
Glu Asn

100

Ser Ser
115

1

24
DNA

LR35

BH
1

2

T
T3

JRH
2

3

24
DNA

LR35l

240
3

4

T
TFF
240
4

Val
Ser
Val
Trp
Thr
Ser

85
Trp

Glu
Cys
Arg
Asn
Ile
70

Leu

Ser

Ser
Ala
Gln
Ser
55

Ser

Arg
Phe

Gly
Ala
Ala
40

Gly
Arg
Val

Asp

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

83

Val
Thr
Gly
Phe
60

Lys
Ala

Gln

Gln
Phe
Leu
45

Ala
Asn

Leu

Gly

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Leu

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

348

24

24
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[0039]

<210> 175
211> 27
<212> DNA

220>

213> AT

223> BRI

<400> 175

gcaaaagaga actggtcctt tgactac

<210> 176
211> 9
<212> PRT

213> ATIF3|

<2200

<223> B

<400> 176

Ala Lys Glu Asn Trp Ser Phe Asp Tyr
1 5

210> 177
<211> 336
<212> DNA

213> AT

220>

223> BRI

<400> 177

gatattgtga
atctcctgeca
cttcagcaga
tctggggtee
agcagggtgg

tgacccagac
ggtctagtca
ggccaggeca
cagacagatt
aagctgaaga

tccactetee
aagcctcgta
gceteccaaga
cagtggcagt
tgteggaatt

tcgeetgtea
cacagtgatg
ctcctaattt

ggggeaggega
tattattgea

tacacttttg gccaggggac caagctggag ate

<210> 178
211> 112
<212> PRT
213> ANIF3)

<220>
223> BRI

<400> 178
Asp Ile Val Met Thr Gln Thr Pro Leu
1 5
Gln Pro Ala Ser Ile Ser Cys Arg Ser
20 25
Asp Gly Asn Ile Tyr Leu Ser Trp Leu
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile Ser
50 55
Asp Arg Phe Ser Gly Ser Gly Ala Gly
65 7
Ser Arg Val Glu Ala Glu Asp Val Gly
85
Ser His Phe Pro Tyr Thr Phe Gly Gln
100 105

<210> 179
<211> 33

<212> DNA
213> ATJFF)

<2200
223> BRI

<400> 179
caaagcctcg tacacagtga tggaaatatc tac

aaa

Ser
10
Ser

Gln
Asn
Thr
Ile

90
Gly

Ser
Gln
Gln
Arg
Asp
75

Tyr
Thr

84

cccttggaca
gaaatatcta
ataagatttc
cagatttcac
tgecaagette

27

gceggeectee 60

cttgagttgg 120
taaccggtte 180
actgaaaatc 240
geatttteeg 300

Pro
Ser
Arg
Phe
60

Phe
Tyr

Lys

Val
Leu
Pro
45

Ser
Thr
Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu
15

His
Gln
Val
Lys
Gln
95

Ile

Gly
Ser
Pro
Pro
Ile
80

Ala

Lys

336

33
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[0040]

<210> 180
<211> 11
<212> PRT

213> AT

220>

223> BRI

<400> 180

Gln Ser Leu Val His Ser Asp Gly Asn Ile Tyr

1

<210> 181
211> 9
<212> DNA

5

213> AL

<2200

223> BRI

<400> 181
aagatttct

<210> 182
211> 3
<212> PRT

213> AT

220>

223> BRI

<400> 182

Lys Ile Ser

1

<210> 183
211> 27
<212> DNA

213> ANTF

220>

223> &R

<400> 183

atgcaagctt cgcattttce gtacact

<210> 184
211> 9
<212> PRT

213> AL

220>

223> B R

<400> 184

10

Met Gln Ala Ser His Phe Pro Tyr Thr

1

<210> 185
<211> 348
<212> DNA

5

213> AT

220>

223> BRI

<400> 185

gaagtgcage
tcctgtgeag
ccagggaagg
gcggactetg
ctgcaaatga

tggtggagte
cctetggatt
gcctggaatg
tgaagggecg
acagtctgag

tgggggaggc
cacctttgat

ggtctcaggt
gttcaccatc
agttgaagac

ttagtacagce
gattatgcca
attagttgga
tccagagaca
acggecttgt

85

ctggcaggte
tgcactgggt
atagcggtag
acgccaagaa
attactgtge

27

cctgagacte 60

ccggcaaget 120
caaaggcttt 180
ctcectetat 240
aaaagagaac 300
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[0041]

Lggleelilg actaclgggg ccagggaace clggleacceg Leleetea

<210> 186
<211> 116
<212> PRT

213> AT

220>

223> Bk

<400> 186

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 187
<211> 336
<212> DNA

Leu Val Gl

Leu Ser Cy
20
Trp Val Ar

Ser Trp As

Phe Thr Il
70
Asn Ser Le
85
Asn Trp Se
100
Ser

Q1> NTFF

220>

<223 H R

<400> 187

gatattgtga
atctcctgca
cttcagcaga
tctggggtee
agcagggtgg
tacacttttg

<210> 188
21 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggecea
cagacagatt
aagctgaaga
gccaggggac

213> ATF7

<2200

Q223> B R

<100> 188
Asp Ile Val

1
Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Ser His Phe

<210> 189
<211> 348
<212> DNA

Met Thr Gl

Ser Ile Se
20
Ile Tvr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Tyr Th
100

213> AT FF

<2200

u Ser Gly
s Ala Ala

g Gln Ala
40
n Ser Gly
55
e Ser Arg

u Arg Val

r Phe Asp

tcecactetee
aagcctcgta
gceteccaaga
cagtggcagt
tgtcggaatt
caagctggag

n Thr Pro
r Cys Arg
u Ser Trp
40
v Lys Ile
55
r Gly Ala
u Asp Val

r Phe Gly

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
Thr

Gly

tecgectgtea
cacagtgatg
ctcctaattt
ggggeaggga
tattattgca
atcaaa

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10

Ser
Gln
Asn

Thr

Ile
90
Gly

Ser
Gln
Gln
Arg
Asp
75

Tyr
Thr

86

Val
Thr
Gly
Phe
60

Lys
Ala

Gln

Gln
Phe
Leu
45

Ala
Asn

Leu

Gly

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

ccettggaca
gaaatatcta
ataagatttc
cagatttcac
tgcaagette

Pro
Ser
Arg
Phe
Phe
Tyr

Lys

Val
Leu
Pro
45

Ser
Thr
Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

348

Gly Arg
15

Asp Tyr
Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
taaccggttc 180
actgaaaatc 240
gecatttteeg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys
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223> &AL

<400> 189

gaagtgcagce
tccetgtgeag
ccagggaagg
geggactetg
ctgcaaatga
tggteetttg

<210> 190
<211> 116
<212> PRT

tggtggagte
cctetggatt
gcctggagtg
tgaagggeceg
acagtctgag
actactgggg

213> ANTFF

220>

223> AR

<400> 190

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Glv Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 191
<211> 337
<212> DNA

Leu Val Gl
Leu Ser Cy
20

Trp Val Ar

Ser Trp As

tgggggagge
cacctttgat
ggtctcaggt
attcaccate
agctgaggac
ccagggaace

u Ser Gly
s Ala Ala

g Gln Ala

40

n Ser Gly
55

ttggtacage ctggcaggte
gattatgcca tgcactgggt
attagttgga atagcggtag
teccagagaca acgcecaagaa
acggccttgt attactgtge
ctggtcaccg tectectea

Gly
Ser
25

Pro

Ser

Phe Thr Ile Ser Arg Asp

70
Asn Scr Le
85
Asn Trp Se
100
Ser

213> NTF3

<220>

223> &G HLE

<400> 191

gatattgtga
atctcctgea
cttcagcaga
tetggggtee
agcagggtgg
tacacttttg

<210> 192
<211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggceca
cagacagatt
aagctgagga
gccaggggac

213> ANTFH

<2200

223> E R

<400> 192
Asp lle Val
1

Met Thr GL
5

GIn Pro Ala Ser Ile Se

Asp Glv Asn
35
Pro Arg Leu

20
Ile Tyr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Tyr Th
100

u Arg Ala

r Phe Asp

teccactctee
aagcctcgta
gcctccaaga
cagtggcagt
tgteggggtt
caagctggag

n Thr Pro
r Cys Arg
u Ser Trp
40
r Lys Ile
r Gly Ala
u Asp Val

r Phe Gly

Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu Val GIn Pro

Phe Thr Phe Asp

30

Lys Gly Leu Glu
45

Gly Tyr Ala Asp

Ala Lys Asn Ser
75
Thr Ala Leu Tyr

Gly Gln Gly Thr
110

tcacctgtca cccttggaca
cacagtgatg gaaatatcta
ctcctaattt ataagattte
ggggeaggga cagatttcac
tattactgca tgcaagcttc

atcaaac

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10

Ser
Gln
Asn
Thr
Val

Gly

Ser Pro Val Thr
GIn Ser Leu Val
30

Gln Arg Pro Gly
Arg Phe Ser Gly
Asp Phe Thr Leu
75

Tyr Tyr Cys Met

Thr Lys Leu Glu
110

87

cctgagacte 60

ccggeaaget 120
caaaggctat 180
ctecetgtat 240
aaaagagaac 300

348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
gcatttteeg 300
337

Leu Gly
15

His Ser
Gln Pro
Val Pro
Lys Ile
Gln Ala

95
Ile Lys
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<210> 193
211> 348
<212> DNA

213>

220>

223>

<400> 193

gaagtgcaat
tcctgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
gaggcttttg

<210> 194
211> 116
<212> PRT

213>

220>
223> BRI

<400> 194

Glu
1
Ser
Ala
Ser
Lys
65
Leu

Thr
Thr

Val GlIn
Lcu Arg
Met His
35

Gly Ile
50

Gly Arg
Gln Met
Lys Glu

Val Ser
115

<210> 195
211> 24
<212> DNA

213>

220>

223>

<400> 195
ggattcacct ttgatgatta tgcc

<210> 196
211> 8
<212> PRT

213>

220>
223> &R

<400> 196

1

<210> 197
211> 24
<212> DNA

213>

220>
223> E R

NILFF|

R

tggtggagte
cctetggatt
gcetggagtg
tgaagggecg
acagtctgag
actactgggg

ANTFF

Leu
Leu
20

Trp
Ser
Phe
Asn
Asp

100
Ser

ANLF5

&R

NLFF5

NI P35

Val
Ser
Val
Trp
Thr
Ser

85
Glu

Glu
Cys
Arg
Asn
Ile
70

Leu

Ala

tgggggaaac
cacctttgat
ggtctcaggt
attcaccatt
aactgaggac
ccagggaacc

Ser Gly
Ala Ala

Gln Ala
40

Ser Gly

55

Ser Arg

Arg Thr
Phe Asp

Gly Phe Thr Phe Asp Asp Tyr Ala
5

ttggtacage ctggcaggte
gattatgcca tgcactgggt
atcagttgga atagtggtag
tccagagaca acgccaaaaa
acggectttt attattgtac
ctggtcaccg tctcctea

Gly Asn lLeu Val
10

Scr Gly Phe Thr

25

Pro Gly Lys Gly

Ser Arg Gly Tyr
60

Asp Asn Ala Lys

75
Glu Asp Thr Ala
90
Tyr Trp Gly Gln
105

88

Gln
Phe
Leu
45

Ala
Asn

Phe
Gly

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

Gly
15

Asp
Trp
Ser
Leu
Tgr

95
Leu

cctgagacte
ccggecaaget
tagaggctat
ctcectgtat
aaaagaagac

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

60

120
180
240
300
348

24
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[0044]

<400> 197

atcagttgga atagtggtag taga

<210> 198
211> 8

<212> PRT
213> ANTF5I

220>
223> B

<400> 198
Ile Ser Trp Asn
1

<210> 199
211> 27
<212> DNA
213> A3

220>
223> HE

<400> 199

Ser Gly Ser Arg
5

acaaaagaag acgaggcttt tgactac

<210> 200
211> 9

<212> PRT
213> NI 3

220>
223> ERE

<400> 200

Thr Lys Glu Asp Glu Ala Phe Asp Tyr
1 5

<210> 201
<211> 336
<212> DNA
213> ANIF3

220>
223> H R

<400> 201

gatattgtga
atctcctgea
cttcagcaga
tetggggtee
agcagggtgg
tacacttttg

tgacccagac tccactctee

ggtctagtca
ggeccaggecea
cagacagatt
aagctgagga
gccaggggac

aagcctecgta
gcctecaaga
cagtggcagt
tgtcgggttt
caaactgcag

<210> 202
Q11> 112
<212> PRT
213> ATEF|

220>
223> &R

<400> 202
Asp Tle Val Met
1
Gln Pro Ala Ser
20
Asp Arg Asn Thr
35

Pro Arg Leu Leu
50

Asp Arg Phe Ser

65

Thr Gln Thr Pro
5
Ile Ser Cys Arg

Tyr Leu Ser Trp
40
Ile Tyr Lys Ile
55
Gly Ser Gly Ala
70

tcacctgtca
cacagtgatc
ctecttattt
ggggeaggga
tattactgca
atcaat

l.eu Ser Ser
10

Ser Ser Gln

25

Leu Gln Gln

Ser Asn Arg

Gly Thr Asp
75

89

cccttggaca
gaaacaccta
ataagatttce
cagatttcac
tgcaggecac

Pro Val Thr

Ser Leu Val

30

Arg Pro Gly
45

Phe Ser Gly

Phe Thr Leu

geeggecetee
cttgagttgg
taaccggtte
actgaaaatc
acaatttceg

Leu Gly
15

His Ser
Gln Pro
Val Pro

Lys Ile
80

24

27

60

120
180
240
300
336
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[0045]

Ser Arg Val Glu Ala Glu Asp Val Gly

85

Phe Tyr Tyr Cys Met Gln Ala
90

95

Thr GIn Phe Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Gln Ile Asn

<210>
211>
212>
213>

220>
223>

<400>

100

203
33

DNA
NI

R
203

105

caaagcctcg tacacagtga tcgaaacacc tac

210>
211>
212>
213>

220>
223>

<400>

204
11
PRT
NI 5

A
204

Gln Ser Leu Val His Ser Asp Arg Asn Thr Tyr

1

210>
211>
212>
213>

220>
223>

<400>

5

205
9

DNA
NIFH

A
205

aagatttet

<210>
211>
<212>
<213>

<220>
223>

<400>

206
3

PRT
ANTIFFF)

A
206

Lys Ile Ser

1

<210>
211
212>
213>

<2200
223>

<400>

207
27

DNA
ANIFFF

B RRH
207

atgcaggeca cacaatttce gtacact

<210
<211
212>
213>

220>
223>

<400>

Met Gln Ala Thr G

1

208
9

PRI
ANITT5I

R
208

1n Phe Pro Tyr Thr
5

10

90

110

33

27
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[0046]

<210> 209
211> 348
<212> DNA

213> AT

220>

223> AR

<400> 209
gaagtgcagce
teetgtgeag
ccagggaagg
geggactetg
ctgcaaatga
gaggcttttg

<210> 210
211> 116
<212> PRT

tggtggagte
cetetggatt
gceetggagtg
tgaagggeceg
acagtctgag
actactgggg

213> AT

220>

223> G

<400> 210

Glu Val Gln Leu

1

Ser Leu Arg Leu

Ala Met His Trp

35

Ser Gly Ile Ser

50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Thr Lys Glu Asp

5

20

85

100

Thr Val Ser Ser

115

210> 211
<211> 336
<212> DNA

213> ATFF

<2200

223> B RHY

<400> 211

gatattgtga
atctcctgeca
cttcagcaga
tctggggtee
agcagggteg
tacacttttg

210> 212
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggeca
cagacagatt
aagctgagga
geceaggggac

213> ATFF

220>

<223> E A

<400> 212

tgggggaaac
cacctttgat

ggtctcaggt
attcaccatt
aactgaggac
ccagggaacc

Val Glu Ser Gly
Ser Cys Ala Ala
Val Arg Gln Ala

40

Trp Asn Ser Gly

95

Thr Ile Ser Arg
70
Ser Leu Arg Thr

Glu Ala Phe Asp

tccactetece
aagcctcgta
gcetccaaga
cagtggcagt
tgtcgggttt
caagctggag

ttggtacage
gattatgcca
atcagttgga
tccagagaca
acggecctttt
ctggtcaccg

Gly Asn Leu
10

Ser Gly Phe

25

Pro Gly Lys

Ser Arg Gly
Asp Asn Ala

75
Glu Asp Thr
90
Tyr Trp Gly
105

tcacctgtca
cacagtgatc
ctecttattt
ggggcaggga
tattactgca
atcaaa

Asp Ile Val Met Thr Gln Thr Pro Leu Ser Ser

10

1 5
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln

20

25

Asp Arg Asn Thr Tyr Leu Ser Trp Leu Gln Gln

35

40

91

ctggcaggte
tgecactgget
atagtggtag
acgccaaaaa
attattgtac
tctectea

Val Gln Pro

Thr Phe Asp
30
Gly Leu Glu
45
Tyr Ala Asp
60

Lys Asn Ser
Ala Phe Tyr

Gln Gly Thr
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaggccac

Pro Val Thr

Ser Leu Val

30

Arg Pro Gly
45

cctgagacte
ccggeaaget
tagaggctat
ctcectgtat
aaaagaagac

Gly Arg
15

Asp Tyr
Trp Val
Ser Val

Leu Tyr

80
Tyr Cys
95

Leu Val

gcecggectee
cttgagttgg
taaccggtte
actgaaaatc
acaatttccg

Leu Gly
15
His Ser

Gln Pro

60

120
180
240
300
348

60

120
180
240
300
336
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[0047]

Pro Arg Leu Leu Ile Tyr Lys Ile Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Phe Tyr Tyr Cys Met Gln Ala
85 90 95
Thr Gln Phe Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
210> 213
<211> 348
<212> DNA
213> ATLFF
220>
223> BN
<400> 213
gaagtgcage tggtggagtc tgggggagge ttggtacage ctggecaggte cctgagacte 60
teetglgeag cetetggalt caccettiigal gattlatgeca tgeactlgggl ceggeaaget 120
ccagggaagg gectggagtg ggtctcaggt atcagttgga atagtggtag tagaggetat 180
gecggactetg tgaagggeceg attcaccatc tccagagaca acgccaagaa ctccetgtat 240
ctgcaaatga acagtctgag agctgaggac acggecttgt attactgtac aaaagaagac 300
gaggettttg actactgggg ccagggaacc ctggtcaccg tctectea 348
210> 214
211> 116
<212> PRT
213> NI
220>
Q223> ER
<100> 211
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Gly Ile Ser Trp Asn Ser Gly Ser Arg Gly Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
85 90 95
Thr Lys Glu Asp Glu Ala Phe Asp Tyr Trp Gly Gln Gly Thr Leu Val
100 105 110
Thr Val Ser Ser
115
<210> 215
211> 337
<212> DNA
Q213> NTF)
220>
223> G
<400> 215
gatattgtga tgacccagac tccactctcc tcacctgtca ccettggaca gecggectee 60
atctcctgea ggtctagtca aagcctegta cacagtgate gaaacaccta cttgagttgg 120
cttcagcaga ggccaggeca gectccaaga ctcctaattt ataagattte taaccggtte 180
tetggggtee cagacagatt cagtggecagt ggggcaggga cagatttcac actgaaaate 210
agcagggtgg aagctgagga tgtcggggtt tattactgca tgeaggecac acaatttceg 300
tacacttttg gccaggggac caagctggag atcaaac 337
<210> 216
211> 112
<212> PRT
Q213> N5
220>
223> HER

92
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[0048]

<400> 216
Asp Ile Val Met Thr Gln Thr Pro
1 5
GIln Pro Ala Ser Ile Ser Cys Arg
20
Asp Arg Asn Thr Tyr Leu Ser Trp
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile
50 55
Asp Arg Phe Ser Gly Ser Gly Ala
65 70
Ser Arg Val Glu Ala Glu Asp Val
85
Thr Gln Phe Pro Tyr Thr Phe Gly
100
210> 217
<211> 348
<212> DNA
Q213> ANLFE3
<220>
223> &R
<400> 217
gaagtgcage tggtggagtc tgggggagee
tcectgtgeag cctetggett cacctttgat
ccggggaagg gcectagagtg ggtctcaggt
gcggactctg tgaagggcecg attcaccatce
ctgcaaatga acagtctgag agctgaggac
tgggectttg actactgggg ccagggaacc
210> 218
211> 116
<212> PRT
Q213> ANILFF3)
<220>
223> &R
<400> 218
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Ala Met His Trp Val Arg Gln Ala
35 10
Ser Gly Ile Thr Trp Asn Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg
65 70
Leu Gln Met Asn Ser Leu Arg Ala
85
Ala Lys Glu Asn Trp Ala Phe Asp
100
Thr Val Ser Ser
115
<210> 219
211> 24
<212> DNA
Q213> NI
220>
223> LRy
<400> 219
ggcttcacct ttgatgatta tgcec
<210> 220
211> 8
<212> PRT

Q21> ANTFF

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser Ser Pro Val Thr
10
Ser Gln Ser Leu Val
30
Gln Gln Arg Pro Gly
45
Asn Arg Phe Ser Gly

Thr Asp Phe Thr Leu
75
Val Tyr Tyr Cys Met
90
Gly Thr Lys Leu Glu
110

ttggtacage ctggcaggte
gattatgcca tgcactgggt
attacttgga atagtggtac
tccagagaca acgccaagaa
acggccttat attactgtge
ctggtcaccg tctcctea

Gly
Ser
25

Pro
Thr
Asp
Glu

Tyr
105

Gly Leu Val Gln Pro

10

Gly Phe Thr Phe Asp
30

Gly Lys Gly Leu Glu

15
Met Ala Tyr Ala Asp
60
Asn Ala Lys Asn Ser
75

Asp Thr Ala Leu Tyr

90

Trp Gly Gln Gly Thr
110

93

Leu
15

His
Gln
Val
Lys
Gln

95
Ile

cctgagacte
ccggcaaget
catggcctat
ctccctgtat
aaaagaaaac

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Leu

Gly
Ser
Pro
Pro
Ile
80

Ala

Lys

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

60

120
180
240
300
348

24
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[0049]

220>

223> B

<400> 220

Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

<210> 221
<211> 24
<212> DNA

213> ANTF3

220>

223> &R

<400> 221

attacttgga atagtggtac catg

<210> 222
<211> 8
<212> PRT

213> A3

220>

223> B

<100> 222

Ile Thr Trp Asn Ser Gly Thr Met
1 5

<210> 223
211> 27
<212> DNA

213> ANTF3

220>

223> EHR

<400> 223

gcaaaagaaa actgggecctt tgactac

<210> 224
211> 9
<212> PRT

Q213> N3

220>

223> E R

<400> 224

Ala Lys Glu Asn T
1

<210> 225
<211> 336
<212> DNA

5

213> ANTF3

220>

223> ERH

<400> 225

gatattgtga
atctcectgea
cttcagcaga
tetggggtee
agcagggtgg
tacacttttg

<210> 226
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggeea
cagacagatt
aagctgagga
geeaggggac

tecactetee
cagcctegta
gectecaaga
cagtggecagt
tgtcggggtt
caagctggag

rp Ala Phe Asp Tyr

tcacctgteca
cacagtgatg
ctectaattt

ggggeaggga
tatttctgeca

atcaaa

94

cccttggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagetac

geeggecetee
cttgagttgg
taaccggtte
actgaaaate
acaatttceg

24

27

60

120
180
240
300
336
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[0050]

213>

220>
223>

<400>
Asp I1

1
Gln Pr
Asp G1

Pro Ar
50

Asp Ar

65

Ser Ar

Thr 61

210>
211>
212>
213>

220>
<223

<400>

cacagcctcg tacacagtga tggaaacacc tac

<210>
211>
212>
213>

220>
223>

<400>

NI

A R
226
e Val Met

o Ala Ser

20

v Asn Thr
35

g Leu Leu

g Phe Ser
g Val Glu
n Phe Pro

100

227
33

DNA
ANIF5I

& R
227

228

11

PRT
AT
&R
228

Thr
=
Ile
Tyr
Ile
Gly

Ala
85
Tyr

Gln
Ser
Leu
Tyr
Ser
70

Glu

Thr

Thr
Cys
Ser
Lys
Gly
Asp
Phe

Pro
Arg
Trp
40

Ile
Ala
Val
Gly

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser Ser Pro Val
10
Ser His Ser Leu

Gln Gln Arg Pro
Asn Arg Phe Ser

Thr Asp Phe Thr
75

Val Tyr Phe Cys

90

Gly Thr Lys Leu

His Scr Leu Val His Ser Asp Gly Asn Thr Tyr

1

<210>
211>
212>
213>

220>
223>

<400>
aagatt

210>
<21
212>
213>

220>
223>

<400>
Lys 11
1

<210>
<1
212>
213>

220>

229
9
DNA
NI 3

&R

229
tet

230
3

PRT
A1 FF|

o]
230

e Ser

231
27

DNA
AR5

5

10

95

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu Gly
15

His Ser
Gln Pro
Val Pro

Lys Ilc

33
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[0051]

223> & Mt

<400> 231
atgcaagcta cacaatttcc gtacact

<210> 232
211> 9

<212> PRT
13> ANITFEF

<220>
223> BRI

<400> 232
Met Gln Ala Thr Gln Phe Pro Tyr Thr
1 5

<210> 233
211> 348
<212> DNA
213> ANIEA

<2200
223> LAk

<400> 233

gaagtgcagc tggtggagtc tgggggagge ttggtacage ctggeaggte
tcetgtgeag cetetggett cacctttgat gattatgeca tgecactgggt
ccggggaagy geclagaglg gglelecaggl allacligga alaglgglac
gcggactetg tgaagggecg attcaccatc tccagagaca acgccaagaa
ctgcaaatga acagtctgag agctgaggac acggccttat attactgtge
tgggectttg actactgggg ccagggaacc ctggtcaccg tctcetea

210> 234
<211> 116
<212> PRT
21 A7

<2200
223> &

<400> 234
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln
1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
20 25
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
35 40 45
Ser Gly Ile Thr Trp Asn Ser Gly Thr Met Ala Tyr Ala
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
65 70 75
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu
85 90
Ala Lys Glu Asn Trp Ala Phe Asp Tvr Trp Gly Gln Gly
100 105
Thr Val Ser Ser
115

<210> 235
<211> 336
<212> DNA
213> A L5

220>
223> &)

<400> 235

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

galallglga Llgacccagac Llecactlelee tcaccelglea cecliggaca
atctcctgeca ggtctagtca cagcctecgta cacagtgatg gaaacaccta
cttcagcaga ggccaggeca gectccaaga ctectaattt ataagattte
tctggggtcc cagacagatt cagtggcagt ggggcaggga cagatttcac
agcagggtgg aagctgagga tgtcggggtt tatttetgea tgcaagetac

tacacttttg gccaggggac caagctggag atcaaa

96

27

cctgagacte 60
ccggeaaget 120
catggeetat 180
cteectgtat 240
aaaagaaaac 300

348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttceg 300

336
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[0052]

<210> 236
<211> 112
<212> PRT
213> ANTLF

220>
223> BRI

<400> 236
Asp Ile Val Met

1
Gln Pro Ala Ser
20

Asp Gly Asn Thr
35
Pro Arg Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 237
<211> 348
<212> DNA
213> ANLFF

220>
223> ERH

<400> 237

Thr Gln Thr Pro
b5}
Ile Ser Cys Arg

Tyr Leu Ser Trp
40
Ile Tyr Lys Ile
55
Gly Ser Gly Ala
70

Ala Glu Asp Val
85

Tyr Thr Phe Gly

gaagtgcage tggtggagtc tgggggagge
tcetgtgeag cetetggett cacctttgat
ccagggaagg gcctggagtg ggtctcaggt
gcggactetg tgaagggecg attcaccate
ctgcaaatga acagtctgag agctgaggac
tgggeetttg actactgggg ccagggaacc

<210> 238
<211> 116
<212> PRT
213> ANIF3)

220>
223> B

<400> 238
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Met His Trp
35
Ser Gly Ile Thr
50
Lys Gly Arg Phe
65
Leu Gln Mct Asn

Ala Lys Glu Asn

100

Thr Val Ser Ser
115

<210> 239
<211> 337
<212> DNA
213> ANLFF

220>
223> AR

Val Glu Ser Gly
Ser Cys Ala Ala

Val Arg Gln Ala
40
Trp Asn Ser Gly
55
Thr Ile Ser Arg
70

Scr Leu Arg Ala
85

Trp Ala Phe Asp

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10
Ser

Gln
Asn
Thr
Val

90
Gly

Ser
His
Gln
Arg
Asp
75

Tyr
Thr

ttggtacage
gattatgcca
attacttgga
tccagagaca
acggeccttgt
ctggtcaccg

Gly
Ser
25

Pro
Thr
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Met
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

97

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Phe Cys Met

Lys Leu Glu
110

ctggcaggte
tgecactgggt
atagtggtac
acgccaagaa
attactgtge
tctectea

Val Gln Pro

Thr Phe Asp
30
Gly Leu Glu

Tyr Ala Asp
60

Lys Asn Ser
Ala Leu Tyr

Gln Gly Thr
110

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

cctgagacte 60
ceggeaaget 120
catgggetat 180
cteeectgtat 240
aaaagaaaac 300

318

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val
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<400> 239

gatattgtga
atctcctgca
cttcagcaga
tctggggtee
agcagggtgg
tacacttttg

<210> 240
<211> 112
<212> PRT
213>

220>

tgacccagac
ggtctagtca
ggccaggecea
cagacagatt
aagctgagga
gccaggggac

A3

223> &R

<400> 240
Asp Ilc Val

1
Gln Pro Ala

Asp Gly Asn
35
Pro Arg Lcu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 241
<211> 384
<212> DNA

Mct Thr G1

Ser Ile Sec
20
Thr Tyr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Tyr Th
100

213> AT 3

[0053]
220>

223> HR

<400> 241

gaagtgcage
tcetgtgeag
ccagggaagg
geggactetg
ctgcaaatga
tteecteegt
gggacaatgg

<210> 242
<211> 128
<212> PRT

tggtggagte
cctetggatt
geetggagtg
tgaagggceg
acagtctgag
ataagtataa
tcaccgtete

213> ANTF3

220>

223> ERH

<400> 242
Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Asp

Asp Ala Phe
115

Leu Val G1
Leu Ser Cy
Trp Val Ar
Ser Trp As

Phe Thr I1
70
Asn Ser Le
85
Arg Phe Pr
100
Glu Tle Tr

tccactctee
cagcctecgta
gcectccaaga
cagtggcagt
tgteggggtt
caagctggag

n Thr Pro
r Cys Arg

u Ser Trp
40
r Lys Ilc
55
r Gly Ala

u Asp Val

r Phe Gly

tgggggagge
cacctttgat

ggtctecaggt
attcaccate
agctgaggac
cagtggtggt
ttca

u Ser Gly
s Ala Ala

g Gln Ala
40
n Ser Gly
55
e Ser Arg

u Arg Ala
o Pro Tyr

p Gly Gln
120

tcacctgtca
cacagtgatg
ctcctaattt
ggggeraggga
tattactgca
atcaaac

Leu Ser Ser
10

Ser Ser His

25

Leu Gln Gln

Scr Asn Arg
Gly Thr Asp

Gly Val Tyr
90

Gln Gly Thr

105

ttggtacage
gattatgcca
attagttgga
tccagagaca
acggecttgt
ttttctgatg

Gly Gly Leu
10

Ser Gly Phe

25

Pro Gly Lys

Ser Ile Gly

Asp Asn Ala
75

Asp Thr

90

L.ys Tyr Asn

105

Gly Thr Met

Glu

98

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro Val Thr

Scer Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Met

Lys Leu Glu
110

ctggcaggte
tgcactgggt
atagtggtag
acgccaagaa
attactgtge
cttttgaaat

Val Gln Pro

Thr Phe Asp
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Ser

Ala Leu Tyr

Ser Gly Gly

110

Val Thr Val
125

gceggecetee
cttgagttgg
taaccggtte
actgaaaatc
acaatttccg

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

cctgagacte
ccggecaaget
cataggctat
ctcecetgtat
aaaagataga
ctggggccaa

Gly Arg
15
Asp Tyr

Trp Val

Ser Val

Leu Tyr
80

Tyr Cys

95

Phe Ser

Ser Ser

60

120
180
240
300
337

60

120
180
240
300
360
384
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[0054]

<210> 243
211> 24
<212> DNA
213> ANTF3

<220>
223> EH R

<400> 243
ggattcacct ttgatgatta tgcc

<210> 244
211> 8

<212> PRT
213> ANTF3

220>
223> ERH

<400> 244
Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

<210> 245
211> 24
<212> DNA
213> ANTF3

220>
223> B

<400> 245
attagttgga atagtggtag cata

<210> 246
211> 8

<212> PRT
213> ANTF3

<220>
223> H R

<400> 246
Ile Ser Trp Asn Ser Gly Ser Ile
1 5

210> 247
<211> 63
<212> DNA
213> ANTF3

220>
223> R

<400> 247

24

24

gcaaaagata gattccctce gtataagtat aacagtggtg gtttttctga tgettttgaa 60

atc

<210> 248
211> 21

<212> PRT
213> ANTF3

220>
223> ERH

<400> 248

Ala Lys Asp Arg Phe Pro Pro Tyr Lys Tyr Asn Ser Gly Gly Phe Ser
1 5

10
Asp Ala Phe Glu Ile
20

99

63
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[0055]

<210> 249
211> 324
<212> DNA
Q21 ATF

220>
223> AR

<400> 249

el

gaaattgtgt tgacgcagte tfccaggeacce
ctctectgea gggecagtca gagttttage
cctggeccagg ctcccagget cctcatctat
gacaggttca gtggcagtgg gtctgggaca
cctgaagatt ttgcagtgta ttactgtcag
caagggacac gactggagat tgaa

<210> 250
<211> 108
<212> PRT
Q21 ANILF

220>
223> E R

<400> 250

Glu Ile Val
1

Glu Arg Ala

Tyr Leu Ala
35

7l

Leu

Thr
20
Trp

Ile Tyr Gly Ala

50
Gly Ser Gly
65

Ser

Pro Glu Asp Phe

Ile Thr Phe Gly

<210> 251
211> 21
<212> DNA
Q21 ANILF

220>
223> AR

<400> 251

100

el

Thr Gln Ser Pro
5
Leu Ser Cys Arg

Tyr Gln Gln Lys
40
Ser Ser Arg Ala
55
Gly Thr Asp Phe

Ala Val Tyr Tyr
85
Gln Gly Thr Arg

cagagtttta gcagcagcta c

<210> 252
211> 7
<212> PRT
213> AILF

220
223> BRI

<400> 252

2l

Gln Ser Phe Ser Ser Ser Tyr

1

<210> 253
211> 9
<212> DNA
213> AIF

2200
223> B

<400> 253
ggtgcatce

g7l

5

ctgtetttgt ctecagggea
agcagctact tagcctggta
ggtgecatcca gcagggecac
gacttcactc tcaccatcag
cagtatggta gttcaccgat

Gly
Ala
25

Pro
Thr
Thr
Cys

Leu
105

Thr
Ser
Gly
Gly
Leu
Gln

90
Glu

Leu Ser Leu Ser

Gln Ser Phe Ser
30
GIln Ala Pro Arg
45
Ile Pro Asp Arg
60

Thr Ile Ser Arg
75

Gln Tyr Gly Ser

Ile Glu

100

aagagccacce 60
ccagcagaaa 120
tggcatcecca 180
cagactggag 240
caccttegge 300
324

Pro Gly
15
Ser Ser

Leu Leu

Phe Ser

Leu Glu
80

Ser Pro
95

21
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<210> 254
<211> 3
<212> PRT

213> ANTJ74

220>

223> ERAY

<400> 254
Gly Ala Ser
1

<210> 255
211> 27
<212> DNA

213> A3

220>

223> B

<400> 255

cagcagtatg gtagttcacc gatcacc

<210> 256
211> 9
<212> PRT

213> ANTFF3

220>

223> HE

<100> 256

Gln Gln Tyr Gly Ser Ser Pro Ile Thr
1 5

<210> 257
<211> 384
<212> DNA

213> NTF3

220>

223> ERHAY

<400> 257

gaagtgcagce
tcetgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
ttcecteegt
gggacaatgg

<210> 258
211> 128
<212> PRT

tggtggagte
cctectggatt
geetggagtyg
tgaagggcceg
acagtctgag
ataagtataa
tcaccgtete

213> ANTF3

220>

223> ERH

<400> 258
Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu GIn Met

tgggggagge
cacctttgat

ggtctcaggt
attcaccatce
agctgaggac
cagtggtggt
ttca

Leu Val Glu Ser Gly

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala

40

Ser Trp Asn Ser Gly

Phe Thr Tle Ser Arg

Asn Ser Leu Arg Ala

ttggtacage
gattatgcca
attagttgga
tccagagaca
acggeccttgt
ttttctgatg

Gly Gly Leu
10

Ser Gly Phe

Pro Gly Lys

Ser Ile Gly

Asp Asn Ala

75
Glu Asp Thr

101

ctggcaggte
tgcactgggt
atagtggtag
acgccaagaa
attactgtge
cttttgaaat

Val Gln Pro

Thr Phe Asp
30
Gly Leu Glu
45
Tyr Ala Asp
60
L.ys Asn Ser

Ala lLeu Tyr

cctgagacte
ccggcaaget
cataggctat
ctccetgtat
aaaagataga
ctggggccaa

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

lLeu Tyr

80
Tyr Cys
95

27

60

120
180
240
300
360
384
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[0057]

Ala Lys Asp Arg Phe Pro Pro Tyr Lys Tyr Asn Ser Gly Gly Phe Ser

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
caceliegge

Pro Gly
Ser Ser
Leu Leu
Phe Ser

Leu Glu

80
Ser Pro
95

cctgagacte
ccggcaaget
cataggctat
ctcectgtat
aaaagataga
ctggggecaa

100 105 110
Asp Ala Phe Glu Ile Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser
115 120 125
<210> 259
<211> 324
<212> DNA
213> A3
220>
223> G R
<400> 259
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga
ctctcctgea gggecagtca gagttttage agcagetact tagectggta
cctggecagg ctcccagget cctcatctat ggtgcatcca gcagggecac
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag
cclgaagall Ligecaglgla Llaclgleag caglatggla gllcaccgal
caagggacac gactggagat taaa
<210> 260
211> 108
<212> PRT
213> ANLFA
220>
223> G
<400> 260
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser
1 5 10
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Phe Ser
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg
50 55 60
Glvy Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg
65 70 75
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser
85 90
Ile Thr Phe Gly Gln Gly Thr Arg Leu Glu Ile Lys
100 105
<210> 261
211> 384
<212> DNA
213> NTF%)
220>
223> &R
<100> 261
gaagtgcage tggtggagte tgggggagge ttggtacage ctggcaggte
tcetgtgeag cctetggatt cacctttgat gattatgecca tgcactgggt
ccagggaagg gcctggagtg ggtctcaggt attagttgga atagtggtag
gcggactctg tgaagggcecg attcaccatc tccagagaca acgccaagaa
ctgcaaatga acagtctgag agctgaggac acggccttgt attactgtge
ttcecteegt ataagrataa cagtggtggt ttttectgatg cttttgaaat
gggacaatgg tcaccgtcte ttca
<210> 262
211> 128
<212> PRT

Q13> ANTFF)

<220>

223> &HHEY

<400> 262

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

1

5

10

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr

102

60

120
180
240
300
324

60

120
180
240
300
360
384
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[0058]

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Asp

Asp Ala Phe
115

<210> 263
<211> 325
<212> DNA

20
Trp Val Ar

Ser Trp As

g Gln Ala
40
n Ser Gly
55

25
Pro

Ser

Phe Thr Ile Ser Arg Asp

70
Asn Ser Le
85
Arg Phe Pr
100
Glu Tle Tr

213> AT

220>

223> G

<400> 263

gaaattgtgt
ctctecetgea
cctggecagg
gacaggttca
cctgaagatt
caagggacac

<210> 264
<211> 108
<212> PRT

tgacgcagtce
gggccagteca
ctcccagget
gtggecagtgg
ttgcagtgta
gactggagat

Q1> NTFF

220>

223> H R

<400> 264

Glu Tle Val
1

Glu Arg Ala

Tyr Leu Ala
35
Ile Tyr Gly
50
Gly Ser Gly
65
Pro Glu Asp

Ile Thr Phe

<210> 265
<211> 366
<212> DMA

Leu Thr G

Thr Leu Se
20
I'rp Tyr Gl

Ala Ser Se

Ser Gly Th
70
Phe Ala Va
85
Gly Gln G1
100

213> NI

220>

223> HRLHY

<400> 265
gaggtgcage
Lteclglgeag
acaggaaaag
ggeleec lga
caaatgaaca
gcagcccact
tectea

<210> 266
211> 122
<212> PRT

tggtggagte
celetggaltl
gtctggaatg
agggecgall
ccctgagage
cgtactacta

u Arg Ala
o Pro Tyr

p Gly Gln
120

tccaggcacce
gagttttage
cctcatctat
gtetgggaca
ttactgtcag
taaac

n Ser Pro
r Cys Arg
n Gln Lys

r Arg Ala
55
r Asp Phe

1 Tyr Tyr

y Thr Arg

tgggggaggc
cacclicagtl
ggtctcagte
caccatlcetee
cggggacacg
cggtatggac

Glu

Lys
105
Gly

Gly
Ile
Asn
Asp
90

Tyr
Thr

30
Lys Gly Leu Glu
45
Gly Tyr Ala Asp
60
Ala Lys Asn Ser
75

Thr Ala Leu Tyr

Asn Ser Gly Gly

110

Met Val Thr Val
125

ctgtctttgt ctccagggga
agcagctact tagcctggta
ggtgcatcca gcagggecac
gacttcactc tcaccatcag
cagtatggta gttcaccgat

Gly
Ala
25

Pro
Thr
Thr
Cys

Leu
105

Thr
Ser
Gly
Gly
Leu
Gln

90
Glu

L.eu Ser Leu Ser

GIn Ser Phe Ser
30
GIn Ala Pro Arg
45
Ile Pro Asp Arg
60

Thr Ile Ser Arg
75

Gln Tyr Gly Ser

Ile Lys

ttggtacage ctggggggte
agce lacgaca Lgeaclgggl
attggtactg ttggtgacac
agagaaaalyg ccaagaaclc
gctgtttatt actgtgcaag
gtctggggee aagggaccat

103

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Phe Ser

Ser Ser

aagagccacc 60
ccagcagaaa 120
tggecatccca 180
cagactggag 240
caccttegge 300

325

Pro Gly
15
Ser Ser

Leu Leu
Phe Ser

Leu Glu

80
Ser Pro
95

cctgagacte 60
cegecaaglt 120
atactatcca 180
ctigltatett 240
aactggagca 300
ggtcaccgte 360

366
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213> ATF
<220>

223> H

<400> 266

Glu
1
Ser

Asp
Ser
Gly
65

Gln
Arg
Gly

<210>
<21
212>
213>

Val
Leu
Met
Val
50

Arg
Met
Thr

Gln

220>

223>

<400>

Gln
Arg
His
35

Ile
Phe
Asn

Gly

Gly
115

267
24

DNA
A3

&

267

Leu
Leu
20

Trp
Gly
Thr
Thr
Ala

100
Thr

Val Glu Ser
5

Ser Cys Ala
Val Arg Gln

Thr Val Gly
Ile Ser Arg

Leu Arg Ala

85

Ala Ala His

Met Val Thr

ggallcaccl Lecaglagela cgac

<2100

<211> 8

212>
213>

<2200

223>
<400>

pas
=

268
PRT
ANTFFF
Bdiy]
268

Gly
Ala
Val
40

Asp
Glu
Gly

Ser

Val
120

Gly Phe Thr Phe Ser Ser Tyr Asp

1

<210>
Q211>
212>
213>

220>

223>
<400>

Pay
=

269
21

DNA
ANTFFF)

JA
269

5

attggtactg ttggtgacac a

210>

211> 7

212>
213>

220>

223>

<400>

A
=]

270
PRT
A U R
54:4]
270

Ile Gly Thr Val Gly Asp Thr
1 5

210> 271

<211> 48

<212> DNA
213> AIFF

Gly
Ser
25

Thr
Thr
Asn
Asp
Tyr

105
Ser

Gly
10

Gly
Gly
Tyr
Ala
Thr
90

Tyr

Ser

Leu
Phe
Lys
Tyr
Lys
75

Ala

Tyr

Val
Thr
Gly
Pro
60

Asn

Val

Gly

104

Gln
Phe
Leu
45

Gly
Ser
Tyr

Met

Pro
Ser
30

Glu
Ser
Leu

Tyr

Asp
110

Gly
15

Ser
Trp
Leu
Tyr
Cys

95
Val

Gly
Tyr
Val
Lys
Leu
80

Ala

Trp

24

21
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220>
223> B

<400> 271

gcaagaactg gagcagcagce ccactcgtac tactacggta tggacgte

210> 272
211> 16

<212> PRT
213> NI

220>

223> &R

<100> 272

Ala Arg Thr Gly Ala Ala Ala His Ser
1 5

<210> 273
<211> 336
<212> DNA
Q213> ANLF4

220>
223> ERH

<400> 273

gatattgtga tgactcagtce

tccactetee

atctcctgeca ggtctagtca gagcctcctg
tacctacaga agccagggca gtctccacag
tcecggggtee ctgacaggtt cagtggecagt
agcagagtgg aggctgagga tgttggaatt

tggacgttcg gccaagggac

<210> 274
211> 112
<212> PRT
213> ANTLF4H

220>

223> EHH)

<400> 274

Asp Ile Val Met

1
Glu Pro Ala Ser
20

Asn Gly Tyr Asn

35

Pro Gln Leu Leu
50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Leu Gln Thr Pro
100

210> 275
<211> 33

<212> DNA
213> AT

220>
223> G R

<400> 275

cagagcctee tgtatagtaa tggatacaac tat

<210> 276
Q21> 11

<212> PRT
213> ATFA

Thr
Ile
Tyr
Ile
Gly
Ala

85
Trp

caaggtggaa

Gln Ser Pro
Ser Cys Arg

Leu Asp Trp
40
Tyr Leu Gly
55
Ser Gly Ser
70
Glu Asp Val

Thr Phe Gly

ctgcccgtea
tatagtaatg
ctcctgatet
ggatcaggca
tattactgca

48

Tyr Tyr Tyr Gly Met Asp Val

10

atcaaa

Leu
Ser
25

Tyr
Ser
Gly
Gly

Gln
105

Ser
10

Ser
Leu
Asn
Thr
Ile

90
Gly

Leu Pro
Gln Ser
Gln Lys
Arg Ala
60

Asp Phe
75

Tyr Tyr

Thr Lys

105

Val
Leu
Pro
45

Ser
Thr
Cys
Val

ccectggaga
gatacaacta
atttgggtte
cagattttac
tgcaagctct

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

15

geeggeetee 60
tttggattgg 120
taatcgggee 180
actgaaaatc 240
acaaactccg 300
336

Pro Gly
15
Tyr Ser

Gln Ser
Yal Pro
Lys Ile
80
Gln Ala

95
Ile Lys

33
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220>
223> B

<400> 276
Gln Ser Leu Leu Tyr Ser Asn Gly Tyr Asn Tyr
1 5 10

<210> 277
211> 9

<212> DNA
213> ANTF3

220>
223> &R

<400> 277
ttgggttet

<210> 278
<211> 3

<212> PRT
213> A3

220>
223> B

<100> 278
Leu Gly Ser
1

<210> 279
211> 27
<212> DNA
213> ANTF3

220>
223> EHR

<400> 279

atgcaagctc tacaaactcc gtggacg

<210> 280
211> 9

<212> PRT
213> ANITF3

220>
223> E R

<400> 280
Met Gln Ala Leu Gln Thr Pro Trp Thr
1 5

<210> 281
<211> 363
<212> DNA
213> ANTF3

220>
223> ERH

<400> 281

gaggtgcage
tcetgtgeag
acaggaaaag
ggctecectga
caaatgaaca
gecageccact
tee

<210> 282
211> 121

tggtggagte
cctetggatt
gtctggaatg
agggecgatt
ccetgagage
cgtactacta

tgggegagge
caccttecagt
ggtctecagte
caccatctee
cggggacacg
cggtatggac

ttggtacage
agctacgaca
attggtactg
agagaaaatg
getgtttatt
gtetggggee

106

ctggggegte
tgcactgggt
ttggtgacac
ccaagaactce
actgtgcaag
aagggaccac

cctgagacte
ccgecaagtt
atactatcca
cttgtatett
aactggagca
ggtcaccgte

27

60

120
180
240
300
360
363
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<212> PRT

213> NI

<220>

223> BRI

<400> 282

Glu Val Gln
1

Ser Leu Arg

Asp Met His
35

Ser Val lle
50

Gly Arg Phe

65

Gln Met Asn

Arg Thr Gly
Gly Gln Gly
115

<210> 283
<211> 336
<212> DNA

Leu Val G1
5

Leu Ser Cy

20

Trp Val Ar

Gly Thr Va

Thr Ile Se
70
Thr Leu Ar
85
Ala Ala Al
100
Thr Thr Va

213> NTFF

220>

223> B REHI

<400> 283

gatattgtga
atctcctgea
tacctacaga
tceggggtee
agcagagtgg
tggacgttcg

<210> 284
211> 112
<212> PRT

tgactcagte
ggtctagtca
agccagggea
ctgacaggtt
aggctgagga
gccaagggac

213> NTF)

220>

223> AR

<400> 284

Asp Ile Val
1

Glu Pro Ala

Asn Gly Tyr
35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Leu Gln Thr

<210> 285
<211> 364
<212> DNA

Met Thr G1
5

Ser Ile Se

20

Asn Tyr Le

Leu Ile Ty

u Ser Gly
s Ala Ala

g Gln Val
40

I Gly Asp T

55
r Arg Glu

g Ala Gly
a His Ser

1 Thr Val
120

tcecactetee
gagcctcetg
gtctccacag
cagtggcagt
tgttggaatt
caaggtggaa

n Ser Pro
r Cys Arg

u Asp Trp

40

r Leu Gly
55

Ser Gly Ser Gly Ser

Glu Ala Glu Asp Val

85

Pro Trp Thr Phe Gly

100

213> NITFF

220>

223> G R

<400> 285

Gly Gly
10

Ser Gly

25

Thr Gly

Asn Ala

Asp Thr
90

Tyr Tyr

105

Ser

ctgcecegtea
tatagtaatg
ctecctgatet
ggatcaggca
tattactgeca

atcaaa

Leu Ser
10

Ser Ser

25

Tyr Leu

Ser Asn

Gly Thr

Gly Ile
90

Gln Gly
105

Leu Val
Phe Thr
Lys Gly
Tyr Pro
60
Lys Asn
75
Ala Val

Tyr Gly

Leu Pro
Gln Ser
Gln Lys

Arg Ala
60

Asp Phe

75

Tyr Tyr

Thr Lys

Gln
Phe
Leu
45

Gly
Ser
Tyr

Met

Val
Leu
Pro
45

Ser
Thr
Cys
Val

Pro
Ser
30

Glu
Ser
Leu

Tyr

Asp
110

cceetggaga
gatacaacta
atttgggtte
cagattttac
tgecaagetet

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Gly Gly
15
Ser Tvr

Trp Val
lLeu Lys

Tyr Leu
80

Cys Ala

95

Val Trp

gecggeetee 60
tttggattgg 120
taatcgggee 180
actgaaaatc 240
acaaactceg 300

336

Pro Gly
15
Tyr Ser

Gln Ser
Val Pro
Lys Ile
80
Gln Ala

95
Ile Lys

gaggtgecage tggtggagte tgggggagge ttggtacage ctggggggte cetgagacte 60

107
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tcctgtgeag
acaggaaaag
ggeleeglga
caaatgaaca
geagececacl
teet

<210> 286
<211> 121
<212> PRT

cctetggatt
gtetggagtyg
agggecegall
gcetgagage
cglactactla

213> NIF3

220>

223> E ALK

<400> 286
Glu Val Gln
1

Ser Leu Arg

Asp Mct His
35
Ser Ala Ile
50
Gly Arg Phe
65
Gln Met Asn

Arg Thr Gly
Gly Gln Gly
115

<210> 287
211> 337
<212> DMA

Leu Val G1
Leu Ser Cy
20

Trp Val Ar
Gly Thr Va
Thr Ile Se
Ser Leu Ar
Ala Ala Al

100
Thr Thr Va

213> NTFF

220>

223> A RLAY

<400> 287

gatattgtga
atctcctgea
tacctgcaga
tceeggggtee
agcagagtgg
tggacgttcg

<210> 288
211> 112
<212> PRT

tgactcagtc
ggtctagtca
agccagggca
ctgacaggtt
aggctgagga
gccaagggac

213> NTFF)

220>

223> H AL

<400> 288
Asp Ile Val

1
Glu Pro Ala

Asn Gly Tyr
35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Leu Gln Thr

<210> 289

Met Thr Gl

Ser Ile Se
20
Asn Tvr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Trp Th
100

caccttcagt
ggtctcaget
caccatetee
cggggacacg
cgglatggac

u Ser Gly
s Ala Ala
g Gln Ala
1 Gly Asp
r Arg Glu
g Ala Gly
a His Ser

1 Thr Val
120

tccactetee
gagcctectg
gtctccacag
cagtggcagt
tgttggggtt
caaggtggaa

n Ser Pro
r Cys Arg

u Asp Trp

40

r Leu Gly
55

r Gly Ser
u Asp Val

r Phe Gly

agctacgaca
attggtactg
agagaaaalg
gcetgtgtatt
glelggggee

Gly
Ser
25

Thr
Thr
Asn
Asp
Tyr

105
Ser

ctgeeegtea
tatagtaatg
ctcetgatet
ggatcaggca
tattactgca
atcaaac

Leu
Ser
25

Tyr
Ser
Gly
Gly

Gln
105

Gly
Gly
Gly
Tyr
Ala
Thr

Tyr

Ser
10

Ser
Leu
Asn
Thr
Val

90
Gly

Leu Val
Phe Thr
Lys Gly
Tyr Pro
Lys Asn
Ala Val

Tyr Gly

Leu Pro
Gln Ser
Gln Lys
Arg Ala
Asp Phe
75

Tyr Tyr

Thr Lys

108

Gln
Phe
Leu
45

Gly
Ser
Tyr

Met

Val
Leu
Pro
45

Ser
Thr
Cys
Val

tgecactgggt ccgecaaget 120
ttggtgacac atactatcca 180
ccaagaac e cllglatett 240
actgtgcaag aactggagca 300
aagggaccac ggleacegle 360

364

Pro Gly Cly
Ser Ser Tyr
30

Glu Trp Val
Ser Val Lys
Leu Tyr Leu
Tyr Cys Ala

Asp Val Trp
110

ccecetggaga geeggectee 60
gatacaacta tttggattgg 120
atttgggttc taatcgggec 180
cagattttac actgaaaatc 240
tgecaagetet acaaactccg 300

337

Thr Pro Gly
15

Leu Tyr Ser

30

Gly Gln Ser

Gly Val Pro

Leu Lys Ile
80
Met Gln Ala
95
Glu Ile Lys
110
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<211> 357
<212> DNA
213> NTFF

<220>
223> &k

<400> 289

gaggtgcage tgttggagte
tecetgtgeag cctetggate
ccagggaagg ggctgtattg
gcagactccg tgaagggecg
ctgcaaatga acagcctgag
gatagtgget acgatttgga

<210> 290
<211> 119
<212> PRT
213> ANIFF

2200
223> E

<400> 290

tgggggagge
cacctttage
ggtctcaget
gttcaccatce
agccgaggac
ctactgggge

Glu Val Gln Leu Leu Glu Ser Gly
1

5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Met Thr Trp Val Arg Gln Ala

35

40

Ser Ala Ile Ser Gly Ser Gly Gly

50

55

Lys Gly Arg Phe Thr Ile Ser Arg

65 7

Leu Gln Met Asn Ser Leu Arg Ala

85

Ala Lys Glu Gly Asp Ser Gly Tyr

100

Thr Leu Val Thr Val Ser Ser

115

<210> 291
211> 24
<212> DNA
Q213> NIF5H

<220>

223> BRI

<400> 291

ggattcacct ttagcagcta

<210> 292
211> 8

<212> PRT
Q213> N3

220>
223> EHH

<400> 292

tgee

Gly Phe Thr Phe Ser Ser Tyr Ala
1 f

5

<210> 293
211> 24
<212> DNA
213> NITFF

220>
223> G R

<400> 293
attagtggta gtggtggtag

cgea

ttggtacage ctggggggtce
agctatgcca tgacctgggt
attagtggta gtggtggtag
tccagagaca attccaagaa
acggccgtat attactgtge
cggggaacce tggtcacegt

Gly Gly
10

Ser Gly

25

Pro Gly

Ser Ala

Asp Asn

Glu Asp
90

Asp Leu
105

Leu Val Gln Pro

Phe Thr Phe Ser
30
Lys Gly Leu Tyr
45
Tyr Tyr Ala Asp
60

Ser Lys Asn Thr
75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

109

cctgagacte 60
ccgecagget 120
cgcatactac 180
cacgetgtat 240
gaaagagggg 300
ctegtea 3h7

Gly Gly
15
Ser Tyr

Trp Val
Ser Val
Leu Tyvr

80
Tyr Cys

95
Arg Gly

21

24
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[0065]

<210> 294
<211> 8
<212> PRT

213> AT

220>

223> AR

<400> 294

Tle Ser Gly Ser Gly Gly Ser Ala
1 5

<210> 295
<211> 36
<212> DNA

213> ATLF3)

<2200

223> BRI

<400> 295

gcgaaagagg gggatagtgg ctacgatttg gactac

<210> 296
211> 12
<212> PRT

213> ATJFF)

<2200

<223> H

<400> 296
1
<210> 297

<211> 321
<212> DNA

213> A7

220>

223> BRI

<400> 297

gacatccaga
atcacttgte
gggaaagcecce
aagttcagecg
gaagattttg
gggaccaagg

<210> 298
211> 107
<212> PRT

tgacccagte
gggegaggcea
ctaagtccct
gecagtggate
caacttatta
tggagatcaa

213> AL

2200

223> BRI

<400> 298

tccatcctca ctgtetgeat
gggcattagt aattatttag
gatctatget gcatccagtt
tgggacagat ttcactctca
ctgccaacaa tataaaagtt

a

Asp Ile Gln Met Thr Gln Ser Pro Ser

1

20

Asp Arg Val Thr Iie Thr Cys Arg Ala

25

Leu Ala Trp Leu Gln Gln Lys Pro Gly

35

40

Tyr Ala Ala Ser Ser Leu §1n Ser Gly

50

65

55

Ser Gly Ser Gly Thr Asp Phe Thr Leu

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln

85

Thr Phe Gly Gly Gly Thr Lys Val Glu

Ser
10

Arg
Lys
Val
Thr
Gln
90

Ile

Leu
Gln
Ala
Pro
Ile
75

Tyr

Lys

110

Ala Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr
5 10

ctgtaggaga
cctggetteca
tgcaaagtgg
ccatcagcag
cceegeteac

Ser Ala Ser

Gly Ile Ser
30
Pro Lys Ser
45
Ser Lys Phe
60
Ser Ser Leu

Lys Ser Ser

36

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 240
ttteggegga 300
321

Val Gly
15
Asn Tyr

Leu Ile
Ser Gly
Gln Pro

80

Pro Leu
95
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100 105

<210> 299
<211> 18
<212> DMA
213> AT

<220>
223> A RLEY

<400> 299
cagggcatta gtaattat

<210> 300
21D 6

<212> PRT
213> AL

2200
223> H R

<100> 300
Gln Gly Ile Ser Asn Tyr
1 5

<210> 301
211> 9

<212> DNA
213> NI

220>
223> ERH

<400> 301
getgeatcee

<210> 302
<211> 3

<212> PRT
213> NTLTFF

<220>
223> E R

<400> 302
Ala Ala Ser
L

<210> 303
211> 27
<212> DNA
213> NLTFF

<2200
223> R

<400> 303
caacaatata aaagttcccc gctcact

<210> 304
<211> 9

<212> PRT
213> NI

220>
223> HRLH

<400> 304

Gln Gln Tyr Lys Ser Ser Pro Leu Thr
1 5

<210> 305

111

18

27
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<211> 357
<212> DNA
213> NTFF
<220>

223> &k
<400> 305

gaggtgcage tgttggagte tgggggaggce
tcetgtgeag cctetggatt cacctttage
ccagggaagg ggctgtattg ggtctcaget
gcagactccg tgaagggecg gttcaccate
ctgcaaatga acagcctgag agccgaggac
gatagtgget acgatttgga ctactgggge

<210> 306
<211> 119
<212> PRT
213> ANIFF

2200
223> E

<400> 306
Glu Val Gln Leu
1

Ser Leu Arg Leu
20

Ala Met Thr Trp

35
Ser Ala Tle Ser
50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Lys Glu Gly

100

Thr Leu Val Thr
115

<210> 307
<211> 321
<212> DNA
Q213> NIF5H

<220>
<223> &

<400> 307

Leu
5
Ser
Val
Gly
Thr
Ser
85
Asp

Val

Glu Ser Gly
Cys Ala Ala

Arg Gln Ala
40
Ser Gly Gly
55
Ile Ser Arg

7

Leu Arg Ala
Ser Gly Tyr

Ser Ser

gacatccaga tgacccagtc tccatcctca
atcacttgte gggcgaggea gggeattagt
gggaaagcce ctaagtccct gatctatget
aagttcagcg gcagtggatc tgggacagat
gaagattttg caacttatta ctgccaacaa
gggaccaagg tggagatcaa a

<210> 308
211> 107
<212> PRT
213> ANTRFF|

<2200
223> Gk

<400> 308
Asp Ile Gln Met
1
Asp Arg Val Thr
20
Leu Ala Trp Leu
35
Tyr Ala Ala Ser
50
Ser Gly Ser Gly

Thr
Ile
Gln
Ser

Thr

ttggtacage ctggggggtce
agctatgcca tgacctgggt
attagtggta gtggtggtag
tccagagaca attccaagaa
acggccgtat attactgtge
cggggaacce tggtcacegt

Gly Gly
10

Ser Gly

25

Pro Gly

Ser Ala

Asp Asn

Glu Asp
90

Asp Leu
105

Leu Val Gln Pro

Phe Thr Phe Ser
30
Lys Gly Leu Tyr
45
Tyr Tyr Ala Asp
60

Ser Lys Asn Thr
75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

ctgtctgecat ctgtaggaga
aattatttag cctggettca
gecatccagtt tgcaaagtgg
ttcactctca ccatcagcag
tataaaagtt ccccgectcac

Gln Ser Pro Ser Ser Leu Ser Ala Ser

Thr Cys Arg Ala Arg Gln Gly Ile Ser
25

10

30

Gln Lys Pro Gly Lys Ala Pro Lys Ser
40

45

Leu Gln Ser Gly Val Pro Ser Lys Phe

55

60

Asp Phe Thr Leu Thr Ile Ser Ser Leu

112

cctgagacte 60
ccgecagget 120
cgcatactac 180
cacgetgtat 240
gaaagagggg 300
cteetea 3h7

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyvr
80

Tyr Cys

95

Arg Gly

cagagtcacc 60
gcagaaacca 120
ggtcccatea 180
cetgeageet 240
ttteggegga 300

321

Val Gly
15

Asn Tyr
Leu Ile
Ser Gly

Gln Pro
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65

70
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln
85

75

80

Gln Tyr Lys Ser Ser Pro Leu

90

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100

<210> 309
<211> 357
<212> DNA
Q213> NTF3)

220>

223> &R

<400> 309

gaggtgcage tgttggagte
tcetgtgeag cctetggatt
ccagggaagg ggctggagty
gcagactccg tgaagggecg
ctgcaaatga acagcctgag
gatagtggcet acgatttgga

<210> 310
211> 119
<212> PRT
213> NTFF

220>

223> &R

<400> 310
Gln Leu Leu Glu Ser Gly

Glu Val
1
Ser Leu

Ala Met

Ser Ala
50

Lys Gly

65

Leu Gln

Ala Lys

Thr Leu

5

tgggggaggce
cacctttage
ggtctcaget
gttcaccate
agccgaggac
ctactggggce

Arg Leu Ser Cys Ala Ala

20

Ser Trp Val Arg Gln Ala

35

40

Ile Ser Gly Ser Gly Gly
55

Arg Phe Thr Ile Ser Arg

Met Asn Ser Leu Arg Ala

Glu Gly Asp Scr Gly Tyr

Val Thr Val Ser Ser

115

<210> 311
<211> 322
<212> DNA
213> NLFF

220>

223> E R

<400> 311

gacatccaga tgacccagte
atcacttgtc gggcgagtca
gggaaagccce ctaagtccect
aggttcagcg gcagtggate
gaagattttg caacttatta
gggaccaagg tggagatcaa

<210> 312
211> 107
<212> PRT
213> NITFF

220>

223> G R

<400> 312
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

tcecatectea
gggcattagt
gatctatget
tgggacagat
ctgecaacaa
ac

105

ttggtacage ctggggggte
agctatgeca tgagctgggt
attagtggta gtggtggtag
tccagagaca attccaagaa
acggccgtat attactgtge
cagggaaccc tggtcaccgt

Gly
Ser
25

Pro
Ser
Asp
Glu

Asp
105

Gly
10

Gly
Gly
Ala
Asn
Asp
90

Leu

95

cctgagacte 60
ccgecagget 120
cgcatactac 180
cacgetgtat 240
gaaagagggg 300
ctecetea 3h7

Leu Val Gln Pro Gly Gly

Phe Thr Phe Ser

30

Lys Gly Leu Glu

45

Tyr Tyr Ala Asp

60

Ser Lys Asn Thr

75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

ctgtctgeat ctgtaggaga
aattatttag cctggtttca
gcatccagtt tgcaaagtgg
ttcactctca ccatcagcag
tataaaagtt cccecgeteac

113

15
Ser Tyr

Trp Val
Ser Val

Leu Tyvr
80
Tyr Cvs

Gln Gly

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cetgeageet 240
ttteggegga 300

322
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[0069]

1 5
Asp Arg Val Thr Ile Thr Cys Arg
20
Leu Ala Trp Phe Gln Gln Lys Pro
35 40
Tyr Ala Ala Ser Ser Leu Gln Ser
50 55
Ser Gly Ser Gly Thr Asp Phe Thr
65 70
Glu Asp Phe Ala Thr Tyr Tyr Cys
85
Thr Phe Gly Gly Gly Thr Lys Val
100

<210> 313
<211> 348
<212> DNA
213> NTFF

220>
223> BRI

<400> 313

gaagtgcagt tggtggagtc tgggggagge
tcetgtgeag cctetggatt cacctttgat
ccagggaagg gcctggagtg ggtctcaggt
gcggactctg tgaagggeeg attcaccate
ctgcaaatga acagtctgag agctgaggac
gaggcttttg actactgggg ccagggaacc

<210> 311
<211> 116
<212> PRT
Q213> ATFEF

<2200
223> &k

<400> 314
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Ala Met His Trp Val Arg Gln Val
35 40
Ser Gly Ile Thr Trp Asn Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg
65 70
Leu Gln Met Asn Ser Leu Arg Ala
85
Val Lys Glu Asp Glu Ala Phe Asp
100
Thr Val Ser Ser
115

<210> 315
211> 24
<212> DNA
213> NTFF

220>
223> G R

<400> 315
ggattcacct ttgatgatta tgcc

<210> 316
211> 8

<212> PRT
213> NTF3

220>
223> G HLEY

10
Ala Ser Gln
25
Gly Lys Ala

Gly Val Pro

Leu Thr Ile
75
Gln Gln Tyr
90
Glu Ile Lys
105

ttggtacagce
gattatgeca
attacttgga
tccagagaca
acggecettet
ctggtcaccg

Gly Gly Leu
10

Ser Gly Phe

25

Pro Gly Lys

Ser Ile Asp

Asp Asn Ala
75
Glu Asp Thr
90
Tyr Trp Gly
105

Gly
Pro
Ser
60

Ser

Lys

Ile
Lys
45

Arg

Ser

Ser

Ser
30

Ser
Phe

Leu

Ser

ctggcaggte
tgcactgggt
atagtggtag
acgccaagaa
attattgtgt
tctecctea

Val
Thr
Gly
Tyr
60

Lys
Ala
Gln

114

Gln
Phe
Leu
45

Ala
ASI’]

Phe
Gly

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

15
Asn Tyr

Leu Ile
Ser Gly
Gln Pro

80

Pro Leu
95

cctgagactc
ccggecaagtt
catagactat
ctcectgtat
aaaagaagat

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

60

120
180
240
300
348

24
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[0070]

<400> 316

Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

<210> 317
<211> 24
<212> DNA
Q213> ANTFEF

220>
223> &Y

<400> 317
attacttgga atagtggtag

<210> 318
<211> 8

<212> PRT
213> ANTF3

220>
Q223> &R

<400> 318

cata

Ile Thr Trp Asn Ser Gly Ser Ile
1 5

<210> 319
211> 27
<212> DNA
213> ANTF3

220>
223> &

<400> 319
gtaaaagaag atgaggcttt

<210> 320
211> 9

<212> PRT
213> N3

220>
223> &Y

<400> 320
1

<210> 321
<211> 336
<212> DNA
213> ANTF3

220>
223> &R

<400> 321

gatattgtga tgacccagac
atctcctgta ggtctagtca
cttcagcaga ggccaggeca
tctggggtee cagacagaat
agcagggtgg aggctgagga
tacacttttg gccaggggac

<210> 322
<211> 112
<212> PRT
Q213> NI

<2200

tgactac

tccactetee
aagcctegta
gcetccaaga
cagtggcagt
tgteggegtt
caagctggag

Val Lys Glu Asp Glu Ala Phe Asp Tyr
5

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattattgeca
atcaaa

115

cccttggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagctac

geeggecetee
tttgagttgg
taaccggtte
actgaaaate
acaattteccg

27

60

120
180
240
300
336
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[0071]

223> EHLEY

<400> 322
Asp Ile Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu Leu
50
Asp Arg Ile Ser
65

Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 323
<211> 33

<212> DNA
213> ANTFH

<2200
223> &R

<100> 323

caaagcctcg tacacagtga tggaaacacc tat

<210> 324
<211> 11

<212> PRT
213> ANTFH

220>
223> B RLH

<400> 324

Thr
Ile
Tyr
Ile
Gly
Ala

85
Tyr

Gln
Ser
Leu
Tyr
Ser
70

Glu

Thr

Thr
Cys
Ser
Lys
55

Gly
Asp

Phe

Pro
Arg
Trp
40

Ile
Ala
Val
Gly

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser Ser Pro
10
Ser Gln Ser
Gln Gln Arg
Asn Arg Phe
60
Thr Asp Phe
Val Tyr Tyr

Gly Thr Lys

GIn Ser Leu Val His Ser Asp Gly Asn Thr Tyr
1 5 10

<210> 325
Q11> 9

<212> DNA
213> ANTLTF3)

220>
223> E R

<400> 325
aagatttct

<210> 326
<211> 3

<212> PRT
213> NTFH

<220>
223> G ALK

<400> 326
Lys Ile Ser
1

<210> 327
211> 27

<212> DNA
213> NTFF

<220>
223> E ALK

<400> 327

116

Val
Leu
Pro
45

Ser
Thr

Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu Gly
15
llis Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

33
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atgcaagcta cacaatttcc gtacact

<210>

211> 9

<212>
<213>

220>

223>

<400> 32
Met GIn Ala Thr GIn Phe Pro Tyr Thr

1

<210> 32

211>
212>
213>

220>
223> &

<400> 32
gaagtgcage
tecctgtgeag
ccagggaagg
geggactetg
ctgcaaatga
gaggecttttg

<210> 33
<211> 11

212>
213>

220>
223 &

<400> 33
Glu Val GIn Leu
1

Ser
Ala
Ser
Lys
65

Leu

Val
Thr

leu
Met
Gly
50

Gly
Gln

Lys

Val

<210> 33
<211> 33

212>
213>

220>
223 &

<400> 33
gatattgtga
alcleetgtla
cttcagcaga
tctggggtce
agcagggtegg
tacacttttg

328

PRT
ANIFF|

8

9

348
DNA
ANIFF5

Ey2did]

5450

9

0
6

PRT
NI FF5

5

tggtggagte tgggggaggc
cctetggatt cacctttgat
gcetggagtg ggtetcaggt
tgaagggeceg attcaccate
acagtctgag agctgaggac
actactgggg ccagggaacc

JEH

0

Arg
His
35

Ile
Arg
Met
Glu
Ser

115

1
6

DNA
ANIFF5

[Leu
20
I'rp

Thr
Phe
Asn
Asp

100
Ser

D%}

1

<210> 332
211> 112

Val
Ser
Val
Trp
Thr
Ser

85
Glu

Glu Ser Gly
Cys Ala Ala

Arg Gln Val
40
Asn Ser Gly
55
Ile Ser Arg
70
Leu Arg Ala

Ala Phe Asp

tgacccagac tccactctee
gglclagleca aageclegla
ggccaggeca gectccaaga
cagacagaat cagtggcagt
aggctgagga tgteggegtt
gccaggggac caagctggag

ttggtacage
gattatgceca
attacttgga
tccagagaca
acggccttct
ctggtcaccg

Gly
Ser
Pro
Ser
Asp
Glu

Tyr
105

tcacctgtca
cacaglgalg
ctcctaattt
ggggraggga
tattattgca

Gly Leu Val Gln
10
Gly Phe Thr Phe

Gly Lys Gly Leu
45
Ile Asp Tyr Ala
60
Asn Ala Lys Asn
75

Asp Thr Ala Phe
90

Trp Gly Gln Gly

atcaaa

117

ctggcaggte
tgcactgggt
atagtggtag
acgccaagaa
attattgtgt
tcteetea

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

cccttggaca
gaaacacc la
ataagatttc
cagatttcac
tgcaagetac

cctgagacte
ccggecaagtt
catagactat
ctceetgtat
aaaagaagat

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Leu

Arg
Tyr
Val
Val
Tyr
80

Cys

Val

27

60

120
180
240
300
348

geeggeetee 60
titlgagtllgg 120
taaccggttc 180
actgaaaatc 240
acaatttccg 300

336



CN 102574923 B

FF

5 &

73/201 T

[0073]

<212> PRT
213> NI

<220>
223> HR

<400> 332

Asp Ile Val Met Thr Gln Thr Pro

1 5
Gln Pro Ala Ser Ile Ser Cys Arg
20
Asp Gly Asn Thr Tyr Leu Ser Trp
35 40
Pro Arg lLeu lLeu lle Tyr Lys lle
50 55
Asp Arg Ile Ser Gly Ser Gly Ala
65 70
Ser Arg Val Glu Ala Glu Asp Val
85
Thr Gln Phe Pro Tyr Thr Phe Gly
100
<210> 333
<211> 348
<212> DNA
Q213> NLTFF)
220>
223> G
<400> 333
gaaglgeage Lgglggagle Llgggggagyc
tcctgtgecag cctetggatt cacctttgat
ccagggaagg gcctggagtg ggtetcaggt
gcggactctg tgaagggecg attcaccate
ctgcaaatga acagtctgag agctgaggac
gaggcttttg actactgggg ccagggaacc
<210> 334
<211> 116
<212> PRT
Q213> ANTF3
220>
<223> HRM
<400> 334

Glu Val Gln Leu Val Glu Ser Gly
1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Met His Trp Val Arg Gln Ala

35

40

Ser Gly Ile Thr Trp Asn Ser Gly

50

Lys Gly Arg Phe Thr Ile Ser Arg

65 7

Leu Gln Met Asn Ser Leu Arg Ala

85

Val Lys Glu Asp Glu Ala Phe Asp

100
Thr Val Ser Ser
115

<210> 335
<211> 337
<212> DNA
213> NITFF

220>
223> G R

<400> 335

Leu Ser
10

Ser Ser

25

Leu Gln

Ser Asn

Gly Thr

Gly Val
90

Gln Gly
105

Ligglacage
gattatgcca
attacttgga
tccagagaca
acggeettgt
ctggtcaccg

Gly Gly

Ser Gly
25
Pro Gly

Ser Ile
Asp Asn
Glu Asp

90

Tyr Trp
105

Ser Pro Val
Gln Ser Leu

Gln Arg Pro
45
Arg Phe Ser
60
Asp Phe Thr
75
Tyr Tyr Cys

Thr Lys Leu

Leu Val Gln
Phe Thr Phe
Lys Gly Leu
45

Gly Tyr Ala
Ala Lys Asn
75

Thr Ala Leu

Gly Gln Gly

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

clggeaggle
tgecactgggt
atagtggtag
acgccaagaa
attactgtgt
tctectea

Pro
Asp
30

Glu
Asp
Ser
Tyr

Thr
110

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

celgagactle
ccggecaaget
cataggctat
ctcectgtat
aaaagaagat

Gly Arg
15

Asp Tyr
Trp Val
Ser Val
Leu Tvr

80

Tyr Cvs

95
Leu Val

60

120
180
240
300
348

gatattgtga tgacccagac tccactctce tcacctgtca cccttggaca gecggectee 60

118
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atctcctgea
cttcagcaga
Letgggglee
agcagggtgg
tacaclitlg

<210> 336
<211> 112
<212> PRT

ggtctagtca
ggccaggeca
cagacagaltl
aagctgagga
greaggggac

213> ATFF

220>

223> B

<400> 336

Asp Ile Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 337
<211> 357
<212> DNA

Met Thr Gl

Ser Ile Se
20
Thr Tyvr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Tvr Th
100

Q1> NTFF

220>

223> H R

<400> 337

gaggtgcaac
tcctgtgcag
ccagggaagg
ggagactccg
ctgcaaatga
gatagtgget

<210> 338
211> 119
<212> PRT

tgttggagte
cctctggatt
gactggattg
tgaagggceceg
acagcctgag
acgatttgga

213> NTF3

2200

223> AR

<400> 338

Glu Val Gln
1

Ser Leu Arg

Thr Met Thr
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Val Lys Glu
Thr Leu Val
115

<210> 339
211> 24

aagcctcgta
gceteccaaga
caglggeagl
tgteggggtt
caagelggag

n Thr Pro
r Cys Arg

u Ser Trp
40
r Lys Ile
55
r Gly Ala

u Asp Val

r Phe Gly

tgggggagec
cacctttaga
ggtetcaggt
gttcaccatc
agccgaggac
ctactgggge

Leu Leu Glu Ser Gly

Leu Ser Cy
20
Trp Val Ar

s Ala Ala

g Gln Ala
40

Thr Asp Ser Gly Ala

Phe Thr Il

70

Asn Ser Le
85

55

cacagtgatg gaaacaccta
ctcctaattt ataagatttc
ggggeaggyga cagallicac
tattactgca tgcaagctac

alcaaac

Leu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10

Ser
Gln
Asn

Thr

Val
90
Gly

Ser Pro Val Thr

Gln Ser Leu Val
30
Gln Arg Pro Gly
45
Arg Phe Ser Gly
60

Asp Phe Thr Leu
75

Tyr Tyr Cys Met

Thr Lys Leu Glu
110

ttggtacage ctgggggete
agttatacca tgacctgggt
attactgata gtggtgctgg
tccagagaca attccaagaa
acggeegtgt attactgtgt
cagggaaccc tggtcaccgt

Gly
Ser
25

Pro

Gly

e Ser Arg Asp

u Arg Ala

Glu

Gly Asp Ser Gly Tyr Asp

100

Thr Val Ser Ser

105

Gly
10

Gly
Gly
Thr
Asn
Asp

90
Leu

Leu Yal Gln Pro

Phe Thr Phe Arg
30
Lys Gly Leu Asp
45
Tyr Tyr Gly Asp
60

Ser Lys Asn Thr
75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

119

tttgagttgg 120
taaccggttc 180
ac lgaaaale 240
acaatttccg 300

337

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

cetgagacte 60
ccgecagget 120
cacatactac 180
cacgectgtat 240
gaaagagggg 300
ctectea 357

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly
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<212> DMA
213> NTRF3

220>
223> E R

<400> 339
ggattcacct ttagaagtta tacc

<210> 340
211> 8

<212> PRT
213> ANTF3

220>
223> E R

<400> 340
Gly Phe Thr Phe Arg Ser Tyr Thr
1 5

<210> 341
211> 24
<212> DNA
Q1> NTFF

220>
223> HRLH

<400> 341
attactgata gtggtgctgg caca

<210> 342
<211> 8

<212> PRT
213> NTFF

220>
223> HRLHI

<400> 342
Ile Thr Asp Ser Gly Ala Gly Thr
1 5

<210> 343
<211> 36
<212> DNA
213> NTFF

220>
223> G

<400> 343
gtgaaagagg gggatagtgg ctacgatttg gactac

<210> 344
211> 12
<212> PRT
213> ANTFH

220>
223> ERLHY

<400> 344
Val Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr
1 5 10

<210> 345
<211> 321
<212> DNA
213> AIFF

<2200

120

24

24

36
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223> G HLEY

<400> 345

gacatccaga
atcacttgte
gggaaagccc
aagttcageg
gaagatlllyg
gggaccaagg
<210> 346

<211> 107
<212> PRT

tgacccagtc tccatcctca
gggecgagteca gggcattagt
ctaagtccct gatctatget
gecagtagate tgggacagat
caacllalla clgccaacaa

tggagatcaa a

213> ANLFF

220>

223> AR

<400> 346

Asp Ile Gln Met Thr Gln

1

5

Asp Arg Val Thr Ile Thr

20

Leu Ala Trp Leu Gln Gln

35

Tyr Ala Thr Ser Ser Leu

50

Ser Arg Ser Gly Thr Asp

65

70

Glu Asp Phe Ala Thr Tyr

85

Thr Phe Gly Gly Gly Thr

<210> 347
<211> 18
<212> DNA

100

213> AT F3

220>

<223> &AL

<400> 347
cagggcatta

<210> 348
211> 6
<212> PRT

gtacttat

213> NLF

220>

223> H RN

<400> 348

Gln Gly Ile Ser Thr Tyr

1

<210> 349
211> 9
<212> DNA

5

Q1> NTFF

220>

223> H AL

<400> 349

gctacatce

<210> 350
211> 3
<212> PRT

Q213> ANTFEH

<220>

Ser
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro
Arg
Pro
40

Ser
Thr
Cys
Val

ctgtctgecat ctgtaggaga
acttatttag cctggecttca
acatccagtt tgcaaagtgg
ttecactetca ccatcageag
Ltataagagll cccegeleac

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10
Ser

Lys
Val
Thr
Gln

90
Ile

Leu Ser Ala Ser

Gln Gly Ile Ser

30

Ala Pro Lys Ser
45

Pro Ser Lvs Phe

Ile Ser Ser Leu
75
Tyr Lys Ser Ser

Lys

121

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
ccetgeageet 240
ttteggegga 300
321

Val Gly
15
Thr Tyr

Leu Ile
Ser Gly
Gln Pro

80

Pro Leu
95

18
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223> G HLEY

<400> 350

Ala Thr Ser

1

<210> 351
211> 27
<212> DNA

Q213> NTF3|

220>

223> &

<400> 351

caacaatata agagttcccc gctcact

<210> 352
<211> 9
<212> PRT

Q213> N3

220>

223> H AL

<400> 352

Gln Gln Tyr Lys Ser Ser Pro Leu Thr
1 5

<210> 353
<211> 357
<212> DNA

Q1> NTFF

220>

<223> &AL

<400> 353

gaggtgcage
teetgtgeag
ccagggaagg
ggagactccg
ctgcaaatga
gatagtgget

<210> 354
<211> 119
<212> PRT

tgttggagte
cctetggatt
gactggattg
tgaagggceg
acagcctgag
acgatttgga

213> ATF3

220>

223> &R

<100> 351

Glu Val Gln Leu Leu G1

1

5

Ser Leu Arg Leu Ser Cy

20

Thr Met Thr Trp Val Ar

35

Ser Gly Tle Thr Asp Se

50

Lys Glv Arg Phe Thr I1

65

70

tggggegagge ttggtacage ctgggggete
cacctttaga agttatacca tgacctgggt
ggtctcaggt attactgata gtggtgetgg
gttcaccatc tccagagaca attccaagaa
agccgaggac acggeegtgt attactgtgt
ctactgggge cagggaaccce tggtcaccgt

u Ser Gly Gly

s Ala Ala Ser
25
g Gln Ala Pro
40
r Gly Ala Gly
55
e Ser Arg Asp

Leu Gln Met Asn Ser Leu Arg Ala Glu

85

Val Lys Glu Gly Asp Ser Gly Tyr Asp

100

105

Thr Leu Val Thr Val Ser Ser

115

<210> 355
<211> 321

Gly
10

Gly
Gly
Thr
Asn
Asp

90
Leu

Leu Val Gln Pro

Phe Thr Phe Arg
30
Lys Gly Leu Asp
45
Tyr Tyr Gly Asp
60

Ser Lys Asn Thr
75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

122

cctgagacte 60

ccgecagget 120
cacatactac 180
cacgetgtat 240

gaaagagggg 300
cteetea 357

Gly Gly
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly



CN 102574923 B
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[0078]

<212> DNA

213> A

<220>
223 &

<400> 35

L5

5 k]
5

gacatccaga tgacccagte
atcacttgtc gggcgagtca

gggaaagce

cc ctaagtcccet

aagttcagcg gcagtagate
gaagattttg caacttatta
gggaccaagg tggagatcaa

<210> 35

6

<211> 107
<212> PRT

213> A

<2200
223 &

<400> 35

Asp Ile
1

Asp Arg

Leu Ala

Tyr Ala
50

Ser Arg

65
Glu Asp

Thr Phe

<210> 35
<211> 35

L5

HHI

6
Gln Met Thr G1
o
Val Thr Ile Th
20
Trp Leu Gln G1
35
Thr Ser Ser Le

Ser Gly Thr As
70
Phe Ala Thr Ty
85
Gly Gly Gly Th
100

7
7

<212> DNA

213> A

220>
223> &

<400> 35

L3I

R
7

gaggtgcage tgttggagtc

tectgtge

ag cctctggatt

ccagggaagg ggctggagty

gecagacte

cg tgaagggceg

ctgcaaatga acagcctgag
gatagtgget acgatttgga

<210> 35
211> 11

8
9

<212> PRT

213> A

220>
223> &

<400> 35

L5

4]
8

tccatectcea
gggcattagt
gatctatget
tgggacagat
ctgccaacaa

a

n Ser
r Cys
n Lys

u Gln

95

p Phe
r Tyr

r Lys

tgggggaggce
cacctttaga
ggtctcagect
gttecaccate
agccgaggac
ctactgggge

Glu Val Gln Leu Leu Glu Ser

1

Thr Met

5

20
Ser Trp Val Ar
35

g Gln

Ser Ala Ile Thr Asp Ser Gly

50

55

Lys Gly Arg Phe Thr Ile Ser

65

70

Pro
Arg
Pro
40

Ser
Thr

Cys

Val

Gly

Ser Leu Arg Leu Sér Cys Ala Ala

Ala
40
Ala

Arg

Leu GIn Met Asn Ser Leu Arg Ala

85

ctgtetgeat ctgtaggaga cagagtcacc 60
acttatttag cctggcttca gcagaaacca 120
acatccagtt tgcaaagtgg ggtcccatca 180
ttcactctca ccatcagecag cctgeageet 240
tataagagtt ccccgetcac ttteggegga 300

321

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10
Ser

Lys
Val
Thr
Gln

90
Ile

Leu Ser Ala Ser Val Gly
15
Gln Gly Ile Ser Thr Tyr
30
Ala Pro Lys Ser Leu Ile

Pro Ser Lys Phe Ser Gly
60
Tle Ser Ser Leu Gln Pro
75 80
Tyr Lys Ser Ser Pro Leu
95
Lys

ttggtacage ctggggggte cctgagacte 60
agttatacca tgagctgggt ccgecagget 120
attactgata gtggtgetgg cacatactac 180
tccagagaca attccaagaa cacgetgtat 240
acggccgtat attactgtgt gaaagagggg 300
cagggaacce tggtcacegt ctectea 357

Gly
Ser
25

Pro
Gly
Asp

Glu

Gly
10

Gly
Gly
Thr

Asn

Asp
90

Leu Val Gln Pro Gly Gly
15

Phe Thr Phe Arg Ser Tyr

30
Lys Gly Leu Glu Trp Val
45
Tyr Tyr Ala Asp Ser Val
60

Ser Lys Asn Thr Leu Tyr

75 80

Thr Ala Val Tyr Tyr Cys
95

123
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FF

5 &
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[0079]

Val Lys Glu Gly Asp Ser Gly Tyr Asp Leu Asp Tyr Trp Gly Gln Gly

100

Thr Leu Val Thr Val Ser Ser

115

<210> 359
<211> 322
<212> DMA

213> ATF3

<2200

223> HRLT

<400> 359
gacatccaga
atcacttgte
gggaaagccce
aggttcageg
gaagattttg
gggaccaagg

<210> 360
<211> 107
<212> PRT

tgacccagte
gggegagtea
ctaagtccct
gcagtggate
caacttatta
tggagatcaa

Q1> NTFF|

220>

223> HRLT

<400> 360

Asp Ile Gln
1

Asp Arg Val

Leu Ala Trp
35
Tyr Ala Thr
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 361
<211> 348
<212> DNA

tccatectca
gggecattagt
gatctatgcet
tgggacagat
ctgccaacaa
ac

Met Thr Gln Ser Pro

5

Thr Ile Thr Cys Arg

20

Phe Gln Gln Lys Pro

40

Ser Ser Leu Gln Ser

55

Gly Thr Asp Phe Thr

70

Ala Thr Tyr Tyr Cys

85

Gly Gly Thr Lys Val

100

213> AT

220>

223> &R

<400> 361

gaagtgcaac
tectgtgeag
ccagggaggg
geggactetg
ctacaaatga
tgggeetttg

<210> 362
<211> 116
<212> PRT

tggtggagte
cctetggatt
gcctagagtg
tggagggceg
acagtctgag
actactgggg

213> ANTIF7)

220>

223> BRI

<400> 362

tgggggagac
cacctttgat
ggtctcaggt
attcaccate
agctgaggac
ccagggaacc

105

110

ctgtctgcat ctgtaggaga
acttatttag cctggtttca
acatccagtt tgcaaagtgg
ttcactctca ccatcageag
tataagagtt ccccgetecac

Ser Ser
10

Ala Ser

25

Gly Lys

Gly Val
Leu Thr
Gln Gln

90

Glu Ile
105

Leu Ser Ala Ser

Gln Gly Ile Ser
30

Ala Pro Lys Ser

45
Pro Ser Arg Phe
60

Ile Ser Ser Leu

75

Tyr Lys Ser Ser

Lys

ttggtacagec ctggcaggte
gattatgeca tgecactgggt
attacttgga atagtggtac
tccagagaca acgccaagaa
acggccttat attactgtge
ctggtcaceg tectectea

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 240
ttteggegga 300

Val
15

Thr
Leu
Ser

Gln

Pro
95

cctgagactc
ccggecaaget
catggcctat
ctececctgtat
aagagaaaac

Gly
Tyr
Ile
Gly
Pro

80
Leu

Glu Val Gln Leu Val Glu Ser Gly Gly Asp Leu Val Gln Pro Gly Arg

1

20

25

30

124

15

5
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr

322

60

120
180
240
300
348
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[0080]

Ala Met His
35
Ser Gly Ile
50
Glu Gly Arg
65
Leu Gln Met

Ala Arg Glu
Thr Val Ser
115

<210> 363
<211> 24
<212> DNA
213> NI

<2200
223> E AL

<400> 363

Trp Val Arg
Thr Trp Asn

Phe Thr Ile
70
Asn Ser Leu
85
Asn Trp Ala
100
Ser

5l

Gln Ala Pro
40

Ser Gly Thr

55

Ser Arg Asp

Arg Ala Glu

Phe Asp Tyr
105

ggattcacct ttgatgatta tgcce

<210> 364
211> 8
<212> PRT
213> ANITF

220>
223> BRI

<400> 364

7l

Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

<210> 365
<211> 24
<212> DNA
Q1> NLTRF

<220>
223> AR

<400> 365

#l

attacttgga atagtggtac catg

<210> 366
<211> 8
<212> PRT
213> ANTF

220>
223> ERLHY

<400> 366

7

Ile Thr Trp Asn Ser Gly Thr Met
1 5

<210> 367
211> 27
<212> DMA
Q1P ANTF

220>
223> &k

<400> 367

el

gcaagagaaa actgggectt tgactac

<210> 368
211> 9
<212> PRT

Gly Arg Gly

Met Ala Tyr
60
Asn Ala Lys
75
Asp Thr Ala
90
Trp Gly Gln

125

Leu
45

Ala
Asn

Leu

Gly

Glu
Asp
Ser
Tyr

Thr
110

Trp
Ser
Leu
Tyr

95
Leu

Val
Val
Tyr
80

Cys

Val

24

24

27
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[0081]

213> NTF3

220>
<223> &R

<400> 368

Ala Arg Glu Asn Trp Ala Phe Asp Tyr
1 5

J

<210> 369
<211> 336
<212> DNA
213> ANLFF
220>

223> AR

<400> 369

gatattgtga
atctcctgea
cttcagcaga
Letggggilee
agcagggtgg
tacacttttg

tgacccagac
ggtctagtca
ggccaggecea
cagacagall
aagctgagga
geecaggggac

<210> 370
<211> 112
<212> PRT
213> NTFF

<220>
223> G ALK

<400> 370

tecactetee
cagcctcgta
gcctccaaga
caglggeagl
tgtcggggtt
caagctggag

Asp Ile Val Met Thr Gln Thr Pro
1 5

Gln Pro Ala Ser Ile Ser Cys Arg

20

Asp Gly Asn Thr Tyr Leu Ser Trp
35

40

Pro Arg Leu Leu Ile Tyr Lys Ile
50

55

Asp Arg Phe Ser Gly Ser Gly Pro
65

70
Ser Arg Val Glu Ala G1
85
Thr GIn Phe Pro Tyr Th
100

<210> 371
<211> 33

<212> DNA
213> ANTFF

<2200
223> AR

<400> 371

u Asp Val
r Phe Gly

tcacctgtca
cacagtgatg
ctcctaattt
gggccaggga
tatttctgeca
atcaaa

Leu Ser Ser
10

Ser Ser His

25

Leu Gln Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr
90
GIn Gly Thr
105

cacagcctcg tacacagtga tggaaacacc tac

<210> 372
<211> 11

<212> PRT
213> ANTFH

<2200
223> G R

<100> 372

His Ser Leu Val His Ser Asp Gly Asn Thr Tyr
0

1 5

<210> 373

1

ccettggaca
gaaacaccta
ataagattte
cagaltlcac
tgcaagctac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Phe Cys Met

Lys Leu Glu
110

126

geeggectee
cttgagttgg
taaccggtte
ac lgaaaalc
acaatttccg

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Ile

80
Gln Ala

95
Tle Lys

60

120
180
240
300
336

33
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[0082]

211> 9
<212> DNA
213> NTFF

220>
223> H R

<400> 373
aagatttct

<210> 374
211> 3

<212> PRT
213> AT e

<2200
223> H RN

<400> 374
Lys Ile Ser
1

<210> 375
211> 27
<212> DNA
213> NI

220>
223> HRLH

<400> 375

atgcaagcta cacaatttcc gtacact

<210> 376
211> 9

<212> PRT
213> NTFF

220>
223> A RLAY

<400> 376
Met Gln Ala Thr Gln Phe Pro Tyr Thr
1 5

<210> 377
<211> 348
<212> DNA
213> NTF3

2200
223> AR

<400> 377

gaagtgcage
tectgtgeag
ccagggageg
gceggactetg
ctacaaatga
tgggeetttg

<210> 378
<211> 116
<212> PRT

tggtggagte
cctctggatt
gcetagagtg
tggagggeeg
acagtctgag
actactgggg

213> ANTFF

220>

223> BRI

<400> 378

tgggggagac
cacctttgat
ggtctcaggt
attcaccate
agctgaggac
ccagggaacc

ttggtacage
gattatgeca
attacttgga
tccagagaca
acggeccttat
ctggtcaccg

ctggecaggte
tgcactgggt
atagtggtac
acgccaagaa
attactgtge
tcteetea

cctgagacte
ccggecaaget
catggcectat
ctcecectgtat
aagagaaaac

Glu Val Gln Leu Val Glu Ser Gly Gly Asp Leu Val Gln Pro Gly Arg

1

20

127

15

5
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
25

27

60

120
180
240
300
348
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[0083]

Ala Met His Trp
35
Ser Gly Ile Thr
50
Glu Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Glu Asn

100

Thr Val Ser Ser
115

<210> 379
<211> 336
<212> DNA
213> AL

220>
223> ERH

<400> 379

gatattgtga tgacccagac
atctcctgea ggtctagtca
cttcagcaga ggccaggcca
tctggggtcec cagacagatt
agcagggtgg aagctgagga
tacacttttg gccaggggac

<210> 380
211> 112
<212> PRT
213> NILFF

220>
<223> &R

<100> 380
Asp Ile Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35

Pro Arg Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu
Thr Gln Phe Pro
100

<210> 381
<211> 348
<212> DNA
Q213> ALF4

<220>
223> &R

<400> 381

gaagtgcage tggtggagtce
tcctgtgeag cctetggatt
ccagggaagg gcctggagtg
gcggactctg tgaagggcecg
clgcaaalga acaglclgag
tgggeetttg actactgggg

<210> 382
211> 116
<212> PRT
213> ATF5

Val
Trp
Thr

Arg Gln Ala Pro Gly Arg Gly Leu Glu

Asn Ser

55
lle Ser
70

40
Gly Thr Met Ala

Arg Asp Asn Ala
75

Ser Leu Arg Ala Glu Asp Thr

85
Trp

Thr
Ile
Tyr
Ile
Gly
Ala

85
Tyr

Ala Phe

Gln Thr
Ser Cys
Leu Ser
Tyr Lys
Ser Gly
élu Asp
Thr Phe

90
Asp Tyr Trp Gly
105

tccactctee tcacctgtca
cagcctcgta cacagtgatg
gcctccaaga ctectaattt
cagtggcagt gggccaggga
tgtcggggtt tatttctgca
caagctggag atcaaa

Pro Leu Ser Ser
10
Arg Ser Ser His
25
Trp Leu Gln Gln
40
Ile Ser Asn Arg

Pro Gly Thr Asp
75

Val Gly Val Tyr
90
Gly Gln Gly Thr
105

tgggggagge ttggtacage
cacctttgat gattatgcca
ggtctcaggt attacttgga
attcaccatc tccagagaca
agce lgaggac acggeeligl
ccagggaacc ctggtcaccg

45
Tyr Ala Asp
60
Lys Asn Ser

Ala Leu Tyr

Gln Gly Thr
110

cccttggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagctac

Pro Val Thr

Ser Leu Val

30

Arg Pro Gly
45

Phe Ser Gly

Phe Thr Leu
Phe Cys Met

Lys Leu Glu
110

ctggcaggtce
tgcactgggt
atagtggtac
acgccaagaa
attactglge
tcteetea

128

Trp Val
Ser Val

Leu Tyr
80
Tyr Cvs

Leu Val

gceggectee
cttgagttgg
taaccggtte
actgaaaatc
acaatttccg

Leu Gly
15
His Ser

Gln Pro
Val Pro
Lys Ile

Gln Ala
95
Ile Lys

cctgagactce
ccggcaaget
catgggctat
ctccctgtat
aagagaaaac

60

120
180
240
300
336

60

120
180
240
300
348
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[0084]

<2200

223> &

<400> 382

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
6hH
Leu Gln Met

Ala Arg Glu
Thr Val Ser
115

<210> 383
<211> 337
<212> DNA

Leu Val Glu Ser Gly

5

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala

Thr Trp Asn Ser Gly

55

Phe Thr Ile Ser Arg

70

Asn Ser Leu Arg Ala

85

Asn Trp Ala Phe Asp

100
Ser

21> ANITFH

<2200

223> E M

<400> 383

gatattgtga
atcleelgea
cttcagcaga
tetggggtee
agcagggtgg
tacacttttg

<210> 384
211> 112
<212> PRT

tgacccagac
gglelaglca
ggccaggceca
cagacagatt
aagctgagga
gccaggggac

213> N3

<220>

Q223> BRI

<400> 384
Asp Ile Val

1
Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 385
<211> 354
<212> DNA

tccactetee
cagecelegla
gcetccaaga
cagtggcagt
tgteggggtt
caagctggag

Met Thr Gln Thr Pro
=

9

Ser Ile Ser Cys Arg

20

Thr Tyr Leu Ser Trp

40

Leu Ile Tyr Lys Ile

95

Ser Gly Ser Gly Ala

led

Glu Ala Glu Asp Val

85

Pro Tyr Thr Phe Gly

100

21> ANTIFF

<2200

223> &M

<400> 385

Gly Gly
10

Ser Gly

25

Pro Gly

Thr Met
Asp Asn
Glu Asp

90

Tyr Trp
105

Leu Val Gln Pro
Phe Thr Phe Asp

Lys Gly Leu Glu
45
Gly Tyr Ala Asp

Ala Lys Asn Ser
75
Thr Ala Leu Tyr

Gly Gln Gly Thr
110

tcacctgtca cccttggaca
cacaglgalyg gaaacaccla
ctcctaattt ataagatttc
ggggcaggga cagatttcac
tattactgca tgcaagctac

atcaaac

Leu Gln
Ser Asn
Gly Thr
Gly Val

90

GIn Gly
105

Ser Pro Val Thr

His Ser Leu Val
30
Gln Arg Pro Gly
45
Arg Phe Ser Cly
60

Asp Phe Thr Leu
75

Tyr Tyr Cys Met

Thr Lys Leu Glu
110

gaggtgeaac tggtggagtc tgggggaaac gtggtacgge cgggggegte
Leelglgeag celelggall cacelitgal gattlalggea Llgacclgggl
ccggggaagg ggctggagtg ggtctectggt attaattgga atggtggtag
gcagactctg tgaagggecg attcaccata tctagagaca acgccaagaa

129

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cvs

95

Leu Val

gecggeetee 60
cligagilgg 120
taaccggtte 180
actgaaaatc 240
acaatttceg 300

337

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys

cetgagacte 60
cegecaaglt 120
tacagattat 180
ctceetgtat 240
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ctgcaaatga atagtctgag agccgaggac acggecttat attactgtge gagagataag 300
354

gggttctacg gtatggacgt ctggggccaa gggaccacgg tcaccgtcte cteca

<210>
211>
<212>
213>

<220>
223>

<400>

Glu Va
1

Ser Le

Gly Me

Ser G1
50

Lys Gl

65

Leu G1

Ala Ar

Thr Va

<210>
<21
212>
213>

220>
223>
[0085] <400>
ggattc

<210>
211>
212>
213>

<220>
223>

<400>
Gly Ph
1

<2100
211>
212>
213>

220>
223>

<400>
attaat

<210>
211>
212>
213>

220>
223>

<400>

386
118
PRT
ANTIFF5)

R

386
1 Gln Leu Val Glu Ser

u Arg Leu Ser Cys Ala
20
t Thr Trp Val Arg Gln
35
y Ile Asn Trp Asn Gly

y Arg Phe Thr Ilc Ser
70

n Met Asn Ser Leu Arg

85
g Asp Lys Gly Phe Tyr
100
1 Thr Val Ser Ser
115

387
24
DNA

ANIFF)

R

387
acct ttgatgatta tggc

388
8
PRT
NTIF4

R

388
e Thr Phe Asp Asp Tyr
5

389
24

DNA
N2

R

389
tgga atggtggtag taca

390
8

PRT
NI 5

FRLE)
390

Gly
Ala
Val
40

Gly
Arg
Ala

Gly

Gly

Ile Asn Trp Asn Gly Gly Ser Thr
1 5

Val Val Arg Pro

Phe Thr Phe Asp

30

Lys Gly Leu Glu

Asp Tyr Ala Asp

Ala Lys Asn Scr

Thr Ala Leu Tyr

Val Trp Gly Gln

130

110

Gly
Asp
Trp
Ser
Leu
Tyr

95
Gly

Gly
Tyr
Val
Val
Tyr
80

Cys
Thr

24

24
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[0086]

<210> 391
211> 33
<212> DNA

21 ANTFF

220>

223> BRI

<400> 391

gcgagagata aggggttcta cggtatggac gte

<210> 392
211> 11
<212> PRT

213> ATF3F

220>

223> &R

<400> 392

Ala Arg Asp Lys Gly Phe Tyr Gly Met Asp Val
1 5

<210> 393
<211> 339
<212> DNA

213> ANTJ73)

<220

223> &R

<400> 393

gacatcgtga
atcaactgca
tggtaccage
gaatccgggg
atcaccagcce
ccgtacactt

<210> 394
<211> 113
<212> PRT

tgacccagtce
agtccagcca
agaaaccagg
tccetgaccg
tacaggctga
ttggccaggg

213> ANTF7

220>

223> AR

<400> 394

Asp Ile Val
1

Glu Arg Ala

Ser Asn Lys
35
Pro Pro Lys
50
Pro Asp Arg
65
Ile Thr Ser

Tyr Tyr Ser

Lys

<210> 39
211> 36
<212> DNA

Met
Thr
20

Lys
Leu
Phe

Leu

Thr
100

213> ANTFH)

220>

223> AR

Thr Gln
5
Ile Asn

Lys Tyr
Val Ile

Ser Gly

70
Gln Ala
85

Pro Tyr

tccagactee
gaatccttta
acagccccect
attcagtggce
agatgtggca
gaccaagctg

Ser
Cys
Leu
Tyr
55

Ser

Glu
Thr

Pro Asp

Lys Ser
25

Ala Trp

40

Trp Ala

Gly Ser
Asp Val

Phe Gly
105

10

ctggetgtgt
tacaactcca
aagctggtca
agcgggtety
gtttattact
gagatcaaa

Ser
10
Ser

Tyr
Ser
Gly
Ala

90
Gln

Leu Ala
Gln Asn
Gln Gln
Thr Arg

60
Thr Asp
Val Tyr

Gly Thr

131

Val
Pro
Lys
45

Glu
Phe
Tyr

Lys

ctctgggega
acaaaaagaa
ttractggge
ggacagattt
gtcaacaata

Ser
Leu
30

Pro
Ser
Thr
Cys

Leu

110

33

gagggccace 60
gtacttaget 120
atctacccgg 180
cactctcacc 240
ttatagtact 300

339

Leu Gly
15
Tyr Asn

Gly Gln
Gly Val

Leu Thr
80

Gln Gln

95

Glu Ile
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[0087]

<400>

395

cagaalcell latacaaclec caacaaaaag aaglac

<210>
211>
212>
213>

<220>
223>

<400>

396
12

PRT
ATFF5)

R
396

Gln Asn Pro Leu Tyr Asn Ser Asn Lys Lys Lys Tyr
1 5 10

210>
<21
212>
213>

220>
223>

<400>

397
9

DNA
ANIF5)

& R
397

tgggecatct

210>
211>
212>
<213

220>
223>

<400>

398
3

PRT
ATFF)

H R
398

Trp Ala Ser

1

<210>
<2115
212>
<213>

220>
223>

<400>

399
27
DNA
AT 3

&R
399

caacaatatt atagtactcc gtacact

<210>
211>
212>
213>

220>
223

<400>

400
9

PRT
AIFF5)

&
400

Gln Gln Tyr Tyr Ser Thr Pro Tyr Thr
1 5

210>
211>
212>
213>

220>
<223

<400>

401
351
DNA
ATFF)

& T
401

36

27

gaggtgcage tggtggagtc tgggggaaac gtggtacgge cgggggggte cetgagacte 60
tecetgtgeag cetetggatt cacctttgat gattatggea tgacctgggt cegecaagtt 120

132
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ccggggaagg
gcagactctg
clgcaaalga
gggttctacg

<210> 402
211> 117
<212> PRT

ggetggagty
tgaagggceceg
ataglcLgag
gtatggacgt

Q213> ANTE3)

220>

223> A RLEY

<400> 402
Glu Val Gln
1

Ser Leu Arg

Gly Met Thr
35
Ser Gly Ilc
50
Lys Gly Arg
65
Leu Gln Met

Ala Arg Asp
Thr Val Thr
115

<210> 403
<211> 339
<212> DNA

Leu Val G1

Leu Ser Cy
20
Trp Val Ar

Asn Trp As

Phe Thr I1
70
Asn Ser Le
85
Lys Gly Ph
100
Val Ser

213> ANTFF

220>

223> E R

<400> 403

gacatcgtga
atcaactgeca
tggtaccage
gaatccgegg
atcaccagcc
ccgtacactt

<210> 404
<211> 113
<212> PRT

tgacccagtc
agtccageca
agaaaccagg
tceetgaceg
tacaggctga
ttggccaggg

213> NTFF)

220>

<223> B R

<400> 404
Asp Ile Val

1
Glu Arg Ala

Ser Asn Lys
35
Pro Pro Lys
50
Pro Asp Arg
65
Ile Thr Ser

Tyr Tyr Ser

Lys

<210> 405

Met Thr Gl

Thr Ile As
20
Lyvs Lvs Ty

Leu Val Il

Phe Ser Gl

Leu Gln Al
85

Thr Pro Ty
100

ggtetetggt
attcaccata
ageegaggac
ctggggecaa

u Ser Gly
s Ala Ala

g Gln Val
40
n Gly Gly

e Ser Arg
u Arg Ala

e Tyr Gly

tccagactce
gaatccttta
acagccccct
attcagtgge
agatgtggca
gaccaagctg

n Ser Pro
n Cys Lys

r Leu Ala
40
e Tyr Trp
55
y Ser Gly

a Glu Asp
r Thr Phe

attaattgga atggtrggtag
tctagagaca acgccaagaa
acggecellal attactlglge
gggaccacgg tcaccgtcte

Gly
Ser
25

Pro
Ser
Asp
Glu

Met
105

Asn
10

Gly
Gly
Thr
Asn

Asp

Asp

Val Val Arg Pro
Phe Thr Phe Asp
30
Lys Gly Leu Glu
Asp Tyr Ala Asp
Ala Lys Asn Ser
Thr Ala Leu Tyr

Val Trp Gly Gln
110

ctggetgtgt ctetgggega
tacaactcca acaaaaagaa
aagctggtca tttactggge
agcgggtetg ggacagattt
gtttattact gtcaacaata
gagatcaaa

Asp
Ser
25

Trp
Ala
Ser

Val

Gly
105

Ser
10

Ser
Tyr
Ser
Gly
Ala

90
Gln

Leu Ala Val Ser

Gln Asn Pro Leu
30
Gln Gln Lys Pro
45
Thr Arg Glu Ser

Thr Asp Phe Thr

75

Val Tyr Tyr Cys

Gly Thr Lys Leu
110

133

tacagattat 180
ctecectgtat 240
gagagalaag 300
c 351

Gly Gly
Asp Tyr
Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gly Thr

gagggccacce 60
gtacttaget 120
atctacccgg 180
cactctcace 240
ttatagtact 300

339

Leu Gly
15
Tyr Asn

Gly Gln
Gly Val

Leu Thr

80
Gln Gln
95

Glu Ile
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<211> 352
<212> DNA

213> NTFF

<220>

223> &k

<400> 405

gaggtgeagce
tecetgtgeag
ccagggaagg
gcagactctg
ctgcaaatga

tggtggagte
cctetggatt
ggctggagty
tgaagggcecg
acagtctgag

tgggggaggt
cacctttgat
ggtcetetggt
attcaccatc
agccgaggac

gtggtacgge ctggggegtc
gattatggeca tgagctgggt
attaattgga atggtggtag
tccagagaca acgccaagaa
acggcettgt atcactgtge

gggttetacg gtatggacgt ctggggecaa gggaccacgg tcaccgtete

<210> 406
211> 117
<212> PRT
213> ANIFF

2200
223> E

<400> 406
Glu Val Gln Leu Val
1

Ser Leu Arg Leu Ser
20
Gly Met Ser Trp Val
35
Ser Gly Ile Asn Trp
50
Lys Gly Arg Phe Thr
65
Leu GIn Met Asn Ser
85
Ala Arg Asp Lys Gly
100
Thr Val Thr Val Ser
115

210> 407
<211> 340
<212> DNA
Q213> NIF5H

<220>
<223> &

<400> 407

Glu Ser Gly Gly

Cys Ala Ala Ser
25
Arg Gln Ala Pro
40
Asn Gly Gly Ser
55

Ile Ser Arg Asp
70

Leu Arg Ala Glu

Phe Tyr Gly Met
105

Gly
10

Gly
Gly
Thr
Asn
Asp

90
Asp

gacatcgtga
atcaactgca
tggtaccage
gaatccgggg
atcagcagcc
ccgtacactt

tgacccagte
agtccagcca
agaaaccagg
tceetgacceg
tgcaggctga
ttggecaggg

tccagactee
gaatccttta
acagcctect
attcagtgge
agatgtggca
gaccaagetg

Val Val Arg Pro

Phe Thr Phe Asp
30
Lys Gly Leu Glu
45
Gly Tyr Ala Asp
60

Ala Lys Asn Ser
75

Thr Ala Leu Tyr

Val Trp Gly Gln
110

ctggetgtgt ctetgggega
tacaactcca acaaaaagaa
aagctgctca tttactggge
agcgggtcetg ggacagattt
gtttattact gtcaacaata
gagatcaaac

<210> 408
211> 113
<212> PRT
213> ANTRFF|

<2200
223> Gk

<400> 408
Asp Ile Val Met Thr
1 5
Glu Arg Ala Thr Ile
20

Ser Asn Lys Lys Lys
35

Pro Pro Lys Leu Leu

50
Pro Asp Arg Phe Ser

Gln Ser Pro Asp

Asn Cys Lys Ser
25
Tyr Leu Ala Trp
40

Ile Tyr Trp Ala
55
Gly Ser Gly Ser

Ser
10

Ser
Tyr

Ser

Gly

Leu Ala Val Ser

Gln Asn Pro Leu
30
Gln Gln Lys Pro
45
Thr Arg Glu Ser
60
Thr Asp Phe Thr

134

cctgagacte 60
ccgecaaget 120
tacaggttat 180
cteceetgtat 240
gagagataag 300

ct

Gly
15

Asp
Trp
Ser
Leu
His
95

Gly

Gly
Tvr
Val
Val
Tvr
80

Cys

Thr

gagggccace 60
gtacttaget 120
atctacccgg 180
cactctcace 240
ttatagtact 300

340

Leu
15

Tyr
Gly
Gly

Leu

Gly
Asn
Gln
Val
Thr
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65

70

Ile Ser Ser Leu Gln Ala Glu Asp Val

85

75

Ala Val Tyr Tyr Cys
90

80
Gln Gln
95

Tyr Tyr Ser Thr Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile

Lys

<210> 409
<211> 384
<212> DNA

100

213> ANITFF3

220>

223> BT

<400> 409

gaagtgcagce
tcctgtgeag
ccagggaagg
gecggactetg
ctgcaaatga
ttcecteegt
gggacaatgg

<210> 410
<211> 128
<212> PRT

tggtggagte
cctctggatt
gectggagtg
tgaagggcceg
acagtctgag
ataagtataa
tcaccgtete

213> ANTFF3

220>

223> R

<400> 410

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Asp
Asp Ala Phe
115

<210> 411
211> 24
<212> DNA

tgggggagge
cacctttgat
ggtctcaggt
attcaccate
agctgaggac
cagtggtggt
ttca

Leu Val Glu Ser Gly

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala

40

Ser Trp Asn Ser Gly

55

Phe Thr Ile Ser Arg

70

Asn Ser Leu Arg Ala

85

Arg Phe Pro Pro Tyr

100

Glu Ile Trp Gly Gln

213> ANTF3

220>

223> ERH

<400> 411

120

ggattcacct ttgatgatta tgcc

<210> 412
<211> 8
<212> PRT

213> ANTFF3

220>

223> &R

<400> 412

Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

105

ttggtacage
gattatgcca
attagttgga
tccagagaca
acggeccttgt
ttttctgatg

Ser
25

Pro
Ser
Asp
Glu

Lys
105
Gly

Gly
10

Gly
Gly
Ile
Asn
Asp
90

Tyr

Thr

Leu
Phe
Lys
Gly
Ala
75

Thr

Asn

Met

135

110

ctggcaggte
tgcactgggt
atagtggtag
acgccaagaa
attactgtge
cttttgaaat

Val Gln Pro

Thr Phe Asp

30

Gly Leu Glu
45

Tyr Ala Asp

Lys Asn Ser
Ala Leu Tyr
Ser Gly Gly

110

Val Thr Val
125

cctgagacte
ccggcaaget
cataggctat
ctccctgtat
aaaagataga
ctggggccaa

Gly Arg
15
Asp Tyr

Trp Val

Ser Val

Leu Tyr
80

Tyr Cys

95

Phe Ser

Ser Ser

60

120
180
240
300
360
384

24
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<210> 413
211> 24
<212> DNA

213> ATF3

220>

223> EH

<400> 413

attagttgga atagtggtag cata

<210> 414
211> 8
<212> PRT

213> ANTF3

220>

223> BRI

<400> 414

Ile Ser Trp Asn Ser Gly Ser Ile
1 5

<210> 415
211> 63
<212> DNA

213> AT

220>

223> &R

<400> 415

24

gcaaaagata gattccctcc gtataagtat aacagtggtg gtttttctga tgettttgaa 60

ate

<210> 416
211> 21
<212> PRT

213> ANTLF4

220>

<223> B R

<400> 416

Ala Lys Asp Arg Phe Pro Pro Tyr Lys Tyr Asn Ser Gly Gly Phe Ser
1 5 10 15
Asp Ala Phe Glu Ile

<210> 417
211> 324
<212> DNA

20

213> AT

220>

223> AR

<400> 417

gaaattgtgt
ctctectgea
cctggecagg
gacaggttca
cctgaagatt
caagggacac

<210> 418
<211> 108
<212> PRT

tgacgcagte
gggccagtca
ctcccagget
gtggeagtgg
ttgcagtgta
gactggagat

213> A L3

220>

<223> &R

tccaggeacce
gagttttage
cctcatctat
gtctgggaca
ttactgtcag
tgaa

ctgtctttgt ctccagggga
agcagctact tagcctggta
ggtgcatcca gcagggecac
gacttcactc tcaccatcag
cagtatggta gttcaccgat

136

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
caccttcgge

63

60

120
180
240
300
324
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<400> 418

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr

1 )

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser
25

20

Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly
35 40
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly

50 55

65 70

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln
90

85

Ile Thr Phe Gly Gln Gly Thr Arg Leu Glu

100

<210> 419
211> 21

<212> DNA
213> NIF%)

220>
223> HRM

<400> 419
cagagtttta gcagcagcta c¢

<210> 420
Q1> 7

<212> PRT
213> AL

<220>
223> AR

<400> 420
Gln Ser Phe Ser Ser Ser Tyr
1 5

<210> 421
211> 9

<212> DNA
213> ANIFF)

220>
<223> AR

<400> 421
ggtgcatee

<210> 122
211> 3

<212> PRT
213> AL

220
223> BRI

<400> 422
Gly Ala Ser
1

<210> 423
211> 27

<212> DNA
213> ATLFF

<2200
223> BRI

<400> 423
cagcagtatg gtagttcacc gatcacc

105

10

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu

Leu
Gln
Gln
Ile
Thr
75

Gln

Ile

Ser Leu
Ser Phe
Ala Pro
45

Pro Asp
60

Ile Ser
Tyr Gly

Glu

137

Ser Pro Gly
15

Ser Ser Ser

30

Arg Leu Leu

Arg Phe Ser
Arg Leu Glu

80
Ser Ser Pro

21

27
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tgggggagec
cacctttgat
ggtctcaggt
attcaccatc
agctgaggac
cagtggtggt
ttca

u Ser Gly
s Ala Ala

g Gln Ala
40
n Ser Gly
55
e Ser Arg

u Arg Ala
o Pro Tyr

p Gly Gln
120

Lccaggeace
gagttttage
ccleatetat
gtetgggaca
ttactgtcag
taaa

ttggtacage ctggecaggte
gattatgecca tgcactgggt
attagttgga atagtggtag
tccagagaca acgccaagaa
acggcettgt attactgtge
ttttctgatg cttttgaaat

Gly
Ser
25

Pro
Ser
Asp
Glu
Lys

105
Gly

Gly
10

Gly
Gly
Ile
Asn
Asp
90

Tyr
Thr

Leu Yal Gln Pro
Phe Thr Phe Asp
30
Lys Gly Leu Glu
Gly Tyr Ala Asp
Ala Lys Asn Ser
Thr Ala Leu Tyr
Asn Ser Gly Gly

110
Mct Val Thr Val

clgletiigl clecagggga
agcagctact tagcctggta
gglgealcecca geagggecac
gacttcactc tcaccatcag
cagtatggta gttcaccgat

<210> 424
211> 9
<212> PRT
Q213> ANTFF
220>
223> HRLEY
<400> 424
Gln GIn Tyr Gly Ser Ser Pro Tle Thr
1 5
210> 425
<211> 384
<212> DNA
213> N
220>
223> EHRH
<400> 425
gaagtgcage tggtggagte
tecctgtgeag cctetggatt
ccagggaagg gcctggagtyg
gcggactctg tgaagggeceg
ctgcaaatga acagtctgag
ttcecteegt ataagtataa
gggacaatgg tcaccgtcte
<210> 426
<211> 128
<212> PRT
213> NTFE3F)
220>
223> H R
<400> 426
Glu Val Gln Leu Val Gl
1 5
Ser Leu Arg Leu Ser Cy
20
Ala Met His Trp Val Ar
35
Ser Gly Ile Ser Trp As
50
Lys Gly Arg Phe Thr Il
65 70
Leu Gln Met Asn Ser Le
85
Ala Lys Asp Arg Phe Pr
100
Asp Ala Phc Glu Ile Tr
115
210> 127
211> 324
<212> DNA
213> ANLTF3)
220>
223> HRLE
<400> 427
gaaallglgl tgacgcagle
ctctcctgea gggecagtca
celggecagg cleccaggel
gacaggttca gtggcagtgg
cctgaagatt ttgcagtgta
caagggacac gactggagat
<210> 428
<211> 108
<212> PRT

138

cctgagacte
ccggecaaget
cataggctat
ctceetgtat
aaaagataga
ctggggecaa

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Phe Ser

Ser Ser

aagagecacce
ccagcagaaa
Lggealcecca
cagactggag
caccttcgge

60

120
180
240
300
360
384

60

120
180
240
300
324
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Q21> AL

<220>

<223> &

<400> 428
Glu Ile Val

1
Glu Arg Ala
Tyr Leu Ala
35
Ile Tyr Gly
Gly Ser Gly
Pro Glu Asp

Ile Thr Phe

<210> 429
211> 384
<212> DNA

Leu Thr G1
Thr Leu Se
Trp Tyr Gl
Ala Ser Se

Ser Gly Th
70
Phe Ala Va
85
Gly Gln G1
100

Q1 ANTEFH|

220>

223> &R

<400> 429
gaagtgcage
tccetgtgeag
ccagggaagg
geggaclelg
ctgcaaatga
ttecceteegt
gggacaatgg

<210> 430
<211> 128
<212> PRT

tggtggagte
cctetggatt
gectggagtg
Lgaagggecg
acagtctgag
ataagtataa
tcaccgtete

213> N5

<220>

223> BRI

<400> 430

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
Lys Gly Arg
Leu Gln Met
Ala Lys Asp
Asp Ala Phe
115

<210> 431
<211> 325
<212> DNA

Leu Val G1

Leu Ser Cy
20
Trp Val Ar

n Ser Pro
r Cys Arg

n Gln Lys
40
r Arg Ala
55
r Asp Phe

1 Tyr Tyr

y Thr Arg

tgggggaggce
cacctttgat
ggtctecaggt
allcaccale
agctgaggac
cagtggtggt
ttca

u Ser Gly
s Ala Ala

g Gln Ala
10

Ser Trp Asn Ser Gly

Phe Thr Il
70

55
e Ser Arg

Asn Ser Leu Arg Ala

85
Arg Phe Pr
100

o Pro Tyr

Glu Ile Trp Gly Gln

Q21> AT

<220>

223> & HHY

<400> 431

120

Gly
Ala
25

Pro
Thr
Thr

Cvs

Leu
105

Thr
10
Ser

Gly
Gly
Leu
Gln

90
Glu

Leu Ser Leu Ser

Gln Ser Phe Ser
30
GIn Ala Pro Arg
45
Ile Pro Asp Arg
60

Thr Ile Ser Arg
75

Gln Tyr Gly Ser

Ile Lys

ttggtacage ctggeaggte
gattatgcca tgcactgggt
attagttgga atagtggtag
Lccagagaca acgecaagaa
acggcecttgt attactgtge
ttttctgatg cttttgaaat

Gly
Ser
25

Pro
Ser
Asp
Glu
Lvs

105
Gly

Gly
10

Gly
Gly
Ile
Asn
Asp
Tyr
Thr

Leu Val Gln Pro

Phe Thr Phe Asp

30

Lys Gly Leu Glu
15

Gly Tyr Ala Asp

Ala Lys Asn Ser
75
Thr Ala Leu Tyr

Asn Ser Gly Gly

110

Met Val Thr Val
125

Pro Gly
15
Ser Ser

Leu lLeu
Phe Ser

Leu Glu

80
Ser Pro
95

cctgagacte
ccggecaaget
cataggctat
cleeetgtlat
aaaagataga
ctggggccaa

Gly Arg
15
Asp Tyr

Trp Val

Ser Val

Leu Tyr
80

Tyr Cys

95

Phe Ser

Ser Ser

60

120
180
240
300
360
384

gaaattgtgt tgacgcagtc tccaggcacc ctgtcetttgt ctccagggga aagagccace 60

139
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ctctecetgea gggecagtca gagttttage agcagetact
cctggecagg ctcccagget cctcatctat ggtgecatcca
gacaggllca glggcaglgy glelgggaca gacllcactle
cctgaagatt ttgcagtgta ttactgtcag cagtatggta

caagggacac gaclggagal Llaaac

<210> 432
<211> 108
<212> PRT
213> NI

220>

223> B
<400> 432

Glu Ile
1
Glu Arg

Tyr Leu

Ile Tyr
50

Gly Ser

65

Pro Glu

Ile Thr

Val
Ala
Ala
35

Gly
Gly
Asp

Phe

<210> 433
<211> 366
<212> DNA
Q1> NTFF

220>
223 &

<400> 43
gaggtgea
tcectgtge
acaggaaa

Leu Thr

Thr Leu
20
Trp Tyr

Ala Ser

Ser Gly

Phe Ala
85

Gly Gln
100

JEH

3

gC
ag
ag

ggctecctga
caaatgaaca
gcagcccact

tecctea

<210> 43
211> 12
<212> PR

4
2
T

tggtggagte
cctctggatt
gtetggaatg
agggccgatt
ccctgagage
cgtactacta

213> NTFF)

220>

<223> B R

<400> 43

Glu Val
1

Ser Leu

Asp Met

Ser Val
50

Gly Arg

65

Gln Met

Arg Thr

Gly Gln

<210> 43

4
Gln

Arg
His
35

Ile
Phe
Asn
Gly
Gly
115

5

Leu Val

Leu Ser
20
Trp Val

Gly Thr
Thr Ile

Thr Leu
85

Ala Ala

100

Thr Met

Gln
Ser
Gln
Ser
Thr
70

Val

Gly

Glu
Cys
Arg
Val
Ser
70

Arg
Ala
Val

Ser
Cys
Gln
Arg
55

Asp
Tyr
Thr

tgggggagec
caccttcagt
ggtetcagte
caccatctce
cggggacacg
cggtatggac

Ser
Ala
Gln
Gly
55

Arg
Ala
His
Thr

Pro Gly

Arg Ala
25

Lys Pro

40

Ala Thr

Phe Thr
Tyr Cys

Arg Leu
105

Gly Gly

Ala Ser
25

Val Thr

40

Asp Thr

Glu Asn
Gly Asp
Ser Tyr

105

Val Ser
120

Thr
10
Ser

Gly
Gly
Leu
Gln

90
Glu

ttggtacage
agctacgaca
attggtactg
agagaaaatg
getgtttatt
gtctggggee

Gly
10

Gly
Gly
Tyr
Ala
Thr
90

Tyr

Ser

Leu Ser
Gln Ser
Gln Ala
Ile Pro
60

Thr Ile
75

Gln Tyr

Ile Lys

Leu Val
Phe Thr
Lys Gly
Tyr Pro

60
Lys Asn
fis]

Ala Val

Tyr Gly

140

Leu

Phe

tagcctggta
gcagggcecac
Lcaccalcag
gttcaccgat

Ser

Ser
30

Pro Arg

45
Asp

Ser

Gly

Gln
Phe
Leu
45

Gly
Ser
Tyr

Met

Arg
Arg

Ser

ctggggggte
tgcactgggt
ttggtgacac
ccaagaactc
actgtgcaag
aagggaccat

Pro
Ser
30

Glu
Ser
Leu

Tyr

Asp
110

ccagcagaaa 120
tggecatccca 180
cagac lggay 240
caccttegge 300

Pro
15

Ser
Leu
Phe

Leu

Ser
95

cctgagacte
ccgecaagtt
atactatcca
cttgtatctt
aactggagca
ggtcaccgte

Gly
15

Ser
Trp
Leu
Tyr
Cys
Val

Gly
Ser
Leu
Ser
Glu

80
Pro

Gly
Tyr
Val
Lys
Leu
80

Ala

Trp

325

60

120
180
240
300
360
366
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211> 24
<212> DNA
213> AT

<220>
<223> AR

<400> 435
ggattcacct tcagtagcta cgac 24

<210> 436
211> 8

<212> PRT
213> NTF3)

220>
223> BRIB

<400> 436
Gly Phe Thr Phe Ser Ser Tyr Asp
1 5

<210> 437
Q1D 21

<212> DNA
Q213> ATFE3)

220>
223> BRI

<400> 437
attggtactg ttggtgacac a 21

<210> 438
211> 7

<212> PRT
213> ATFF

220>
223> BRI

<400> 438
Ile Gly Thr Val Gly Asp Thr
1 5

<210> 139
<211> 48
<212> DNA
213> AL

<220>
223> H R

<400> 439
gcaagaactg gagcagcagc ccactcgtac tactacggta tggacgtce 48

<210> 440
<211> 16
<212> PRT
213> NTJF5)

220>
223> BRI

<400> 440
Ala Arg Thr Gly Ala Ala Ala His Ser Tyr Tvr Tyr Gly Met Asp Val
1 5 10 15

<210> 441
211> 321
<212> DNA
213> AT

141
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220>
223> AR

<400> 441

gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
ctctecetgea gggecagtca gagtgttage agcagetact tagectggta ccagcagaaa 120
cctggecagg ctcccagget cctcatctat ggtgecatcca gecagggecac tggeatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcacccac ttteggegga 300
gggaccaagg tggagatcaa a 321

210> 442
<211> 107
<212> PRT
213> AL

220>
223> Bk

<400> 442
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser Ser Pro
85 90 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> 443
211> 21

<212> DNA
213> AT

220>
223> AR

<400> 443
cagagtgtta gcagcagcta c 21

<210> 1141
211> 7

<212> PRT
213> AL

<220>
223> B

<400> 444
Gln Ser Val Ser Ser Ser Tyr
1 5

<210> 445
211> 9

<212> DNA
213> AT

<220>

223> &R

<400> 445

ggtgcatce 9

<210> 446
211> 3

<212> PRT
213> AT

142
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220>
223> E R

<400> 446

Gly
1

Ala Ser

210> 447
211> 24
<212> DNA
213> ATF3

220>
223> ERHY

<400> 447
cagcagtatg gtagctcacc cact

<210> 448
211> 8

<212> PRT
213> ANTF3F

220>
<223> &R

<400> 448

1

<210> 449
211> 363
<212> DNA
213> ANILF7

220>
223> ARy

<400> 449

gaggtgcage tggtggagtc
tcctgtgecag cctetggatt
acaggaaaag gtctggaatg
ggctccectga agggecgatt
caaatgaaca ccctgagagce
gcagcccact cgtactacta

tece

<210> 450
211> 121
<212> PRT
213> NLfF4

220>
<223> R

<400> 450
Val Gln Leu Val Glu Ser Gly Gly

Glu
1
Ser
Asp
Ser
Gly
65
Gln
Arg

Gly

5

Gln Gln Tyr Gly Ser Ser Pro Thr
5

tgggggagge ttggtacage
caccttcagt agctacgaca

ggtctcagtc attggtactg
caccatctcc agagaaaatg
cggggacacg gectgtttatt
cggtatggac gtctggggee

Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Met His Trp Val Arg Gln Val Thr

35

40
Val Ile Gly Thr Val Gly Asp Thr

50

55

Arg Phe Thr Ile Ser Arg Glu Asn

70

Met Asn Thr Leu Arg Ala Gly Asp

85
Thr Gly Ala Ala Ala His Ser Tyr

100

105

Gln Gly Thr Thr Val Thr Val Ser

115

120

Gly Leu
10
Gly Phe

Gly Lys
Tyr Tyr
Ala Lys
75
Thr Ala

90
Tyr Tyr

143

ctggggggte
tgcactgggt
ttggtgacac
ccaagaactc
actgtgcaag
aagggaccac

Val
Thr
Gly
Pro
60

Asn

Val
Gly

Gln Pro
Phe Ser
30
Leu Glu
Gly Ser
Ser Leu

Tyr Tyr

Met Asp
110

cctgagacte
ccgecaagtt
atactatcca
cttgtatcett
aactggagca
ggtcaccgte

Gly Gly
15

Ser Tyr
Trp Val
Leu Lys
Tyr Leu

80

Cys Ala

Val Trp

24

60

120
180
240
300
360
363
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ctgtetttgt ctccagggga
agcagctact tagcctggta
ggtgcatcca gcagggecac
gacttcactc tcaccatcag
cagtatggta gctcacccac

Leu Ser Leu Ser

Gln Ser Val Ser
30
Gln Ala Pro Arg
45
Ile Pro Asp Arg
60

Thr Ile Ser Arg
75

Gln Tyr Gly Ser

Lys

ttggtacage ctggggggte
agctacgaca tgcactgggt
attggtactg ttggtgacac
agagaaaatg ccaagaactc
getgtgtatt actgtgcaag
gtctggggee aagggaccac

<210> 451

211> 321

<212> DNA

Q213> NI

<220>

223> &R

<400> 451

gaaattgtgt tgacgcagtc tccaggcacc

ctetecctgea gggecagtca gagtgttage

cctggecagg ctceccagget cctecatetat

gacaggttca gtggcagtgg gtctgggaca

cctgaagatt ttgcagtgta ttactgtcag

gggaccaagg tggagatcaa a

<210> 452

211> 107

<212> PRT

213> NTFF)

220>

223> G

<400> 452

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr
1 5 10

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser

20 25
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly
35 40
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly
50 55

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu

65 7

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln

85 90
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
100 105

<210> 453

211> 364

<212> DNA

Q213> AITF3)

220>

223> &R

<400> 453

gaggtgeage tggtggagte tgggggaggce

tcetgtgecag cctetggatt caccttcagt

acaggaaaag gtctggagtg ggtctcaget

ggectccgtga agggecgatt caccatctee

caaatgaaca gcctgagage cggggacacg

gcagcccact cgtactacta cggtatggac

teet

<210> 454

211> 121

<212> PRT

213> ANTF3

<2200

223> Bk

<400> 454

Glu Val Gln Leu

1

Ser Leu Arg Leu

Asp Met His Trp

35

Ser Ala Ile Gly

50

Gly Arg Phe Thr

5
20

Val Glu Ser Gly
Ser Cys Ala Ala

Val Arg Gln Ala

40

Thr Val Gly Asp

55

Gly Gly
10

Scr Gly

25

Thr Gly

Thr Tyr

Ile Ser Arg Glu Asn Ala

aagagccacc
ccagcagaaa
tggecatccca
cagactggag
tttcggegga

Pro
15

Ser
Leu
Phe

Leu

Ser
95

cctgagacte
ccgecaaget
atactatcca
cttgtatctt
aactggagca
ggtcaccgtc

Gly
Ser
Leu
Ser
Glu

80
Pro

Leu Val Gln Pro Gly Gly

15

Phe Thr Phe Scr Ser Tyvr

30

Lys Gly Leu Glu Trp Val

45

Tyr Pro Gly Ser Val Lys

60

Lys Asn Ser Leu Tyr Leu

144

60

120
180
240
300
321

60

120
180
240
300
360
364
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65 70 75 80
Gln Met Asn Ser Leu Arg Ala Gly Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Thr Gly Ala Ala Ala His Scr Tyr Tyr Tyr Gly Mct Asp Val Trp
100 105 110
Gly Gln Gly Thr Thr Val Thr Val Ser
115 120

<210> 455
<211> 322
<212> DNA
213> ATF3

220>
223> E R

<400> 455

gaaattgtgt tgacgcagtc tccaggcacc ctgtectttgt ctccagggga aagagecace 60
ctetectgea gggecagtca gagtgttage agecagetact tagectggta ccagecagaaa 120
cctggecagg ctcccagget cctcatctat ggtgeatcca geagggecac tggeatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcacccac ttteggegga 300

322

gggaccaagg tggagatcaa ac

<210> 456

211> 107

<212> PRT

Q213> NLTFF)

220>

223> &R

<400> 456

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu

65 7 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser Ser Pro

85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> 457
<211> 345
<212> DNA
213> NLTFF

220>
223> &R

<400> 457

gaggtgcage tggtggagte tggggetgag gtgaagaage ctggggecte agtgaaggte
tcctgtaagg cttctggatt caccttcacc gactactata tgcactgggt gegacaggee
cctggacaag ggcttgagtg gctgggatgg atcaacccta agagtggtge gacaaagtat
gcacagaggt ttcagggcag ggtcaccatg accagggaca cgtccatcag cacagcctac
atggaactga acggactaag atctgacgac acggccgttt tttactgtge gcgaactgat

gcttttgata tctggggcca agggacaatg gtcaccgtct cttca

210> 458
<211> 115
<212> PRT
213> NTFF

220>
223> B REAI

<400> 458
Glu Val Gln Leu Val Glu Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

145

60

120
180
240
300
345
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1 5
Ser Val Lys Val Ser Cys Lys
20
Tyr Met His Trp Val Arg Gln
35
Gly Trp Ile Asn Pro Lys Ser
50 55
Gln Gly Arg Val Thr Met Thr
65 70
Met Glu Leu Asn Gly Leu Arg
85
Ala Arg Thr Asp Ala Phe Asp
100

Val Ser Ser
115

<210> 459
211> 24
<212> DNA
Q213> ALFF

220>
223> BRI

<400> 459

ggattcacct tcaccgacta ctat

<210> 460
<211> 8

<212> PRT
213> ATFF

<220>
223> B

<400> 460
Gly Phe Thr Phe Thr Asp Tyr
1 5

<210> 461
211> 24
<212> DNA
213> ANIF5)

<220>
<223> AR

<400> 461
atcaacccta agagtggtge gaca

<210> 462
<211> 8

<212> PRT
213> AL

<2200
223> B

<400> 462
1

<210> 463
211> 21

<212> DNA
213> ATJFF)

220>
<223> HRY

<400> 463
gcgegaactg atgettttga tate

10
Ala Ser Gly
25
Ala Pro Gly
40
Gly Ala Thr

Arg Asp Thr
Ser Asp Asp
90

Ile Trp Gly
105

Tyr

Ile Asn Pro Lys Ser Gly Ala Thr
5

15

Phe Thr Phe Thr Asp Tyr

30

GIn Gly Leu Glu Trp Leu

45

Lys Tyr Ala Gln Arg Phe

60

Ser Ile Ser Thr Ala Tyr
75 80
Thr Ala Val Phe Tyr Cys

Gln Gly Thr Met Val Thr

110

24

24

24

146
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<210> 464
211> 8

<212> PRT
213> AILF3

220>
223> G RLEY

<400> 464

Ala Arg Thr Asp Ala Phe Asp Ile
1 5

<210> 465
<211> 321
<212> DNA
213> NI

220>
223> G

<400> 465

gacatccagt tgacccagtc tccttecace
atcacttgce gggccagtca gagtgttagt
gggaaagccc ctaaactcct gatctatteg
aggttcagcg gcagtgaatc tgggacagaa
gatgattttg caacttatta ctgccaacac
accaaggtgg aaatcaaacg a

<210> 466
<211> 107
<212> PRT
Q1> NTFF

220>
<223 H R

<400> 466
Asp Tle GIn lLeu Thr
1 5
Asp Arg Val Thr Ile
20
Leu Ala Trp Tyr Gln
35
Tyr Ser Ala Ser Thr
50
Ser Glu Ser Gly Thr
65
Asp Asp Phe Ala Thr
85
Phe Gly Gln Gly Thr
100

<210> 467
<211> 18
<212> DNA
213> NI

220>
223> H R

<400> 467
cagagtgtta gtaactgg

<210> 468
211> 6

<212> PRT
213> ANTFF

220>
223> BRI

<400> 468
Gln Ser Val Ser Asn
1 5

GIn Ser Pro

ctgtctgeat
aactggttgg
gegtctactt
ttcactctca
tataatagtt

Ser

Thr Cys Arg Ala

GIn Lys Pro
40
Leu Glu Ser
55
Glu Phe Thr
70
Tyr Tyr Cys

Lys Val Glu

Trp

25
Gly

Gly
Leu
Gln

Ile
105

Thr
10

Ser
Lys
Val
Thr
His
90

Lys

l.eu
Gln
Ala
Pro
Ile
75

Tyr

Arg

ctgtaggaga
cctggtatca
tagaaagtgg
ccatcagcag
attggacgtt

Ser Ala
Ser Val

Pro Lys
45

Ser Arg

60

Ser Ser

Asn Ser

147

Ser
Ser
30

Leu
Phe

Leu

Tyr

cagagtcacc
gcagaaacca
ggtcccatca
cctgecagect
cggccaaggg

Val Gly
15
Asn Trp

Leu lle
Ser Gly
Gln Pro

80

Trp Thr
05

60

120
180
240
300
321

18
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<210> 469
211> 9

<212> DNA
213> NTF3

220>
223> &R

<400> 469
teggegtet

<210> 470
211> 3

<212> PRT
213> ANTL/F3

<220>
<223> &M

<400> 470
Ser Ala Ser
1

<210> 471
211> 24
<212> DNA
213> ANILF7

220>
223> &R

<400> 471
caacactata atagttattg gacg

<210> 472
211> 8

<212> PRT
213> ANTLF3

220>
223> B R

<400> 472
Gln His Tyr Asn Ser Tyr Trp Thr
1 5

<210> 473
<211> 345
<212> DNA
213> ATFH|

<220>
223> &R

<400> 473

caggtgcage tggtgcagtc tggggetgag gtgaagaage ctggggecte
tcctgtaagg cttctggatt caccttcacc gactactata tgcactgggt
cctggacaag ggcttgagtg gectgggatgg atcaacccta agagtggtge
gcacagaggt ttcagggcag ggtcaccatg accagggaca cgtccatcag
atggaactga acggactaag atctgacgac acggccgttt tttactgtge
gcttttgata tctggggeca agggacaatg gtcaccgtet ctteca

<210> 474
211> 115
<212> PRT
213> A L3

220>
223> BRI

<400> 474

agtgaaggtc
gcgacaggcec
gacaaagtat
cacagcctac
gcgaactgat

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

148

24

60

120
180
240
300
345
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1
Ser Val Lys

Tyr Met His
35
Gly Trp Ile
50
Gln Gly Arg
65
Met Glu Leu

Ala Arg Thr
Val Ser Ser
115

<210> 475
<211> 318
<212> DNA

Val
20

Trp
Asn
Val

Asn

Asp
100

213> NTFF

220>

223> E R

<400> 475

gacatccaga
atcacttgee
gggaaagccce
aggttcageg
gatgattttg
accaaggtgg

210> 476
<211> 106
<212> PRT

<

Ser
Val
Pro
Thr
Gly

85
Ala

Cys Lys Ala

Ser
25

10
Gly

Arg Gln Ala Pro Gly

40

Lys Ser Gly Ala Thr

55
Met Thr Arg
70

Asp

Leu Arg Ser Asp

Phe Asp lle

tgacccagte tccttccace
gggccagtca gagtgttagt
ctaaactcct gatctattcg
gcagtgaatc tgggacagaa
caacttatta ctgccaacac
aaatcaaa

Q1> NTFH

<2200

<223> LRk

<400> 476

Asp lle Gln
1

Asp Arg Val

Leu Ala Trp
35
Tyr Ser Ala
50
Ser Glu Ser
65
Asp Asp Phe

Phe Gly Gln

<210> 477
<211> 345
<212> DNA

Met
Thr
20

Tyr
Ser
Gly
Ala

Gly
100

213> NI

220>

223> G

<400> 477

caggtgcage
tcctgecaagg
cctggacaag
gcacagaagt
atggagctga
gcttttgata

<210> 478
211> 115

Thr
Ile
Gln
Thr
Thr
Thr

85
Thr

Gln Ser Pro
Thr Cys Arg

GIn Lys Pro
40
Leu Glu Ser
55
Glu Phe Thr
70
Tyr Tyr Cys

Lys Val Glu

tggtgeagte tggggetgag
cttctggatt caccttcacc
ggcttgagty gatgggatgg
ttcagggcag ggtcaccatg
gcaggetgag atctgacgac
tctggggcca agggacaatg

Trp
105

Thr

Asp
90
Gly

15

Phe Thr Phe Thr Asp Tyr

30

Gln Gly Leu Glu Trp Leu

45

Lys Tyr Ala Gln Arg Phe

60

Ser Tle Ser Thr Ala Tyr

75

80

Thr Ala Val Phe Tyr Cys
95

Gln Gly Thr Met Yal Thr

110

ctgtctgeat ctgtaggaga
aactggttgg cctggtatca
gcgtctactt tagaaagtgg
ttcactctca ccatcagecag
tataatagtt attggacgtt

Ser
Ala
25

Gly
Gly
Leu

Gln

Ile
105

Thr
10

Ser
Lys
Val
Thr
His
90

Lys

cagagtcacc
gcagaaacca
ggtcccatca
cctgecagect
cggccaaggg

Leu Ser Ala Ser Val Gly

15

Gln Ser Val Ser Asn Trp

30

Ala Pro Lys Leu Leu Ile

45

Pro Ser Arg Phe Ser Gly

60

Ile Ser Ser Leu Gln Pro

75

80

Tyr Asn Ser Tyr Trp Thr

gtgaagaagc ctggggecte
gactactata tgcactgggt
atcaacccta agagtggtge
accagggaca cgtccatcag
acggeegtgt attactgtge
gtcaccgtct cttca

149

95

agtgaaggtc
gcgacaggcec
gacaaactat
cacagcctac
gegaactgat

60

120
180
240
300
318

60

120
180
240
300
345
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<212> PRT

213> NI

<220>

<223> G R

<400> 478
1

Gln Val Gln Leu Val Gln Ser Gly
5

Ser Val Lys Val Ser Cys Lys Ala
20

Tyr Met His Trp Val Arg Gln Ala
35

40

Gly Trp Ile Asn Pro Lys Ser Gly
55

50

Gln Gly Arg Val Thr Met Thr Arg

65

70

Met Glu Leu Ser Arg Leu Arg Ser

85

Ala Arg Thr Asp Ala Phe Asp Ilc

Val Ser Ser
115

<210> 479
<211> 319
<212> DNA

100

213> NTFF

220>

223> G

<400> 479
gacatccaga
atcacttgee
gggaaagcce
aggttcageg
gatgattttg
accaaggtgg

<210> 480
<211> 106
<212> PRT

tgacccagte
gggccagtca
ctaagctcct
gcagtggate
caacttatta
aaatcaaac

213> NI

220>

223> E R

<400> 480

teettecace
gagtgttagt
gatctattcg
tgggacagaa
ctgccaacac

Asp Ile Gln Met Thr Gln Ser Pro

1

5

Asp Arg Val Thr Ile Thr Cys Arg

20

Leu Ala Trp Tyr Gln Gln Lys Pro

35

40

Tyr Ser Ala Ser Ser Leu Glu Ser

50

95

Ser Gly Ser Gly Thr Glu Phe Thr

65

Asp Asp Phe Ala Thr

85

Tyr Tyr Cys

Phe Gly Gln Gly Thr Lys Val Glu

<210> 481
<211> 354
<212> DNA

100

213> NTFF

220>

223> B R

<400> 481

Ala Glu
10

Ser Gly

25

Pro Gly

Ala Thr
Asp Thr
Asp Asp

90

Trp Gly
105

Val Lys Lys Pro

Phe Thr Phe Thr
30

Gln Gly Leu Glu

45
Asn Tyr Ala Gln
60
Ser Ile Ser Thr
75

Thr Ala Val Tyr

Gln Gly Thr Mct
110

ctgtctgeat ctgtaggaga
aactggttgg cctggtatca
gegtetagtt tagaaagtgg
ttcactctca ccatcagcag
tataatagtt attggacgtt

Ser Thr
10

Ala Ser

25

Gly Lys

Gly Val
Leu Thr
Gln His

90

Ile Lys
105

Leu Ser Ala Ser

Gln Ser Val Ser
30
Ala Pro Lys Leu
45
Pro Ser Arg Phe

Ile Ser Ser Leu
75
Tyr Asn Ser Tyr

Gly Ala
15

Asp Tyr
Trp Met
Lys Phe

Ala Tyr
80

Tyr Cvs

95

Val Thr

cagagtcacc 60
gcagaaacca 120
ggtcccateca 180
cectgeageet 240
cggecaaggg 300

319

Val Gly
15
Asn Trp

Leu Ile
Ser Gly
Gln Pro

80

Trp Thr
95

gaggtgcage tggtggagte tgggggagge gtggtccage ctgggaggte cctgagacte 60

150
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tcctgtgecag cgtcectggatt caccttcagt
ccaggcaagg ggctggagtg ggtggeagtt
gcagactccg tgaagggcecg attcaccatc
ctgcaaatga acagcctgag agccgaggac
tatagtggcet acgatgacta ctggggcecag

<210> 482
<211> 118
<212> PRT
213> ANIF%

<220>
223> H R

<400> 482
Glu Val Gln Leu Val
1 5
Ser Leu Arg Leu Ser
20
Gly Mct His Trp Val
35
Ala Val Ile Trp Tyr
50
Lys Gly Arg Phe Thr
65
Leu GIn Met Asn Ser
85
Ala Arg Asp Gly Tyr
100
Leu Val Thr Val Ser
115

<210> 483
211> 24
<212> DNA
213> ATE5|

<220>
223> AR

<400> 483

Glu Ser Gly
Cys Ala Ala
Arg Gln Ala
Asp Gly Ser
55

Ile Ser Arg
70

Leu Arg Ala
Ser Gly Tyr

Ser

ggattcacct tcagtagcta tggc

<210> 484
<211> 8

<212> PRT
213> ANIFF

220>
223> &R

<400> 484
Gly Phe Thr Phe Ser
1 5

<210> 485
211> 24
<212> DNA
213> AT

220>
223 &Ik

<400> 485

Ser Tyr Gly

atatggtatg atggaagtaa taaa

<210> 486
211> 8

<212> PRT
213> ANLFF

<220>
223> B

agctatggca
atatggtatg
tccagagaca
acggetgtgt
ggaaccctgg

Gly
Ser
25

Pro
Asn
Asp
Glu

Asp
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Asp

Val
Phe
Lys
Tyr
Ser
75

Thr

Tyr

151

tgcactgggt
atggaagtaa
attccaagaa
attactgtge
tcaccgtete

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Trp Gly Gln
110

ccgecagget 120
taaatactat 180
cacgctgtat 240
gagagatgga 300
cteca 354

Gly Arg
15
Ser Tyr

Trp Val
Ser Val
Leu Tyr

80
Tyr Cys

95
Gly Thr

24

24
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<400> 486
Ile Trp Tyr Asp Gly Ser Asn Lys
1 5

<210> 487
<211> 33
<212> DNA
213> NI

220>
223> AR

<400> 487
gcgagagatg gatatagtgg ctacgatgac tac

<210> 488
QLD 1L

<212> PRT
213> NTF3

<2200
223> HRLH

<400> 488
Ala Arg Asp Gly Tyvr Ser Gly Tyr Asp Asp Tyr
1 5 10

<210> 489
<211> 321
<212> DNA
Q1> NTFF

220>
<223 H R

<400> 489

33

gacatccaga tgacccagte tccatcectee ctgtetgeat ctgtaggaga cagagtcacce 60
atcacttgce gggcaagtca gggcattaga aatgatttag gectggtatca gecagaaacca 120
gggaaagcce ctaagetceet gatctatget geatccagtt tacaaagtgg ggtcccatca 180
aggttcagcg gecagtggatc tggcacagat ttcactctca ccatcagcag cctgeagect 240
gaagattttg caacttatta ctgtctacaa gattacaatt accctcggac gttcggecaa 300

gggaccaagg tggaaatcaa a

<210> 490
211> 107
<212> PRT
213> ATF7

<2200
Q223> B R

<100> 190

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser

1 5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly

20 25

Leu Gly Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro

35 40
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75
Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp Tyr
85 90
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 491
211> 18
<212> DNA
Q1> NTFH
<2200

152

Ala
Ile
Lys
45

Arg

Ser

Asn

321

Ser Val Gly
15

Arg Asn Asp

30

Leu Leu Ile

Phe Ser Gly

Leu Gln Pro

80

Tyr Pro Arg
95
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[0108]

223> &Y

<400> 491
cagggcatta gaaatgat

<210> 492
211> 6

<212> PRT
213> ANLFEF

<220>
<223> &

<400> 492
Gln Gly Ile Arg Asn Asp
1 5

<210> 493
211> 9

<212> DNA
213> AIFEF

<2200
223> BkH

<400> 493
gctgeatec

<210> 494
<211> 3

<212> PRT
213> NI

220>
223> &M

<400> 494
Ala Ala Ser
1

<210> 495
211> 27
<212> DNA
213> ANTEF|

220>
223> BRI

<400> 495

ctacaagatt acaattaccc tcggacg

<210> 496
Q11> 9

<212> PRT
Q213> ATEF

220>
223> &

<400> 496
Leu Gln Asp Tyr Asn Tyr Pro Arg Thr
1 5

<210> 497
<211> 354
<212> DNA
213> ANL=4

220>
<223> &R

<400> 497

18

27

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60

153
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[0109]

Lteclglgeag
ccaggcaagg
gcagactccg
ctgcaaatga
tatagtgget

<210> 498
211> 118
<212> PRT

cgletggall cacclicagl
ggetggagty ggtggeagtt
tgaagggccg attcaccatc
acagcctgag agccgaggac
acgatgacta ctggggccag

213> ANTFF

<2200

223> AR

<400> 498

Gln Val Gln
1

Ser Leu Arg

Gly Met His
35
Ala Val Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Arg Asp
Leu Val Thr
115

<210> 499
<211> 321
<212> DNA

Leu Val Glu Ser Gly

Leu Ser Cys Ala Ala

20

Trp Val Arg Gln Ala

10
Trp Tvr Asp Gly Ser
55

Phe Thr Ile Ser Arg
70

Asn Ser Leu Arg Ala

85

Gly Tyr Ser Gly Tyr

100

Val Ser Ser

Q1> NTFH

<2200

<223> LRk

<400> 499
gccatccaga
atcacttgcce
gggaaagcce
aggttcagceg
gaagattttg
gggaccaagg

<210> 500
<211> 107
<212> PRT

tgacccagtce tccatcctee
gggcaagtca gggcattaga
ctaagctcct gatctatget
gcagtggatc tggcacagat
caacttatta ctgtctacaa
tggaaatcaa a

213> NLFF

<2200

223> Rk

<400> 500

Ala Ile Gln
1

Asp Arg Val

Leu Gly Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 501
211> 354

Met Thr Gln Ser Pro
Thr Ile Thr Cys Arg

Tyr Gln Gln Lys Pro
40
Ser Ser Leu Gln Ser
55
Gly Thr Asp Phe Thr
70
Ala Thr Tyr Tyr Cys
85

Gln Gly Thr Lys Val
100

agce lalggea Lgeaclgggl
atatggtatg atggaagtaa
tccagagaca attccaagaa
acggctgtgt attactgtge
ggaaccctgg tcaccgtcte

Gly
Ser
25

Pro
Asn
Asp
Glu

Asp
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Asp

Val Yal Gln Pro

Phe Thr Phe Ser
30
Lys Gly Leu Glu
15
Tyr Tyr Ala Asp
60

Ser Lys Asn Thr
75

Thr Ala Val Tyr

Tyr Trp Gly Gln
110

ctgtctgeat ctgtaggaga
aatgatttag gctggtatca
gcatccagtt tacaaagtgg
ttcactctca ccatcagcag
gattacaatt accctcggac

Ser
Ala
25

Gly
Gly
Leu

Leu

Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu Ser Ala Ser

Gln Gly Ile Arg
30
Ala Pro Lys Leu
45
Pro Ser Arg Phe
60

Tle Ser Ser Leu
75

Asp Tyr Asn Tyr

Lys

154

cegecagget 120
taaatactat 180
cacgctgtat 240
gagagatgga 300
ctca 354

Gly Arg
15
Ser Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gly Thr

cagagtcacc 60
gcagaaacca 120
ggtcccateca 180
cctgeageet 240
gttcggecaa 300

321

Val Gly
15
Asn Asp

Leu Ile
Ser Gly
Gln Pro

80

Pro Arg
95
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[0110]

<212> DMA
213> NTFF

<220>
<223> E AL

<400> 501
caggtgcage

tggtggagte

tecctgtgecag cgtetggatt
ccaggcaagg ggctagagtg

geagacteeg

Lgaagggecey

ctgcaaatga acagcctgag
Lataglggel acgalgactla

210>
211>
212>
213>

502
118
PRT
ANIFF5

220>
223> HRLT

<400> 502
Gln Val Gln Leu
1
Ser Leu Arg Leu
20
Gly Met His Trp
35
Ala Val Ile Trp
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Asp Gly

100

Leu Val Thr Val
115

<210>
211>
<212>
<213>

503
322
DNA
ANTIFFF)

<220>
223> H R
<400> 503

gccatccaga
atcacttgee
gggaaagccce

Val

2
Ser
Val
Tyr
Thr
Ser
85

Tyr

Ser

Gl
Cy
Ar
As
I1
70
Le
Se

Se

tgacccagtc

gggcaagtca
ctaagctcct

aggttcageg gecagtggate
gaagattttg caacttatta

gggaccaagg

<2100
211>
212>
213>

504
107
PRT
ANIFF5I

220>
223> BRI

<400> 504
Ala Ile Gln Met

1
Asp Arg Val Thr
20
Leu Gly Trp Tyr
35
Tyr Ala Ala Ser
50
Ser Gly Ser Gly
65

Thr
Ile
Gln
Ser

Thr

tggaaatcaa

Gl
Th
Gl
Le

As
70

tgggggagge
caccttcagt
ggtggecagtt
allcaccatle
agccgaggac
clggggeeag

u Ser Gly
s Ala Ala

g Gln Ala

40

p Gly Ser
55

e Ser Arg
u Arg Ala

r Gly Tyr

iy

tccatcctee
gggeattaga
gatctatgct
tggcacagat
ctgtctacaa
ac

gtggtccage
agctatggcea
atatggtatg
Lecagagaca
acggetgtgt
ggaaccelgg

Gly
Ser
25

Pro
Asn
Asp
Glu

Asp
105

ctgtctgcat
aatgatttag
gcatccagtt
ttcactctea
gattacaatt

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Asp

n Ser Pro Ser Ser

10

r Cys Arg Ala Ser

25

n Lys Pro Gly Lys

40

u Gln Ser Gly Val

95
p Phe

Thr Leu Thr

Val Val

Phe Thr
Lys Gly
Tyr Tyr

60
Ser Lys
75

Thr Ala

Tyr Trp

Leu Ser
Gln Gly
Ala Pro
Pro Ser

Ile
75

Ser

155

Gln
Phe
Leu
Ala
Asn
Val
Gly

Ala
Ile
Lys
45

Arg

Ser

ctgggaggte
tgcactgggt
atggaagtaa
allccaagaa
attactgtge
Lecaceglele

Pro
Ser
30

Glu
Asp
Thr

Tyr

Gln
110

ctgtaggaga
getggtatea
tacaaagtgg
ccatcageag
accctcggac

cctgagacte 60
ccgecagget 120
taaatactat 180
cacgelglat 240
gagagatgga 300
clea 354

Gly
15
Ser

Arg
Tyr
Trp Val
Ser Val

Leu Tyr
80
Tyr Cys
95

Gly Thr

cagagtcacc 60
geagaaacca 120
ggtcccatca 180
cetgeageet 240
gttcggecaa 300

322

Gly
Asp
Ile
r Gly

Gln Pro
80
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[0111]

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp Tyr Asn Tyr
85 90

Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<210> 505
<211> 348
<212> DMA
213> ATF3

220>

100

223> HRLM

<400> 505

gaggtgcage
Leclglgeag
ccagggaagg
geggactlelg
ctgcaattga
tatgelitlg

<210> 506

211> 11

6

<212> PRT
Q213> NTFF|

220>
223 &

Glu Val
1
Ser Leu

Ala Met

Ser Gly
50

Lys Gly

65

Leu Gln

Ala Lys

Thr Val

tggtgecagte tgggggagge
celetggatll cacelilgat
gcectggagtg ggtctcaggt
Lgaagggeceg allcaccale
acagtctgag agctgaggac
alalclgggyg ccaagggaca

A
<400> 506

Gln
Arg
His
35

Ile
Arg
Leu

Glu

Ser
115

<210> 507

211> 24

<212> DNA
213> NILFF7)

220>
22 &

Leu
Leu
20

Trp
Ser
Phe
Asn
Asp

100
Ser

A

<400> 507
ggattcacct ttgatgatta tgcc

<210> 508

211> 8

<212> PRT

213> AILFF

<2200
223> &

A

<400> 508

Gly Phe Thr Phe Asp Asp Iyr Ala
1 5

<210> 209

<211> 24
<212> DN

A

Val
Ser
Val
Trp
Thr
Ser

85
Tyr

Gln Ser Gly
Cys Ala Ala

Arg Gln Gly
40
Asn Gly Gly
55
Ile Ser Arg
70
Leu Arg Ala

Ala Phe Asp

105

ttggtacage
gallatlgeca
attagttgga
Lecagagaca
acggccttgt
algglcaccy

Gly
Ser
25

Pro
Ser
Asp
Glu

Ile
105

Gly
10

Gly
Gly
Ala
Asn
Asp

90
Trp

Leu Val
Phe Thr
Lys Gly
Gly Tyr
60

Ala Lys
75

Thr Ala

Gly Gln

156

Gln
Phe
Leu
45

Ala
Asn

Leu

Gly

ctggcaggte
Lgcaclggegl
atggtggtag
acgecaagaa
attactgtge
Leteetlea

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

Pro Arg

95

Gly
Asp
Trp
Ser
Leu
Tyr

95
Met

cctgagactce
ccgacaaggl
cgcaggctat
clecetglatl
aaaagaagac

Arg
Tyr
Val
Val
Tyr
80

Cys

Val

60

120
180
240
300
348

24
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[0112]

213> NTFF

220>
<223> & RLK

<400> 509
attagtrgga atggtggtag

<210> 510
211> 8

<212> PRT
213> ATFH

<2200
Q223> G R

<400> 510

cgea

Ile Ser Trp Asn Gly Gly Ser Ala
1 5

<210> 511
211> 27

<212> DNA
213> ANTFH

<2200
223> G R

<400> 511
gcaaaagaag actatgcttt

<210> 512
211> 9

<212> PRT
213> ATLFF|

220>
Q223> B RLM

<400> 512

tgatatc

Ala Lys Glu Asp Tyr Ala Phe Asp Ile
1 5

<210> 513
<211> 336
<212> DNA
213> ANIF3)|

220>
223> H R

<400> 513

gacatcgtga tgacccagac
atctcctgea ggtctagtca
cttcagcaga ggccaggeca
tctggggtee cagacagatt
agcagggtgg aagctgagga
tacacttttg gccaggggac

<210> 514
211> 112
<212> PRT
13> AT 55

220>
223> H AL

<400> 514

Asp Ile Val Met Thr Gln Thr Pro Leu

1 5
Gln Pro Ala Ser Ilc Ser Cys Arg Ser

20

tccactetee
aagcctcgta
gectecaaga
cagtggcagt
tgtceggggtt
caaggtggag

tcacctgtca cccttggaca
cacagtgatg gaaacaccta
ctcctaattt ataagattte
ggggecaggga cagatttcac
tattactgca tgcaagctac
atcaaa

10

24

geeggectee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttccg 300
336

Ser Ser Pro Val Thr Leu Gly

15

Scr Gln Ser Leu Val His Ser
25 30

Asp Gly Asn Thr Tyr Leu Ser Trp Leu Gln Gln Arg Pro Gly Gln Pro
3 45

5

40

157
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[0113]

Pro Arg Leu Leu Ile Tyr Lys Ile Ser
50 55

Asp Arg Phe Ser Gly Ser Gly Ala Gly

65 70

Ser Arg Val Glu Ala Glu Asp Val Gly

85

Thr Gln Phe Pro Tyr Thr Phe Gly Gln

100 105

<210> 515
<211> 33
<212> DNA
213> ANTF3

220>
223> HHBH

<400> 515

caaagcctcg tacacagtga tggaaacacc tac

<210> 516
Q21D 11

<212> PRT
213> ANTF3

220
223> Bkt

<400> 516
Gln Ser Leu Val His Ser Asp Gly Asn
1 5

<210> 517
Q21> 9

<212> DNA
213> N 1A

220>
223> BT

<400> 517
aagatttct

<210> 518
211> 3

<212> PRT
Q213> AT 4

220>
223> BT

<400> 518
Lys Ile Ser
1

<210> 519
211> 27
<212> DNA
Q1> NTFF

220>
Q223 HHEH

<400> 519

atgcaagcta cacaatttcc gtacact

<210> 520
211> 9

<212> PRT
Q1> NTFF

220>
223> HMH

Asn Arg Phe Ser Gly Val Pro
60

Thr Asp Phe Thr Leu Lys Ile
75 80

Val Tyr Tyr Cys Met Gln Ala

90 95

Gly Thr Lys Val Glu Ile Lys

110

Thr Tyr
10

158

33

27
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<400> 520
Met Gln Ala
1

<210> 521
<211> 348
<212> DNA

Thr Gln Phe Pro Tyr Thr
5

Q213> AL

220>

223> BRI

<400> 521

gaagtgcage
tcctgtgeag
ccagggaagg
gcggactetg
ctgcaattga
tatgecttttg

<210> 522
<211> 116
<212> PRT

tggtggagte
cctctggatt
gectggagtg
tgaagggcceg
acagtctgag
atatctgggg

213> ANTFF3

220>

223> ERE

<400> 522

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Leu

Ala Lys Glu
Thr Val Ser
115

<210> 523
<211> 336
<212> DNA

Leu Val G1

Leu Ser Cy
20
Trp Val Ar

Ser Trp As

Phe Thr I1
70
Asn Ser Le
85
Asp Tyr Al
100
Ser

213> ANTIF3

220>

223> B

<400> 523

gatattgtga
atctectgea
cttcagcaga
tetggggtee

agcagggtgg
tacacttttg

<210> 524
211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggeea
cagacagatt
aagctgagga
gceaggggac

213> AT 3|

220>

223> &R

<400> 524

tgggggagge
cacctttgat

ggtctcaggt
attcaccate
agctgaggac
ccaagggaca

u Ser Gly
s Ala Ala

g Gln Gly

40

n Gly Gly
55

e Ser Arg

u Arg Ala

a Phe Asp

tcecactetee
aagcctegta
geetecaaga
cagtggeagt
tgtcggggtt
caagctggag

ttggtacage
gattatgcca
attagttgga
tccagagaca
acggeccttgt
atggtcaccg

Gly Gly Leu
10

Ser Gly Phe

25

Pro Gly Lys

Ser Ala Gly

Asp Asn Ala
75
Glu Asp Thr
90
Ile Trp Gly
105

tcacctgteca
cacagtgatg
ctectaattt
gggegeaggga
tattactgeca
atcaaa

ctggcaggte
tgcactgggt
atggtggtag
acgccaagaa
attactgtge
tctcttea

Val
Thr
Gly
Tyr
60

Lys
Ala

Gln

Gln Pro

Phe Asp
30

Leu Glu

45

Ala Asp

Asn Ser
Leu Tyr

Gly Thr
110

cccttggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagetac

cctgagacte
ccgacaaggt
cgcaggctat
ctcecctgtat
aaaagaagac

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Met Val

geeggectee
cttgagttgg
taaccggtte
actgaaaate
acaatttccg

Asp Ile Val Met Thr Gln Thr Pro Leu Ser Ser Pro Val Thr Leu Gly

1

5

10

159

15

60

120
180
210
300
318

60

120
180
240
300
336
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[0115]

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

210> 525
<211> 348
<212> DNA

Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly

Glu Ala
85

Pro Tyr
100

Q1> NTFFF|

220>

223> HRLT

<400> 525

gaagtgcage
tcctgtgcag
ccagggaagg
gcggactctg
ctgcaaatga
tatgcttttg

<210> 526
<211> 116
<212> PRT

Ser Cys Arg

Leu Ser Trp
40
Tyr Lys Ile
55
Ser Gly Ala
70
Glu Asp Val

Thr Phe Gly

tggtggagte tgggggagge
cctctggatt cacctttgat
gcetggagtg ggtetcaggt
tgaagggccg attcaccatc
acagtctgag agctgaggac
atatctgggg ccaagggaca

Q213> NTFF

220>

223> E AL

<400> 526

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 527
211> 337
<212> DNA

Leu Val

Leu Ser
20
Trp Val

Ser Trp
Phe Thr

Asn Ser
85

Asp Tyr

100

Ser

213> ANTLF7)

220>

223> BRI

<400> 527

gatattgtga
atctcctgeca
cttcagcaga
tetggggtee
agcagggtgg
tacacttttg

<210> 928
<211> 112
<212> PRT

Glu Ser Gly
Cys Ala Ala

Arg Gln Ala
40
Asn Gly Gly
55
Ile Ser Arg
70
Leu Arg Ala

Ala Phe Asp

tgacccagac tccactctce
ggtctagtca aagcctcgta
ggccaggeca gcctccaaga
cagacagatt cagtggcagt
aagctgagga tgtcggggtt
gccaggggac caagctggag

Ser
25

Leu
Ser
Gly
Gly

Gln
105

ttggtacage
gattatgcca
attagttgga
tccagagaca
acggeccttgt
atggtcaccg

Gly
Ser
25

Pro
Ser
Asp
Glu

Tle
105

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
atcaaac

Ser
Gln
Asn
Thr
Val

90
Gly

Gly
10

Gly
Gly
Ala
Asn
Asp

90
Trp

Gln Ser

Gln Arg

Arg Phe
60

Asp Phe

75

Tyr Tyr

Thr Lys

Leu Val
Phe Thr
Lys Gly
Gly Tyr
Ala Lys
75

Thr Ala

Gly Gln

160

Leu
Pro
45

Ser
Thr
Cys

Leu

Gln
Phe
Leu
Ala
Asn
Leu

Gly

Val
30

Gly
Gly
Leu

Met

Glu
110

ctggcaggte
tgcactgggt
atggtggtag
acgccaagaa
attactgtge
tctectteca

Pro
Asp
30

Glu
Asp
Ser

Tyr

Thr
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

His
Gln
Val
Lys
Gln

95
Ile

cctgagacte
ccggecaagct
cgcaggcetat
ctccctgtat
aaaagaagac

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Vet

Ser
Pro
Pro
Ile
80

Ala

Lys

Arg
Tyr
Val
Val
Tyr
80

Cys

Val

60

120
180
240
300
348

geceggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttccg 300

337
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[0116]

213> ANTJF3

<2200

223> E R

<400> 528

Asp Ilc Val
1

Gln Pro Ala

Asp Gly Asn
35

Pro Arg Leu
50

Asp Arg Phe

65

Ser Arg Val

Thr Gln Phe

<210> 529
<211> 348
<212> DNA

Mct Thr Gl
5

Ser Ile Se

20

Thr Tyr Le

Leu Ile Ty
Ser Gly Se
Glu Ala G1

Pro Tyr Th
100

Q213> ATLFH

<220>

223> E R

<400> 529
gaggtgcagce
tcetgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
tgggegtttyg

<210> 530
<211> 116
<212> PRT

tggtggagtc
cctctggatt
gcectggaatg
tgaagggeceg
acagtctgag
actactgggg

213> AT

220>

223> &R

<400> 530

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 531
211> 24
<212> DNA

Leu Val G1
5

Leu Ser Cy

20

Trp Val Ar

Thr Trp As

Phe Thr I1
70
Asn Ser Le
85
Asp Trp Al
100
Ser

213> AT

220>

223> AR

<400> 531

n Thr Pro
r Cys Arg
u Ser Irp
r Lys Ile
r Gly Ala
u Asp Val

r Phe Gly

tgggggaggc
cacctttgaa

ggtctcaggt
attcaccatc
agctgaggac
ccagggaace

u Ser Gly
s Ala Ala
g Gln Ala
40
n Ser Asp
55
e Ser Arg
u Arg Ala

a Phe Asp

ggattcacct ttgaagatta tgcc

Lecu
Ser
25

Leu
Ser
Gly
Gly

Gln
105

Ser
10
Ser

Gln
Asn
Thr
Val

90
Gly

Ser
Gln
Gln
Arg
Asp
75

Tyr
Thr

ttggtacagce
gattatgcca
attacttgga
tccagagaca
acggecttgt
ctggteaceg

Gly
Ser
25

Pro
Asn
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu
Phe
Lys
Gly
Ala
75

Thr

Gly

161

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly

Phe Thr Leu
Tyr Cys Met

Lys Leu Glu
110

ctggcaggtc
tgcactgggt
atagtgataa
acgccaagta
attactgtge
tetectea

Val Gln Pro

Thr Phe Glu
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Tyr Ser

Ala Leu Tyr

Gln Gly Thr
110

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ilec
80

Gln Ala

95

Ile Lys

cctgagacte 60
ccggecaaget 120
taaaggctat 180
ctecetgtat 240
aaaagaggac 300
348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val
Leu Tyr

80
Tyr Cys

95
Leu Val

24
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[0117]

<210> 532
211> 8
<212> PRT

213> NI

<220>

223> E R

<400> 532

Gly Phe Thr Phe Glu Asp Tyr Ala
1 5

<210> 533
211> 24
<212> DNA

213> ANLFF

<2200

223> E

<400> 533
attacttgga

<210> 534
<211> 8
<212> PRT

atagtgataa taaa

213> ANTIFF

220>

223> &

<400> 534

Ile Thr Trp Asn Ser Asp Asn Lys
1 5

<210> 535
211> 27
<212> DNA

Q213> NT3

220>

223> &

<400> 535
gcaaaagagg

<210> 536
211> 9
<212> PRT

actgggegtt tgactac

213> NLTFF

220>

223> H R

<400> 536

Ala Lys Glu Asp Trp Ala Phe Asp Tyr
1 5

<210> 537
<211> 321
<212> DNA

213> ANTF7)

220>

223> &

<400> 537

gacatccaga
atcacttgtc
gggaaagece
aggttcagcg
gaagattttg
gggaccaagg

tgacccagte tccatcttee
gtgcgagtca gggtattaac
ctaagctcet gatctacget
gcagtggatc tgggacagat
caacttacta ttgtcaacag
tggaaatcaa a

gtgtctgeat ctgtaggaga
agttggttag cctggtatca
gceatccagtt tgecagagtgg
ttcactctca ccatcagecgg
gctaacagtt tcccegtacac

162

24

27

cagagtcacc 60
gcagaaacca 120
ggteccatea 180
cctecageet 240
ttttggecag 300

321
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[0118]

<210> 538
211> 107
<212> PRT
213> ATF

220>
223> BAY

<400> 538

Asp
1
Asp
Lcu
Tyr
Ser
65
Glu

Thr

Ile Gln
Arg Val
Ala Trp
35

Ala Ala
50

Gly Ser
Asp Phe

Phe Gly

<210> 539
211> 18
<212> DNA
Q213> AT

220>
223> ERE

<400> 539
cagggtatta acagttgg

<210> 540
Q211 6
<212> PRT
Q213> ATF

220>
223> BRI

<400> 540

Gln Gly Ile Asn Ser
1

<210> 541
211> 9
<212> DNA
213> NI

220>
223> &R

<400> 541
getgeatee

<210> 542
211> 3
<212> PRT
213> ATF

<2200
223> EHH

<400> 542

Ala
1

Ala Ser

<210> 543
211> 27

el

Mct
Thr
20

Tyr
Ser
Gly
Ala

Gln
100

eql

el

7]

7l

Thr
Ile
Gln
Ser
Thr
Thr

85
Gly

5

Gln
Thr
Gln
Leu
Asp
Tyr
Thr

Trp

Ser
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro Ser
Arg Ala
Pro Gly
40

Ser Gly
Thr Leu
Cys Gln

Val Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Val
Gln
Ala
Pro
Ile
75

Ala

Lys

163

Ser
Gly
Pro
Ser
Ser

Asn

Ala
Ile
Lys
45

Arg
Gly

Ser

Ser
Asn
30

Leu
Phe

Leu

Phe

Val
15

Ser
Leu
Ser

Gln

Pro
95

Gly
Trp
Ile
Gly
Pro

80
Tyr
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119/201 BT

[0119]

<212> DNA
213> NTFF

<220>
223> AR

<400> 543
caacaggcta acagtttcce gtacact

<210> 544
211> 9

<212> PRT
213> ATF3)

220>
223> AR

<400> 544
GIn GIn Ala Asn Ser Phe Pro Tyr Thr
1 5

210> 515
211> 348
<212> DNA
Q13> AT F3

220>
223> HRM

<400> 545

gaagtgcagc tggtggagtc tgggggagge ttggtacage ctggcaggte
tcetgtgeag cctetggatt cacctttgaa gattatgeca tgecactgggt
ccagggaagy geclggaalyg gglelecaggl allacllgga atlaglgalaa
gcggactetg tgaagggcecg attcaccatc tccagagaca acgccaagta
ctgcaaatga acagtctgag agctgaggac acggecttgt attactgtge
tgggegtttg actactgggg ccagggaacc ctggtcaccg tctectea

<210> 546
<211> 116
<212> PRT
213> NTF3F

<220>
<223> AR

<400> 546
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro
1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Glu
20 25 30
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu
35 40 45
Ser Gly Ile Thr Trp Asn Ser Asp Asn Lys Gly Tyr Ala Asp
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Tyr Ser
65 70 75
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr
85 90
Ala Lys Glu Asp Trp Ala Phe Asp Tyr Trp Gly Gln Gly Thr
100 105 110
Thr Val Ser Ser
115

<210> 547
211> 321
<212> DNA
213> ANIFF

<2200
223> &N

<400> 547

cctgagactc
ccggeaaget
Laaaggcelat
ctcectgtat
aaaagaggac

Gly Arg
15

Asp Tyr
Trp Val
Ser Val

Leu Tyr
80
Tyr Cys

Leu Val

27

60

120
180
240
300
348

gacatccaga tgacccagte tccatcttec gtgtetgecat ctgtaggaga cagagtcace 60
atcacttgtc gtgcgagtca gggtattaac agttggttag cctggtatca gcagaaacca 120

164
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[0120]

gggaaageece
aggttcageg
gaagattttg
gggaccaagce

<210> 548
<211> 107
<212> PRT

claageieet
gcagtggate
caacttacta
tggagatcaa

213> NIF3

<220>

223> AR

<400> 548

Asp Ile Gln
L

Asp Arg Val

Leu Ala Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 549
<211> 348
<212> DNA

Met Thr Gl

Thr Ile Th
20
Tyr Gln G1

Ser Ser Le

Gly Thr As
70
Ala Thr Ty
85
Gln Gly Th
100

213> ANTFF

220>

223> ERLEY

<400> 549
gaagtgcagc
tcctgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
tgggegttty

<210> 550
<211> 116
<212> PRT

tggtggagtc
cctetggatt
gecetggagty
tgaagggceceg
acagtctgag
actactgggg

213> ATFF

220>

<223> HRHY

<400> 550

Glu Val Gln
1

Ser Leu Arg

Ala Met His
35
Ser Gly Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Glu
Thr Val Ser
115

<210> 551
<211> 322
<212> DMA

Leu Val G1

Leu Ser Cy
20
Trp Val Ar

Thr Trp As

Phe Thr Il
70
Asn Ser Le
85
Asp Trp Al
100
Ser

galclacgel gealecagll Lgeagaglgg ggleccatea 180
tgggacagat ttcactctca ccatcagegg cctecageet 240
ttgtcaacag gctaacagtt tcccgtacac ttttggecag 300

a

n Ser Pro
r Cys Arg

n Lys Pro
40
u Gln Ser
55
p Phe Thr

r Tyr Cys

r Lys Leu

tgggggaggc
cacctttgaa
ggtctcaggt
attcaccatce
agctgaggac
ccagggaacc

u Ser Gly
s Ala Ala

g Gln Ala
40
n Ser Asp
55
e Ser Arg

u Arg Ala

a Phe Asp

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Val Ser Ala Ser
Gln Gly Ile Asn
30
Ala Pro Lys Lcu
45
Pro Ser Arg Phe
Ile Ser Gly Leu
Ala Asn Ser Phe

Lys

ttggtacage ctggecaggtc
gattatgcca tgcactgggt
attacttgga atagtgataa
tccagagaca acgccaagaa
acggecttgt attactgtge
ctggtcaccg tctectea

Gly
Ser
Pro
Asn
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu Val Gln Pro

Phe Thr Phe Glu
30
Lys Gly Leu Glu
45
Gly Tyr Ala Asp
60
Ala Lys Asn Ser

75

Thr Ala Leu Tyr

Gly Gln Gly Thr
110

165

Val
Ser
Leu
Ser
Gln

Pro
95

cctgagactc
ccggecaaget
taaaggctat
ctceectgtat
aaaagaggac

Gly
Asp
Trp
Ser
Leu
Tyr

95
Leu

Gly
Trp
Ile
Gly
Pro

80
Tyr

Arg
Tyr
Val
Val
Tyr
80

Cys
Val

321

60

120
180
240
300
348
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[0121]

213> AILF7

<220>

<223> &

<400> 551

gacatccaga
atcacttgte
gggaaagecc
aggttcageg
gaagattttg
gggaccaagc

<210> 552
<211> 107
<212> PRT

tgacccagtc
gggcgagtca
ctaagctect
gcagtggate
caacttacta
tggagatcaa

213> " ATLF%

<2200

223> E

<400> 552

Asp Ile Gln Met Thr Gl

L

Asp Arg Val Thr Ile Th

20

Leu Ala Trp Tyr Gln G1

35

Tyr Ala Ala Ser Ser Le

50

Ser Gly Ser Gly Thr As

65

70

Glu Asp Phe Ala Thr Ty

85

Thr Phe Gly Gln Giy Th

<210> 553
<211> 348
<212> DNA

100

Q21> AL

220>

223> &R

<400> 553

gaggtgcagce
tcetgtgeag
ccagggaagg
gcggactetg
ctgcaaatga
tgggegtttg

<210> 554
<211> 116
<212> PRT

tggtgcagtc
cctetggatt
gectggagtg
tgaagggecg
acagtctgag
actactgggg

213> ANIFE7

<2200

223> BkH

<400> 554

Glu Val Gln Lecu Val G1

L

5

Ser Leu Arg Leu Ser Cy

20

Ala Met His Trp Val Ar

35

Ser Gly lle Ser Trp As

50

Lys Gly Arg Phe Thr Il

65

70

Leu Gln Met Asn Ser Le

85

Val Lys Glu Asp Tfp Al

tccatettet
gggtattaac
gatctatget
tgggacagat
ttgtcaacag
ac

n Ser Pro
r Cys Arg

n Lys Pro
40
u Gln Ser

55

p Phe Thr
r Tyr Cys

r Lys Leu

tgggggaggc
cacctttgat
ggtctecaggt
attcaccate
acgtgaggac
ccagggaacc

n Scr Gly
s Ala Ala

g Gln Ala
40
n Ser Gly
55
e Ser Arg

u Arg Arg

a Phe Asp

gtgtctgcat ctgtaggaga
agttggttag cctggtatca
gcatccagtt tgcaaagtgg
ttcactctca ctatcagcag
gctaacagtt tcccgtacac

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Val Ser Ala Ser

Gln Gly Ile Asn
30
Ala Pro Lys Leu
45
Pro Ser Arg Phe
60
Ile Ser Ser Leu

Ala Asn Ser Phe

Lys

ttggtacagc ctggecaggtc
gattatgcca tgcactgggt
attagttgga atagtggtag
tccagagaca acgccaagaa
acggeettgt attactgtgt
ctggtcaccg tctcctca

Gly
Ser
25

Pro
Ser
Asp
Glu

Tvr

Gly
10

Gly
Gly

l.ys
Asn
Asp

90
Trp

Leu Val Gln Pro

Phe Thr Phe Asp
30

Lys Gly Leu Glu

45
Gly Tyr Ala Asp
60

Ala Lys Asn Ser

75

Thr Ala Leu Tyr

Gly Gln Gly Thr

166

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
cctgeageet 240
ttttggccag 300

322

Val Gly
15
Ser Trp

Leu Ile
Ser Gly

Gln Pro
80
Pro Tyr

cctgagactce 60
ccggecaaget 120
caaaggctat 180
ctecetgtat 240
aaaagaggac 300

348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val
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122/201

[0122]

100

Thr Val Ser Ser

<210>
211>
<212>
<213>

<220>
223>

<400>

ggattcacct ttgatgatta tgcce

<210>
211>
212>
<213>

<220>
223>

<400>

Gly Phe Thr Phe Asp Asp Tyr Ala
1 5

210>
211>
212>
213>

220>
223>

<400>

attagttgga atagtggtag caaa

<210>
211>
212>
<213>

220>
223>

<400>
1
<210>
211>
212>
213>

220>
223>

<400>

gtaaaagagg actgggegtt tgactac

<2100
211>
212>
213>

<2200
223>

<400>
1

115

555
24

DNA
ANTF3)

R
555

556
8

PRT
ATFF

T RRHT
556

557
24

DNA
ANTFF

R
557

558

8

PRT

NI 3
&R
558

Ile Ser Trp Asn Ser Gly Ser Lys
5

559
27

DNA
ANIFF

R
559

560

9

PRT
ANIFF|
R
560

Val Lys Glu Asp Trp Ala Phe Asp Tyr
5

167

110
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[0123]

<210> 561
<211> 315
<212> DNA

213> AT

220>

223> BRI

<400> 561

gacatccaga
atcacttgee
gggaaagcce
aggttcagtg
gaagatattg
aaggtggaaa

<210> 562
<211> 105
<212> PRT

tgacccagte
aggcgagtca
ctaagttcct
gaagtggatce
cgacatatta
tcaaa

213> ANTLJF5)

220>

223> AR

<400> 562

tccatectece
ggacattagce
gatctacgat
tgggacagat
ctgtcaacag

Asp Ile Gln Met Thr Gln Ser Pro

1

Asp Arg Val Thr Ile Thr Cys Gln

20

Leu Asn Trp Tyr Gln Gln Lys Pro

35

40

Tyr Asp Ala Ser Asn Leu Gly Thr

20

55

Ser Gly Ser Gly Thr Asp Phe Thr

65

Glu Asp Ile Ala Thr Tyr Tyr Cys

85

Gly Gly Gly Thr Lys Val Glu Ile

<210> 563
<211> 18
<212> DNA

100

213> ANIF5)

<220>

223> BRM

<400> 563

caggacatta

<210> 564
<211> 6
<212> PRT

gcaactat

213> ATLF5

<2200

223> B

<400> 564

Gln Asp Ile Ser A
1

<210> 565
211> 9
<212> DNA

5

213> ATJFF)

<2200

223> BRI

<400> 565
gatgcatce

sn Tyr

ctgtetgeat
aactatttaa
gcatccaatt
tttactttca
tatgataatc

Ser
Ala
25

Gly
Gly
Phe
Gln

Lys
105

Ser
10

Ser
Lys
Val
Thr

Gln
90

Leu
Gln
Ala
Pro

Ile
75

ctgtaggaga cagagtcacc
attggtatca acaaaaacca
tgggaacagg ggtcccatca
ccatcagcag cctgcagecet
tecctttegg cggagggace

Ser Ala Ser Val
15
Asp Ile Ser Asn
30
Pro Lys Phe Leu
45

Ser Arg Phe Ser
60

Ser Ser Leu Gln

Tyr Asp Asn Leu Pro

168

95

Gly
Tyr
Ile
Gly
Pro

80
Phe

60

120
180
210
300
315

18
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[0124]

<210> 566
<211> 3
<212> PRT

213> AT

220>

223> BRI

<400> 566

Asp Ala Ser

1

<210> 567
211> 21
<212> DNA

213> AL

<2200

223> BRI

<400> 567

caacagtatg ataatctcce t

<210> 568
211> 7
<212> PRT

213> AT

220>

223> BRI

<400> 568
1
<210> 569

<211> 348
<212> DNA

213> ANTF

220>

223> &R

<400> 569
gaagtgcage
tceetgtgeag
ccagggaagg
geggactetg
ctgcaaatga
tgggegttty

<210> 570
<211> 116
<212> PRT

tggtggagte
cctetggatt
geetggagtg
tgaagggecg
acagtctgag
actactgggg

213> ANTLF3)

220

223> BRI

<400> 570

Gln Gln Tyr Asp Asn Leu Pro
5

tgggggaggc
cacctttgat
ggtctcaggt
attcaccatc
acgtgaggac
ccagggaacce

Glu Val Gln Leu Val Glu Ser Gly

1

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Met His Trp Val Arg Gln Ala

35

40

Ser Gly Ile Ser Trp Asn Ser Gly

50

25

Lys Gly Arg Phe Thr Ile Ser Arg

65

-
i

Leu Gln Met Asn Ser Leu Arg Arg

85

Val Lys Glu Asp Trp Ala Phe Asp

ttggtacage ctggecaggte
gattatgcca tgcactgggt
attagttgga atagtggtag
tccagagaca acgccaagaa
acggeettgt attactgtgt
ctggtcaccg tctcctea

Gly
Ser
25

Pro
Ser
Asp
Glu

Tyr

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Trp

Leu Val Gln Pro

Phe Thr Phe Asp
30

Lys Gly Leu Glu

45
Gly Tyr Ala Asp
60

Ala Lys Asn Ser

75

Thr Ala Leu Tyr

Gly Gln Gly Thr

169

21

cctgagacte 60
ccggeaaget 120
caaaggctat 180
cteectgtat 240
aaaagaggac 300
348

Gly Arg
15
Asp Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cyvs

95

Leu Val
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[0125]

Thr Val Ser
115

<210> 571
<211> 315
<212> DNA

100
Ser

213> ANTREA

<220>

<223> &R

<400> 571

gacatccaga
atcacttgee
gggaaagecce
aggttcagtg
gaagatattg
aaggtggaga

<210> 572
<211> 105
<212> PRT

tgacccagtc
aggcgagtca
claagtlcetl
gaagtggatce
cgacatatta
tcaaa

Q213> NTFF

220>

223> EHLM

<400> 572

Asp Ile Gln
1

Asp Arg Val

Leu Asn Trp
35
Tyr Asp Ala
50
Ser Gly Ser
65
Glu Asp Ile

Gly Gly Gly

<210> 573
211> 348
<212> DNA

tcecatectece
ggacattage
galclacgatl
tgggacagat

ctgtcaacag

Met Thr Gln Ser Pro

5

Thr Iie Thr Cys Gln

20

Tyr Gln Gln Lys Pro

10

Ser Asn Leu Gly Thr

55

Gly Thr Asp Phe Thr

7

Ala Thr Tyr Tyr Cys

85

Thr Lys Val Glu Ile

100

213> ANTLF4

220>

223> EH R

<400> 573

gaagtgcagc
tcetgtgeag
ccagggaage
gcggactctg
ctgcaaatga
tgggegtttg

<210> 574
<211> 116
<212> PRT

tggtggagtc
cctetggatt
geelggagly
tgaagggccg
acagtctgag
actactgggg

Q213> NTF5

220>

223> EHM

<400> 574

tgggggaggc
cacctttgat

gglelcaggl
attcaccatc
agctgaggac
ccagggaacce

105

110

ctgtctgecat ctgtaggaga
aactatttaa attggtatca
gealccaall lgggaacagg
tttactttca ccatcagcag
tatgataatc tcccetttegg

Ser Ser
10

Ala Ser

25

Gly Lys

Gly Val
Phe Thr
Gln Gln

90

Lys
105

Leu Ser Ala Ser

Gln Asp Ile Ser
30
Ala Pro Lys Phe
15
Pro Ser Arg Phe
60

Ile Ser Ser Leu
75

Tyr Asp Asn Leu

ttggtacage ctggcaggtc
gattatgcca tgecactgggt
allagllgga alaglgglag
tccagagaca acgccaagaa
acggeettgt attactgtgt
ctggtcaccg tctectea

cagagtcacc

60

acaaaaacca 120
ggtleecatea 180

cctgcageet
cggagggacc

Val Gly
15
Asn Tyr

Leu Ile
Ser Gly

Gln Pro

80
Pro Phe
95

cctgagactc
ccggeaaget
caaagge lat
ctcectgtat
aaaagaggac

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

1

5
20

10
25

30

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

170

240
300
315

60

120
180
240
300
348
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[0126]

35

40

45

Ser Gly Ile Ser Trp Asn Ser Gly Ser Lys Gly Tyr Ala Asp

50

95

60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser

65

70

75

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr

85

90

Val Lys Glu Asp Trp Ala Phe Asp Tyr Trp Gly Gln Gly Thr

Thr Val Ser
115

<210> 575
<211> 316
<212> DNA

100
Ser

213> ATLFH

220>

223> BRI

<400> 575

gacatccaga
atcacttgce
gggaaagccce
aggttcagtg
gaagatattg
aaggtggaga

<210> 576
<211> 105
<212> PRT

105

110

tgacccagte tccatcctee ctgtctgeat ctgtaggaga
aggcgagtca ggacattage aactatttaa attggtatca
ctaagctcct gatctacgat gcatccaatt tggaaacagg
gaagtggatc tgggacagat tttactttca ccatcagcag
caacatatta ctgtcaacag tatgataatc tccctttecgg
tcaaac

213> AT

220>

223> BRI

<400> 576

Asp Ile Gln
1

Asp Arg Val

Leu Asn Trp
35
Tyr Asp Ala
50
Ser Gly Ser
65
Glu Asp Ilc

Gly Gly Gly

<210> 577
<211> 375
<212> DNA

Met Thr

Thr
20

Ile

Tyr Gln

Ser

Asn

Gly Thr

Ala Thr

Thr
100

213> ANTJF5)

220>

223> &M

<400> 577

caggtgcage
acctgtgcca
cagtccccat
aatgattatg
caglictleee
agagggtata
gtcaccgtet

<210> 578
211> 125
<212> PRT

85
Lys

GIln Ser Pro Ser

Thr Cys Gln Ala
25
Gln Lys Pro Gly
40
Leu Glu Thr Gly
55
Asp Phe Thr Phe

Tyr Tyr Cys Gln

Val Glu Ile Lys
105

Ser Leu Ser Ala Ser

10

Ser Gln Asp Ile Ser
30

Lys Ala Pro Lys Leu

45
Val Pro Ser Arg Phe
60
Thr Ile Ser Ser Leu
75
Gln Tyr Asp Asn Lcu
90

tggtgcagtc aggtccagga ctggtgaage cctcgecagac
tctececgggga cagtgtectet agcaacagtg ctgettggaa
cgagaggcct tgagtggctg ggaaggacat actacaggtc
cagtatctgt gaaaagtcga ataaccatca acccagacac
Lgeagetlgaa cletglgacl cceegaggaca cggelglgla
gcagcagetg gtacgggggt gettttgata tctggggeca

cttca

213> AT 3

171

Ser Val

Leu Tyr
80

Tyr Cys

95

Leu Val

cagagtcacc
gcagaaacca
ggtcccatea
cctgecageet
cggagggacc

Val Gly
15
Asn Tyr

Leu Ile
Ser Gly

Gln Pro

80
Pro Phe
95

cctetecacte
ctggatcagg
caagtggtat
atccaagaac
Lilaclglgea
agggacaatg

60

120
180
240
300
316

60

120
180
240
300
360
375
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127/201 L

220>
223> A RLAT

<400> 578
Gln Val Gln Leu
1
Thr Leu Ser Leu
20

Ala Ala Trp
35

Trp Leu Gly Arg
50

Val Ser Val

65

Gln Phe Ser Leu

Ser

Lys

Tyr Tyr Cys Ala

100

Asp Ilc Trp Gly
115

<210> 579
<211> 30
<212> DMA
213> NTFF

<2200
223> ERLH

<400> 579

ggggacagtg tctctagcaa cagtgetget

<210> 580
211> 10
<212> PRT
213> NTFEH
[0127] 220>
223> R
<400> 580
Gly Asp Ser Val
1

<210> 581
211> 27
<212> DMA
213> ATF3

220>

<223> HRHY

<400> 581

Val
Thr
Asn
Thr
Ser
Gln
Arg
Gln

Gln
Cys
Trp
Tyr
Arg
70

Leu

Gly
Gly

Ser
Ala
Ile
Tyr
55

Ile
Asn
Tyr
Thr

Gly
Ile
Arg
40

Arg
Thr
Ser

Ser

Met
120

Pro
Ser
25

Gln
Ser
Ile
Val
Ser

105
Val

Gly
10

Gly
Ser
Lys
Asn
Thr

Ser

Thr

Ser Ser Asn Ser Ala Ala

5

acatactaca ggtccaagtg gtataat

<210> 582
211> 9

<212> PRT
213> NIFH)

<2200
223> ERLH
<400> 582

1

<210> 583
211> 45
<212> DNA
213> AT FF

<2200

Thr Tyr Tyr Arg Ser Lys Trp Tyr Asn
5

10

Leu Val
Asp Ser
Pro Ser
Trp Tyr

60
Pro Asp

o
Pro Glu
Trp Tyr

Val Scr

172

Lys
Val
Arg
45

Asn
Thr
Asp
Gly

Ser
125

Pro
Ser
30

Gly
Asp
Ser

Thr

Gly
110

Ser Gln
15

Ser Asn
Leu Glu
Tyr Ala

Lys Asn

30

27
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[0128]

223> &AL

<400> 583

gcaagagggt atagcagcag ctggtacggg ggtgettttg atate

210> 584
211> 15
<212> PRT

213> ANTFEA

<220>

223> H LM

<400> 584

Ala Arg Gly Tyr Ser Ser Ser Trp Tyr Gly Gly Ala Phe Asp
1 5 10

<210> 585
211> 321
<212> DNA

Q21> NTFEF

220>

223> AR

<400> 585

gacatccaga
atcacttgece
gggaaagcce
aggttcagtg
gaagattttg
gggaccaagg

<210> 586
<211> 107
<212> PRT

tgacccagte
gggcaagtca
ctaagctccet
gcagtggate
caacttacta
tggaaatcaa

213> AT 3

<2200

<223> &R

<100> 586

Asp Ile Gln Met Thr G1
1 5

Asp Arg Val Thr Ile Th
20

Leu Ser Irp lyr Gln Gl
35

Tyr Ala Ala Ser Ser Le

50

Ser Gly Ser Gly Thr As

65 70

Glu Asp Phe Ala Thr Ty

85
Thr Phe Gly Pro Gly Th
100

<210> 587

21> 18

<212> DNA

213> AT 74

220>

223> HRLH

<400> 587

cagagcatta gcagttat

<210> 588

211> 6

<212> PRT

213> ATFEF

<2200

tecatectee
gagcattage
gatctatget
tgggacagat
ctgtcaacag
a

n Ser Pro
r Cys Arg
n Lys Pro

40
u Gln Ser

55

p Phe Thr
r Tyr Cys

r Lys Val

ctgtctgeat
agttatttaa
gcatccagtt
ttcactetca
agttacagta

Ser Ser Leu
10

Ala Ser Gln

25

Gly Lys Ala

Gly Val Pro

Leu Thr Ile
75
Gln Gln Ser
90
Glu Ile Lys
105

ctgtaggaga
gttggtatca
tgcaaagtgg
ccatcagcag
ccccatteac

Ser Ala
Ser Ile

Pro Lys
45

Ser Arg

60

Ser Ser

Tyr Ser

173

Ser
Ser
30

Leu
Phe

Leu

Thr

Ile
15

cagagtcacc
gcagaaacca
ggtcccatca
tctgecaacct
ttteggeeet

Val Gly
15
Ser Tyr

Leu lLle
Ser Gly
Gln Pro

80

Pro Phe
95

45

60

120
180
240
300
321

18
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[0129]

223> &)

<400> 588

Gln Ser Ile Ser Ser Tyr

1 5

<210> 589
Q211> 9

<212> DNA
Q13> ATFH

220>
223> B

<400> 589
gcetgeatec

<210> 590
211> 3

<212> PRT
213> ATF%

220>
223> A

<400> 590
Ala Ala Ser
1

<210> 591
211> 27
<212> DNA
213> A3

220>

223> &R

<400> 591

caacagagtt acagtacccce
<210> 592

211> 9

<212> PRT

13> NLTFF

<2200

223> G Ak

<400> 592

attcact

Gln Gln Ser Tyr Ser Thr Pro Phe Thr

1 5

<210> 593
<211> 375
<212> DNA
213> ATF3

<2200
223> B

<400> 593

caggtacagc tgcagcagte
acctgtgeca tctecegggga
cagtccccat cgagaggect
aatgattatg cagtatctgt
cagttctcce tgcagctgaa
agagggtata gcagcagctg
gtcaccgtet ctteca

<210> 594
<211> 125
<212> PRT
Q213> ATFER

aggtccagga
cagtgtctet
tgagtggetg
gaaaagtcga
ctctgtgact
gtacgggggt

ctggtgaage
agcaacagtg
ggaaggacat
ataaccatca
cccgaggaca
gcttttgata

cctecgecagac
ctgettggaa
actacaggtc
acccagacac
cggetgtgta
tctggggeca

174

cctctcacte
ctggatcagg
caagtggtat
atccaagaac
ttactgtgca
agggacaatg

27

60

120
180
240
300
360
375
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[0130]

220>

223> G

<400> 594
GIn Val Gln

1
Thr Leu Ser

Leu Gln Gln
5

Leu Thr Cys

20

Ser Ala Ala Trp Asn Trp

35
Trp Leu Gly
50
Val Ser Val
65
Gln Phe Ser

Tyr Tyr Cys
Asp Ile Trp
115

<210> 595
211> 321
<212> DNA

Arg Thr Tyr

Lys Ser Arg

Leu Gln Leu
85

Ala Arg Gly

100

Gly Gln Gly

213> AT

220>

223> AR

<400> 595

gacatccaga
atcacttgece
gggaaagccce
aggttcagtg
gaagattttg
gggaccaaag

<210> 596
<211> 107
<212> PRT

tgacccagte tccatcctec
gggcaagtca gagcattage
ctaagctcect gatctatget
gcagtggate tgggacagat
caacttacta ctgtcaacag

tggatatcaa a

213> ATFF

220>

<223> HHHY

<400> 596
Asp Ile Gln

1
Asp Arg Val

Leu Ser Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 597
<211> 375
<212> DNA

Met Thr Gln
5

Thr Ile Thr

20

Tyr Gln Gln

Ser Ser Leu

Gly Thr Asp
70
Ala Thr Tyr
85
Pro Gly Thr
100

213> AT

220>

223> AR

<400> 597

Ser
Ala
Ile
Tyr
55

Ile
Asn
Tyr
Thr

Ser
Cys
Lys
Gln
Phe
Tyr

Lys

Gly
Ile
Arg
40

Arg
Thr
Ser

Ser

Met
120

Pro
Arg
Pro
40

Ser
Thr
Cys
Val

Pro
Ser
25

Gln
Ser
Ile
Val
Ser

105
Val

Gly
Gly
Ser
Lys
Asn
Thr
90

Ser

Thr

Leu
Asp
Pro
Trp
Pro
75

Pro
Trp
Val

ctgtctgeat
agttatttaa
gcatccagtt
ttcactctca
agttacagta

Ser
Ala
25

Gly
Gly
Leu

Gln

Asp
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu
Gln
Ala
Pro
Ile
75

Ser

Lys

Val
Ser
Ser
Tyr
60

Asp
Glu
Tyr

Ser

Lys
Val
Arg
45

Asn
Thr
Asp
Gly

Ser
125

Pro
Ser
30

Gly
Asp
Ser

Thr

Gly
110

ctgtaggaga
gttggtatca
tgcaaagtgg
ccatcagcag
ccccattcac

Ser
Ser
Pro
Ser
Ser

Tyr

Ala
Ile
Lys
45

Arg

Ser

Ser

Ser
Ser
30

Leu
Phe

Leu

Thr

Ser
15

Ser
Leu
Tyr
Lys
Ala

95
Ala

Gln
Asn
Glu
Ala
Asn
80

Val

Phe

cagagtcacc 60

gcagaaacca 120
ggtcccatca 180
tetgecaacet 240
ttteggeeet 300

Val
15

Ser
Leu
Ser

Gln

Pro

Gly
Tyr
Ile
Gly
Pro

80
Phe

321

caggtacagc tgcagcagtc aggtccagga ctggtgaage cctecgecagac cctcectcacte 60
acctgtgeca tctccgggga cagtgtctct agcaacagtg ctgettggaa ctggatcagg 120
cagtccccat cgagaggect tgagtggetg ggaaggacat actacaggtc caagtggtat 180

175
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[0131]

aalgaltlalg caglatletlgl gaaaaglega alaaccalca acccagacac alccaagaac 240
cagttctece tgcagetgaa ctetgtgact ccecgaggaca cggetgtgta ttactgtgea 300
agagggtata gcagcagctg gtacgggggt gettttgata tctggggcca agggacaatg 360
gtcaccgtet ctteca

<210>
<211
212>
213>

<220>

223>

<400>

Gln
1
Thr
Ser
Trp
Val
65
Gln
Tyr

Asp

210>

Val
Leu
Ala
Leu
50

Ser
Phe
Tyr
Ile

211> 32

212>
213>

220>
223> &

<400>

598
125
PRT
NTIFFF)

Gln
Ser
Ala
35

Gly
Val
Ser
Cys

Trp
115

599

2

DNA
ANIFF5

R
598

Leu
Leu
20

Trp
Arg
Lys
Leu
Ala

100
Gly

5420

599

gacatccaga
atcacttgce
gggaaagccce
aggttcagtg
gaagattttg
gggaccaaag

<210
211>

<212> PR

213>

220>
223 &

<400>

600
107

T

Gln
Thr
Asn
Thr
Ser
Gln
Arg
Gln

Gln Ser Gly
Cys Ala Ile
Trp Ilc Arg
Tyr Tyr Arg
55

Arg Ile Thr
70

Leu Asn Ser

Gly Tyr Ser

Gly Thr Met
120

tgacccagtc tccatcctee
gggcaagtca gagcattage
ctaagctcct gatctatget
gcagtggatc tgggacagat
caacttacta ctgtcaacag
tggatatcaa ac

AT F3

D %:f]

600

Asp Ile Gln Met

1
Asp

Leu
Tyr
Ser
65

Glu

Thr

Arg
Asn
Ala
50

Gly
Asp

Phe

Val
Trp
35

Ala
Ser

Phe
Gly

<210> 601
<211> 357
<212> DMA

Thr
20

Tyr
Ser
Gly
Ala

Pro
100

Thr
Tle
Gln
Ser
Thr
Thr

85

Gly

Gln Ser Pro
Thr Cys Arg

Gln Lys Pro
40
Leu Gln Ser

95

Asp Phe Thr
70
Tyr Tyr Cys

Thr Lys Val

Pro
Ser
25

Gln
Ser
Ile
Val
Ser

105
Val

ctgtctgeat
agttatttaa
gcatccagtt
ttcactctca
agttacagta

Ser
Ala
25

Gly
Gly
Leu

Gln

Asp
105

Gly
L0

Gly
Ser
Lys
Asn

Thr
90
Ser

Thr

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu Ser
Gln Ser
Ala Pro
Pro Ser

60
Ile Ser

75

Ser Tyr

Lys

176

Lys
Val
Arg
Asn
Thr
Asp
Gly

Ser
125

Ala
Ile
Lys
45

Arg

Ser

Ser

Pro
Ser
30

Gly
Asp
Ser

Thr

Gly
110

ctgtaggaga
attggtatca
tgcaaagtgg
ccatcagcag
ccccattcac

Ser
Ser
30

Leu
Phe

Leu

Thr

375

Ser Gln
15
Ser Asn

Leu Glu
Tyr Ala
Lys Asn
Ala Val
Ala Phe

cagagtcacc 60
gcagaaacca 120
ggtcccatca 180
tetgecaacet 240
ttteggeeet 300

322

Val Gly
15
Ser Tyr

Leu Ile
Ser Gly
Gln Pro

80

Pro Phe
95
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[0132]

213> NTFF

<2200
<223> &R

<400> 601

caggtgeage tgecaggagte tgggggagge
tcectgtgecaa cctetggatt cacctttacce
ccaggcagtg ggctggagtg ggteteatet
geagacleeg lgaagggeeg gllcaccale
ctacaaatga acagcctgag agccgacgac
tatattaact cgtcctttga ctactgggge

<210> 602
<211> 119
<212> PRT
213> NTFH

220>
223> B RLH

<400> 602
Gln Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Ile Ser Trp
35
Ser Ser Ile Thr
50
Lys Glv Arg Phe
65
Leu GIln Met Asn

Thr Arg Glu Asp

100

Thr Thr Val Thr
115

<210> 603
211> 24
<212> DNA
213> ATF3

<220>
<223> BRI

<400> 603

Gln
Ser
Val
Gly
Thr
Ser
85

Tyr

Val

Glu Ser Gly
Cys Ala Thr

Arg Gln Ala Pro

Ser Gly Asp
55

tcggtacage
aactttgcca
attactggta
Lccagagaca
acggccgtat
cagggaacca

Ile Ser Arg Asp

70

Leu Arg Ala Asp

Ile Asn Ser

Ser Ser

ggattcacct ttaccaactt tgece

<210> 604
211> 8

<212> PRT
213> ANTFH

<2200
223> AR

<400> 604
Gly Phe Thr Phe
1

<210> 605
211> 24
<212> DNA
213> ANTFH

<2200
223> G R

<400> 605

Thr
5

Asn Phe Ala

attactggta gtggtgatta cgca

<210> 606

Ser
105

Gly
10

Gly
Gly
Ala
Ser
Asp

90
Phe

Ser Val Gln
Phe Thr Phe

Ser Gly Leu
45
Tyr Tyr Ala
60
Ser Lys Asn
75
Thr Ala Val

Asp Tyr Trp

177

ctggggggte
taagctgggt
gtggtgatta
gllccaagaa
atttctgtac
cggtcaccgt

Pro
Thr
30

Glu
Asp
Thr

Tyr

Gly
110

cetgegacte
ccgecagget
cgcatactac
cacgeletlat
gagagaagac

cteetea

Gly
15

Asn
Trp
Ser
Leu
Phe

95
Gln

Gly
Phe
Val
Val
Tyr
80

Cys

Gly

60

120
180
240
300
357

24

24
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[0133]

211> 8
<212> PRT
213> AT F3

220>
223> B RIM

<400> 606
Ile Thr Gly Ser
1

<210> 607
<211> 36
<212> DNA
213> A3

220>
223> R

<100> 607

Gly
5

Asp Tyr Ala

acgagagaag actatattaa ctcgtccttt gactac

<210> 608
211> 12

<212> PRT
213> ANTFF3

220>
223> ERE

<400> 608
Thr Arg Glu Asp
1

<210> 609
<211> 333
<212> DNA
213> NTF3

220>
223> BRI

<400> 609

Tyr Ile Asn Ser Ser Phe Asp Tyr

5

gacatccaga tgacccagac tccactctce
atctcctgta ggtctagtca gagcctcgta
cttcagcgga ggccaggeca gectccaaga
tctggggtcec cagacagatt cagtggcagt
agcagggtgg aagctgagga tgtcggggtt
acgttcggec aagggaccaa ggtggaaatce

<210> 610
<211> 111
<212> PRT
213> ANTF3

220>
223> &R

<400> 610
Asp Ile Gln Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu lLeu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Leu Pro
100

Thr
Iie
Tyr
Tle
Gly
Ala

85
Thr

Gln Thr Pro
Ser Cys Arg

Leu Ser Trp
40
Tyr Lys Tle
55
Ser Gly Ala
70
Glu Asp Val

Phe Gly Gln

10

tcacctgtca
cacagtgatg
ctcctaattt

ggggeaggga
tattactgca

aaa

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Ser
10
Ser

Gln
Asn
Thr
Val

90
Thr

Ser
Gln
Arg
Arg
Asp
75

Tyr

Lys

178

cccttggaca
gaaataccta
ataagatttc
cagatttcac
tgcaagctac

Pro
Ser
Arg
Phe
60

Phe
Tyr

Val

Val
Leu
Pro
45

Ser
Thr
Cys

Glu

Thr
Val
30

Gly
Gly
l.eu

Met

Ile
110

36

geeggectee 60
cttgagttgg 120
taaccggtte 180
actgaaaatec 240
acaacttccg 300

333

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Tle

80
GIn Ala
95

Lys
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[0134]

<210> 611
<211> 33
<212> DNA
213> ATF5I

220>
223> BAY

<400> 611
cagagcctcg tacacagtga tggaaatacc tac

<210> 612
211> 11

<212> PRT
213> ANTF3

220>
223>

<100> 612
Gln Ser Leu Val His Ser Asp Gly Asn Thr Tyr
1 5 10

<210> 613
211> 9

<212> DNA
213> ANTFF3

220>
223> ERE

<400> 613
aagatttct

210> 614
Q211> 3

<212> PRT
21D ATFF

220>
223> BRI

<400> 614
Lys Ile Ser
1

<210> 615
211> 24
<212> DNA
213> ANTIF3

220>
223> B

<400> 615
atgcaagcta cacaacttcc gacg

<210> 616
Q11> 8

<212> PRT
213> ATEF|

<2200
223> EHH

<400> 616
Met. Gln Ala Thr Gln Leu Pro Thr
1 5

<210> 617
<211> 357
<212> DNA

179

33

24
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[0135]

213> AILF7

<220>
<223> &

<400> 617

gaggtgcage tgttggagte
tcetgtgeaa cetetggatt
ccaggcagtg ggctggagtg
gcagactccg tgaagggeceg
ctacaaatga acagcctgag
tatattaact cgtcctttga

<210> 618
211> 119
<212> PRI
218> ALFF

<2200
223> E

<400> 618

tgggggagge
cacctttace

ggtcteatet
gttcaccate
agccgacgac
ctactgggsgc

Glu Val Gln Leu Leu Glu Ser Gly
L

Ser Leu Arg Leu Ser Cys Ala Thr

20

Ala Ile Ser Trp Val Arg Gln Ala

35

40

Ser Ser Ile Thr Gly Ser Gly Asp

50

55

Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Leu Gln Met Asn Ser Leu Arg Ala

85

Thr Arg Glu Asp Tyr Ile Asn Ser

100

Thr Leu Val Thr Val Ser Ser

115

<210> 619
<211> 333
<212> DNA
Q213> A5

<220>
223> &R

<400> 619

gatattgtga tgacccagac
atctcctgta ggtctagtca
cttcagegga ggccaggeca
tctggggtcc cagacagatt
agcagggtgg aagctgagga
acgttcggee aagggaccaa

<210> 620
211> 111
<212> PRT
213> A%

220>
223> &M

<400> 620

tecactetee
gagcctegta
gectecaaga
cagtggcagt
tgtceggggtt
ggtggaaate

Asp Ile Val Met Thr Gln Thr Pro

1 5

Gln Pro Ala Ser Ile Ser Cys Arg

20

Asp Gly Asn Thr Tyr Leu Ser Trp

35

40

Pro Arg Leu Leu Ile Tyr Lys Ile

50

55

Asp Arg Phe Ser Gly Ser Gly Ala
65

70

Sér Arg Val Glu Ala Glu Asp Val

tecggtacage
aactttgcca
attactggta
tccagagaca
acggccgtat
cagggaaccce

Gly
Ser
25

Pro
Tyr
Asp
Asp

Ser
105

tcacctgteca
cacagtgatg
ctecetaattt
ggggcaggga
tattactgca

aaa

Leu
Ser
25

l.eu
Ser

Gly
Gly

Gly
10

Gly
Gly
Ala
Ser

Asp
Phe

Ser
10

Ser
Gln
Asn

Thr
Val

Ser Val
Phe Thr
Ser Gly
Tyr Tyr

60
Ser Lys

75
Thr Ala

Asp Tyr

Ser Pro
Gln Ser
Arg Arg

Arg Phe
60

Asp Phe

75

Tyr Tyr

180

ctggggegte cctgegacte 60
taagctgggt ccgecagget 120
gtggtgatta cgcatactac 180
gttccaagaa cacgetctat 240
atttctgtac gagagaagac 300
tggtcaccgt ctecetca 357

Gln Pro Gly Gly
15
Phe Thr Asn Phe
30
Leu Glu Trp Val
45
Ala Asp Ser Val

Asn Thr Leu Tyr
80
Val Tyr Phe Cys
95
Trp Gly Gln Gly
110

ccettggaca geeggeectee 60
gaaataccta cttgagttgg 120
ataagattte taaccggtte 180
cagatttcac actgaaaatc 240
tgcaagetac acaacttceg 300

333

Val Thr Leu Gly
15
Leu Val His Ser
30
Pro Gly Gln Pro
45
Ser Gly Val Pro

Thr Leu Lys Ile
80
Cys Met Gln Ala
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85

90

95

Thr GIln Leu Pro Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<210> 621
211> 357
<212> DNA

100

213> ANTREA

<220>

<223> &R

<400> 621

gaggtgcage
tcetgtgeag
ccagggaagyg
gcagactceg
ctgcaaatga
tatattaact

tgttggagte
cctetggatt
ggelggagly
tgaagggecg
acagcctgag
cgtcctttga

tgggggaggce
cacctttacce

gglelcaget
gttcaccatce
agccgaggac
ctactgggge

<210> 622
211> 119
<212> PRT
Q213> NTFF

220>
223> EHLM

<400> 622
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Met Ser Trp
35
Ser Ala Ile Thr
50
Lys Gly Arg Phe
65
Leu GIn Met Asn

Thr Arg Glu Asp

100

Thr Leu Val Thr
115

<210> 623
<211> 334
<212> DNA
213> NLTFF

220>
223> H R

<400> 623

galallglga Lgacccagac
atctcctgeca ggtctagtca
cttcagcaga ggccaggceca
tctggggtee cagacagatt
agcagggtgg aagctgagga
acgttcggee aagggaccaa

<210> 624
<211> 111
<212> PRT
213> NI

220>
223> &R

<400> 624

Leu
Ser
Val
Gly
Thr
Ser
85

Tyr
Val

Glu Ser
Cys Ala
Arg Gln
Ser Gly
55

Ile Ser
70

Leu Arg
Ile Asn

Ser Ser

Gly
Ala
Ala
10

Asp
Arg
Ala

Ser

Lecactlelee
gagcctcgta
geetecaaga
cagtggcagt
tgtcggggtt
ggtggaaatc

105

110

ttggtacage ctggggggtce
aactttgcca tgagctgggt
altlaclggla glgglgalla
tccagagaca attccaagaa
acggecegtat attactgtac
cagggaaccc tggtcaccgt

Gly Gly
10

Ser Gly

25

Pro Gly

Tyr Ala
Asp Asn
Glu Asp

Ser Phe
105

Lecacclglea
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca

aaac

Leu Val Gln
Phe Thr Phe

Lys Gly Leu
15
Tyr Tyr Ala
60
Ser Lys Asn
75
Thr Ala Val

Asp Tyr Trp

Pro
Thr
30

Glu
Asp
Thr
Tyr

Gly
110

ceellggaca
gaaataccta
ataagatttc
cagatttcac
tgcaagctac

cctgagacte 60
cegecagget 120
cgeatactac 180
cacgctgtat 240
gagagaagac 300
ctectea 357

Gly Gly
15
Asn Phe

Trp Val
Ser Val

Leu Tyr

80
Tyr Cvs
95

Gln Gly

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaacttccg 300

334

Asp Ile Val Met Thr Gln Thr Pro Leu Ser Ser Pro Val Thr Leu Gly

1

5

10

15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser

181
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20

25

Asp Gly Asn Thr Tvr Leu Ser Trp Leu Gln Gln

35

40

Pro Arg Leu Leu Ile Tyr Lys Ile Ser Asn Arg

50 95

Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr Asp
65

70

75

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr

85

90

Thr Gln Leu Pro Thr Phe Gly Gln Gly Thr Lys

100

<210> 625
<211> 357
<212> DNA
213> NI

220>
223> G

<400> 625

105

caggtgecage tggtggagtc tgggggagge gtggtccage
tcectgtgeag cgtecggatt taccttcagg agatatggea
ccaggcaagg ggctggagtg ggtggcagtt atatggtatg
gtagattccg tgaagggeccg attcaccatc tccagagaca
ctgcaaatga acagcctgag agccgaggac acggctgtgt
acagttgggg actggttcga cccetgggge cagggaacce

<210> 626
<211> 119
<212> PRT
Q1> NTFF

220>
<223 H R

<400> 626
GIn Val Gln Leu Val Glu Ser
1 5
Ser Leu Arg Leu Ser Cys Ala
20
Gly Met His Trp Val Arg Gln
35
Ala Val Ile Trp Tyr Asp Gly
50 55
Lys Gly Arg Phe Thr Ile Ser
65 70
Leu GIn Met Asn Ser Leu Arg
85
Ala Ser Glu Ile Thr Val Gly
100
Thr Leu Val Thr Val Ser Ser
115

<210> 627
211> 24
<212> DNA
213> NI

220>
223> HRHY

<400> 627
ggatttacct tcaggagata tgge

<210> 628
<211> 8

<212> PRT
213> ANTFF

<220>
223> E R

<400> 628

Gly Gly Gly Val
10
Ala Ser Gly Phe
25
Ala Pro Gly Lys
40
Ser Asn Lys Tyr

Arg Asp Asn Ser
75
Ala Glu Asp Thr
90
Asp Trp Phe Asp
105

Arg Pro
45

Phe Ser

60

Phe Thr

Tyr Cys
Val Glu

30
Gly

Gly
Leu
Met.

Ile
110

ctgggatgte
tgcactgggt
atggaagtaa
attccaagaa
attactgtge
tggtcaccgt

Val Gln
Thr Phe
Gly Leu
45
Tyr Val
60
Lys Asn
Ala Val

Pro Trp

182

Pro
Arg
30

Glu
Asp
Thr
Tyr

Gly
110

Gln Pro
Val Pro

Lys Ile
80

GIn Ala

95

Lys

cctgagactc
ccgecagget
taaatattat
cacgectgtat
gagcgaaatt
ctectea

Gly Met
15
Arg Tyr

Trp Val
Ser Val
Leu Tyr

80
Tyr Cys

05
Gln Gly

60

120
180
240
300
357

24
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Gly Phe Thr Phe Arg Arg Tyr Gly
5

1 5

<210> 629
211> 24

<212> DNA
213> NIJF%)

<220>
223> AR

<400> 629
atatggtatg atggaagtaa

<210> 630
211> 8

<212> PRT
213> ANTLF3)

220>
223> BRI

<400> 630

taaa

Ile Trp Tyr Asp Gly Ser Asn Lys
1 5

<210> 631
<211> 36
<212> DNA
213> AT

220>
223> AR

<400> 631

gcgagcegaaa ttacagttgg ggactggtte gaccce

<210> 632
Q11D 12

<212> PRT
213> NI

220>
223> B R

<400> 632

Ala Ser Glu Ile Thr Val Gly Asp Trp Phe Asp
0

1 5

<210> 633
211> 321
<212> DNA
Q213> ANLFF

<220>
223> AR

<400> 633

gacatccaga tgacccagtce
atcacttgtc gggcaagtca
gggaaagccc ctaaactcct
aggttcagecg gcagtggatce
gaagattttg caacttatta
gggaccaagg tggagatcaa

<210> 634
<211> 107
<212> PRT
213> ANTLF4

<220>
223> B

tcecatectee
gggcattaga
gatctatget
tggcacagat
ctgtctacag
a

1

ctgtctgecat
aatgatttag
gcatccagtt
ttcactctca
gatttcaatt

183

Pro

ctgtaggaga
gctggtatca
tacacagtgg
ccatcagcag
accctctcac

24

36

cagagtcacc 60
gcagaaacca 120
ggtceccatca 180
cctgeageet 240
ttteggegga 300
321
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<400> 634

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser

1 )

10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
20

Leu Gly Trp Tyr Gln Gln Lys Pro Gly Lys
35

Tyr Ala Ala Ser Ser Leu His Ser Gly Val

50 55

Ser Gly Ser Gly Thr Asp Phe Thr lLeu Thr

65 7

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln

85

90

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile

100

<210> 635
<211> 18
<212> DNA
Q213> ALFF

220>
223> BRI

<400> 635
cagggcatta gaaatgat

<210> 636
<211> 6

<212> PRT
213> ATFF

<220>
223> B

<400> 636
Gln Gly Ile Arg Asn Asp
1 5

<210> 637
211> 9

<212> DNA
213> ANIF5)

<220>
<223> AR

<400> 637
getgeatee

<210> 638
211> 3

<212> PRT
213> AL

<2200
223> B

<400> 638
Ala Ala Ser
1

<210> 639
211> 27

<212> DNA
213> ATJFF)

220>
<223> HRY

<400> 639

ctacaggatt tcaattaccc tctcact

105

Leu
Gln
Ala
Pro
Tle
75

Asp

Lys

184

Ser Ala
Gly Ile
Pro Lys

45
Ser Arg
60

Ser Ser

Phe Asn

Ser
Arg
30

Leu
Phe

Leu

Tyr

Val Gly
15
Asn Asp

Leu Ile
Ser Gly
GIn Pro

80

Pro Leu
95

18

27
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<210> 640
211> 9

<212> PRT
213> NI

<220>
223> HHH

<400> 640
Leu Gln Asp Phe Asn Tyr Pro Leu Thr
1 5

<210> 641
<211> 357
<212> DNA
213> NITFH

220>
223> ERET

<400> 641

caggtgecage tggtggagtc tgggggagge gtggtccage
tcetgtgecag cgteccggatt taccttcagg agatatggea
ccaggcaagg ggctggagtg ggtggeagtt atatggtatg
gtagattccg tgaagggccg attcaccatc tccagagaca
ctgcaaatga acagcctgag agccgaggac acggetgtgt
acagttgggg actggttcga cccctgggge cagggaaccce

<210> 642
<211> 119
<212> PRT
Q213> NTRF3

220>
223> HHT

<400> 642
Gln Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Gly Met His Trp Val Arg Gln Ala Pro
35 40
Ala Val Ile Trp Tyr Asp Gly Ser Asn
50 55
Lys Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu
85
Ala Ser Glu Ile Thr Val Gly Asp Trp
100 105
Thr Leu Val Thr Val Ser Ser
115

<210> 643
<211> 321
<212> DNA
213> AT 4

220>
223 HEH

<400> 643

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

gccatccaga tgacccagtc tccatcectee ctgtetgeat
atcacttgtc gggcaagtca gggcattaga aatgatttag
gggaaagccce ctaaactcct gatctatget gecatccagtt
aggttcagcg gcagtggatc tggcacagat ttcactctca
gaagattttg caacttatta ctgtctacag gatttcaatt

gggaccaagg tggagatcaa a

<210> 644
<211> 107
<212> PRT
213> NTFF

ctgggatgte
tgecactgggt
atggaagtaa
attccaagaa
attactgtge
tggtcaccgt

Val
Thr
Gly
Tyr
60

Lys
Ala

Pro

Gln
Phe
Leu
45

Val
Asn

Val

Trp

Pro
Arg
30

Glu
Asp
Thr
Tyr

Gly
110

ctgtaggaga
getggtatea
tacacagtgg
ccatcagcag
accctctcac

185

cctgagacte 60
ccgecagget 120
taaatattat 180
cacgetgtat 240
gagcgaaatt 300
ctectea 357

Gly Met
15
Arg Tyr

Trp Val
Ser Val

Leu Tyr
80
Tyr Cys

Gln Gly

cagagtcacc 60
gcagaaacca 120
ggtcccatea 180
cctgeageet 240
ttteggegga 300

321
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Ser
Gly
Pro
Ser
60

Ser

Phe

Ala
Ile
Lys
45

Arg

Ser

Asn

Ser Val Gly
15

Arg Asn Asp

30

Leu Leu Ile
Phe Ser Gly

Leu Gln Pro
80
Tyr Pro Leu
95

ctgggaggte
tgcactgggt
atggaagtaa
actccaagaa
attactgtge
tggtcaccgt

220>
223> G
<400> 644
Ala Ile Gln Met Thr Gln Ser Pro Ser Ser Leu
1 5 10
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln
20 25
Leu Gly Trp Tyr Gln Gln Lys Pro Gly Lys Ala
35 40
Tyr Ala Ala Ser Ser Leu His Ser Gly Val Pro
50 55
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
65 7 75
Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp
85 90
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 645
211> 357
<212> DNA
213> AT
220>
223> &R
<400> 645
caggtgcage tggtggagtc tgggggagge gtggtccage
tcetgtgeag cgtetggatt taccttcagg agatatggea
ccaggcaagg ggctggagtg ggtggcagtt atatggtatg
gcagactccg tgaagggecg attcaccatc tccagagaca
ctgcaaatga acagcctgag agccgaggac acggetgtgt
acagttgggg actggttcga cccctgggge cagggaaccce
<210> 646
<211> 119
<212> PRT
Q13> NI
220>
223> &Y
<400> 646
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val
1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys
35 40
Ala Val Ile Trp Tyr Asp Gly Ser Asn Lys Tyr
50 55
Lys Gly Arg Phc Thr Ilc Scr Arg Asp Asn Scr
65 7 75
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
85 90
Ala Ser Glu Ile Thr Val Gly Asp Trp Phe Asp
100 105
Thr Leu Val Thr Val Ser Ser
115
210> 647
211> 322
<212> DNA
Q213> NI
220>
223> &R
<400> 647

Val
Thr
Gly
Tyr
60

Lys
Ala

Pro

Gln
Phe
Leu
45

Ala
Asn

Val

Trp

Pro
Arg
Glu
Asp
Thr
Tyr

Gly
110

cctgagacte
ccgecagget
taaatactat
cacgctgtat
gagcgaaatt
ctccteca

Gly Arg
Arg Tyr
Trp Val
Ser Val
Leu Tyr
80
Tyr Cys

95
Gln Gly

60

120
180
240
300
357

gccatccaga tgacccagte tccatcctce ctgtectgeat ctgtaggaga cagagtcacce 60
atcacttgec gggcaagtca gggcattaga aatgatttag gectggtatca gcagaaacca 120
gggaaagcec ctaagctcct gatctatget gecatccagtt tacaaagtgg ggtcccatca 180

186
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aggttcagcg gcagtggatc tggcacagat ttcactctca ccatcagcag cctgecageet 240
gaagattttg caacttatta ctgtctacag gatttcaatt accctctcac tttcggegga 300
gggaccaagg tggagatcaa ac

<210> 648
211> 107
<212> PRT
213> AL

<220>
Q223> HRN

<400> 648
Ala Ile Gln Met
1

Asp Arg Val Thr

20

Leu Gly Trp lyr
35

Tyr Ala Ala Ser
50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gly
100

<210> 649
<211> 357
<212> DNA
Q213> NTRF3

220>
223> HHT

<400> 649

caggtgcagec tggtggagtc
tecetgtgtag cetetggatt
ccaggcaagg ggctggagty
gcagactccg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 650
211> 119
<212> PRT
213> AN L3

220>
223> BT

<400> 650
Gln Val Gln Leu
1
Ser Leu Arg Leu
20
Gly Met His Trp
35
Ile Val Ile Ser
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Gly Asp

100

Thr Leu Val Thr
115

<210> 651
211> 24
<212> DNA
213> NTFF

Thr
5
Ile
Gln
Ser
Thr
Thr

85
Gly

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

Gln Ser
Thr Cys
Gln Lys
Leu Gln

55

Asp Phe
Tyr Tyr

Thr Lys

Glu Ser
Cys Val
Arg Gln
Asp Gly
55

Ile Ser
70

Leu Arg
Trp Ser

Ser Ser

tgggggaggc
caccttecagt
gctgatagtt
attcaccate
agctgaggac
ctactgggge

Pro Ser

Arg Ala
25

Pro Gly

40

Ser Gly

Thr Leu
Cys Leu

Val Glu
105

Gly Gly

Ala Ser
25

Ala Pro

40

Ile Asn

Arg Asp
Ala Glu

Gly Tyr
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

gtggtccage
agatatggca
atatcatatg
tccagagaca
acgggagtgt
cagggaacce

Gly
Gly
Gly
Lys
Asn
Asp

90
Phe

Leu Ser
Gln Gly
Ala Pro
Pro Ser
60

Ile Ser
75

Asp Phe

Lys

Val Val
Phe Thr
Lys Gly
Tyr Tyr
60
Ser Lys
75
Thr Gly

Asp Tyr

187

322

Ala Ser Val Gly

Ile

Lys
45

Arg
30
Leu

15
Asn Asp

Leu lle

Arg Phe Ser Gly

Ser

Asn

Gln
Phe
Leu
45

Ala
Asn

Val

Trp

Leu

Tyr

ctgggaggte
tgeactgggt
atggaattaa
attccaagaa
attactgtge
tggtcactgt

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

Gln Pro

80
Pro Leu
95

cctgagacte 60
cegecagget 120
taaatactat 180
cacggtgtat 240
gaaaggggac 300
ctectea 357

Gly Arg
Arg Tyr
Trp Leu
Ser Val
Val Tyr
80
Tyr Cys

95
Gln Gly
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220>
<223> &R

<400> 651
ggattcacct tcagtagata tggc

<210> 652
211> 8

<212> PRT
213> ANTF3

220>
223> BRI

<400> 652
Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

<210> 653
Q11> 24
<212> DNA
213> ATFF

220>
<223> &R

<400> 653
atatcatatg atggaattaa taaa

<210> 654
211> 8

<212> PRT
213> NTF3

220>
<223> &R

<400> 654
Ile Ser Tyr Asp Gly Ile Asn Lys
1 5

<210> 655
211> 36
<212> DNA
213> NI

220>
223> BRI

<400> 655
gcgaaagggg acttttggag tggttacttt gactac

<210> 656
211> 12

<212> PRT
213> ANTF3

220>
223> &R

<400> 656
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr
1 5 10

210> 657
211> 336
<212> DNA
213> AT FF

220>
<223> &R

188

24

24

36
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<400> 657

gacatcgtga tgacccagac tccactctcc
atctcctgeca ggtctagtca aagcctcgte
cttcaccaga ggccaggeca gectceccaaga
tetggggtee cagacagatt cagtggcagt
agcagggtgg aagctgagga tgtcgggatt
actttcggeg gagggaccaa ggtggagatc

<210> 658
Q211> 112
<212> PRT
213> ANTFFI

220>
223> E R

<400> 658
Asp Ile Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 659
211> 33
<212> DNA
213> ATE5|

<220>
223> AR

<400> 659

caaagcctcg tccacagtga tggaaacacc tac

<210> 660
211> 11

<212> PRT
213> ANIFF

220>
223> &R

<400> 660

Thr
Ile
Tyr
Ile
Gly
A}a

85
Thr

Gln Thr Pro
Scr Cys Arg
Leu Ser Trp
Tyr Lys Ile
55

Ser Gly Ala
70

Glu Asp Val

Phe Gly Gly

tcacctgtca cccttggaca
cacagtgatg gaaacaccta
ctcctaattt ataagattte
ggggcaggga cagatttcac
tattactgca tgcaaggtac
aaacga

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Ser
10
Ser

His
Asn
Thr
Ile

90
Thr

Ser Pro Val Thr

Gln Scr Leu Val
30
Gln Arg Pro Gly
45
Arg Phe Ser Gly
60

Asp Phe Thr Leu
75

Tyr Tyr Cys Met

Lys Val Glu Ile
110

Gln Ser Leu Val His Ser Asp Gly Asn Thr Tyr
1 5 10

<210> 661
211> 9

<212> DNA
213> AT

220>
223 &Ik

<400> 661
aagatttct

<210> 662
211> 3

<212> PRT
213> ANLFF

<220>
223> B

189

geeggectee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttccg 300

336

Leu Gly
15
His Ser

Gln Pro
Val Pro
Gln Ile

80
Gln Gly

95
Lys Arg

33



CN 102574923 B F 5 *k

145/201 7L

[0145]

<400> 662
Lys Ile Ser
1

<210> 663
Q211> 24
<212> DNA
213> AT

220>
223> BT

<400> 663

atgcaaggta cacaatttcc gact

<210> 664
211> 8

<212> PRT
Q213> N5

220>
223 HBH

<400> 664
Met Gln Gly Thr Gln Phe Pro Thr
1 5

<210> 665
<211> 357
<212> DNA
Q213> NTRF3

220>
223> HHT

<400> 665

caggtgecage tggtggagtc tgggggagge gtggtccage ctgggaggte
tecetgtgtag cectetggatt caccttcagt agatatggea tgeactgget
ccaggcaagg ggctggagtg gctgatagtt atatcatatg atggaattaa
gcagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa
ctgcaaatga acagcctgag agctgaggac acgggagtgt attactgtge
ttttggagtg gttactttga ctactgggge cagggaacce tggtcaccgt

<210> 666
211> 119
<212> PRT
<213> A_LFP3
220>
223> G RN
<400> 666
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln
1 5 10
Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe
20 25
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Glv Leu
35 40 45
Ile Val Ile Ser Tyr Asp Gly Ile Asn Lys Tyr Tyr Ala
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn
65 70 75
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Glv Val
85 90
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr Trp
100 105
Thr Leu Val Thr Val Ser Ser
115
<210> 667
<211> 333
<212> DNA

213> NTFF

190

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

24

cctgagacte 60
cegecagget 120
taaatactat 180
cacggtgtat 240
gaaaggggac 300
ctectea 357

Gly Arg
Arg Tyr
Trp Leu
Ser Val
Val Tyr
80
Tyr Cys

95
Gln Gly
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220>
223> B

<400> 667

gatattgtga tgacccagac tccactctce
atctcctgeca ggtctagtca aagcctegte
cttcaccaga ggccaggcca gectccaaga
tetggggtee cagacagatt cagtggcecagt
agcagggtgg aagctgagga tgtcgggatt
actttcggeg gagggaccaa ggtggagate

<210> 668
<211> 111
<212> PRT
213> ANTF3

220>
223> B

<100> 668
Asp Ile Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 669
<211> 357
<212> DNA
213> NTF3

220>
223> BRI

[0146]

<400> 669

Thr
Ile
Tyr
Ile
Gly
Ala

85
Thr

Gln Thr Pro
Ser Cys Arg

Leu Ser Trp
40
Tyr Lys Ile
55
Ser Gly Ala
70
Glu Asp Val

Phe Gly Gly

caggtgcage tggtggagtc tgggggagge
tcctgtgecag cctetggatt caccttcagt
ccaggcaagg ggetggagtg ggtggeagtt
gcagactccg tgaagggccg attcaccate
ctgcaaatga acagcctgag agctgaggac
ttttggagtg gttactttga ctactggggce

<210> 670
211> 119
<212> PRT
213> A TS|

220>
223> &R

<400> 670
GIn Val Gln Leu
1
Ser Leu Arg lLeu
20
Gly Met His Trp
35
Ala Val Ile Ser
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Gly Asp
100

Val
Ser
Val
Tyr
Thr
Ser

85
Phe

Glu Ser Gly
Cys Ala Ala

Arg GIn Ala
40
Asp Gly Ile
hh
Ile Ser Arg
70
Leu Arg Ala

tcacctgtca
cacagtgatg
ctecctaattt
ggggeaggga
tattactgca
aaa

Leu Ser Ser
10

Ser Ser Gln

25

Leu His Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Ile Tyr
90
Gly Thr Lys
105

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaacce

Gly Gly Val
Ser Gly Phe

Pro Gly Lys

Asn Lys Tyr

Asp Asn Ser

75
Glu Asp Thr

Trp Ser Gly Tyr Phe Asp

105

191

ccecttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaaggtac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Met

Val Glu Ile
110

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

Leu
15

His
Gln
Val
Gln
Gln

95
Lys

Gly
Arg
Trp
Ser
Leu
Tyr
Gln

geeggecetee
cttgagttgg
taaccggtte
actgcaaatce
acaatttccg

Gly
Ser
Pro
Pro
Tle

80
Gly

cctgagacte
ccgecagget
taaatactat
cacgctgtat

gaaaggggac
ctecctea

Arg
Tyr
Val
Val
Tyr
80

Cys

Gly

60

120
180
240
300
333

60

120
180
240
300
357
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[0147]

Thr Leu Val Thr Val Ser Ser

115

<210> 671
<211> 334
<212> DNA

213> ANITF3

<220>

223> ERM

<400> 671

gatattgtga
alcleetgea
cttcagcaga
Letgggglee
agcagggtgg
actlilteggeg

210> 672
<211> 111
<212> PRT

tgacccagac
gglelagtlea
ggccaggecea
cagacagall
aagctgagga
gagggaccaa

Q1> NTFF|

220>

<223 H AL

<400> 672

Asp Ile Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 673
<211> 357
<212> DNA

Met Thr Gl

5

Ser Ile Se
20
Thr Tyr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Thr Ph
100

213> ATF7

220>

223> HRLEY

<400> 673

caggtgcage
tectgtgtag
ccaggcaagg
gcagacteeg
ctgcaaatga
ttttggagtg

<210> 674
<211> 119
<212> PRT

tggtgcagte
ccetetggatt
ggctggagtyg
tgaagggecceg
acagcctgag
gttactttga

213> ANTLF7

220>

223> &R

<400> 674

tccactetee
aageelegle
gcctccaaga
caglggeagl
tgtceggggtt
gglggagalce

n Thr Pro
r Cys Arg

u Ser Trp
40
r Lys Ile

55

r Gly Ala
u Asp Val

e Gly Gly

tgggggaggce
caccttcagt
ggtggtagtt
attcaccate
agctgaggac
ctactgggge

tcacctgtca
cacaglgaly
ctcctaattt
ggggeaggga
tattactgca
aaac

Leu Ser Ser
10

Ser Ser Gln

25

Leu Gln Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr
90
Gly Thr Lys
105

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaaccec

ceccttggaca geeggeetee 60
gaaacaccla cllgagllgg 120
taaccggtte 180

ataagattte
cagalllcac
tgcaaggtac

Pro
Ser
Arg
Phe
60

Phe

Tyr

Val

Val
Leu
Pro
45

Ser
Thr

Cys

Glu

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
atcactgtge
tggtecaccgt

aclgaaaate 240
acaatttceg 300

Leu
15

His
Gln
Val

Lys

Gln
95
Lys

Gly
Ser
Pro
Pro
Ile

80
Gly

334

cctgagacte 60
cegecagget 120
taaatactat 180
cacggtgtat 240
gaaaggggac 300
ctectea

Gln Val Gln Leu Val Gln Ser Gly Gly Gly Val Val Gln Pro Gly Arg

5
Se1 Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe Ser Arg Tyr

20

25

30

Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
40

35

192

45

357
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Val Val Ile Ser Tyr Asp Gly Ile Asn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr
65 7 75 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr His Cys

85 90 95
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Leu Val Thr Val Ser Ser
115

<210> 675
211> 24
<212> DNA
213> AL

2200
223> BRI

<400> 675
ggattcacct tcagtagata tggce 24

<210> 676
<211> 8

<212> PRT
213> AT

220>
223> BRI

<400> 676
Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

<210> 677

[0148] <211> 24
<212> DNA

213> AT

220>
223> B R

<400> 677
atatcatatg atggaattaa taaa 24

<210> 678
211> 8

<212> PRT
213> NTF3)

220>
223> BRI

<400> 678
Ile Ser Tyr Asp Gly Ile Asn Lys
1 5

<210> 679
211> 36
<212> DNA
13> ATEF|

220>
223> BRI

<400> 679
gcgaaagggg acttttggag tggttacttt gactac 36

<210> 680
211> 12

<212> PRT
213> AT

193
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[0149]

220>

223> A RLAT

<400> 680

Ala Lys Gly Asp Phe Trp Ser Gly Tyr
1 5

<210> 681
<211> 336
<212> DMA

213> AT F41

<2200

223> BRI

<400> 681

gacatcgtga
atctcctgea
cttcaccaga
tetggggtee
agcagggteg
actttcggeg

<210> 682
<211> 112
<212> PRT

tgacccagac
ggtctagtca
ggccaggecea
cagacagatt
aagctgagga
gagggaccaa

213> NTFF

<2200

223> ERLH

<400> 682

Asp Ile Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

<210> 683
<211> 33
<212> DNA

Met Thr G1
5

Ser Ile Se

20

Thr Tvr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Thr Ph
100

213> NLFF

<2200

223> Rk

<400> 683

caaagcctcg tacacagtga tggaaacacc tac

<210> 684
211> 11
<212> PRT

213> NI

220>

<223 H R

<400> 684
1
<210> 685

211> 9
<212> DMA

5

tccactetee
aagcctcgta
gectecaaga
cagtggcagt
tgtcgggatt
ggtggaaate

n Thr Pro

r Cys Arg

u Ser Trp

r Lys Ile
55

r Gly Ala

u Asp Val

e Gly Gly

Phe
10

Asp Tyr

tcacctgtca cccttggaca
cacagtgatg gaaacaccta
ctcctaattt ataagattte
ggggecaggga cagatttcac
tattactgca tgcaagcaac
aaacga

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Gln Ser Leu Val His Ser Asp Gly Asn Thr
0

Ser
10

Ser
His
Asn
Thr
Ile

90
Thr

1

Ser Pro Yal Thr

Gln Ser Leu Val
30
Gln Arg Pro Gly
45
Arg Phe Ser Gly
60
Asp Phe Thr Leu

7

Tyr Tyr Cys Met

Lys Val Glu Ile
110

Tyr

194

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 210
acaatttccg 300

336

Leu Gly
15

His Ser
Gln Pro
Val Pro
Gln Ile
80
Gln Ala

95
Lys Arg

33
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213> NTFF

220>
<223> & RLK

<400> 685
aagatttet

<210> 686
211> 3

<212> PRT
213> ATFH

<2200
Q223> G R

<400> 686
Lys Ile Ser
1

<210> 687
211> 24
<212> DNA
213> ANTFH

<2200
223> G R

<400> 687
atgcaagcaa cacaatttcc

<210> 688
211> 8

<212> PRT
213> ATLFF|

220>
Q223> B RLM

<400> 688

gact

Met GIn Ala Thr Gln Phe Pro Thr
1 5

<210> 689
<211> 357
<212> DNA
213> ANIF3)|

220>
223> H R

<400> 689

caggtgcage tggtggagte
tcctgtgtag cctetggatt
ccaggcaagg ggctggagtg
gcagactccg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 690
211> 119
<212> PRT
13> AT 55

220>
223> H AL

<400> 690

tgggggaggc
caccttcagt
ggtggtagtt
attcaccate
agctgaggac
ctactgggge

gtggtccage ctgggaggte
agatatggca tgcactgggt
atatcatatg atggaattaa
tccagagaca attccaagaa
acggetgtgt atcactgtge
cagggaaccc tggtcaccgt

cctgagacte
ccgecagget
taaatactat
cacggtgtat

gaaaggggac
ctccteca

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg

5
SOI Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe Ser Arg Tyr

20

25 30

Gly Met His Trp Val Arg Cln Ala Pro Gly Lys Gly Leu Glu Trp Val
40 45

35

195

24

60

120
180
240
300
357
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Val Val Ile Ser
50

Lys Gly Arg Phe

65

Leu GIn Met Asn

Ala Lys Gly Asp

100

Thr Leu Val Thr
115

<210> 691
<211> 333
<212> DNA
213> NLTFEF

220>
223 G T

<400> 691

Tyr
Thr
Ser
85

Phe

Val

Asp Gly Ile Asn Lys Tyr Tyr Ala Asp Ser Val

55

60

Ile Ser Arg Asp Asn Ser Lys Asn Thr

70

75

Leu Arg Ala Glu Asp Thr Ala Val Tyr

90

Trp Ser Gly Tyr Phe Asp Tyr Trp Gly

Ser Ser

gatattgtga tgacccagac tccactctece
atctcctgeca ggtctagtca aagectegta
cttcaccaga ggccaggcca gcctccaaga
tctggggtee cagacagatt cagtggecagt
agcagggtgg aagctgagga tgtcgggatt
actttcggeg gagggaccaa ggtggagatc

<210> 692
<211> 111
<212> PRT
213 ANTIFH

<2200
223> HY

<400> 692
Asp Ile Val Met
1

Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Arg Leu Leu
50

Thr
5
Ile
Tyr
Ile

Asp Arg Phe Ser Gly
65

Ser Arg Val Glu Ala

85

Thr Gln Phe Pro Thr

100

<210> 693
<211> 357
<212> DNA
213> NITFH

220>
223> BRI

<400> 693

Gln Thr Pro
Ser Cys Arg
Leu Ser Trp
40
Tyr Lys Ile
55
Ser Gly Ala
Glu Asp Val

Phe Gly Gly

caggtgecage tggtggagtc tgggggaggce
tcetgtgecag cctetggatt caccttecagt
ccaggcaagg ggctggagtg ggtggeagtt
gcagactccg tgaagggcecg attcaccate
ctgcaaatga acagcctgag agctgaggac
ttttggagtg gttactttga ctactgggge

<210> 694
<211> 119
<212> PRT
Q1> NTFF

220>
223> HMH

105

110

tcacctgtca cccttggaca
cacagtgatg gaaacaccta
ctcctaattt ataagattte
ggggecaggga cagatttcac
tattactgca tgcaagcaac

aaa

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Ser
10
Ser

His
Asn
Thr
Ile

90
Thr

Ser Pro Val Thr

Gln Ser Leu Val
30

Gln Arg Pro Gly

45
Arg Phe Ser Gly
60

Asp Phe Thr Leu

75

Tyr Tyr Cys Met

Lys Val Glu Ile
110

gtggtccage ctgggaggte
agatatggca tgcactgggt
atatcatatg atggaattaa
tccagagaca attccaagaa
acggetgtgt attactgtge
cagggaaccc tggtcaccgt

196

Val Tyr
80

His Cys

95

Gln Gly

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttccg 300

333

Leu Gly
15
His Ser

Gln Pro
Val Pro

Gln Ilec
80

Gln Ala

95

Lys

cctgagacte 60
ccgecagget 120
taaatactat 180
cacgetgtat 210
gaaaggggac 300
ctectea 357
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<400> 694
Gln Val Gln Leu
1
Ser Leu Arg Leu
20
Gly Met His Trp
35
Ala Val Ile Ser
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Gly Asp
100
Thr Leu Val Thr

115

<210>
211>
212>
213>

695
334
DNA
A5

220>
223> ERH

<400> 695

gatattgtga
atctcctgea
cttcagcaga
tetggggtee
agcagggtgg
actttcggeg

<210>
211>
<212>
213>

696
111
PRT
ANTF5)

<220>

223> EJ%HY

<400> 696

Asp Ile Val Met

1
Gln Pro Ala Ser
20

Asp Gly Asn Thr

35

Pro Arg Leu Leu
50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Thr Gln Phe Pro
100

<210>
211>
212>
213>

697
357
DNA
AT 5

220>
223> BRI

<400> 697

caggtgcagc
tectgtgtag
ccaggcaagg
gcagactccg
ctgcaaatga
ttttggagtg

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

tgacccagac
ggtctagtca
ggccaggeca
cagacagatt
aagctgagga
gagggaccaa

Thr
5
Ile
Tyr
Ile
Gly
Ala

85
Thr

tggtgcagtce
cctetggatt
ggetggagtg
tgaagggeceg
acagcctgag
gttactttga

Glu Ser

Gly Gly Gly
10

Cys Ala Ala Ser Gly

25

Arg Gln Ala Pro Gly

40

Asp Gly
55

Ile

led

Ile Asn Lys

Ser Arg Asp Asn

Leu Arg Ala Glu Asp

Trp

Ser Ser

tccactctce
aagcctegta
gcctccaaga
cagtggcagt
tgtcggggtt
ggtggagatc

Gln Thr Pro

Ser Cys Arg
Ser Trp
40

Ile

Leu
Tyr Lys
55

Ser Gly Ala

7

Glu Asp Val

Phe Gly Gly

tgggggaggc
caccttcagt
ggtgatagtt
attcaccatc
agccgaggac
ctattggggce

105

90

Ser Gly Tyr Phe

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

tcacctgtca
cacagtgatg
ctectaattt
ggggraggga
tattactgca
aaac

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Ser
10
Ser

Gln
Asn
Thr
Val

90
Thr

Ser
Gln
Gln
Arg
Asp
75

Tyr

Lys

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggctgtgt
cagggaaccc

197

Val
Thr
Gly

Ala

Tyr

Gln
Phe

Leu

Val

Trp

Pro Gly Arg

Ser
30

Glu
Asp
Thr
Tyr

Gly
110

cccttggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagcaac

Pro
Ser
Arg
Phe
60

Phe
Tyr
Val

Val
Leu
Pro
45

Ser
Thr
Cys
Glu

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

ctgggaggtce
tacactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

15
Arg Tyr

Trp Val

Ser Val

Leu Tyr
80

Tyr Cyvs

95

Gln Gly

geeggectee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttccg 300
334

Leu Gly
15

His Ser
Gln Pro

Val Pro
Ile
80

Gln Ala
95

Lys

Lys

cctgagactec 60

ccgecagget 120
taaatactat 180
cacggtatat 240
gaaaggggac 300
ctcctea 357
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<210> 698
211> 119
<212> PRT
213> ANTF3

<220>

223> EH R
<400> 698

Gln Val
1
Ser Leu
Gly Ile
Ile Val
50
Lys Gly
65
Leu Gln
Ala Lys

Thr Leu

Gln Leu

Arg Leu
20

His Trp

35

Ile Ser

Arg Phe
Met Asn
Gly Asp

100

Val Thr
115

<210> 699
211> 24
<212> DNA
213> ANTF3

220>

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

Gln
Cys
Arg
Asp
Ile
70

Leu

Trp

Ser

Ser Gly
Val Ala
Gln Ala
40

Gly Ile
55

Ser Arg
Arg Ala
Ser Gly

Ser

223> B

<400> 699
ggattcacct tcagtagata tggc

<210> 700
211> 8

<212> PRT
213> ANTF3

<220>
223> BRI

<400> 700

Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

<210> 701
211> 24
<212> DNA
213> ANTF3

220>
223> ERH

<400> 701
atatcatatg atggaattaa taaa

<210> 702
211> 8

<212> PRT
213> ANTF3

220>
223> B

<400> 702
1

Ile Ser Tyr Asp Gly Ile Asn Lys
5

Gly
Ser
25

Pro
Asn
Asp
Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

198

Val
Thr
Gly
Tyr
60

Lys
Ala

Tyr

Gln
Phe
Leu
45

Ala
Asn

Val

Trp

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

Gly
15

Arg
Trp
Ser
Val
Tyr

95
Gln

Arg
Tyr
Val
Val
Tyr
80

Cys

Gly

24

24
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<210> 703
<211> 36
<212> DNA
213> AT

220>
223> BRI

<400> 703
gcgaaagggg acttttggag tggttacttt gac

<210> 704
211> 12

<212> PRT
213> ATIF3|

<2200
223> B

<400> 704
Ala Lys Gly Asp Phe Trp Ser Gly Tyr
1 5

<210> 705
<211> 336
<212> DNA
213> ATJF7)

<2200
223> BRI

<400> 705

gaaattgtge tgactcagac tccactctct tcacctgteca
atctcctgta ggtctaatca aagcctcgta cacagtgatg
cttcaccaga ggccaggeca gecctccaaga ctcecctaattt
tctggggtee cagacagatt cagtggcagt ggggcaggga
agcagggtgg aagctgagga tgtcggtatt tattactgea

tat

Phe
10

actttcggeg gagggaccaa ggtggaaatc aaacga

<210> 706
<211> 112
<212> PRT
213> ANIF3)

220>
223> BRI

<400> 706
Glu Ile Val Leu Thr Gln Thr Pro Leu
1 5
Gln Pro Ala Ser Ile Ser Cys Arg Ser
20 25
Asp Gly Asn Thr Tyr Leu Ser Trp Leu
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile Ser
50 55
Asp Arg Phe Ser Gly Ser Gly Ala Gly
65 7
Ser Arg Val Glu Ala Glu Asp Val Gly
85
Thr Gln Phe Pro Thr Phe Gly Gly Gly
100 105

<210> 707
<211> 33

<212> DNA
213> ATJFF)

220>
<223> HRY

<400> 707

caaagcctcg tacacagtga tggaaacacc tac

Ser
10
Asn

His
Asn
Thr
lle

90
Thr

Asp Tyr

Ser Pro
Gln Ser
Gln Arg
Arg Phe
60
Asp Phe

75
Tyr Iyr

Lys Val

199

Val
Leu
Pro
45

Ser
Thr
Cys
Glu

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

36

gceggeectee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttceg 300
336

Leu Gly
15
His Ser

Gln Pro
Val Pro
Gln Ile
80
Gln Ala

95
Lys Arg

33
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[0155]

<210> 708
211> 11
<212> PRT

213> NI

<220>

223> E R

<400> 708
1
<210> 709

Q211> 9
<212> DNA

213> ANLFF

<2200

223> E

<400> 709
aagatttct

<210> 710
<211> 3
<212> PRT

213> ANTIFF

220>

223> &

<400> 710

Lys Ile Ser

1

<210> 711
211> 24
<212> DNA

Q213> NT3

220>

223> E R

<400> 711

atgcaagcta cacaatttcc gact

<210> 712
211> 8
<212> PRT

213> NLTFF

220>

223> H R

<400> 712

Met Gln Ala Thr Gln Phe Pro Thr

1

<210> 713
<211> 357
<212> DNA

5

213> ANTF7)

220>

223> &

<400> 713

caggtgcage
tcctgtgtag
ccaggeaagg
gcagactccg
ctgcaaatga
ttttggagtg

tggtggagte
cctectggatt
ggctggagtyg
tgaagggccg
acagcctgag
gttactttga

tgggggagac
caccttcagt
ggtgatagtt
attcaccatc
agccgaggac
ctattgggge

Gln Ser Leu Val His Ser Asp Gly Asn Thr Tyr
5 0

1

gtggtccage ctgggaggte
agatatggca tacactgggt
atatcatatg atggaattaa
tccagagaca attccaagaa
acggctgtgt attactgtge
cagggaaccc tggtcaccgt

200

cctgagacte
ccgecagget
taaatactat
cacggtatat

gaaaggggac
ctceteca

9

24

60

120
180
240
300
357
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<210> 714
211> 119
<212> PRT
213> AT

<220>
223> BRI

<400> 714

Gln
1
Ser

Gly
Tle
Lys
65

Leu

Ala

Thr

Val Gln Leu
Leu Arg Leu
20

Ile His Trp
35

Val Tle Ser

50

Gly Arg Phe

Gln Met Asn

Lys Gly Asp

100

Leu Val Thr
115

<210> 715
<211> 333
<212> DNA
213> ANLFF

<220>
223> ERH

<400> 715

gatattgtga
atctcctgta
cttcaccaga
tetggggtee
agcagggtgg
actttcggeg

<210> 716
211> 111
<212> PRT
213> ANIFF

220>
223> B

<400> 716

1
Gln

Asp
Pro
Asp
65

Ser

Thr

Pro Ala Ser
2

Gly Asn Thr
35

Arg Leu Leu

50

Arg Phe Ser

Arg Val Glu

Gln Phe Pro
100

<210> 717
<211> 357
<212> DNA
213> ANLFF

220>
223> B

tgacccagac
ggtctaatca
ggccaggeea
cagacagatt
aagctgagga
gagggaccaa

Val Glu Ser
5

Ser Cys Val

Val Arg Gln

Tyr Asp Gly

55
Thr Ile Ser
70

Ser Leu Arg

85

Phe Trp Ser

Val Ser Ser

Asp Ile Val Met Thr Gln Thr

b5}
Ile Ser Cys
Tyr Leu Ser

Ile Tyr Lys
55
Gly Ser Gly
70
Ala Glu Asp
85
Thr Phe Gly

Gly
Ala
Ala
40

Tle
Arg
Ala

Gly

teccactetet
aagcctcgta cacagtgatg
gcetccaaga ctcctaattt
cagtggcagt
tgtcggtatt
ggtggagatce

Pro
Arg
Trp
Ile
Ala
Val
Gly

Gly Gly Val
Ser Gly Phe
Pro Gly Lys
Asn Lys Tyr

Asp Asn Ser
75
Glu Asp Thr
90
Tyr Phe Asp
105

tcacctgtea

ggggeraggga
tattactgca
aaa

Leu Ser Ser
10

Ser Asn Gln

25

Leu His Gln
Ser Asn Arg

Gly Thr Asp
75
Gly Ile Tyr
90
Gly Thr Lys
105

201

Val Gln
Thr Phe
Gly Leu
45

Tyr Ala
60

Lys Asn
Ala Val

Tyr Trp

ccettggaca
gaaacaccta
ataagattte
cagatttcac
tgcaagctac

Pro Val
Ser Leu
Arg Pro
45
Phe Ser

60
Phe Thr

Tyr Cys
Val Glu

Pro Gly Arg
15

Ser Arg Tyr

30

Glu Trp Val

Asp Ser Val

Thr Val Tyr
80
Tyr Tyr Cys
95
Gly Gln Gly
110

Thr Leu Gly
15
Val His Ser

Gly Gln Pro
Gly Val Pro

Leu Gln TIle
80
Met Gln Ala
95
Ile Lys
110

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttccg 300
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<400> 717

caggtgcagce
tcctgtgeag
ccaggcaagg
gcagactccg
ctgcaaatga
ttttggagtg

<210> 718
<211> 119
<212> PRT

tggtggagte tgggggaggc
cctetggatt caccttcagt
ggetggagtg ggtggeagtt
tgaagggccg attcaccate
acagcctgag agctgaggac
gttactttga ctattgggge

213> ATFF

220>

223> &R

<400> 718

GIn Val Gln
1

Ser Leu Arg

Gly Met His
35
Ala Val Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Gly
Thr Leu Val
115

<210> 719
<211> 334
<212> DNA

Leu Val Glu

Leu Ser Cys
20
Trp Val Arg

Ser Tyr Asp

Phe Thr Ile
70
Asn Ser Leu
85
Asp Phe Trp
100
Thr Val Ser

213> NTLFE%)

220>

<223> LRk

<400> 719
gatattgtga
atctcctgeca
cttcagcaga
tctggggtce
agcagggtgg
actttcggeg

<210> 720
211> 111
<212> PRT

tgacccagac tccactctee
ggtctagtca aagcctcgta
ggccaggeca gectccaaga
cagacagatt cagtggcagt
aagctgagga tgtcggggtt
gagggaccaa ggtggagatc

213> NTFE%)

220>

223> R

400> 720

Asp Ile Val
1

Gln Pro Ala

Asp Gly Asn
35
Pro Arg Leu
20
Asp Arg Phe
65
Ser Arg Val

Thr Gln Phe

Met Thr Gln

Ser Ile Ser
20
Thr Tyr Leu

Leu Ile Tyr

Ser Gly Ser
70
Glu Ala Glu
85
Pro Thr Phe
100

Ser
Ala
Gln
Gly
55

Ser
Arg

Ser

Ser

Thr
Cys
Ser
Lys
55

Gly
Asp

Gly

Gly
Ala
Ala
40

Ile
Arg
Ala

Gly

Pro
Arg
Trp
40

Ile
Ala
Val

Gly

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaacce

Gly Gly Val
10
Ser Gly Phe

Pro Gly Lys
Asn Lys Tyr
Asp Asn Ser

Glu Asp Thr
90

Tyr Phe Asp

105

tcacctgtca
cacagtgatg
ctcctaattt
ggggraggga
tattactgca
aaac

Leu Ser Ser

Ser Ser Gln
25
Leu Gln Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr
90
Gly Thr Lys
105

202

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val
Thr
Gly
Tyr
60

Lys
Ala

Tyr

Gln
Phe
Leu
45

Ala
Asn
Val

Trp

Pro
Ser
Glu
Asp
Thr
Tyr

Gly
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro
Ser
Arg
Phe
60

Phe
Tyr
Val

Val
Leu
Pro
45

Ser
Thr
Cys
Glu

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

cctgagacte 60
ccgecagget 120
taaatactat 180
cacgetgtat 240
gaaaggggac 300
ctectea 357

Gly Arg
15
Arg Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgaaaatc 240
acaatttccg 300

334

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Lys
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210> 721
211> 357
<212> DNA

213> ATF3

220>

223> ERHY

<400> 721

caggtgcage
tcctgtacag
ccaggcaagg
gcagactceg
ctgcaaatga
acaattgggg

<210> 722
<211> 119
<212> PRT

tggtggagte
cgtcecggatt
ggctggagty
tgaagggacg
acagcctgag
actggttcga

213> AT

220>

223> ERHY

<100> 722

o

tgggggagge
tacgttcagg
ggtggecagtt
attcaccata
agccgaggac
cceeceggggce

Gln Val Gln Leu Val Glu Ser Gly
1

Ser Leu Arg Leu Ser Cys Thr Ala

20

Gly Met His Trp Val Arg Gln Ala

35

40

Ala Val Ile Trp Tyr Asp Gly Ser

50

55

Lys Gly Arg Phe Thr Ile Thr Arg

65

70

Leu Gln Mct Asn Scer Leu Arg Ala

85

Ala Ser Glu Ile Thr Ile Gly Asp

100

Thr Leu Val Thr Val Ser Ser

115

<210> 723
211> 24
<212> DNA

213> ANTFF

220>

223> BRI

<400> 723

ggatttacgt tcaggagata tggc

<210> 724
211> 8
<212> PRT

213> ANTIJT75)

<2200

223> &R

<400> 724

Gly Phe Thr Phe Arg Arg Tyr Gly

1

<210> 725
211> 24
<212> DNA

213> ANTFH)

220>

<223> &R

gtggtccage
agatatggca
atttggtatg
accagagaca
acggctatat
cagggaaccce

Gly
Ser
25

Pro
Asn
Asp
Glu

Trp
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
Thr

Asp

203

ctgggatgte
tgcactgggt
atggaagtaa
attccaagaa
atttttgtge
tggtcaccgt

Val Gln Pro

Thr Phe Arg
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Ile Tyr

Pro Arg Gly
110

cctgagacte 60
ccgecagget 120
taaatattat 180
cacgttgtat 240
gagcgaaata 300
cteetea 357

Gly Met
15

Arg Tyr
Trp Val
Ser Val

Leu Tyr

Gln Gly

24
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<400> 725
atttggtatg atggaagtaa taaa

<210> 726
211> 8

<212> PRT
213> N4

<220>
<223> &

<400> 726
Ile Trp Tyr Asp Gly Ser Asn Lys
1 )

210> 727
<211> 36
<212> DNA
213> NITFF

220>
223> &/

<400> 727
gcgagcgaaa taacaattgg ggactggttc gaccce

<210> 728
211> 12

<212> PRT
213> ANTIFF

220>
Q223> A RAI

<100> 728
Ala Ser Glu Ile Thr Ile Gly Asp Trp Phe Asp Pro
1 5 10

<210> 729
<211> 324
<212> DNA
213> NTF3)

<220>
<223> &M

<400> 729

24

36

gccatccaga tgacccagte tccatcctce ctgtetgeat ctgttggaga cagagtcace 60
atcacttgtc gggcaagtca gggcattaga aatgatttag getggtttca acagaaacca 120
gggaaagtce ctaaactcct gatctatget geatccactt tacacagtgg ggtcccatca 180
aggttcageg gcagtggatt tggecacagat ttcactctca ccatcagecag cctgeageet 240
gaagattttg caacttatta ctgtctacag gatttcaatt accctctcac ttteggegga 300

gggaccaagg tggagatcaa acga

<210> 730
<211> 108
<212> PRT
213> ANIFF

<2200
223> E M

<400> 730
Ala Tle Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala
1 5 10
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile
20 25
Leu Gly Trp Phe Gln Gln Lys Pro Gly Lys Val Pro Lys
35 40 45
Tyr Ala Ala Ser Thr Leu His Ser Gly Val Pro Ser Arg
50 Hh 60

Ser Gly Phe Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser
65 7 75

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp Phe Asn

204

324

Ser Val Gly
15

Arg Asn Asp

30

Leu Leu Tle

Phe Ser Gly
Leu Gln Pro

80
Tyr Pro Leu



CN 102574923 B

F 5l &

160/201 7L

[0160]

85

90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg

<210>
211>
<212>
213>

220>
223>

<400>

100

731
18

DNA
ATF3

BRI
731

cagggcatta gaaatgat

<210>
211>
212>
213>

220>
223>

<400>

732
6

PRT
A5

T RRHT
732

Gln Gly Ile Arg Asn Asp
1 5

210>
211>
212>
213>

220>
223>

<400>

733
9

DNA
ANTFF

R
733

gctgecatcee

<210>
211>
212>
<213>

220>
223>

<400>

734
3

PRT
ANTF3

&R
734

Ala Ala Ser

1

<210>
211>
212>
213>

220>
223>

<400>

735
27

DNA
ANIFFF

R
735

ctacaggatt tcaattaccc tctcact

<2100
211>
212>
<213

220>
223>

<400>

Leu Gln Asp Phe A

1

736
9

PRT
ANTFF

R
736

105

sn Tyr Pro Leu Thr
5

205

18

27
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<210> 737
<211> 357
<212> DNA

213> AT

220>

223> BRI

<400> 737

caggtgcage
tcctgtacag
ccaggcaagg
gcagactecg
ctgcaaatga
acaattgggg

<210> 738
211> 119
<212> PRT

tggtggagte
cgteeggatt
ggctggagtg
tgaagggacg
acagcctgag
actggttcga

213> ANTLJF5)

220>

223> AR

<400> 738

tgggggaggc
tacgttcagg
ggtggcagtt
attcaccata
agcegaggac
cceceeggeec

Gln Val Gln Leu Val Glu Ser Gly
1

Ser Leu Arg Leu Ser Cys Thr Ala

20

Gly Met His Trp Val Arg Gln Ala

35

40

gtggtccage
agatatggca
atttggtatg
accagagaca
acggctatat
cagggaaccce

Gly Gly Val
10

Ser Gly Phe
25
Pro Gly Lys

Ala Val Ile Trp Tyr Asp Gly Ser Asn Lys Tyr

20

25

Lys Gly Arg Phe Thr Ile Thr Arg Asp Asn Ser

65

Leu Gln Met Asn Ser Leu

Ala Ser Glu Ile Thr Ile

7

85

100

Thr Leu Val Thr Val Ser Ser

115

<210> 739
<211> 321
<212> DNA

Q213> ATFF

220>

223> EH R

<400> 739
gccatccaga
atcacttgte
gggaaagtcc
aggttcagcg
gaagattttg
gggaccaagg

<210> 740
<211> 107
<212> PRT

tgacccagte
gggcaagtca
ctaaactcct
gcagtggatt
caacttatta
tggagatcaa

213> ATF3

220>

223> BRI

<400> 740

tccatectee
gggcattaga
gatctatgcet
tggcacagat
ctgtctacag
a

75

Arg Ala Glu Asp Thr

90

Gly Asp Trp Phe Asp

105

ctgtctgeat
aatgatttag
gcatccactt
ttcactctca
gatttcaatt

ctgggatgtc cctgagactc
tgecactgggt ccgecagget
atggaagtaa taaatattat
attccaagaa cacgttgtat
atttttgtge gagcgaaata
tggtcaccgt ctcctca

Val Gln Pro Gly Met
15
Thr Phe Arg Arg Tvr

Gly Leu Glu Trp Val
45

Tyr Ala Asp Ser Val

60

Lys Asn Thr Leu Tyr

Ala Ile Tyr Phe Cys
95
Pro Arg Gly Gln Gly
110

ctgttggaga cagagtcacc
getggtttca acagaaacca
tacacagtgg ggtcccatca
ccatcagcag cctgcagect
accctctcac ttteggegga

Ala Ile Gln Met Thr
1 5
Asp Arg Val Thr Ile

20
Leu Gly Trp Phe Gln
35

Tyr Ala Ala Ser Thr

Gln Ser Pro Ser Ser
10
Thr Cys Arg Ala Ser
25
GIln Lys Pro Gly Lys
40

Leu His Ser Gly Val

Leu
Gln
Val

Pro

206

Ser Ala Ser Val Gly
15
Gly Ile Arg Asn Asp
30
Pro Lys Leu Leu Ile
45

Ser Arg Phe Ser Gly

60

120
180
210
300
357

60

120
180
240
300
321
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50

55

60

Ser Gly Phe Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro

65

70

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu
85

75

80

GIn Asp Phe Asn Tyr Pro Leu

90

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

<210>

<211> 35

212>

Q21 A

220>
223> &

<400>
caggtgcage
tcctgtgeag
ccaggcaagg
gcagactccg
ctgcaaatga
acaallgggg

<210

211> 11

212>

213> A

<220>
22> &

<400>

Gln
1
Ser
Gly
Ala

Lys
65
Leu

Ala
Thr

<210>

Val
Leu
Met
Val
50

Gly
Gln

Ser

Leu

<211> 32

212>

213> A

220>
223 &

<100> 71

gccatccaga
atcacttgce
gggaaagccc
aggttcagcg
gaagattttg
gggaccaagg

<210> 74
211> 10
212> PR
213> A

<220>
223> &

100

741

7

DNA

TR

B

741

742

9

PRT

L7

B

742

Gln Leu

Arg Leu

Arg Phe
Met Asn

Glu Ile

100
Val Thr
115

743

2

DNA

LR35

B
3

4
7
T
T3

i

Vgl
Ser
Val
Tyr
Thr
Ser
85

Thr
Val

tggtggagte tgggggagece
cgtctggatt tacgttcagg
ggetggagty ggtggeagtt
tgaagggccg attcaccatc
acagcctgag agccgaggac
aclgglicga cceeegggge

Glu Ser Gly
Cys Ala Ala

Arg Gln Ala
10
Asp Gly Ser
55
Ile Ser Arg
70
Leu Arg Ala

Ile Gly Asp

Ser Ser

tgacccagtc tccatcctee
gggcaagtca gggcattaga
ctaagctcct gatctatget
gcagtggatc tggcacagat
caacttatta ctgtctacag
tggagatcaa ac

105

gtggtccage
agatatggca
atttggtatg
tccagagaca
acggctgtgt
cagggaacce

Gly
Ser
Pro
Asn
Asp
Glu

Trp
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

ctgtctgecat
aatgatttag
gcatccagtt
ttcactctca
gatttcaatt

207

95

ctgggaggtc cctgagactce
tgcactgggt ccgecagget
atggaagtaa taaatactat
actccaagaa cacgctgtat
attactgtgce gagcgaaata
Lgglcacegl clectea

Val Gln
Thr Phe

Gly Leu

Lys Asn
Ala Val

Pro Arg

Pro Gly Arg
15

Arg Arg Tyr

30

Glu Trp Val

Asp Scr Val

Thr Leu Tyr
80
Tyr Tyr Cys
95
Gly Gln Gly
110

ctgtaggaga cagagtcacc
gctggtatca gcagaaacca
tacaaagtgg ggtcccatca
ccatcagcag cctgcagect
accctetcac ttteggegga

60

120
180
240
300
357

60

120
180
240
300
322
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<400>

Ala T1
1

Asp Ar

Leu G1

Tyr Al
50

Ser Gl

65

Glu As

Thr Ph

<210>
211>
212>
<213

220>
223>

<400>

caggtgcage

teetgt
ccaggce
gcagac

ctgcaaatga
ttttggagtg

210>
211>
212>
<213

<220>
223>

<400>

Gln Va
1

Ser e

Gly Me

Val Va
50

Lys G1

65

Leu G1

Ala Ly
Thr Le

<210>
211>
212>
213>

220>
223>

<400>

744
e Gln Met

g Val Thr
20

y Trp Tyr

35

a Ala Ser

y Ser Gly

p Phe Ala

e Gly Gly
100

745
357
DNA
ATFF5)

HH
745

Thr
5
Ile
Gln
Ser
Thr
Thr

85
Gly

Gln Ser Pro
Thr Cys Arg
Gln Lys Pro
40
Leu Gln Ser
55
Asp Phe Thr
Tyr Tyr Cys

Thr Lys Val

tggtgecagte tgggggagge

gtag cctctggatt caccttcagt
aagg ggctggagtg ggtggtagtt
tccg tgaagggecg attcaccate

746
119
PRT
ANTFF

&R

746
1 Gln Leu

u Arg Leu
20
t His Trp
35
1 Ile Ser

y Arg Phe
n Met Asn
s Gly Asp

100

u Val Thr
115

747
24
DNA

AT T3

Eyodidl
747

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

acagcctgag agctgaggac
gttactttga ctactgggge

Gln Ser Gly
Cys Val Ala
Arg Gln Ala
10
Asp Gly Ilec
Ile Ser Arg
Leu Arg Ala

Trp Ser Gly

ggattcacct tcagtagata tggc

<210>
211>
212>
213>

748
8

PRT
ANLFF)

Ser
Ala
25

Gly
Gly
Leu

[eu

Glu
105

Ser
10

Ser
Lys
Val
Thr
GIn

90
Ile

Leu
Gln
Ala
Pro
Ile
75

Asp

Lys

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggctgtgt
cagggaaccc

Gly
Ser
25

Pro
Asn
Asp
Glu

Tyr
105

Gly
Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
Thr

Asp

208

Ser
Gly
Pro
Ser
60

Ser

Phe

Ala
Ile
Lys
45

Arg

Ser

Asn

Ser
Arg
30

Leu
Phe

Leu

Tyr

ctgggaggtc
tgecactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val
Thr
Gly
Tyr
60

Lys
Ala

Tyr

Gln
Phe
Leu
15

Ala
Asn

Val

Trp

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

Yal
15

Asn
Leu
Ser

Gln

Pro
95

cctgagactc
ccgecagget
taaatactat
cacggtgtat
gaaaggggac

Gly
Asp
Ile
Gly
Pro

80

Leu

ctccteca

Gly
15

Arg
Trp
Ser
Val
Tyr

95
Gln

Arg
Tyr
Val
Val
Tyr
80

Cys

Gly

60

120
180
240
300
357

24
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220>
223> ET

<100> 7418
Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

<210> 749
211> 24

<212> DNA
213> ATFA

220>
Q23> AT

<400> 749
atatcatatg atggaattaa taaa

<210> 750
211> 8

<212> PRT
213> NI

<2200
223> EY

<400> 750
lle Ser Tyr Asp Gly lle Asn Lys
1 5

<210> 751
211> 36
<212> DNA
213> ANTF3

220>
223> EBH

<400> 751
gcgaaagggg acttttggag tggttacttt gactac

<210> 752
211> 12

<212> PRT
213> NLF3

220>
22 EkT

<400> 752
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr
1 5 10

<210> 753
<211> 336
<212> DNA
213> AT 4

220>
223 HEH

<400> 753

gaaattgtge
atctcctgea
cttcaccaga
tetggggtee
agcagggtgg
actttcggeg

<210> 754
<211> 112
<212> PRT

tgactcagac
ggtctagteca
ggccaggeca
cagacagatt
aagctgagga
gagggaccaa

213> NTFF

tccactetee
aagcctegta
gcetccaaga
cagtggcagt
tgtcgggatt
ggtggagate

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
aaacga

ccettggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

209

24

36

geeggeetee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttccg 300

336
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220>
223> &Ik

<400> 7H4

Glu Ile Val Leu Thr GIn Thr Pro Leu Ser
10

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser

20 25
Asp Gly Asn Thr Tyr Leu Ser Trp Leu His
35 40
Pro Arg Leu Leu Ile Tyr Lys Ile Ser Asn
50 55
Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr
65 70

Ser Arg Val Glu Ala Glu Asp Val Gly Ile

85 90

Thr Gln Phe Pro Thr Phe Gly Gly Gly Thr
100 105

<210> 755
<211> 33

<212> DNA
213> ATLFF

220>
<223> H M

<400> 755
caaagcctcg tacacagtga tggaaacacc tac

<210> 756
Q1D 11

<212> PRT
213> A3

220>
223> B

<400> 756
GIln Scr Leu Val His Ser Asp Gly Asn Thr
1 5 10

210> 757
211> 9

<212> DNA
213> ANIJFF

220>
223> &R

<400> 757
aagatttct

<210> 758
211> 3

<212> PRT
213> AT

220>
223> B

<400> 758
Lys Ile Ser
1

<210> 759
211> 24
<212> DNA
213> ANLFF

220>
223> B

Ser Pro Val
Gln Ser Leu
Gln Arg Pro
45
Arg Phe Ser
60

Asp Phe Thr
75

Tyr Tyr Cys

Lys Val Glu

Tyr

210

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

Leu Gly
15

His Ser
Gln Pro
Val Pro

Gln Ile

33
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166/201 BT

[0166]

<400>

759

atgcaagcta cacaatttcc gact

<210>
211>
212>
213>

220>
223>

<400>

760
8
PRT

ALFFI

R

760

Vet Gln Ala Thr Gln Phe Pro Thr
1 5

210>
211>
212>
213>

220>
223>

<400>

761
357
DNA

ATLFF

R

761

caggtgcagce

tcetgt
ccaggce
gcagac

gtag
aagg
tceg

ctgcaaatga

ttttgg

210>
211>
212>
213>

220>
223>

<400>

Gln Va
1

Ser Le

Gly Me

Val Va
50

Lys G1

65

Leu G1

Ala Ly
Thr Le

210>
211>
212>
213>

220>
223>

<400>

gatatt
atctce
cttcac
tetgge
agcagg
acttte

agtg

762
119
PRT

tggtggagte
cctectggatt
ggcetggagtg
tgaagggccg
acagcctgag
gttactttga

A3

B

762
1 Gln

u Arg
t His
35
1 Ile
y Arg
n Met
s Gly
u Val

115

763
333
DNA

Leu
Leu
20

Trp
Ser
Phe
Asn
Asp

100
Thr

ATLFF

&I

763

gtga
tgca
caga
gtce
gtgg
ggcg

tgacccagac
ggtctagtca
ggccaggeca
cagacagatt
aagctgagga
gagggaccaa

Val
Ser
Val
Tyr
Thr
Ser
Phe
Val

Glu
Cys
Arg
Asp
Ile
70

Leu

Trp

Ser

tgggggaggce
caccttcagt
ggtggtagtt
attcaccatce
agctgaggac
ctactggggce

tcecactetee
aagcctcgta
gccteccaaga
cagtggcagt
tgtcgggatt
ggtggagate

Ser Gly Gly

Val Ala Ser
25
Gln Ala Pro
40
Gly Ile Asn
55
Ser Arg Asp

Arg Ala Glu
Ser Gly Tyr

105
Ser

Gly
Gly
Gly
Lys
Asn
Asp
Phe

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaaccc

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggea
tattactgca
aaa

211

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val
Thr
Gly
Tyr
60

Lys
Ala

Tyr

Gln
Phe
Leu
45

Ala
Asn
Val

Trp

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

cctgagactce
ccgecagget
taaatactat
cacggtgtat

gaaaggggac
ctcctca

Gly Arg
15
Arg Tyr

Trp Val
Ser Val

Val Tyr
80

Tyr Cys

95

Gln Gly

gceggecetee
cttgagttgg
taaccggttc
actgcaaatc
acaatttccg

24

60

120
180
240
300
357

60

120
180
240
300
333
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167/201 BT

[0167]

<210> 764
<211> 111
<212> PRT
213> ANTLF7F

<220>
223> BRI

<400> 764
Asp Ile Val Met
1

Gln Pro Ala Ser
20

Asp Gly Asn Thr
35
Pro Arg Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 765
<211> 357
<212> DNA
213> AL

<220>
223> ERH

<400> 765

caggtgcage tggtggagte
tcetgtgeag cetetggatt
ccaggecaagg ggetggagtg
gcagactccg tgaagggecg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 766
<211> 119
<212> PRT
213> ANIF3)

<220>
<223> iy

<400> 766

GIln Val Gln Leu
1

Ser Leu Arg Leu

Gly Met His Trp

Ala Val Tle Ser
50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Lys Gly Asp

100

Thr Leu Val Thr
115

<210> 767
211> 334
<212> DNA
213> ANLFF

<220>
223> B

Thr Gln Thr
b5}
Ile Ser Cys
Tyr Leu Ser
Ile Tyr Lys
55
Gly Ser Gly
70
Ala Glu Asp

85
Thr Phe Gly

Val Glu Ser
Ser Cys Ala
Val Arg Gln
Tyr Asp Gly
Thr Tle Ser
Ser Leu Arg
85

Phe Trp Ser

Val Ser Ser

Pro
Arg
Trp
40

Ile
Ala
Val
Gly

tgggggaggce
caccttcagt
ggtggeagtt
attcaccatce
agctgaggac
ctactgggge

Gly
Ala
Ala
40

Tle
Arg
Ala

Gly

Leu Ser Ser
10

Ser Ser Gln

25

Leu His Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Ilc Tyr
90
Gly Thr Lys
105

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggctgtgt
cagggaaccc

Gly Gly Val
10

Ser Gly Phe

25

Pro Gly Lys

Asn Lys Tyr

Asp Asn Ser
75

Glu Asp Thr

Tyr Phe Asp
105

212

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Mct

Val Glu Ile
110

ctgggaggtc
tgecactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

Leu Gly
15
His Ser

Gln Pro
Val Pro

Gln Tle
80

Gln Ala

95

Lys

cctgagacte 60
cegecagget 120
taaatactat 180
cacgetgtat 240
gaaaggggac 300
ctectea 357

Gly Arg
15
Arg Tyr

Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly
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168/201 7L

[0168]

<400> 767

gatattgtga
atctcctgeca
cttcagcaga
tctggggtee
agcagggtgg
actttcggeg

<210> 768
211> 111
<212> PRT
213>

220>

tgacccagac
ggtctagtca
ggccaggeca
cagacagatt
aagctgagga
gagggaccaa

A5

223> ERHY

<400> 768

Asp Ile Val Met Thr Gl

1

Gln Pro Ala

Asp Gly Asn

35

Pro Arg Leu

50

Asp Arg Phe

65

Ser Arg Val
Thr Gln Phe

<210> 769
211> 357
<212> DNA

Ser Ile Se
20
Thr Tyr Le

Leu Ile Ty

Ser Gly Se
70
Glu Ala G1
85
Pro Thr Ph
100

213> AT FF

220>

223> E R

<400> 769

gaggtgcagce
tcctgtgtag
ccaggcaagg
gcagactcceg
ctgcaaatga
ttttggagtg

<210> 770
<211> 119
<212> PRT

tggtgcagte
cctetggatt
ggctggagtg
tgaagggeceg
acagcctgag
gatactttga

213> NLfF4

220>

<223> R

<400> 770

tccactetee
aagcctcgta
gcceteccaaga
cagtggcagt
tgtceggggtt
ggtggagatc

n Thr Pro
r Cys Arg

u Ser Trp
10
r Lys Ile

r Gly Ala
u Asp Val
e Gly Gly

tgggggaggc
caccttcagt
gcetgatagtt
attcaccatc
agctgaggac
ctactggggce

Glu Val Gln Leu Val Gln Ser Gly
1

Ser Leu Arg Leu Ser Cy

Gly Met His Trp Val Ar

Ile Val Ile Ser Tyr Asp

50

Lys Gly Arg Phe Thr I1

65

70

s Val Ala

g Gln Ala
40

55

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
aaac

Leu Ser Ser
10

Ser Ser Gln

25

Leu Gln Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr
90
Gly Thr Lys
105

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaacce

Gly Gly Val
10

Ser Gly Phe
25
Pro Gly Lys

Gly Ile Asn Lys Tyr

e Ser Arg Asp Asn Ser

Leu Gln Met Asn Ser Leu Arg Ala

Ala Lys Gly Asp Phe Trp Ser Gly

100

Thr Leu Val Thr Val Ser Ser

115

75
Glu Asp Thr
90
Tyr Phe Asp
105

213

ccecttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaagctac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
15
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Met

Val Glu Ile
110

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Val Gln Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Ala Asp
60
Lys Asn Thr

Ala Val Tyr

Tyr Trp Gly
110

gceggectee
cttgagttgg
taaccggtte
actgaaaatc
acaatttccg

Leu Gly
15
His Ser

Gln Pro
Val Pro

Lys Ile
80

Gln Ala

95

Lys

cctgagacte
ccgecagget
taaatactat
cacggtgtat

gaaaggggac
ctcctea

Gly Arg
15

Arg Tyr
Trp Leu
Ser Val

Val Tyr
80
Tyr Cys

Gln Gly

60

120
180
240
300
334

60

120
180
240
300
357
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[0169]

<210>
211>
212>
<213>

<220>
223>

<400>

771
24

DNA
ANIFF5)

G %)

771

ggattcacct tcagtagata tggc

<210>
Q211>
212>
213>

220>
223>

<400>

772
8

PRT
ANIFF5I

R

772

Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

<210
211>
212>
213>

220>
223>

<400>

773
24

DNA
ANIT5I

i

773

atatcatatg atggaattaa taaa

<210
<211
212>
<213>

220>
223>

<400>

774
8

PRT
ANIT5

)

774

Ile Ser Tyr Asp Gly Ile Asn Lys
1 5

210> 77

Q1D
212>
213>

220>
223>

<400>

775

gcgaaagggg acttttggag tggatacttt gactac

<2100
Q211>
212>
213>

<2200
223>

<400>

776
12

PRT
ANIFF5I

E R

776

Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr
1 5 10

<210>
211>
<212>
213>

777
336
DNA
ANIFF5I

214

24

24

36
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170/201 L

[0170]

220>

223> G

<400> 777

gacatcgtga
atctcctgea
cttcaccaga
tetggggtee
agcagggigg
actttcggeg

tgacccagac
ggtctagtca
ggccaggecea
cagacagatt
aagctgagga
gagggaccaa

tccactetee
aagcctcgta
gcetecaaga
cagtggcagt
tgtcgggatt
ggtggagate

<210> 778
<211> 112
<212> PRT
213> AL

220>
223> &k

<400> 778
Asp Ile Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35

Pro Arg Leu Leu
50

Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr Gln Phe Pro
100

<210> 779
<211> 33

<212> DNA
213> ANTLF4

220>
223> AR

<400> 779

caaagccteg tacacagtga tggaaacacc tac

<210> 780
<211> 11

<212> PRT
213> AL

220>
223> BRI

<400> 780

Thr
Ile
Tyr
Ile
Gly
Ala

85
Thr

Gln Thr
Ser Cys
Leu Ser
Tyr Lys

55
Ser Gly
Glu Asp

Phe Gly

Pro
Arg
Trp
40

Ile
Ala
Val

Gly

tcacctgteca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
aaacga

Leu
Ser
25

Leu
Ser
Gly
Gly

Gly
105

Ser
10
Ser

His
Asn
Thr
Tle

90
Thr

Ser

Gln

ccettggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaaggtac

Pro

Ser

Gln Arg

Arg
Asp
75

Tyr

Lys

Gln Ser Leu Val His Ser Asp Gly Asn Thr Tyr
1 5 10

<210> 781
211> 9

<212> DNA
213> AT

220>
223> HIKH

<400> 781
aagatttct

210> 782
211> 3

<212> PRT
213> AT

215

Phe
Phe
Tyr
Val

Val
Leu
Pro
45

Ser
Thr
Cys
Glu

Thr
Val
30

Gly
Gly
Leu

Met

Ile
110

gceggectee 60
cttgagttgg 120
taaccggtte 180
actgcaaatc 240
acaatttccg 300
336

Leu
His
Gln
Val
Gln
Gln

95
Lys

Gly
Ser
Pro
Pro
Ile
80

Gly

Arg
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[0171]

220>
223> H R

<400> 782
Lys Ile Ser
1

<210> 783
211> 24
<212> DNA
213> N5

220>
223> BRI

<400> 783

atgcaaggta cacaatttcc gact

<210> 784
<211> 8

<212> PRT
213> ANTF3

220>
223> R

<400> 784
Met Gln Gly Thr Gln Phe Pro Thr
1 5

<210> 785
211> 357
<212> DNA
213> ANTF3

220>
223> EH R

<400> 785

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte
tcctgtgtag cctectggatt caccttcagt agatatggca tgcactgggt
ccaggcaagg ggctggagtg gectgatagtt atatcatatg atggaattaa
gcagactccg tgaagggeccg attcaccatc tccagagaca attccaagaa
ctgcaaatga acagcctgag agctgaggac acggetgtgt attactgtge
ttttggagtg gatactttga ctactgggge cagggaaccc tggtcaccgt

<210> 786
<211> 119
<212> PRT
213> ANTF3

220>
223> R

<400> 786

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln

1 5 10

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr Phe

Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu

35 40 45

Pro
Ser

Glu

Ile Val Ile Ser Tyr Asp Gly Ile Asn Lys Tyr Tyr Ala Asp

50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn

65 70 75

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

85 90
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr Trp
100 105
Thr Leu Val Thr Val Ser Ser
115

216

Thr
Tyr

Gly
110

cctgagacte
ccgecagget
taaatactat
cacggtgtat

gaaaggggac
ctcctea

Gly Arg
Arg Tyr
Trp Leu
Ser Val
Val Tyr
80
Tyr Cys

95
Gln Gly

24

60

120
180
240
300
357
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[0172]

210> 787

<211> 333

<212> DNA

Q213> NTFF

<2200

223> GRkEY

<400> 787

gatattgtga tgacccagac

atctcctgea ggtctagtca

cttcaccaga ggccaggeca

tetggggtce cagacagatt

agcagggtgg aagctgagga

actttcggeg gagggaccaa

<210> 788

21 11l

<212> PRT

213> AN T3

2200

223> HRLEY

<400> 788

Asp Ile Val Met Thr G1

1 5
Gln Pro Ala Ser Ile Se
20

Asp Gly Asn Thr Tyr Le
35

Pro Arg Leu Leu Ile Ty

50

Asp Arg Phe Ser Gly Se

65 70

Ser Arg Val Glu Ala Gl

Thr Gln Phe

<210> 789
<211> 357
<212> DMA

85
Pro Thr Ph
100

213> N L5

<2200

<223> G RN

<400> 789
caggtgcage
tcctgtgeag
ccaggcaagg
gcagactccg
ctgcaaatga
ttttggagtg

<210> 790
<211> 119
<212> PRT

tggtggagte
cctctggatt
ggctggagte
tgaagggeceg
acagcctgag
gatactttga

213> NIFH)

<2200

223> ERLH

<400> 790

1

5

tccactetee
aagcctcgta
gcetccaaga
cagtggcagt
tgtegggatt
ggtggagatc

n Thr Pro
r Cys Arg

u Ser Trp
40
r Lys Ile
55
r Gly Ala

u Asp Val

e Gly Gly

tegggggagec
caccttcagt
ggtggeagtt
attcaccatc
agctgaggac
ctactgggge

tcacctgtca
cacagtgatg
ctcctaattt
ggggeaggga
tattactgca
aaa

Leu Ser Ser
10

Ser Ser Gln

25

Leu His Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Ile Tyr
90
Gly Thr Lys
105

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaaccc

cccttggaca
gaaacaccta
ataagatttc
cagatttcac
tgcaaggtac

Pro Val Thr

Ser Leu Val
30
Arg Pro Gly
45
Phe Ser Gly
60
Phe Thr Leu

Tyr Cys Met

Val Glu Ile
110

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

geeggeetee 60
cttgagttgg 120
taaccggttc 180
actgcaaatc 240
acaatttccg 300
333

Leu Gly
15
His Ser

Gln Pro
Val Pro

Gln Ile
80

Gln Gly

95

Lys

cctgagactc 60
ccgecagget 120
taaatactat 180
cacgetgtat 210
gaaaggggac 300
cteetea 357

Val Gln Pro Gly Arg

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val
10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20

25

Gly Met Ilis Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ala Val Ile Ser Tyr Asp Gly Ile Asn Lys Tyr

50

55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser

65

70

75

Thr
Gly
Tyr

60
Lys

217

15
Phe Ser Arg Tyr
30
Leu Glu Trp Val
45
Ala Asp Ser Val

Asn Thr Leu Tyr
80
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[0173]

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

95

geeggeetee 60
cligagitgg 120
taaccggtte 180
aclgaaaate 240
acaatttceg 300

Leu
15

His
Gln
Val

Lys

Gln
95
Lys

Gly
Ser
Pro
Pro
Ile

80
Gly

334

cctgagacte 60
cegecagget 120
taaatactat 180
cacggtgtat 240
gaaaggggac 300

ctectea

85 90
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Leu Val Thr Val Ser Ser
115
<210> 791
211> 334
<212> DNA
Q213> NI
Q220>
223> 5 R
<400> 791
gatattgtga tgacccagac tccactctce tcacctgtca cccttggaca
alcleetgea gglelaglea aagecelegla cacaglgaly gaaacacela
cttcagcaga ggccaggcca gectccaaga ctcctaattt ataagattte
Letlgggglee cagacagall caglggeagl ggggeaggga cagalllcac
agcagggtgg aagctgagga tgtcggggtt tattactgca tgcaaggtac
acllleggeg gagggaccaa gglggagale aaac
210> 792
211> 111
<212> PRT
213> NI
220>
223> HRLHY
<400> 792
Asp Ile Val Met Thr Gln Thr Pro Leu Ser Ser Pro Val Thr
1 5 10
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val
20 25 30
Asp Gly Asn Thr Tyr Leu Ser Trp Leu Gln Gln Arg Pro Gly
35 40 45
Pro Arg Leu Leu Ile Tyr Lys Ile Ser Asn Arg Phe Ser Gly
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr Asp Phe Thr Leu
65 70 75
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met
85 90
Thr Gln Phe Pro Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
100 105 110
<210> 793
211> 357
<212> DNA
213> AT
220>
223> &R
<400> 793
caggtgcagc tgcaggagtc tgggggagge gtggtccage ctgggaggte
tectgtgtag cctetggatt caccttcagt agatatggea tgecactgggt
ccaggcaagg ggctggagtg ggtggtagtt atatcatatg atggaattaa
gcagacteeg tgaagggeeg attcaccate tccagagaca attccaagaa
ctgcaaatga acagcctgag agctgaggac acggctgtgt attactgtge
ttttggagtg gttactttga ctactgggge cagggaacce tggtcaccgt
<210> 794
211> 119
<212> PRT
Q213> ANLTF)
220>
223> HRM
<400> 794

Gln Val Gln Leu Gln Glu Ser Gly Gly
1 5

Gly Val Val Gln Pro Gly Arg

10

218

15

357
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Ser Leu Arg Leu Ser Cys Val Ala Ser Gly

20 25

Gly Met His Trp Val Arg Gln Ala Pro Gly

35 40

Val Val Ile Ser Tyr Asp Gly Ile Asn Lys

50

55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

65

70

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp

85 90

Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe

100 105

Thr Leu Val Thr Val Ser Ser

210>
211>
212>
213>

220>
223>

<400>

115

795
24
DNA
NI 5

R

795

ggattcacct tcagtagata tgge

210>
211>
212>
213>

220>
223>

<400>

[0174]

<210>
211>
<212>
<213>

220>
223>

<400>

796
8

PRT
NI FF5I

FRE
796

Gly Phe Thr Phe Ser Arg Tyr Gly
1 5

797
24

DNA
ANTFF

Gy
797

atatcatatg atggaattaa taaa

210>
211>
212>
213>

220>
223>

<400>

798
8

PRT
ANIFFFI

R
798

Ile Ser Tyr Asp Gly Ile Asn Lys
1 5

<210>
21D
212>
213>

<2200
223>

<400>

799
36

DNA
ANT)F4

gy
799

gcgaaagggg acttttggag tggttacttt gactac

<2100

800

Phe Thr Phe

Lys Gly Leu
45
Tyr Tyr Ala
60
Ser Lys Asn
75
Thr Ala Val

Asp Tyr Trp

219

Ser
30

Glu
Asp
Thr
Tyr

Gly
110

Arg
Trp
Ser
Val
Tyr

95
Gln

Tyr
Val
Val
Tyr
80

Cys

Gly

24

24

36
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[0175]

211> 12
<212> PRT

213>

220>
223> B RIM

<400> 800
Ala Lys Gly Asp Phe Trp Ser Gly Tyr Phe Asp Tyr
1 5 10

<210> 801
<211> 321
<212> DNA

213>

220>
223> R

<100> 801

gacatccaga
atcacttgece
gggaaagccc
aggttcageg
gaagattttg
gggaccaagg

<210> 802
<211> 107
<212> PRT

213>

220>
223> ERE

<400> 802

Asp
1
Asp
Leu
Tyr
Ser
65
Glu

Thr

Ile Gln
Arg Val
Gly Trp
35

Ala Ala
50

Gly Ser
Asp Phe

Phe Gly

<210> 803
<211> 18
<212> DNA

213>

220>
223> ERH

<400> 803
cagggcatta gaaatgat

<210> 804
<211> 6
<212> PRT

<213

220>
223> &R

<400> 804
Gln Gly Ile Arg Asn Asp
1 5

ANLF3)

ANTFF3)

tgacccagtc
gggcaagtca
ctaagcgect
gcagtggate
caacttatta

tggagatcaa a

ANTFP3)

Met
Thr
20

Tyr
Ser
Gly
Ala

Gln
100

ANTFP3)

ATLF5

Thr
Ile
Gln
Ser
Thr
Thr

85
Gly

Gln
Thr
Gln
Leu
Glu
70

Tyr
Thr

tccatectee
gggcattaga
gatctatget
tgggacagaa
ctgtctacag

Ser
Cys
Lys
Gln
55

Phe
Tyr

Lys

Pro Ser

Arg Ala
25

Pro Gly

40

Ser Gly

Thr Leu
Cys Leu

Val Glu
105

Ser
10
Ser

Lys
Val
Thr
Gln

90
Ile

ctgtctgecat
aatgatttag
gcatccagtt
ttcactctca
cataatagtt

Leu
Gln
Ala
Pro
Ile
75

His

Lys

220

ctgtaggaga
gctggtatca
tgcaaagtgg
caatcagcag
accctcecgac

Ser Ala Ser

Gly Ile Arg
30
Pro Lys Arg
45
Ser Arg Phe
60
Ser Ser Leu

Asn Ser Tyr

cagagtcacc
gcagaaacca
ggtcccatca
cctgecageet
gttcggecaa

Val
15

Asn
Leu
Ser

Gln

Pro
95

Gly
Asp
Ile
Gly
Pro

80
Pro

60

120
180
240
300
321

18
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3
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[0176]

<210> 805
211> 9

<212> DNA
213> ATF5I

220>
223> BAY

<400> 805
getgeatee

<210> 806
211> 3

<212> PRT
213> ANTF3

220>
223> B

<100> 806
Ala Ala Ser
1

<210> 807
211> 27
<212> DNA
213> ANTFF3

220>
223> ERE

<400> 807

ctacagcata atagttaccc

<210> 808
211> 9

<212> PRT
213> NTFF3

<220>
223> BRI

<400> 808

tcegacg

Leu Gln His Asn Ser Tyr Pro Pro Thr

1 5

<210> 809
<211> 357
<212> DNA
213> ANTIF3

220>
223> B

<400> 809

caggtgcage tggtggagte
tcetgtgtag cctetggatt
ccaggeaagg ggcetggagtg
gcagactceg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 810
211> 119
<212> PRT
213> AT 3|

<220>
223> &R

<400> 810

tgggegagge
caccttecagt
ggtggtagtt
attcaccate
agctgaggac
ctactgggge

gtggtecage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaaccc

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtecaccgt

cctgagacte
ccgecagget
taaatactat
cacggtgtat

gaaaggggac
ctectea

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg

1 5

10

221

15

27

60

120
180
240
300
357
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[0177]

Ser Leu Arg

Gly Met His
35
Val Val Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Lys Gly
Thr Leu Val
115

<210> 811
<211> 321
<212> DNA

Leu Ser Cys Val Ala Ser Gly

20

Trp Val Arg Gln Ala

40

Ser Tyr Asp Gly Ile

55

Phe Thr Ile Ser Arg

70

Asn Ser Leu Arg Ala

85

Asp Phe Trp Ser Gly

100

Thr Val Ser Ser

Q1> NTFF|

220>

223> HRLT

<400> 811

gacatccaga
atcacttgcce
gggaaagcce
aggttcagcg
gaagattttg
gggaccaagg

<210> 812
<211> 107
<212> PRT

tgacccagte
gggcaagtca
ctaagcgccet
gcagtggatc
caacttatta
tggaaatcaa

Q213> NTFF

<220>

223> LRk

<400> 812

Asp Ile Gln
1

Asp Arg Val

Leu Gly Trp
Tyr Ala Ala
Ser Gly Ser
65

Glu Asp Phe

Thr Phe Gly

<210> 813
211> 357
<212> DNA

tccatectee
gggcattaga
gatctatget
tgggacagaa
ctgtctacag
a

Met Thr GIn Ser Pro

Thr Ile Thr Cys Arg

20

Tyr Gln Gln Lys Pro

40

Ser Ser Leu Gln Ser

55

Gly Thr Glu Phe Thr

70

Ala Thr Tyr Tyr Cys

85

Gln Gly Thr Lys Val

100

213> ANTLF7)

220>

223> BRI

<400> 813

caggtgcagce
tcctgtgecag
ccaggcaagg
gcagactccg
ctgcaaatga
ttttggagtg

<210> 814
<211> 119
<212> PRT

tggtggagtce
cctctggatt
ggetggagty
tgaagggccg
acagcctgag
gttactttga

tgggggagge
caccttcagt
ggtggcagtt
attcaccatc
agctgaggac
ctactgggge

25
Pro

Asn
Asp
Glu

Tyr
105

Gly
Lys
Asn
Asp

90
Phe

Phe Thr Phe Ser
30

Lys Gly Leu Glu

45
Tyr Tyr Ala Asp
60

Ser Lys Asn Thr

75

Thr Ala Val Tyr

Asp Tyr Trp Gly
110

ctgtctgecat ctgtaggaga
aatgatttag gctggtatca
gcatccagtt tgcaaagtgg
ttcactctca caatcagcag
cataatagtt accctccgac

Ser
Ala
25

Gly
Gly
Leu

l.eu

Glu
105

Ser
10
Ser

Lys
Val
Thr
GIn

90
Tle

Leu Ser Ala Ser

Gln Gly Ile Arg
30
Ala Pro Lys Arg
45
Pro Ser Arg Phe
60

Ile Ser Ser Leu
75

His Asn Ser Tyr

Lys

gtggtccage ctgggaggte
agatatggca tgcactgggt
atatcatatg atggaattaa
tccagagaca attccaagaa
acggctgtgt attactgtge
cagggaaccc tggtcaccgt

222

Arg
Trp
Ser
Val
Tyr

95
Gln

Tyr
Val
Val
Tyr
80

Cys

Gly

cagagtcacc 60
gragaaacca 120
ggtcccateca 180
cctgeagect 240
gtteggecaa 300

Val
15

Asn
Leu
Ser

Gln

Pro
95

cctgagactc
ccgecagget
taaatactat
cacgctgtat
gaaaggggac

Gly
Asp
Ile
Gly
Pro

80
Pro

ctectea

321

60

120
180
240
300
307
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[0178]

213> AILF7

<220>
<223> &

<400> 814
Gln Val Gln Leu
1
Ser Leu Arg Leu
20
Gly Met His Trp
35
Ala Val Ile Ser
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Gly Asp

100

Thr Leu Val Thr
115

<210> 815
<211> 322
<212> DNA
213> ANTFEF

220>
223> E A

<400> 815

gacatccaga tgacccagte
alcacligee gggeaaglca
gggaaagecce ctaagegect
aggttcagecg gcagtggate
gaagattttg caacttatta
gggaccaagg tggaaatcaa

<210> 816
211> 107
<212> PRT
Q213> A5

<220>
223> &R

<400> 816
Asp Ile Gln Met
1
Asp Arg Val Thr
20
Leu Gly Trp Tyr
35

Tyr Ala Ala Ser
50

Ser Gly Ser Gly
65
Glu Asp Phe Ala

Thr Phe Gly Gln
100

<210> 817
<211> 357
<212> DNA
213> ANITFEF

220>
223> &

<400> 817

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

Thr
Lle
Gln
Ser
Thr
Thr

85
Gly

Glu
Cys
Arg
Asp
Ile
70

Leu

Trp

Ser

Gln
Thr
Gln
Leu
Glu
70

Tyr
Thr

Ser Gly
Ala Ala
Gln Ala

tccatectee
gggcallaga
gatctatget
tgggacagaa
ctgtctacag
ac

Ser Pro
Cys Arg
Lys Pro
40
Gln Ser

55
Phe Thr

Tyr Cys
Lys Val

Gly
Ser
25

Pro

Asn

Asp

a Glu

Tyr
105

Gly
10

Gly
Gly
Lys
Asn
Asp

90
Phe

Val
Phe
Lys
Tyr
Ser
75

Thr

Asp

ctgtetgeat
aalgalllag
gcatccagtt
ttcactctca
cataatagtt

Ser
Ala
25

Gly
Gly
Leu

Leu

Glu
105

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu
Gln
Ala
Pro
Ile
75

His

Lys

Val Gln
Thr Phe
Gly Leu
45

Tyr Ala
60

Lys Asn
Ala Val

Tyr Trp

Pro Gly Arg
15

Ser Arg Tyr
30
Glu Trp Val

Asp Ser Val

Thr Leu Tyr
80
Tyr Tyr Cys
95
Gly Gln Gly
110

ctgtaggaga cagagtcace 60
getlggtlatea geagaaacca 120
tgcaaagtgg ggtcccatca 180
caatcagcag cctgcageet 240
accctcegac gtteggecaa 300

Ser Ala
Gly Lle

Pro Lys
45

Ser Arg

60

Ser Ser

Asn Ser

322

Ser Val Gly
15
Arg Asn Asp

Arg Leu Ile
Phe Ser Gly
Leu Gln Pro

80

Tyr Pro Pro
95

gaggtgeage tggtggagte tgggggagge gtggtecage ctgggaggte cetgagacte 60
tcetgtgtag cctetggatt caccttcagt agatatggea tgcactgggt ccgecagget 120

223
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ccaggeaagyg ggelggagly
gcagactccg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 818
<211> 119
<212> PRT
213> NI

220>
223> AR

<400> 818

gelgatagll
attcaccatc
agttgaggac
ctactgggge

Glu Val Gln Leu Val Glu Ser Gly
L

alalcalalg
tccagagaca
acgggagtgt
cagggaacce

Gly Gly Val

10

alggaallaa
attccaagaa
attactgtge
tggtcacegt

Val Gln Pro

Ser Leu
Gly Mct
Ile Val

Arg

His
35
Ile

v Arg

Met
Gly
Val

Leu
20

Trp
Ser
Phe
Asn
Asp

100
Thr

Ser
Val
Tyr
Thr
Ser
85

Phe

Val

Cys Val
Arg Gln
Asp Gly
Ile Ser
70

Leu Arg
Trp Ser

Ser Ser

Ala Ser
Ala ﬁro
Ile Asn
Arg Asp
Val Glu

Gly Tyr
105

Gly
Gly
Lys
Asn
Asp

90
Phe

Phe Thr
Lys Gly
Tyr Tyr

60
Ser Lys
Thr Gly

Asp Tyr

Phe
Leu
Ala
Asn
Val

Trp

Ser
30
Glu

Asp
Thr
Tyr

Gly
110

[0179]

115

<210> 819
211> 24
<212> DNA
213> ANTFF

220>
223> A RLAT

<400> 819
ggattcacct tcagtagata

<210> 820
211> 8

<212> PRT
213> NTF3

<2200
223> HRLHY

<400> 820

tgge

Gly Phe Thr Phe Ser Arg Tyr Gly
1

5

<210> 821
211> 24
<212> DNA
213> NI

220>
223> HRHY

<400> 821
atatcatatg atggaattaa

<210> 822
<211> 8

<212> PRT
213> ANTFF

<220>
223> E R

<400> 822

taaa

224

taaataclat 180
cacggtgtat 240
gaaaggggac 300
cteetea 357

Gly Arg
Arg Tyr
Trp Leu
Ser Val
Val Tyr
80
Tyr Cys

95
Gln Gly

24

24



CN 102574923 B

FF

5 &

180/201 BT

[0180]

Ile Ser Tyr Asp Gly 11
1 5

<210> 823
<211> 36
<212> DNA
213> NTF3)

220>
223> ET

<400> 823

e Asn Lys

gcgaaagggg acttttggag tggttacttt gactac

<210> 824
211> 12

<212> PRT
213> ANLTFF

220>
223> &Y

<100> 821
Ala Lys Gly Asp Phe Tr
1 5

<210> 825
211> 327
<212> DNA
213 ANTIFH

<2200
223> HY

<400> 825

gaaattgtgt tgacgcagtc
ctctcctgea gggeccagtca
cctggecagg ctceccagget
gacaggttca gtggcagtgg
cctgaagatt ttgcagtgta
caagggacca aggtggaaat

<210> 826
<211> 109
<212> PRT
213> N3

220>
223> R

<400> 826
Glu Ile Val Leu Thr G1
1 5
Glu Arg Ala Thr Leu Se
20
Tyr Leu Ala Trp Tyr Gl
35

Tle Tyr Gly Ala Ser Se
50
Gly Ser Gly Ser Gly Th
65 70
Pro Glu Asp Phe Ala Va
85
Trp Thr Phe Gly Gln G1
100

210> 827
211> 21

<212> DNA
Q1> NTFF

220>
223> HMH

p Ser Gly Tyr

Phe
10

Asp Tyr

tccaggecace ctgtetttgt ctecagggga
gagtgttage agcagctact tagcctggta
cctcatctat ggtgeatcca gecagggecac
gtctgggaca gacttcactc tcaccatcag
ttactgtcag cagtatggta gctcaccgtg

caaacga

n Ser Pro Gly

r Cys Arg Ala
25
n Gln Lys Pro
40
r Arg Ala Thr

r Asp Phe Thr
1 Tyr Tyr Cys

y Thr Lys Val
105

Thr
10
Ser

Gly
Gly
Leu
Gln

90
Glu

Leu Ser Leu Ser

Gln Ser Val Ser
30
Gln Ala Pro Arg
45
Tle Pro Asp Arg
60

Thr Ile Ser Arg
75

Gln Tyr Gly Ser

Ile Lys Arg

225

aagagccacc
ccagcagaaa
tggcatcceca
cagactggag
gacgttcgge

Pro Gly
15
Ser Ser

Leu Leu
Phe Ser
Leu Glu

80

Ser Pro
95

36

60

120
180
240
300
327
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[0181]

<400>

827

cagagtgtta gcagcagcta c

<2100
21>
212>
213>

<220>
223>

<400>

828
7

PRT
ATLF3

=i
828

Gln Ser Val Ser Ser Ser Tyr
1 5

<210>
<21
212>
213>

220>
223>

<400>

829
9

DNA
ANTF5)

R
829

ggtgcatcee

<210>
211>
212>
213>

220>
223>

<400>

830
3

PRT
A5

B
830

Gly Ala Ser
1

<210>
211>
212>
<213>

220>
223>

<400>

831
27
DNA
AT 3

&R
831

cagcagtatg gtagctcacc gtggacg

210>
211>
212>
213>

220>
<223

<400>

832
9

PRT
ATJFF)

EL
832

Gln Gln Tyr Gly Ser Ser Pro Trp Thr
1 5

<210>
211>
212>
213>

220>
223>

<400>

833
357
DNA
ATFF

& T
833

21

27

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgtag cctetggatt caccttcagt agatatggea tgecactgggt ccgecagget 120

226
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[0182]

cecaggeaagy gge lggagly
gcagactccg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

<210> 834

211> 11

9

<212> PRT
213> NIF3

<220>

223> AR

<400> 834

Gln Val
1

Ser Leu

Gly Mct

Ile Val

Gln
Arg
His

35
Ile

v Arg

Met
Gly

Val
115

<210> 835
211> 324
<212> DNA
213> ANTFF

220>
223> &

Leu
Leu
20

Trp
Ser
Phe
Asn
Asp

100
Thr

5420

<400> 835

gaaattgtgt
ctcteetgea
cctggccagg
gacaggttca
cctgaagatt
caagggacca

<210> 836
<211> 108

<212> PR

T

tgacgcagtc
gggccagtca
ctcccagget
gtggecagtgg
ttgcagtgta

Val
Ser
Val
Tyr
Thr
Ser
85

Phe

Val

Glu Ser
Cys Val
Arg Gln
Asp Gly
Ile Ser
70

Leu Arg
Trp Ser

Ser Ser

aggtggaaat caaa

213> NTFF)

220>
223 &

<400> 83

Glu Ile
1

Glu Arg

Tyr Leu

Ile Tyr
50

Gly Ser

65

Pro Glu

Trp Thr

<210> 83
<211> 35
<212> DN

D %:f]

6
Val

Ala
Ala
35

Gly
Gly
Asp

Phe

7
7
A

Leu

Thr
20
Trp

Ala
Ser
Phe

Gly
100

Thr
Leu
Tyr
Ser
Gly
Ala

85

Gln

Gln Ser
Ser Cys
Gln Gln

Ser Arg

55
Thr Asp
70

Val Tyr
Gly Thr

gelgatagll
attcaccatc
agttgaggac
ctactgggge

tccaggcacc
gagtgttage
cctecatctat
gtetgggaca
ttactgtcag

Gly Gly
Ala Ser
Ala ﬁro
Ile Asn
Arg Asp
Val Glu

Gly Tyr
105

Pro Gly
Arg Ala
25
Lys Pro
Ala Thr
Phe Thr
Tyr Cys

Lys Val
105

alalcalalg
tccagagaca
acgggagtgt
cagggaacce

Gly
L0

Gly
Gly
Lys
Asn
Asp

90
Phe

ctgtetttgt
agcagctact
ggtgcatcca
gacttcactc
cagtatggta

Thr
10
Ser

Gly
Gly
Leu
Gln

90
Glu

Val Val
Phe Thr
Lys Gly
Tyr Tyr

60
Ser Lys
Thr Gly

Asp Tyr

Leu Ser
Gln Ser
Gln Ala
Ile Pro

60
Thr Ile

75

Gln Tyr

Ile Lys

227

Gln
Phe
Leu
Ala
Asn
Val

Trp

Leu
Val
Pro
Asp
Ser

Gly

alggaallaa
attccaagaa
attactgtge
tggtcacegt

Pro
Ser
30

Glu
Asp
Thr
Tyr

Gly
110

ctccagggga
tagcctggta
gcagggccac
tcaccatcag
gctcaccgtg

Ser
Ser
30

Arg
Arg
Arg

Ser

taaataclat 180
cacggtgtat 240
gaaaggggac 300
cteetea 357

Gly Arg
Arg Tyr
Trp Leu
Ser Val

Val Tyr
80

Tyr Cys

95

Gln Gly

aagagccacc 60
ccagcagaaa 120
tggcatccca 180
cagactggag 240
gacgttcgge 300

324

Pro Gly
15
Ser Ser

Leu Leu
Phe Ser
Leu Glu

80

Ser Pro
95
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[0183]

213> AILF7

<220>
<223> &

<400> 837
caggtgcagce

<210> 838
<211> 119
<212> PRT
213> NI

<2200
223> E

<400> 838
Gln Val Gln Leu
L

Ser Leu Arg Leu
20

Gly Met His Trp

35
Ala Val Ile Ser
50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Lys Gly Asp

100

Thr Leu Val Thr
115

<210> 839
<211> 325
<212> DNA
Q213> A5

<220>
223> &R

<400> 839

gaaattgtgt tgacgcagte
ctctecctgea gggecagtca
cctggecagg ctcecagget
gacaggttca gtggcagtgg
cctgaagatt ttgcagtgta
caagggacca aggtggaaat

<210> 840
<211> 108
<212> PRT
213> A%

220>
223> &M

<400> 840
Glu Ile Val Leu
1
Glu Arg Ala Thr
20
Tyr Leu Ala Trp
35
Ile Tyr Gly Ala
50
Gly Ser Gly Ser
65
Pro Glu Asp Phe

tggtggagtce
tcetgtgeag cetetggatt
ccaggcaagg ggctggagtg
gcagactccg tgaagggeceg
ctgcaaatga acagcctgag
ttttggagtg gttactttga

Val
Ser
Val
Tyr
Thr
Ser
Pile
Val

Thr
5
Leu
Tyr
Ser

Gly

Ala

Glu
Cys
Arg
Asp
Ile
70

Leu
Trp

Ser

Ser
Ala
Gln
Gly

55

Ser
Arg
Ser

Ser

tgggggagge
caccttcagt
ggtggeagtt
attcaccate
agctgaggac
ctactgggsgc

Gly
Ala
Ala
40

Ile
Arg
Ala

Gly

tccaggecace
gagtgttage
ccteatetat
gtctgggaca
ttactgtcag
caaac

gtggtccage
agatatggca
atatcatatg
tccagagaca
acggetgtgt
cagggaaccc

Gly Gly
10
Ser Gly
25

Pro Gly
Asn Lys
Asp Asn
Glu Asp

Tyr Phe
105

ctgtetttgt
agcagctact
ggtgecateca
gacttcactc
cagtatggta

Gln Ser Pro Gly Thr

Ser Cys Arg

Gln GIn Lys

40

Ser Arg Ala

95

Thr Asp Phe

70

Val Tyr Tyr

10
Ala Ser
25
Pro Gly

Thr Gly
Thr Leu

Cyvs Gln

Val Val
Phe Thr
Lys Gly
Tyr Tyr

60
Ser Lys

75
Thr Ala

Asp Tyr

Leu Ser
Gln Ser

Gln Ala

Ile Pro
60

Thr Ile

75

Gln Tyr

228

Gln
Phe
Leu
45

Ala
Asn

Val

Trp

Leu
Val
Pro
45

Asp

Ser

Gly

ctgggaggte
tgcactgggt
atggaattaa
attccaagaa
attactgtge
tggtcaccgt

Pro
Ser
30

Glu
Asp
Thr

Tyr

Gly
110

ctccagggga
tagcctggta
gecagggecac
tcaccatcag
gctcaccegtg

Ser
Ser
30

Arg
Arg
Arg

Ser

cctgagacte 60
ccgecagget 120
taaatactat 180
cacgetgtat 240
gaaaggggac 300
ctcectea 357

Gly Arg
Arg Tyr
Trp Val
Ser Val

Leu Tyr
80

Tyr Cys

95

Gln Gly

aagagccacc 60
ccagcagaaa 120
tggeatecca 180
cagactggag 240
gacgttegge 300

325

Pro Gly
15
Ser Ser

lLeu lLeu
Phe Ser
Leu Glu

80
Ser Pro
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[0184]

<210>
<211
212>
213>

<220>
223>

<2200
221>
222>
223>

220>
Q22
222>
223>

<2200
Q221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

<220>
Q2
222>
223>

220>
221>
222>
223>

2200
221>
222>
223>

<400>
1
210>
211>
212>
213>

220>

223> -

220>
221>
222>

85 90
Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
841
8
PRT
ANIF3)
A
Atk
... W
Xaa — Gly
G
...
Xaa = Phe
Ak
3)... (13
Xaa = Thr
g
... @)
Xaa - Phe
Ak
®)... )
Xaa = SermiArg
2R
©)...(6)
Xaa = SermiArg
Atk
(M... (D
Xaa — Tyr
Bk
®...(8
Xaa = Gly, Ala, B¢Thr
841
Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
5
842
8
PRT
AT %
& AL
S
(... M
Xaa = Ile

223>

<2200

229
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[0185]

221>
222>
223>

<220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
2210
222>
223>

220>
221>
222>
223>

<400>

B S

@2)... (@

Xaa = Ser, Gly, B{Thr
A4k

3)...®)

Xaa = Tyr, Gly, BiAsp
AR

@... @

Xaa = Asp, Gly, BSer
ik

B)... (%)

Xaa = GlymiArg

A5

6)...(6)

Xaa = Ile, Gly, BiAla
ik

... (D

Xaa = Asn, Ser, Arg, B{Gly
B

®)... (8

Xaa = Lys, Ala, B{Thr

842

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

<210>
211>
212>
213>

<220>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>

843
12
PRT
AT FF

BT

B
... M
Xaa = Alam{Val

BN
...
Xaa = Lys

AR

3)... 3
Xaa = GlymiGlu

221> Ak

222>
223>

<2200
221>
222>
223>

@...®
Xaa = AspEiGly

84
®)... (5
Xaa — PhemliAsp

230
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<220>
221>
222>
223>

<220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

[0186]  <220>
221>
222>
223>

<400>
1

<210>
211>
212>
213>

220>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>

AR

6)...(6)

Xaa = TrpEiSer
A

... (D

Xaa = SermiGly

AR
®...(8

Xaa = GlyEiTyr
A4k
...

Xaa = TyrEiAsp
A5

(10). .. (10)
Xaa = PheB{Leu

A
an... an
Xaa = AspHEiAla

A4k
12)... (12)
Xaa = Tyr
843

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

5 10

844
11
PRT
NI
A R
... O
Xaa = Gln
BN
... @
Xaa = SermiGly
3)...®) ‘
Xaa = LeudkIle
BN
“4)... @) ‘
Xaa = ValBiSer

223>

231
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[0187]

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
<223>

<220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

220>
221>
222>
223>

<400>

A
B)... )
Xaa — His, Asn, E{Thr

B
6)...(6)
Xaa = Ser, Asn, B{Tyr

AR
... ()
Xaa = AspBiHkk

AR
(8)...(8
Xaa = Glymi#ksk

BIAES
...
Xaa = AsnBiER 2k

AR
(10). .. (10)
Xaa = Threistk

BN
an... an
Xaa = TyrB{fHkk

844

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1

<210>
211>
212>
<213>

220>
223>

220>
221>
222>
223>

<220>
221>
222>
223>

220>
221>
222>
223>

<400>

10

845
PRT
ANTF3
B R

BN
... DO
Xaa = LysHB{Ala

AN

@2...(2
Xaa = Ile, Ala, B{Thr

Al

3)... 3
Xaa = Ser
845

Xaa Xaa Xaa

1

<210>

846

232
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211> 9
<212> PRT
213> NTFF

<220>
223> &R

<220>

221> 4K

<222> (1)... (1)
<223> Xaa = MetB{Gln

<220>

221> Ak
222> (2)...(2)
<223> Xaa = Gln

220>

221> ik

222> (3)...(3)
<223> Xaa = AlaniTyr

<220>

221> ik

222> (4)... &)
<223> Xaa — Thra{Lys

220>

221> AR

222> (5)...®)

<223> Xaa = Gln, Ser, BiIle

220>

221> ik

222> (6)...(6)
<223> Xaa = PheB{Ser

220>

221> ik
222> (1)... (D)
223> Xaa = Pro

<220>

21> ik

222> (8)...(8)
<223> Xaa = ThrakLeu

<2200

221> ABfE

222> (9)... (9

<223> Xaa = Thrakftk

<400> 846
Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1 5

<210> 847
<211> 330
<212> PRT
Q213> NTF5

220>
223> EHM

<400> 847
Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys
1 H 10 15
Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30
Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser

233
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Gly
Leu
65

Tyr
Lys
Pro
Lys
Val
145
Tyr
Glu
His
Lys
Gln
225
Leu
Pro
Asn
Leu
Val

305
Gln

<210>
<211
212>
<2135

Val
50

Ser
Ile
Val
Ala
Pro
130
Val
Val
Gln
Gln
Ala
210
Pro
Thr
Ser
Tyr
Tyr
290
Phe

Lys

<2205

223>
<400>

35
His

Ser
Cys
Glu
Pro
115
Lys
Val
Asp
Tyr
Asp
195
Leu
Arg
Lys
Asp
Lys
275
Ser

Ser

Ser

848
327
PRT
ANTEH

B
848

Thr
Val
Asn
Pro
100
Glu
Asp
Asp
Gly
Asn
180
Trp
Pro
Glu
Asn
Ile
260
Thr
Lys

Cys

Leu

Ala Ser Thr Lys

1
Ser

Phe
Gly
Leu
65

Tyr
Arg
Glu
Asp
Asp
145
Gly
Asn
Trp

Pro

Thr
Pro
Val
50

Ser
Thr
Val
Phe
Thr
130
Val
Val
Ser

Leu

Ser
210

Ser
Glu
35

His
Ser
Cys
Glu
Leu
115
Leu
Ser
Glu
Thr
Asn

195

Ser

Glu
20

Pro
Thr
Val
Asn
Ser
100
Gly
Met
Gln
Val
Tyr
180
Gly

Ile

Phe
Val
Val
85

Lys
Leu
Thr
Val
Val
165
Ser
Leu
Ala
Pro
Gln
245
Ala
Thr
Leu

Ser

Ser
325

Gly
Ser
Val
Phe
Val
Val
85

Lvs
Gly
Ile
Glu
His
165
Arg
Lys
Glu

Pro
Thr
70

Asn
Ser
Leu
Leu
Ser
150
Glu
Thr
Asn
Pro
Gln
230
Val
Val
Pro
Thr
Val

310
Leu

Pro
Thr
Thr
Pro
Thr
70

Asp
Tyr
Pro
Ser
Asp
150
Asn
Val
Glu

Lys

Ala
55

Val
His
Cys
Gly
Met
135
His
Val
Tyr
Gly
Ile
215
Val
Ser
Glu
Pro
Val
295
Met

Ser

Ser
Ala
Val
Ala
55

Val
His
Gly
Ser
Arg
135
Pro
Ala
Val
Tyr

Thr
215

40
Val

Pro
Lys
Asp
Gly
120
lle
Glu
His
Arg
Lys
200
Glu
Tyr
Leu
Trp
Val
280
Asp
His

Pro

Val
Ala
Ser
10

Val
Pro
Lys
Pro
Val
120
Thr
Glu
Lys
Ser
Lys

200
Ile

Leu
Ser
Pro
Lys
105
Pro
Ser
Asp
Asn
Val
185
Glu
Lys
Thr
Thr
Glu
265
Leu
Lys
Glu

Gly

Phe
Leu
25

Trp
Leu
Ser
Pro
Pro
105
Phe
Pro
Val
Thr
Val
185
Cys

Ser

Gln
Ser
Ser
90

Thr
Ser
Arg
Pro
Ala
170
Val
Tyr
Thr
Leu
Cys
250
Ser
Asp
Ser

Ala

Lys
330

Pro
10

Gly
Asn
Gln
Ser
Ser
90

Cys
Leu
Glu
Gln
Lys
170
Leu
Lys

Lys

Ser
Ser
75

Asn
His
Val
Thr
Glu
155
Lys
Ser
Lys
Ile
Pro
2356
Leu
Asn
Ser

Arg

Leu
315

Leu
Cys
Ser
Ser
Ser
75

Asn
Pro
Phe
Val
Phe
155
Pro
Thr
Val

Ala

Ser
60

Leu
Thr
Thr
Phe
Pro
140
Val
Thr
Val
Cys
Ser
220
Pro
Val
Gly
Asp
Trp

300
His

Ala
Leu
Gly
Ser
60

Leu
Thr
Ser
Pro
Thr
140
Asn
Arg
Val

Ser

Lys
220

234

45
Gly

Gly
Lys
Cys
Leu
125
Glu
Lys
Lys
Leu
Lys
206
Lys
Ser
Lys
Gln
Gly
285
Gln

Asn

Pro
Val
Ala
15

Gly
Gly
Lys
Cys
Pro
125
Cys
Trp
Glu
Leu
Asn

205
Gly

Leu
Thr
Val
Pro
110
Phe
Val
Phe
Pro
Thr
190
Val
Ala
Arg
Gly
Pro
270
Ser

Gln

His

Cys
Lys
30

Leu
Leu
Thr
Val
Pro
110
Lys
Val
Tyr
Glu
llis
190
Lys

Gln

Tyr
Gln
Asp
95

Pro
Pro
Thr
Asn
Arg
175
Val
Ser
Lys
Asp
Phe
256
Glu
Phe
Gly

Tyr

Ser
15

Asp
Thr
Tyr
Lys
Asp
Ala
Pro
Val
Val
Gln
175
Gln
Gly

Pro

Ser
Thr
80

Lys
Cys
Pro
Cys
Trp
160
Glu
Leu
Asn
Gly
Glu
240
Tyr
Asn
Phe

Asn

Thr
320

Arg
Tyr
Ser
Ser
Thr
80

Lys
Pro
Lys
Val
Asp
160
Phe
Asp

Leu

Arg
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Glu
225
Asn
Ile

Thr

Pro
Gln
Ala
Thr

Gln Val
Val Ser

Val Glu

260
Pro Pro
275

Arg Leu Thr Val

Cys
305

Leu

<210>
211>
212>
213>

290
Ser

Ser

220>

223>
<400>

S
=

Val Met

Leu Ser

849
327
PRT
NILFH

A

849

Ala Ser Thr Lys

Arg

Cys
305
Leu

210>
211>
212>
213>

- Thr

Pro
Val
50

Ser
Thr
Val
Phe
Thr
130
Val
Val
Ser
Leu
Ser
210
Pro

Gln
Ala

» Thr

Leu
290
Ser

Ser

220>

223>

Py
=

Ser Glu
20

Glu Pro

35

His Thr

Ser Val
Cys Asn

Glu Ser
100

Leu Gly

115

Leu Met

Ser Gln
Glu Val
Thr Tyr
180
Asn Gly
195
Ser Ile
Gln Val
Val Ser
Val Glu
260
Pro Pro
275
Thr Val
Val Met

Leu Ser

850
1194

DNA
ANIFH

J% ¥

Tyr
Leu
245
Trp
Val
Asp
His

Leu
325

Gly
Ser
Val
Phe
Val
Val
85

Lys
Gly
Ile
Glu
His
165
Arg
Lys
Glu
Tyr
Leu
245
Trp
Val
Asp
His

Leu
325

Thr
230
Thr
Glu
Leu
Lys
Glu

310
Gly

Pro
Thr
Thr
Pro
Thr
70

Asp
Tyr
Pro
Ser
Asp
150
Asn
Val
Glu
Lys
Thr
230
Thr
Glu
Len
Lys
Glu

310
Gly

Leu
Cys
Ser
Asp
Ser
295
Ala

Lys

Ser
Ala
Yal
Ala
55

Val
His
Gly
Ser
Arg
135
Pro
Ala
Val
Tyr
Thy
215
Leu
Cys
Ser
Asp
Ser
295
Ala

Lys

Pro
Leu
Asn
Ser
280
Arg

Leu

Val
Ala
Ser
40

Val
Pro
Lys
Pro
Val
120
Thr
Glu
Lys
Ser
Lys
200
Ile
Pro
Leu
Asn
Ser
280
Arg

Leu

Pro
Val
Gly
265
Asp
Trp

His

Phe
Leu
25

Trp
Leu
Ser
Pro
Pro
105
Phe
Pro
Val
Thr
Val
185
Cys
Ser
Pro
Val
Gly
2656
Asp
Trp
His

Ser
Lyvs
250
Gln
Gly
Gln

Asn

Pro
10

Gly
Asn
Gln
Ser
Ser
90

Cys
Leu
Glu
Gln
Lys
170
Leu
Lys
Lys
Ser
Lys
250
Gln
Gly
Gln

Asn

Gln
235
Gly
Pro
Ser
Glu

His
315

Leu
Cys
Ser
Ser
Ser
75

Asn
Pro
Phe
Val
Phe
155
Pro
Thr
Val
Ala
Gln
235
Gly
Pro
Ser

Glu

His
315

Glu
Phe
Glu
Phe
Gly

300
Tyr

Ala
Leu
Gly
Ser
60

Leu
Thr
Pro
Pro
Thr
140
Asn
Arg
Val
Ser
Lys
220
Glu
Phe
Glu
Phe
Gly

300
Tyr

235

Glu
Tyr
Asn
Phe
285

Asn

Thr

Pro
Val
Ala
45

Gly
Gly
Lys
Cys
Pro
125
Cys
Trp
Glu
Leu
Asn
205
Gly
Glu
Tyr
Asn
Phe
285

Asn

Thr

Met
Pro
Asn
270
Leu

Val
Gln

Cys
Lys
30

Leu
Leu
Thr
Val
Pro
110
Lys
Val
Tyr
Glu
His
190
Lys
Gln
Met
Pro
Asn
270
leu

Val
Gln

Thr
Ser
2556
Tyr
Tyr
Phe

Lys

Ser
15

Asp
Thr
Tyr
Lys
Asp
95

Ala
Pro
Val
Val
Gln
175
Gln
Gly
Pro
Thr
Ser
256
Tyr
Tyr
Phe

Lys

Lys
240
Asp
Lys
Ser
Ser

Ser
320

Arg
Tyr
Ser
Ser
Thr
80

Lys
Pro
Lys
Val
Asp
160
Phe
Asp
Leu
Arg
Lys
240
Asp
Lys
Ser

Ser

Ser
320
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<400>

850

atgcggagece
tcetgecagtg
aaggttgatg
gtggatgagt
gtctacacaa
cttttccgaa
gacctcctet
tggatttatg
tgttccatte
atggggcact
ctgattctge
ctgaacatca
aattacttcc
gectatgtge
aaaaggaaga
actcctagta
catgtctatg
ccctttgtet
tgccgaagtg
aggaaatcca

<210>
211>
212>
213>

220>
223>

<400>

851
397
PRT

ccagegegge
gcaccatcca
gcacatccca
tttcetgecate
ttgtgtttgt
ctaagaagaa
ctgtcatctg
gggaagctet
tecttcatgac
ccaggaagaa
tggtcaccat
cgacctgtca
tctetetgge
tgatgatcag
gggccatcaa
accttetget
ccctgtacat
attactttgt
tcegeactgt
gctecttacte

ANTFF5)

& R

851

Met Arg Ser

1

Ala Ala Ser

Ser Lys Gly

35

Thr Gly Lys

50

Ser Ala Ser

65

Val Tyr Thr

Leu Trp Val

Tyr Met Ala

115

Pro Leu Lys
130
Glu Ala Leu

145

Cys Ser Ile

Ile Val Asn

Gly Ile Ser

195

Leu Tyr Val
210
Thr Cys His

225

Asn Tyr Phe

Leu Thr Ala

Ala Met Asp

275

Ile Val Thr
290

l.eu Leu lLeun

305

His Val Tyr

Ser Cys Tle

Pro
Leu
Arg
Gly
Val
Ile
Phe
100
Asn
Ile
Cys
Leu
Pro
180
Leu
Val
Asp
Leu
Ser
260
Glu
Val
Val
Ala

Asp
340

Ser
Ser
Ser
Val
Leu
Val
Leu
Leu
Ala
Asn
Phe
165
Met
Ala
Lys
Val
Ser
245
Ala
Asn
Leu
Val
lLeu

325
Pro

Ala Ala
Cys Ser
Leu Ile

Thr Val
55

Thr Gly

70

Phe Val

Phe Arg
Ala Leu

Tyr His
135

Val Leu

150

Met Thr

Gly His
Ile Trp

Gln Thr
2156

Leu Pro

230

Leu Ala

Tyr Val

Ser Glu

Ala Met
295

His Tyr

310

Tyr Tle

Phe Val

gtggetgetyg
aggaaccaat
cgtcactgga
tgtccteact
ggtgggttty
gcaccetget
gttcceettg
ttgtaatgtg
ctgectecagt
ggcaaacatt
ccctttgtat
tgatgttttg
cattggggte
aatgctgega
actcattgte
tgtggtgeat
tgtagcccte
ttcacatgat
aaagcagatg
ttcaagttca

Trp Leu
Gly Thr

Gly Lys
40
Glu Thr

Lys Leu
Val Gly

Thr Lys
105

Ala Asp

120

Ile His

Ile Gly
Cys Leu
Ser Arg
185
Leu Leu
200
Ile Phe
Glu Gln
Ile Gly
Leu Met
265
Lys Lys
280
Tyr Leu
Phe leu
Val Ala

Tyr Tyr
345

Leu
10

Ile
Val
Val
Thr
Leu
90

Lys
Leu
Ala
Phe
Ser
170
Lys
Ile
Ile
Leu
Val
250
Ile
Arg
Ile
Tle
l.en

330
Phe

ggggecegeea
agatcctcta
aaaggagtta
ggaaaactga
ccaagtaacg
gtgatttaca
aagattgect
cttattgget
gtgcagaggt
gecattggea
gtegtgaage
cctgagcage
tttetgttee
tettetgeca
actgtcctgg
tattttctga
tgecteteta
ttcagggate
caagtatcce
accactgtta

Gly
Gln
Asp
Phe
Thr
75

Pro
Lys
Leu
Asn
Phe
155
Val
Lys
Leu
Pro
Leu
235
Phe
Arg
Lys
Cys
Lys
315
Cys

Val

236

tcetgetage
aaggaagaag
cagttgaaac
ccacggtett
gcatggeceet
tggeccaatet
atcacataca
ttttctatgg
attgggtcat
tctecetgge
agaccatctt
tettggteggg
cagccttect
tggatgaaaa
ccatgtacct
ttaagagcca
cccttaacag
atgcaaagaa
tcacctcaaa
agacctccta

Ala
Gly
Gly
Ser
Val
Ser
His
Ser
Asn
140
Tyr
Gln
Ala
Leu
Ala
220
Val
Leu
Met
Arg
Phe
300
Ser

l.en

Ser

Ala
Thr
Thr
45

Val
Phe
Asn
Pro
Val
125
Trp
Gly
Arg
Asn
Val
205
Leu
Gly
Phe
Leu
Ala
285
Thr
GIn

Ser

His

Ile
Asn
30

Ser
Asp
Leu
Gly
Ala
110
Ile
Ile
Asn
Tyr
Ile
190
Thr
Asn
Asp
Pro
Arg
270
Ile
Pro
Gly
Thr

Asp
350

agcctetete
ccttattggt
agtcttttet
ccttccaatt
gtgggtettt
ggeettgget
tgccaacaac
caacatgtac
cgtgaaccce
aatatggctg
cattcectgee
agacatgtte
cacagcctet
ctcagagaag
gatctgette
gggeeagage
ctgcatcgac
cgecteteett
gaaacactce
ttga

Leu Leu
15
Arg Ser

His Val
Glu Phe
Pro Ile
80
Met Ala
Val Ile
Trp Phe
Tyr Gly
Met Tyr
160
Trp Val
175
Ala Ile
Ile Pro
Ile Thr
Met Phe
240
Ala Phe

255
Ser Ser

Lys Leu
Ser Asn
GIn Ser

320

leu Asn

Phe Arg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1110
1191
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Asp His Ala Lys Asn Ala
355
Gln Met Gln Val Ser Leu
370
Ser Tyr Ser Ser Ser Ser
385 390

<210> 852
211> 18
<212> PRT
Q213> A

<400> 852

Gly Thr Asn Arg Ser Ser
1 5

Gly Thr

<210> 853
Q211> 14
<212> PRT
213> A

<400> 853
1

<210> 854
211> 6
<212> PRT
213> A

<400> 854
Ser Leu Ile Gly Lys Val
1 5

<210> 855
<211> 276
<212> PRT
213> AIF3)

<220>
223> G R

<400> 855
Ser Leu Ile Gly Lys Val
1 5
Val Thr Val Glu Thr Val
20
Leu Thr Gly Lys Leu Thr
35
Thr Ile Lys Pro Cys Pro
50
Gly Gly Pro Ser Val Phe
65 70
Met Ile Ser Leu Ser Pro
85
Glu Asp Asp Pro Asp Val
100
Val His Thr Ala Gln Thr
115
l.eun Arg Val Val Ser Ala
130
Gly Lys Glu Phe Lys Cys
145 150
Ile Glu Arg Thr Ile Ser
165
Val Tyr Val Leu Pro Pro
180
Thr Leu Thr Cys Met Val
195
Glu Trp Thr Asn Asn Gly

Leu

Thr
375

Thr T

Lys

Asp
Phe
Thr
Pro
55

Ile
Ile
Gln
Gln
lLeu
135
Lys
Lys
Pro

Thr

Lys

Leu
360
Ser

Gly

Gly
Ser
Val
40

Cys
Phe
Val
Ile
Thr
120
Pro
Val
Pro
Glu
Asp

200
Thr

Cys Arg Ser

Lys Lys His

Val lLys Thr

395

Arg Ser Leu

Thr
Val
25

Phe
Lys
Pro
Thr
Ser
105
His
Ile
Asn
Lys
Glu
185
Phe

Glu

10

10

Ser
10

Asp
Leu
Cys
Pro
Cys
90

Trp
Arg
Gln
Asn
Gly
170
Glu
Met

Leu

His
Glu
Pro
Pro
Lys
Val
Phe
Glu
His
Lys
155
Ser
Met
Pro

Asn

Val Arg Thr Val Lys

365

Ser Arg Lys Ser Ser

380
Ser

Tyr

Ile Gly Lys Val Asp

Val
Phe
Glu
Ala
60

Ile
Val
Val
Asp
Gln
140
Asp
Val
Thr
Glu

Tyr

237

Ser Leu Ile Gly Lys Val Asp Gly Thr Ser His Val Thr Gly
5

Thr Gly

Ser Ala
30

Pro Arg

45

Pro Asn

Lys Asp
Val Asp

Asn Asn
110

Tyr Asn

125

Asp Trp

Leu Pro
Arg Ala

Lys Lys
190

Asp Ile

205

Lys Asn

15

Lys
15

Ser
Gly
Leu
Val
Val
95

Val
Ser
Met
Ala
Pro
175
Gln
Tyr

Thr

Gly
Val
Pro
Leu
Leu
80

Ser
Glu
Thr
Ser
Pro
160
Gln
Val
Val

Glu
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210 215 220
Pro Val Leu Asp Ser Asp Gly Ser Tyr Phe Met Tyr Ser Lys Leu Arg
225 230 235 240
Val Glu Lys Lys Asn Trp Val Glu Arg Asn Ser Tyr Ser Cys Ser Val
245 250 255
Val His Glu Gly Leu His Asn His His Thr Thr Lys Ser Phe Ser Arg
260 265 270
Thr Pro Gly Lys
275

<210> 856
<211> 20

<212> PRT
21 IR,

<400> 856
Leu Ala Pro Gly Arg Asn Asn Ser Lys Gly Arg Ser Leu Ile Gly Arg
1 5 10 15
Leu Glu Thr Gln
20

<210> 857
<211> 18
<212> PRT
Q213>

<400> 857

Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Gly Arg Val Asp
1 5 10 15

Gly Thr

<210> 858
211> 16

<212> PRT
213> KR

<400> 858
Gly Pro Asn Ser Lys Gly Arg Ser Leu Ile Gly Arg Leu Asp Thr Pro
1 5 10 15

<210> 859
211> 18
<212> PRT
213> %

<400> 859

Gly Thr Asn Lys Thr Ser Lys Gly Arg Ser Leu Ile Gly Arg Asn Thr
1 5 10 15

Gly Ser

<210> 860
<211> 18
<212> PRT
Q213> M

<400> 860

Gly Thr Asn Arg Thr Ser Lys Gly Arg Ser lLen lle Gly Lys Thr Asp
1 5 10 15

Ser Ser

<210> 861
21> 18
<212> PRT
Q1> JE

<400> 861
Gly Thr Ser Arg Pro Ser Lys Gly Arg Ser Leu Ile Gly Lys Ala Asp

238
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1
Asn Thr

<210> 862
211> 18
<212> PRT
Q213> A

<400> 862

10

15

Ala Thr Asn Ala Thr Leu Asp Pro Arg Ser Phe Leu Leu Arg Asn Pro
1 15} 10 15

Asn Asp

<210> 863
<211> 18
<212> PRT
213> A

<400> 863

1
Gly Ala

<210> 864
<211> 19
<212> PRT
213> A

<400> 864

Glu Ser Gly Ser Thr Gly Gly Gly Asp Asp Ser Thr Pro Ser
1 5 10

Pro Ala Pro

<210> 865
211> 2772
<212> DNA
Q213> PR

<400> 865

gteegececace
cactggtgge
ggetgetggg
ttgecaccggg
ctccaatcac
cgtccateet
ttgtgattgg
agaaacaccc
tetggttcce
ccetgtgeaa
Lgacclgeel
agaaggcaaa
ccatccettt
gccacgatgt
tggecattgg
tcaagacgct
tcegacteat
tgctcgtagt
acctcgtcge
ttgtctcaaa
ctgtgaatcg
actcttcaag
ctgcttgatg
tgtgcacceg
ctatccaagc
gaagecctcet
aac lgaaaca
gacttgcaaa
tgaaatgctt

5

gegteeggee
ggattgcccg
aggtatcacce
acgcaacaac
tgggaaaggg
caccgggaag
tttgeccagt
cgeegtgatt
cctggecatt
ggtgeteatt
cageglgeag
catcgeegtt
gtatgtcatg
gctgectgag
agtcttcctg
ccgetettet
catcaccgtg
gcattattte
cctetgeetg
agatttcagg
catgcaaatce
ctcaaccagt
atgatgatga
tgtgtgagag
tgetggtete
cctttgeatg
aaclgagagg
aaaaacccaa
ccttttecat

aagggaccct
ccegeeeeac
cttctggegg
agtaaaggaa
gttccggtag
ctgaccactg
aatggcatgg
tacatggcca
gcctaccacc
ggetttttet
agglaclggg
ggegtetect
aagcagacca
gaggtattgg
ttceeggecea
gctatggatg
ctggecatgt
ctaatcaaaa
tcgactcteca
gatcacgcca
tcectecaget
gttaaaacct
tgatgatgat
cgtagtagga
tgcaccaatc
agaacagtct
agcalglitl
ccaaacaaaa
ctggagtteg

10

gtgctecagag
gtceggggat
ccteggtete
gaagtcttat
aaccaggett
tetttettee
ccctetggat
acctggeett
tacatggcaa
atggcaacat
Lgalcglgaa
tggcaatctyg
tctacattce
tgggggacat
tecttactge
aacactcaga
acttcatctg
cccagaggca
acagctgecat
ggaacgeget
ccaacaagtt
cctactgage
gatgtgtgtyg
atgcaccaac
acaagcatgc
tccactetga
glggaaglga
acgacacctg
tcacggettt

tagggeteeg
gcgaagtctc
ctgcageegg
tggcagattg
ttccatcgat
ggtcegtetac
cttectttte
ggectgaccte
caactgggtc
gtattgetee
ceeealgggy
gctectgatt
agccttgaac
gttcaattac
atctgcctac
gaagaaaagg
ctttgetecet
gagccacgtc
agaccccttt
cctetgeega
ctccaggaag
tgtacctgag
tgtgtgtgtg
atgcatgagg
agctctccecc
tgaaaagcat
agagaggaly
gcaagaaggc
gttcaggacc

239

Asp Thr Asn Asn Leu Ala Lys Pro Thr Leu Pro Ile Lys Thr Phe Arg
5

1

Ile Leu
15

agtttcgaac
agcctggegt
accgagaacc
gaaacccage
gagttctctg
attattgtgt
cgaacgaaga
ctctetgtca
tatggggagg
atcctettea
caccecagga
tttctggtca
atcaccacct
ttccteteac
gtgctcatga
cagagggcta
agcaacctte
tacgccctcet
gtctattact
agtgtccgea
tecggeteet
gatgtcaage
tgtgtgtgtg
ctgtcattte
aagatcgcca
cagtatcaga
gagggleagl
taagactcte
tgaggcectg

60
120
180
240
300
360
420
480
940
600
660
720
780
810
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
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gtagagctte
aatgcggcte
agatggetgg
gtgcaggtce
ggtgggegty
agctgagect
gecagtgtttt
ggattttcag
aagatgaggce
caactacaaa
taagacattt
gtccttecca
gatagtccce
tatttattat
aattaacgtce
atggctccag
ttatatgaat
aaaaaaaaaa

<210> 866
<211> 399
<212> PRT
213> /IR

<100> 866

Met Arg Ser
1

Ala Ala Ser

Asn Asn Ser
35
Pro Ile Thr
50
Glu Phe Ser
65
Pro Val Val

Met Ala Leu

Val Ile Tyr
115
Trp Phe Pro
130
Tyr Gly Glu
145
Met Tyr Cys

Trp Val Ile

Ala Val Gly
195
Ile Pro Leu
210
Ile Thr Thr
225
Met Phe Asn

Ala Ile Leu

Ser Ser Ala
275
Arg Leu Ile
290
Ser Asn Leu
305
Gln Ser His

Leu Asn Ser

Phe Arg Asp
355
Val Asn Arg
370
Ser Gly Ser
385

agtccagttg attgacttta
ctggeggeat cctaaccgge
agttacattc tcacaccatt
cttagcgtca gtaaccctgg
ggggtgagge tctacaaacc
gettetgett gecagggeac
gagcctettt ttttggtecag
ttcctttatt actttgttgt
tcttaaaaat gtaaataaaa
tactgcttag gtttttttet
tcatgataaa gcattactgt
tgaagcaggg ccctteceecct
tgtctgettt aacctaccag
cagttttgtt cactgttate
ttctcatctg tttgagaaag
gcttacttta tatactgect
gctttataaa taaataatge

aa

Leu
Val
20

Lys
Gly
Ala
Tyr
Trp
100
Met
Leu
Ala
Ser
Val
180
Val
Tyr
Cys
Tyr
Thr
260
Met
Ile
Leu
Val
Cys
340
His
Met

Tyr

Ser
Ser
Gly
Lys
Ser
Ile
85

Ile
Ala
Ala
Leu
Ile
165
Asn
Ser
Val
His
Phe
245
Ala
Asp
Thr
Leu
Tyr
325
Ile
Ala
Gln

Ser

Leu Ala Trp
Cys Ser Arg

Arg Ser Leu
40
Gly Val Pro
55
Ile Leu Thr
70
Ile Val Phe

Phe Leu Phe

Asn Leu Ala
120
Ile Ala Tyr
135
Cys Lys Val
150
Leu Phe Met

Pro Met Gly

Leu Ala Ile
200
Met Lys Gln
215
Asp Val Leu
230
Leu Ser Leu

Ser Ala Tyr

Glu His Ser
280
Val Leu Ala
295
Val Val His
310
Ala Leu Tyr

Asp Pro Phe

Arg Asn Ala
360
Ile Ser Leu
375H
Ser Ser Ser
390

cagacttgag
taacagtgge
tcatcagaac
gagctcagac
ttagtgatga
cactgtaatg
tttatgatga
aattttgtgt
tttttggttt
aacttaattt
agtgtcagtt
cceceeccctt
ttagtatttt
agttttgtte
atctgaaaca
gtatttgtgg
atgaactttt

Leu
Thr
25

Ile
Val
Gly
Val
Arg
105
Leu
His
Leu
Thr
His
185
Trp
Thr
Pro
Ala
Val
265
Glu
Met
Tyr
Leu
Val
34hH
Leu

Ser

Thr

Leu
10

Glu
Gly
Glu
Lys
Ile
90

Thr
Ala
Leu
Ile
Cys
170
Pro
Leu
Ile
Glu
Ile
250
Leu
Lys
Tyr
Phe
Val
330
Tyr
Leu

Ser

Ser

Gly
Asn
Arg
Pro
Leu
75

Gly
Lys
Asp
His
Gly
155
Leu
Arg
Leu
Tyr
Glu
235
Gly
Met
Lys
Phe
Leu
315
Ala
Tyr
Cys

Asn

Val
395

240

agaggaatga
cttgctggac
tattggggat
acgatggggg
ctgcagacac
ttggcaaaga
atttgcctat
gtttattagt
tttggttttt
ttaactacat
ttcecteate
tgeegtttee
ataaaaactg
actaatttgt
aggggeccatt
ctttaaaaaa
ttaaaaaaaa

Gly
Leu
Leu
Gly
60

Thr
Leu
Lys
Leu
Gly
140
Phe
Ser
Lys
Ile
Ile
220
Val
Val
Ile
Arg
Ile
300
Ile
Leu
Phe
Arg
Lys

380
Lys

Ile
Ala
Glu
45

Phe
Thr
Pro
Lys
Leu
125
Asn
Phe
Val
Lys
Phe
205
Pro
Leu
Phe
Lys
Gln
285
Cys
Lys
Cys
Val
Ser
365
Phe

Thr

Thr
Pro
30

Thr
Ser
Val
Ser
His
110
Ser
Asn
Tyr
Gln
Ala
190
Leu
Ala
Val
Leu
Thr
270
Arg
Phe
Thr
Leu
Ser
350
Val

Ser

Ser

atgaggagtg
aataggatte
cttgatcaat
tgagggtegg
agaaccatgg
aaaaccaaca
tggtttattg
caagaaaaag
taacttggge
catgtgaact
ctcgatcata
ctcececacca
atcattggaa
ccaataatgg
gcaggagtac
atgacctttg
aaaaaaaaaa

Leu Leu
15
Gly Arg

Gln Pro
Ile Asp

Phe Leu
80

Asn Gly

95

Pro Ala

Val Ile
Trp Val
Gly Asn
160
Arg Tyr
Asn Ile
Val Thr
Leu Asn
Gly Asp
240
Phe Pro
255
Leu Arg
Ala Ile
Ala Pro
Gln Arg
320
Ser Thr
335
Lys Asp
Arg Thr
Arg Lys

Tyr

1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2772
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<210> 867
<211> 3011
<212> DNA
213> KR

<400> 867

gttaaaggaa
gattgccege
ggtatcacce
aacagtaaag
ggggctecag
aagctgacca
agtaatggta
atttacatgg
atctcctacc
allggelitl
cagaggtact
gttggegtet
atgaggcaga
gaggaggtce
ctgttcccag
tcegecatgg
gtgctgteca
ttecteatea
ctgtccacce
agggaccagg
atatcgctca
agtgttaaaa
tggtgatgat
tgctgatgat
gtgtgtgtgt
caagttgcta
gaaccgagag
tacacctgge
catggetttg
tagacttgga
tgagettget
tcagaactac
tcggatacga
ggegagecece
cagtgtttga
ttetggttece
tcctaaacat
gtaatagagt
atacatcatg
tcteecteag
tgecettecece
aaaccgtegt
cgtctteteg
gtggttccag
gaaggcettte
getgtgtgtt
atctgatcac
ccaccccace
caacactagg
tctaataaac
aaaaaaaaaa

<210> 868
<211> 397
<212> PRT
213> KH

<400> 868

Met Arg Ser Leu Ser

1

Ala Ala Scr Ala Scr

Ser Lys Gly Arg Ser
35

ggggaccegg
ccgteccacg
ttctggegge
ggagaagtct
ttgaaccagg
ccegtetttet
tggeecctetg
ccaacctgge
acctccatgg
Lclacggcaa
gggtgategt
ccetggecat
ccatctacat
tggtggggga
ccctecttac
acgagcacte
tgtacttcat
aaagccagag
tcaacagctg
ccagaaacgc
cctccaacaa
cctecctactg
gatgatgatg
gatgatgtat
gtgtgtgtgt
gtctetgtac
gaacatgctt
aagaaagtta
tcaggatctg
agatgtgtct
ggacgacagg
tggggatctt
gggggeeget
gttcegettg
gecteetttt
tttattaccc
gtaaataaaa
attaggccga
caaacttaag
tcatatgecct
ctceeeccag
tgaaatattt
tetgtttggg
acttacttta
taaataatgt
cttttgtaga
cctatecctgt
actttccagt
gatctaaacc
aaaatgtagt
a

5
20

tactccgagt
tccggggaty
ctecggectee
gattggcaga
ctttteecgtt
cccggteate
ggtettette
cttggcagac
caacgactgg
tatglactge
gaaccccatg
ctggeteetg
tccagecttg
catgttcagt
tgecgtetgee
ggagaagaaa
ctgetteget
gcagagccac
catagacccc
gcetectetge
gttctccagg
agctgggtct
atgatggtga
gtgtgtgceat
tagggatgca
cagtcacaag
tgcagaagtg
agaccccecece
agatccttgt
gcgaatgagg
attcaaatgg
gttcaatgtg
ctacaaactt
ccagggecacc
ggtcaattta
ctttgtagtt
attttgttta
ctgcaaatac
acattttcat
tccegggatg
atagccagtg
attatcagtt
caagagcagg
tataccgecet
ataacccttg
aggaggagga
tetgttettt
cctteettet
tagccttgtg
tcacgttgct

Leu Ala Trp
Cys Asn Arg

Leu Ile Gly

40

Thr Gly Lys Gly Ala Pro Val Glu
0 M

5

Ser Ala Ser Val Leu

65

Ile Tyr Ile Ile Val

55

Thr Gly Lys
7

0
Phe Val Ile

ggggetegga
cgaagtctca
tgcaaccgga
ttggacacge
gatgaattct
tacatcattg
ttccgaacga
ctcctetetg
acctatgggg
tecateettt
ggacactcca
atttttctgg
aacatcacca
tacttectet
tacgtgctca
aggeggageg
cccagecaacg
gtctacgeee
tttgtctact
cgaagcgtcce
aaatccagct
gaggatatgg
tgatgctgat
atgtgegtge
ccacaacgca
aatgatggac
aggaaggaaa
gaaatgcttt
agagcttcag
ctcectggeeg
ccacagtggt
caggtcccte
cagtgatgtce
gtagtgacgt
tgatgaattt
ttatatgtct
ttttttttaa
tgettagttt
gataaagcac
ctggecectte
tgectteatg
ttgttcacct
aacaagaggc
ggatetgegg
accttttttt
gaagggaatc
cttectttet
tecttettte
aatttacact
ccacaaaaaa

Leu Leu Gly
10

Thr Val Asn

25

Arg Leu Asp

Pro Gly Phe

Leu Thr Thr
75

Gly Leu Pro

241

gtttcgaace
geetggegty
ccgtgaatge
cgecteccat
ctgcatcegt
tctttgtaat
agaagaagca
tcatctggtt
atgcgctetg
Lcatgacclg
ggaagagggce
tcaccatcce
cctgtcacga
ccctggecat
tgatcaaaac
ctatccgeect
tgetgetegt
tctacctegt
actttgttte
gcaccgtgaa
cttactccte
agccagcttg
gatgctgatg
atgegtgtgt
cggggetgte
gtcagcegtcce
ttegttgace
cttgttcate
tccagetgat
gcattccaac
teegtteteg
agcctcagtg
tgcatacaca
tggcaaagaa
ccctatgggt
gtaagtcaac
ttttacataa
ttttctaagt
tattacagtg
ccetectete
taccatttag
tttaccgtee
tacggccatt
cttgagaaat
ttttaaacaa
cceetgttgt
tctttaacac
ctteetttet
ttttccecca
aaaaaaaaaa

actggtggeg
getgetggga
accgggaccce
cactgggaaa
cctcaccggg
tggtttgeee
ccetgetgtg
cccectgaag
caaggtgctc
celeagegly
caacatcget
tctgtacgte
cgtgectgeee
tggagtettt
gctecgttee
catcatcacg
cgtgcattat
cgeectetge
gaaagattte
acgcatgcag
cagctcaacc
atgatgatgc
atgctgatga
gtgtgtgtgt
atttcctate
gaaactgaag
tgcagagaac
tggagtcegt
aatgactcta
tggttaacac
catggtttca
cccagggage
gaaccgcaga
aaaccaacag
taactgggat
aaaatgaggc
gtcagtgtgg
taatttttaa
tcagttecceet
cttceeeceet
tattttataa
attgaatgaa
gcaggggtac
taccttgtac
cttcttteca
agatacagtg
agtgcgatge
tetettteca
cactagtttt
aaaaaaaaaa

Gly Ile Thr Leu Leu

15

Ala Pro Gly Pro Asn

30

Thr Pro Pro Pro Ile

45

Ser Val Asp Glu Phe

60

Val Phe Leu Pro Val

80

Ser Asn Gly Met Ala

60
120
180
240
300
360
120
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2010
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3011
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Leu
Tyr
Pro
Asp
145
Cys
Tle
Gly
Leu
Thr
225
Ser
Leu
Ala
Ile
Val
305
His
Ser
Asp
Arg

Ser
385

Trp
Met
Leu
130
Ala
Ser
Val
Val
Tyr
210
Cys
Tyr
Thr
Met
Ile
290
l.eu
Val
Cys
Gln
Met

370
Tyr

<210> 86
211> 22
<212> PR
213> A

220>
Q223 &

<400> 86!
Gly Pro Asn Ser Lys Gly Arg Ser Leu
1 5

Val Phe
100

Ala Asn

115

Lys Ile

Leu Cys
Ile Leu

Asn Pro
180

Ser Leu

195

Val Met

llis Asp
Phe Leu
Ala Ser
260
Asp Glu
275
Thr Val
l.eu Val
Tyr Ala
Ile Asp
340
Ala Arg
355

Gln Ile

Ser Ser

9

T
T
B

9

85
Phe

Leu
Ser
Lys
Phe
165
Met
Ala
Arg
Val
Ser
245
Ala
His
Leu
Val
Leu
325
Pro
Asn

Ser

Ser

Phe
Ala
Tyr
Val
150
Met
Gly
Ile
Gln
Leu
230
Leu
Tyr
Ser
Ser
His
310
Tyr
Phe
Ala

Leu

Ser
390

Gly Gly Gly Gly Ser Lys
20

<210> 87
<211> 23
<212> PR
213> A

220>
Q223 &

<400> 87

Gly Arg Asn Asn S
1

0
T
TFH
o]

0

5

Arg
Leu
His
135
Leu
Thr
His
Trp
Thr
215
Pro
Ala
Val
Glu
Met
295
Tyr
Leu
Val
Leu
Thr

375
Thr

Gln Gly Gly Gly Gly Ser Lys
20

<210> 871
211> 24

<212> PRT
213> ATFA

Thr
Ala
120
Leu
Ile
Cys
Ser
Leu
200
Ile
Glu
Ile
Leu
Lys
280
Tyr
Phe
Val
Tyr
Leu
360

Ser

Ser

Lys
105
Asp
His
Gly
Leu
Arg
185
Leu
Tyr
Glu
Gly
Met
265
Lys
Phe
[.eu
Ala
Tyr
345
Cys

Asn

Val

90
Lys

Leu
Gly
Phe
Ser
170
Lys
Tle
Ile
Val
Val

250
Ile

Lys
Leu
Asn
Phe
155
Val
Arg
Phe
Pro
Leu
235
Phe

Lys

His
Ser
Asp
140
Tyr
Gln
Ala
Leu
Ala
220
Val

Leu

Thr

Arg Arg Arg

Ile
Tle
Leu
330
Phe
Arg
Lys

Lys

1

10

Cys
Lys
315
Cys
Val
Ser

Phe

Thr
395

242

Phe
300
Ser
Leu
Ser
Val
Ser

380
Ser

Pro
Val
125
Trp
Gly
Arg
Asn
Val
205
Leu
Gly
Phe
Leu
Ala
285
Ala
Gln
Ser
Lys
Arg

365
Arg

Ala
110
Ile
Thr
Asn
Tyr
Tle
190
Thr
Asn
Asp
Pro
Arg
270
Ile
Pro
Arg
Thr
Asp
350
Thr

Lys

Ile Gly Arg Leu Asp
0

95
Val

Trp
Tyr
Met
Trp
175
Ala
Ile
Ile
Met
Ala
255
Ser
Arg
Ser
Gln
Leu
335
Phe
Val

Ser

Thr
15

15

Ile
Phe
Gly
Tyr
160
Val
Val
Pro
Thr
Phe
240
Leu
Ser
Leu
Asn
Ser
320
Asn
Arg
Lys

Ser

Pro

er Lys Gly Arg Ser Leu Ile Gly Arg Leu Glu Thr
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220>
223> A RLAY

<400> 871
Gly Thr Asn Arg Sel Ser Lys Gly Arg Ser Leu Ile Gly Lys Val Asp
10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 872
211> 24

<212> PRT
213> N LFEF

<2200
223> E R

<400> 872
Gly Thr Asn Arg Ser Ser Lys Ala Arg Ser Leu Ile Gly Lys Val Asp
5 10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 873
211> 24
<212> PRT
213> NI

220>
223> ERL

<400> 873

Gly Thr Asn Arg Ser Ser Lys Gly Ala Ser Leu Ile Gly Lys Val Asp
10 15

Gly Thr Gly Gly Gly Gly Ser Lys

[0198]

<210> 874
211> 24

<212> PRI
213> ANIF3)

<220>
223> HRLM

<400> 874
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ala Leu Ile Gly Lys Val Asp
1 5 10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 875
211> 24
<212> PRT
213> NITFF

<2200
223> ERLH

<400> 875

Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Ala Ile Gly Lys Val Asp
10 15

Gly Thr Gly Gly Gly Gly Ser Lys

<210> 876
211> 24
<212> PRT
213> ANIFF

<2200

243
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223> EHLHEY

<400> 876
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ala Glyv Lys Val Asp
5 10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 877
211> 24
212> PRT
213> 521l

220>
223> H M

<400> 877

Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Ala Lys Val Asp
H 10 15

Gly Thr Gly Gly Gly Gly Ser Lys

<210> 878
211> 24
<212> PRT
213> ANIFF

<2200
223> &N

<400> 878
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Glv Ala Val Asp
5 10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 879
211> 24
<212> PRT
Q213> NLTF)

220>
Q223> E A

<400> 879
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Gly Lys Ala Asp
10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 880
211> 24
<212> PRT
213> ANLFF

220>
223> A RAY

<400> 880
le Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Gly Lys Val Ala
5 10 15
Gly Thr Gly Gly Gly Gly Ser Lys
20

<210> 881
211> 24
<212> PRT
21> AT HEA4

<220>
223> &R

244
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[0200]

<400> 881
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Gly Lys Val Asp
1 5 10 15
Ala Thr Gly Gly Gly Gly Ser Lys
20

<210> 882
211> 24

<212> PRT
213> NTF3|

220>
<223> &R

<400> 882
Gly Thr Asn Arg Ser Ser Lys Gly Arg Ser Leu Ile Gly Lys Val Asp
1 5 10 15
Gly Ala Gly Gly Gly Gly Ser Lys
20

<210> 883
211> 20
<212> PRT
213> ANILF3

220>
223> H R

<400> 883
Gly Arg Asn Asn Ser Lys Gly Arg Ser Leu Ile Gly Arg Leu Glu Thr
1 5 10 15
Gln Pro Pro Ile
20

<210> 884
211> 20
<212> PRT
213> ATF3)

220>
223> &R

<400> 884
Ser Leu Ile Gly Lys Val Asp Gly Thr Ser His Val Thr Gly Gly Gly
1 5 10 15
Gly Gly Ser Lys
20

<210> 885
211> 20
<212> PRT
213> AT FE5

220>
<223> &R

<400> 885
Ser Leu Ile Gly Lys Ala Asp Gly Thr Ser His Val Thr Gly Gly Gly
1 5 10 15
Gly Gly Ser Lys
20

<210> 886
211> 20
<212> PRT
213> AN L3

220>
<223> &R
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<400> 886
Ser Leu Ile Gly Lys Val Ala Gly Thr Ser His Val Thr Gly Gly Gly
1 5 10 15
Gly Gly Ser Lys
20

<210> 887
<211> 20
<212> PRT
213> NTF3|

220>
223> B RAY

<400> 887

Ser Leu Ile Gly Lys Ala Ala Gly Thr Ser His Val Thr Gly Gly Gly
1 5 10 15

Gly Gly Ser Lys

20
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