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— Py DU, AR T
PR T 455 N Delta liked FCAK 5
AT LARH I Delta liked X AJrat/ik iy B2 40 f (HUVEC) HEHEHDH] 5
TG V0 R B BB o, W] (i 10/ ) i P AT

d. A0 3 ERE T AR O R R AR X, EAE R AR X HAT SEQ IDNO =2, 8% 18, 8% 34, B 50, B},
66, 3K 82 P /N R EEIR 74, FaEn A2 X HAG SEQ 1D NO :10, 5% 26, 5% 42, 5 58, 8k 74, 5k
90 7RI 2 FERI T4

2. — P DNA 73, HAFIEAE T B4 BOR R 1 BTn 1 5 s B Bk .

3. ARAEBOREE K 2 Jrid (1) DNA 43 -, JRFAELE -, % DNA 43 7544 SEQ 1D NO =1, 817,
Bl 33, B 49, 5K 65, B 81 JIT 7 ¥ 4 ) FT ik B 5o [ BT 4R T4 v AR X IR IR S 41 BA & SEQ
ID NO :9, 8K 25, 8% 41, 8% 57, 5} 73, 5 89 Fron M4l T id 5 oo B HUAR RS v] 22 X % IR
J¥51)

4. WRABRBCRIZESK 1 ik i —Fh 2 s TR R IEAE T

iR Pt A Delta 1iked HsglEHiik, HA EHECDRL K, %A & SEQ 1D NO :4, 5% 20,
oy 36, 0K 52, 0% 68, ok 84 KR ILER T4,

5. MRIEARNIE SR 1 Pk () — P B og B B REEAE T -

FTiA Pt A Delta liked B g fEHUMA, HA EHE CDR2 4, iZI A& SEQ 1D NO :6, 5 22,
i 38, 5k 54, 5% 70, 5, 86 [ FLEL T4

6. MRABRBORZEK 1 Prik i —Fh 2 so TR AR IEAE T

Frid it A Delta liked B g EHuik, HA &4E CDR3 4, iZIk A& SEQ 1D NO -8, 5 24,
8Y 40, 5% 56, 0% 72, 0k 88 KR ILER T4 .

7. WRIEACRESK 1 BTl () — Pl i e B AR R EAE T -

iR Hi A Delta 1iked SvalEHuk, HAG BHE CDR 1K, %3840 4 SEQ 1D NO :12, 5%
28, B 44, 5 60, 5L 76, 5%, 92 M I/ F .

8. MRHEACFIE R 1 Frik i) —Fh e se B BT AR R IEAE T

JRIRIIPIA Delta liked BsfEHiiA, HARKHE CDR2 B, 4367 SEQ 1D NO:14, 8%
30, 8%, 46, 5%, 62, 5L 78, 5L 94 (IR IEIRTEH) .

9. MRARBORZEEK 1 Frik i —Fh s 5o TR R IEAE T

PR iIBi N Delta liked B wgfEdiik, HA R CDR3 B, %84 % SEQ ID NO :16,
32, 8% 48, 8, 64, 5 80, 5L 96 M LR ).

10. FRABRBCRELR 2 Pk (1) DNA 43 F, HRRIETE T, 1% DNA 42 734 SEQ 1D NO :3,
19, 8% 35, B 51, B 67, Bk 83 Jron 405 i 5 5 [ Bk 5% CDRL BT IR 7471 o

11, FRAEBCRE R 2 Pk (1) DNA 43 ¥, HRRIETE T, % DNA 43 73 SEQ 1D NO :5,
21, B 37, B 53, B 69, 5L 85 Fr I 4m il ik 50 ve FE P A T 5E CDR2 S X EG T 51

12, WRABEBRNELR 2 ik () DNA 43 F, HARFMETE T, 1% DNA 42 784 SEQ 1D NO .7,
23, 8 39, B 55, B 71, B 87 Fron 4 hd i B 5o FE PR EAE CDR3 S % G T 41

13, FRABBCRIEESK 2 Prif ) DNA 43, HAFAEAE T, 1% DNA 42 5 SEQ 1D NO :11,
27, 8 43, 8L 59, B 75, B 91 Fron I 4 i i B s FE B /R Fe it CDR1 S % P ER T 41

14, RABBCRIELSK 2 Prid i) DNA 43, HAFAESE T, 1% DNA 43 15 SEQ 1D NO :13,
2

S

0 0

0
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29, 8 45, B 61, 5 77, 8 93 Fron (4 A5 ik & 5o DR B CDR2 % H IR P41 o

15. MRIEBCREESR 2 Frid ity DNA 735, JRFAELE T, 1% DNA 73 15 SEQ 1D NO =15, B¢
31,8 47, 5 63, 5 79, 8 95 Fron (4w A Iy ik 5 e BEDUIR 2 B CDR3 % H IR P41 o

16. BURIEESR 1 FTdHUARLEIRITT A Delta 1iked FHICHI HIHIFI A 1R .

17. BURIEESR 2 fiT7n DNA 43 FAEN Delta 1Liked ARG HIHIFI A R A o

18, BURESKR 1 TR B 1% H S BEDTIA L Fab S8 By UGTAT =BTtk bk elidt
TR BRI -
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—HMHLA Delta |iked BTeEHLIK

ARG
[0001] A WA R A HAR U, RARMUE, AR B PO P Delta liked
B REDLIA.

BREA

[0002] [ Folkman™ 1971 4F $5 Hi A i 938 1 7 A= j 4 2% Ut LA Sk, e o 98 o 2=
I8 T R A PR Ve I B B B R 2 — o B AT, G0 I PE W M A N 2 AR KRl (vascular
endothelial growth factor, VEGF) A3 HAZ 4K VEGFR2 SRk 2 4 I8 57 A= 1 25 2 1,
(R E 2 (IR RRIFST R B - 2 B ppoRg 5 VEGE K VEGFR2 3R 5 Hi/E L, ASBEH S
R K

[0003] Delta like ligand4(DL14) J"ZAFLE T ICHMEAEMESH AN, i 55 52 4K
Notch AHHAEH, UG Notch 5 5 [n 40 il A A& 3, JFIH 1 MU dEER IR 3R 1L, N2 5 44
KRR R ES A i . W9t R, DL14 / Notch 78 Blsd I 5 A5 plo b & 4455 58 1114
AR, MR A2 D114 / Notch {5 51&%, 2 S EUME AU A= B K 26 Th RE R
A MRS, ANBEA R A I Rg AL 2R LA SRS F7 ) o, B o S BUMR A K2 B9 . JF
H., BHI A2 D114 / Notch HIfE 5 4%3, RIAEAIMHIXS VEGE HIH51 VA 551 ) MR 41
SV A ™, R, 301 D114/ Noteh MR 5 4% G R 3 i /8 K i 8845

[0004] Ak BRI AR R H A, LEALA Delta liked (rhD114) AHLE, % BALB / c
N FRAT R A - iE PRI BT Delta liked (hD114) HFifEHTiA,

[0005] 275 3K -

[0006] 1.Folkman J.Tumor angiogenesis :therapeutic implication.] Invest
Dermatol. 1972,59 :40-43.

[0007] 2.Hicklin DJ.Ellis IM.Role ofthe vascular endothelial growth factor
pathway in tumor growth and angiogenesis. ] clin Oncol. 2005. 23 :1011-1027.

[0008] 3. Jain RK,Duda DG,Clark JW,et al.lLessons from phase III clinical trials
on anti—-VEGF therapy for cancer.Nat Clin Pract Oncol. 2006, 3 :24-40.

[0009] 4.Ridgway J, Zhang G, Wu Y, et al. Inhibition of Dll4signalling inhibits
tumour growth by deregulating angiogenesis. Nature. 2006,444 :1083-1087.

[0010] 5.Noguera-Troise I, Daly C, Papadopoulos NJ, et al.Blockade
ofD114inhibits tumor growth by promoting non—-productive angiogenesis.
Nature. 2006,444 :1032-1037.

XAAE

[oo11]  AZWIHRAL—Fh HAT WA R 22 M2y 2 {E DT hD1 14 B s B AR, R LARSC T A
JFARZH RPN O T S BId H K, AR BRI LL R BORTT %

[0012]  AAK BRI —FhHT hD 114 g DU, &4 2 Bk A% DORURBE ] 22X, JLRF ik

4
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76T, ERETAF X BA5 SEQ ID NO :2, 18,34, 50,66 1 82 Fim IR FLmE 4, #5845 X B
4 SEQ ID NO :10,26,42,58,74 F1 90 Fion LR )

[0013] A% B [ IS4 £k —Fl DNA 43, i% DNA %3 T &4 SEQ IDNO:1,17,33,49,65 Fl 81
JIT 7 1) 2 65 P 38 6 v [ B A4 S W] AR X A% B 77 471), BL & SEQ IDNO :9, 25,41, 57,73 Al
89 I R4 i BTk B vo B P AR B P A2 X AL T IR 741

[0014] AR BHERAL T HT hD114 o og FEHUIR I B HE I ok 2 X CDR1. CDR2 i1 CDR3 K 425k
AJAZ[X CDR1. CDR2 A1 CDR3 f) 0 JE M A1 A% HF R FE 1)

[0015] Ak BRI & 13 s e BB TR 1) 2% 777

[oo16] A/ BH B4 L)L hD114 B e R HUARLE AR P S35 e Rl R 4 L A1) 2= Th i

R 1 152 AR

[0017] [ 1. $HT hD114 FEFCEHUAIEFIZIR K, A ERERED B BRI

[oo18] & 2. HT hD114 B IEEHAMEAK MY, P/ N4 rhD114 HWESG(E / Control 41K
A, 2P / N> 2 i, ELISA &5 24 B ;

[o019] [ 3. HT hD114 B sfEiik&E4ifb 5 SDS-PAGE 4 ;

[0020] & 4. SPRllsEDT hD114 e BEHLASE A G M2 K

[0021]  [¥] 5. Western Bloting % 5EHi hD114 FwBEHifh S rhD114 KR R4 &
[0022] K] 6. $i hD114 S apEHIARFHET Delta liked AJFF#f ik N Bz 40 (HUVEC) H9%H i)
P

[0023] & 7. $Hi hD114 B 5o BT (L LE RS I R 2 5 1 A8 i i 95

BAXHEA

[0024] RIS A SR BIEE— DA RR AR B o SRR S HEAA, B 251K 4 S 5]
SN TR UL BAAE AT, T AN F R R AR R BH

[0025]  SEZjifd] 1. Hi hD114 B o HiA i) il 4

[oo26] (1) #fE /il

[0027] DPLE A Delta liked (rhD114) RFHPEJR, 5 quick antibody {EFIZEAFIIRE,
FEHIRAT, WUAES F e /N B, B NIRRT 100w 1. 28 21 RIZRFE T msa e —4 .
5535 RIZHE M EEATIUR M 5% . 3 KT, A/, BUH B

[0028]  (2) 4HffuftE

[0020]  XFHN H BRI, FH 0 7 v o o AL O 5P v, I 5 W 8 7 V2R 0 40 P v 12k
W IS > 90% . K IRAF 4R 55 SP2 / 0 /) SUE BSR40 5« 1 VR A B DAL U, 77
37°C C /K 4AF T 5 PEG (1450) BEATANMOMES . BLA TR 3 20805 I BT 0 1 15 B 7 5%
LR A . EOUTIE B4 MRS 20% FCS1T X HATDMEM 15 7%2E 96 fLiRH . 3K
B R IR I | R, ER T .

[0030]  (3) FEEfiik

[0031] 5 14 KREUH LS, F 88 ELISA VEIN @ PiiA R IA TS L. Phik BH M FL W 50 % , 76
WA AR, FERT B FLEEAT YU S e, B2 P Bkt v A A PH M

[0032]  SEiifA) 2.5t hD114 5ol B T] AR X HL PR 14

5
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[0033]  HR#E WHLIATERN AR SF M, KA UL 5149 LAse Bt hD114 5 5o HiiA i) m] 22 X
E

[0034] P IGEBERZX 5" w54

[0035] 1.ctt ccg gaattc SAR GTN MAG CTG SAG SAG TC

[0036] 2.ctt ccg gaattc SAR GTN MAG CTG SAG SAG TCW GG

[0037] P IGEBERIAZX 3" 5|4

[0038] gga agatct CTT GAC CAG GCA TCC TAGAGT CA

[0039]  J 34 Kappa FHEV] AR [X 5" Ui 5|4 -

[0040] gg gag ctc GAYATT GTG MTS ACM CAR WCT MCA

[0041] "} Kappa BHER]AZX 3" ¥ 5|4 -

[0042] ggtgcatge GGATACAGTTGG TGCAGCATC

[0043]  FiRGIF :R=A.G ;Y=C. T ;M=A. C ;K=G. T ;S=C. G ;W=A. T ;V=A. C.G ;N=A.C. G,
[0044]  RH] Trizol S RNA#HER GG, MIRIF I AT 40 AR P g 4ifb SR N A, HEA
PR IR AL U T

[0045]  7F 1% B ek r vk bt B IR AliAL ¥ RNA BEAT R %8 58 0 » 44 Rl e S 701 6 i B
FUAT RO 3 3R 1F cDNA.

[o046]  F Ek5|[#HMI ¢ D N A43dAT P C RY IRV LAV H v B PCR R4
e .

[0047] RNAKF :

5xPrimeSTAR Buffer 10ul

dNTP Mixture (2.5 mM each) 4ul

591 0.2-0.3uM
[0048] 519 2 0.2-0.3uM

Template <200ng

PrimeSTAR HS DNA Polymerase (2.5 U/pl) 0.5ul

KB RK - K ZE 50ul

[0049] [ NigcAt :94°C AR Smin, JEFRZ A 94°CAE M 30s,55°CiR K Imin, 72°C LEfH
Imin, 5¢ /% 35 1 5, 72°C 10min.

[0050]  5&/i PCR [V Ji , £E 1 % B Bt B vk Lok BTdr B i = kAT %6 5 , B0 VH AT VL 2
N AR R AE 7 49 300 22 500bp 5 [ A — 257, LB Lo A8 A e [P BcilFh) & (Rl i B i
4671, AN pMD19-T 24, H46 4k 22 Kt i DHS o , SRR 2 5 A 2 FHAE R B
HESEAR Fide. #kik 10 AP vE R EAT PCR %E5E, X 2 0B A 71 . 548 ) IMGT
B FERT SRAZ B S IEAT 43 87 o

[0051]  SEJfiSEH] 3.H hD114 5y BEPLAA Kl &

[0052] 500 1 | A7 ImEE 8 Al BALB / ¢ /MR 7 RJG, BEIBTES 10° A K 2uAr
R NEIERE N . — R JE, fhEUNRIEK . 35T IA)$: ELTSA VR0 5 B /K 35ty , Hoakt i
2] 300 J7 ity , WRHE 2

[0053]  SEjifiSEH] 451 hD114 5 pa BEPLAA K] 53 B 4k

[0054]  4°C 5000g 5L 20min, 23R ME/K P 48 i A H B Dl v e, 2R a0 H 0. 22 w m g
J€. S Hi-Trap ProteinA #EUi Bl BT . AL fGPURIKEEISR 1. 98mg / ml, FFAE
FHAZVE HL UK %, IR 3,
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[0055]  SEiifs) 5.t hD114 HrC BRI LA I &

[0056]  Z: A UL B4 rhD114 Fi3K A NTA AR v b, AR Rt SR IS8 IR
PBS / 0.05% o P20 Z&ih bW E N LB AHES L 14 NTA AR JEKE 15 B ik A BIAcore &
G0 AR E WA NL2 3G o ARG AR = NN S His b8 s A, [ 2 idii gk 2
O h b, AR N E AR E A, W H bR A SEAZ R E 4. &5 EDTA
PEM A o HARRE RN R 1

TR %) W P (u I/min) i [E)(s)
i NiCl, 0.5 mM 10 60
S ek B EDTA 3mM 30 N/A
% rhDI114/His-tag 0.6 to 20 pg/ml 10 60
protein
12.5 nM
3.125 1M
[0057] 0.78 nM
o AW 0.4 nM 30 60
T i 0.2 1M
0.1 nM
0.05 nM
0.4 nM
. EDTA 350mM 30 60

[0058] g b T4 45 RAFAT LG, HES H BT hD114 g BEHUAR RIS ) 4 3pM, 45 5L 0
B 4 FTs .

[0059]  SEiif4] 6.t hD114 5[ P4 1) A )0 PRl e

[o060] (1) ffe EIESEES

[0061]  HPZERIESLE LA, FIRHThD114 Bog EHUAHRE S5 hD114 Kt &5 G, 45 R L
K5,

[0062]  (2) Hi hDIi4 HygfEHUARFHET rhD114 X HUVEC 4 M4 0 il

[0063] 1 96 FLARH I 100 1 I CHBRFR ERSE A RE 2R Lu g / mi [ rhD114,4°C C
Wk 8. R H, PBS ¥EWIiE, - REFL AR NN 4000 AN A ER ik Py B 40 M, FIAS [R13R B 1 P,
BT 3 AN E AL [FIHER — B A 4 rhD114 1 96 FLA 4R BLF I 4000 4N A5
AR P S 40 1L, FAS [RDR BE B A, BN 3 AN B AL 5 37°C, 5% CO, 5% 72h, MTT 2
LI 41 AR P 15, 25 3 LR 6.

[0064]  (3) Hi hDI14 H o FEHT AL 1E X VR PR Fe 15t 1fn 7 ok 2 38 0

[0065] SZAGAGEE T 37°CIREAN 5% WE MR 6 Ko RGIEHEHZSHITHE,
& IR K Lem’ 2247, BT E A B RIMANFIZEZIELC D114 (1 g /
ml, 1001 1), Hi A Deltaliked Hifhk (100ng / ml, 100 1 1), 25 Fy (40 B ULE = & (1 A 4,
AR AR AKAEXRT IR s B 9 IR FEE XA 10 M. gy Fa XS T 37°CIF E 48 /M. 2%,
NI 2w (R TN =1 :1) 29 1. 5ml, FF#f1l 15min. f)m, HEE A BB R RERK, 1
AR AEVE G P T IR HR . R WK 7,
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1/31 ;T

[0001]

[0002]

e

<110> FEZARIKE

<120> —FPLA Delta like 4 B rFEHIIARILNH

<130> 2014

<160> 96

<170> PatentlIn version 3.5

210> 1
211> 297
<212> DNA
213> AT75I

<220>
221> misc_feature
222> (1).. (297)

<400> 1

gaagttaagc tgcaggagtc aggacctgge ctggtgaaac
acctgecactg tctctggeta ctcaccgatc accagtgatt
cagtttccag gaaacaaact ggagtggatg ggctacataa
tacaacccat ctctcaaaag tcgaatctct atcactcgag
ttcctgecagt tgaattetgt gactactgag gacacagcca

210> 2

211> 99
<212> PRT
213> ANILF3)

<220>
<221> MISC_FEATURE
<222> (1)..(99)

400> 2
Glu Val Lys Leu Gln Glu Ser Gly Pro Gly Leu
1 5 10
Ser Leu Ser Leu Thr Cys Thr Val Ser Gly Tyr
20 25
Asp Tyr Ala Trp Asn Trp Ile Arg Gln Phe Pro
35 40

Trp Met Gly Tyr Ile Ser Tyr Ser Gly Ser Thr

cttctcagte tctgteccte
atgcctggaa ctggatcegg
gctacagtgg tagcactage
acacatccaa gaaccagttc
catattactg tgccaga

Val Lys Pro Ser Gln
15
Ser Pro Ile Thr Ser
30
Gly Asn Lys Leu Glu
45

Ser Tyr Asn Pro Ser

60
120
180
240
297
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[0003]

50 55 60
Leu Lys Ser Arg Ile Ser Ile Thr Arg Asp Thr Ser Lys Asn Gln Phe
65 70 75 80
Phe Leu Gln Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala Arg

210> 3

211> 30

<212> DNA
213> ANILFp3

<2207
<221> misc_feature
<222> (1)..(30)

<400> 3
ggctactcac cgatcaccag tgattatgec 30

210> 4
211> 10

<212> PRT
213> AIJFH|

220>
<221> MISC_FEATURE
<222> (1)..(10)

400> 4
Gly Tyr Ser Pro Ile Thr Ser Asp Tyr Ala
1 5 10

210> 5

211> 21

<212> DNA
213> ANTLP%

<2207
221> misc_feature

222> (1).. (21D

<400> 5
ataagctaca gtggtagcac t 21

210> 6
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211> 17
<212> PRT
213> ANLFH

<220>
<221> MISC_FEATURE
222> (1)..(7)

<400> 6
Ile Ser Tyr Ser Gly Ser Thr
1 5

Q210> 17

211> 51

<212> DNA
213> ATFFFI

220>
<221> misc_feature
<222> (1)..(51)

<400> 7
gccagaatgg gggattacta cgatattaga agctactggt acttcgatgt c 51

210> 8

Q11> 17

<212> PRT
213> AN L3

<220
<221> MISC_FEATURE
222> ()..an

<400> 8

Ala Arg Met Gly Asp Tyr Tyr Asp Ile Arg Ser Tyr Trp Tyr Phe Asp
1 5 10 15

Val

<210> 9

<211> 363
<212> DNA
213> ANIFF5

<2207
<221> misc_feature

[0004]

10
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[0005]

<222>

<400>

(1).. (363)

9

gatattgtga tgacccagac tacactcagt ttgtcggtta

atctcttgca agtcaagtca gagcctctta catagtgatg

ttgttacaga ggccaggcca gtctccaaag cgectaatet
tctggagtec ctgacaggtt cactggecagt ggatcatgga
agcagagtgg aggctgagga tttgggagtt tattattget
tacacgttcg gaggggggac caagctggaa ataaaacggs

tcc

<210>
211>
212>
213>

<220>
221>
222>

<400>

10

121

PRT
ANLFF3)

MISC_FEATURE
(1).. (121)

10

Asp Ile Val Met Thr Gln Thr Thr Leu Ser Leu

1

5 10

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln

20 25

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln

Pro Lys
50

35 40
Arg Leu Ile Tyr Leu Val Ser Lys Leu
55

Asp Arg Phe Thr Gly Ser Gly Ser Trp Thr Asp

65

70 75

Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr

85 90

Ala His Phe Ser Tyr Thr Phe Gly Gly Gly Thr

100 105

Arg Ala Asp Ala Ala Pro Thr Val Ser

<210>
211>
212>
<213>

<220>
221>
<222>

115 120

11
33

DNA
ANTIF51

misc_feature

(D.. (33

11

ccattggaca
gaaagacata
atctggtgte
cagatttcac
ggcaaggtgce
ctgatgetge

Ser Val Thr

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

Tyr Cys Trp

Lys Leu Glu
110

accagcctcce
tttgaattgg
taaactggac
actgaaagtc
acatttttcg
accaactgta

Ile Gly
15

His Ser

Gln Ser

Val Pro

Lys Val
80

Gln Gly

95

Ile Lys

60
120
180
240
300
360
363
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[0006]

<400>

11

cagagcctct tacatagtga tggaaagaca tat

<210>
211>
<212>
213>

<220>
<2215
<2225

<400>

12
11

PRT
A5

MISC_FEATURE
(1).. (11)

12

Gln Ser Leu Leu His Ser Asp Gly Lys Thr Tyr

1

<210>
211>
212>
<213>

<220>
221>
222>

<400>

5 10

13
9

DNA
N5l

misc_feature

..

13

ctggtgtet

<210>
211>
<212>
213>

<220>
221>
222>

<400>

14
3

PRT

N L5

MISC_FEATURE
(1.. Q)

14

Leu Val Ser

1

210>
Q211>
212>
213>

15

27

DNA

AT %)

12

33
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[0007]

<220>
<221> misc_feature
222> (1)..(27)

<400> 15
tggcaaggtg cacatttttec gtacacg

<210> 16

211> 9

<212> PRT
213> ATJFH|

<220>
<221> MISC_FEATURE
222> (1)..(9)

<400> 16
Trp Gln Gly Ala His Phe Ser Tyr Thr
1 5

Q210> 17
211> 294
<212> DNA
213> AILF%)

<220>
<{221> misc_feature
222> (1)..(294)

<400> 17

gaagttaagc tgcaggagtc aggacctgge ctggtgaaac cttctcagte tctgteccte
acctgcactg tctctggeta ctcaatcace agtgattatg cctggaactg gatccggeag
tttccaggaa acaaactgga gtggatgggc tacataagct acagtggtag cactagectac
aacccatctc tcaaaagtcg aatctctatc actcgagaca catccaagaa ccagttcttce
ctgcagttga attctgtgac tactgaggac acagccacat attactgtgec caga

<210> 18
211> 98

<212> PRT
213> AIF%

220>

<221> MISC_FEATURE

<222> (1)..(98)

<400> 18

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

13

27

60
120
180
240
294



CON 103804497 A F 3 *x

7/31 3T

[0008]

1 5 10
Ser Leu Ser Leu Thr Cys Thr Val Ser Gly Tyr Ser
20 25
Tyr Ala Trp Asn Trp Ile Arg Gln Phe Pro Gly Asn
35 40
Met Gly Tyr Ile Ser Tyr Ser Gly Ser Thr Ser Tyr
50 55 60

Lys Ser Arg Ile Ser Ile Thr Arg Asp Thr Ser Lys

65 70 75

Leu Gln Leu Asn Ser Val Thr Thr Glu Asp Thr Ala
85 90

Ala Arg

<210> 19
211> 27

<212> DNA
213> ANILF5

220>
<221> misc_feature
<222> (1)..(27)

<400> 19
ggctactcaa tcaccagtga ttatgece

<210> 20

211> 9

<212> PRT
213> AT 3

<220>
<221> MISC_FEATURE
222> D..®

<400> 20
Gly Tyr Ser Ile Thr Ser Asp Tyr Ala
1 5

210> 21
211> 21

<212> DNA
213> ATLF3

220>
<221> misc_feature

14

15
Ile Thr Ser Asp
30
Lys Leu Glu Trp
45
Asn Pro Ser Leu

Asn Gln Phe Phe

80

Thr Tyr Tyr Cys
95

27



CON 103804497 A F 3 *x

8/31 1T

[0009]

222>

<400>

(1.. @D

21

ataagctaca gtggtagcac t

<210>
211>
212>
213>

<220>
Q21>
222>

<400>

22

7

PRT

AT 51

MISC_FEATURE
(D.. (M

22

Ile Ser Tyr Ser Gly Ser Thr

1

210>
Q21
212>
<213>

<2202
221>
<222>

<400>

gccagaatgg gggattacta cgatattaga agctactggt acttcgatgt c

<210>
<211>
<212>
213>

<220>
221>
<222>

<400>

Ala Arg Met Gly Asp Tyr Tyr Asp Ile Arg Ser Tyr Trp Tyr Phe Asp

1
Val

210>
211>

5
23
51

DNA
ANIF5

misc_feature
(1).. (51)

23

24

17

PRT
ANTF3

MISC_FEATURE

(1..amn

24

5 10

25
348

15

21

51



CN 103804497 A F 3 =x 9/31 5T

<212> DNA
213> AIFH

220>
<221> misc_feature
<222> (1).. (348)

<400> 25

gatattgtge tgacccagtc tccagecacc cigtctgtga ctccaggaga tagcgtcagt 60
ctttecctgea gggecageca aagtattage aacaacctaa actggtatca acaaaaatca 120
catgagtctc caaggcttct catcaagtat gettcccagt ccatctetgg gatcecctee 180
aggttcagtg gcagtggatc agggacagat ttcactctca gtatcaacag tgtgcagact 240
gaagattttg gaatgtattt ctgtcaacag agttacagct ggccgtggac gttcggtgga 300
ggcaccaagc tggaaatcaa acgggetgat gectgcaccaa ctgtatcc 348
210> 26

211> 116

<212> PRT

213> ALF5

£220>
<221> MISC_FEATURE
222> (1)..(116)

400> 26
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Val Thr Pro Gly
1 5 10 15
Asp Ser Val Ser Leu Ser Cys Arg Ala Ser Gln Ser Ile Ser Asn Asn
20 25 30
Leu Asn Trp Tyr Gln Gln Lys Ser His Glu Ser Pro Arg Leu Leu Ile
35 40 45
Lys Tyr Ala Ser Gln Ser Ile Ser Gly Ile Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Ser Ile Asn Ser Val Gln Thr
65 70 75 80
Glu Asp Phe Gly Met Tyr Phe Cys Gln Gln Ser Tyr Ser Trp Pro Trp
85 90 95
Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg Ala Asp Ala Ala
100 105 110
Pro Thr Val Ser
115

210> 27
211> 18
<212> DNA
213> ATIF%)|
[0010]

16



CN 103804497 A F?

¢l

10/31 7T

220>
<2215
<2225

<400>

misc_feature

1..18)

27

caaagtatta gcaacaac

<2105
211>
<212>
<2135

<220>
Q221>
<2225

<400>

28

6

PRT
ANLFFF

MISC_FEATURE
(.. (6)

28

Gln Ser Ile Ser Asn Asn

1

<2105
211>
212>
213>

<220>
<2215
222>

<400>

5

29
9
DNA

ANIF5

misc_feature

1..©

29

tatgcttce

<210>
211>
212>
213>

<220>
2215
222>

<400>

30

3

PRT
A3

MISC_FEATURE
(1)..3)

30

Tyr Ala Ser

1
[0011]

17

18



CON 103804497 A F 3 *x

11/31 1T

[0012]

<210> 31

Q11> 27

<212> DNA
213> ATIF3

220>
221> misc_feature
222> (1)..(@27N

<400> 31
caacagagtt acagctggec gtggacg

210> 32

211> 9

<212> PRT
213> ATLFH

<220>
<221> MISC_FEATURE
222> (1)..(9)

400> 32
Gln Gln Ser Tyr Ser Trp Pro Trp Thr
1 5

<210> 33
211> 297
<212> DNA
213> ANIF5

<220
<221> misc_feature
222> (1)..(297)

<400> 33

gaagttaagc tgcaggagtc aggacctgge ctggtgaaac cttctcagte tctgtcecte
acctgcactg tctctggeta ctcaatcacc agtgattatg cctggaactg gatccggeag
tttccaggaa acaaactgga gtggatggge tacataagct acagtttcgg tagcactage
tacaacccat ctctcaaaag tcgaatctct atcactcgag acacatccaa gaaccagttc
ttcctgecagt tgaattctgt gactactgag gacacagcca catattactg tgccaga

<210> 34
211> 99
<212> PRT
213> ANILF4

18

27

60
120
180
240
297



CON 103804497 A F 3 *x

12/31 1T

[0013]

<220>
<221> MISC_FEATURE
222> (1)..(99)

<400> 34

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

1 5 10

Ser Leu Ser Leu Thr Cys Thr Val Ser Gly Tyr Ser

20 25
Tyr Ala Trp Asn Trp Ile Arg Gln Phe Pro Gly Asn
35 40
Met Gly Tyr Ile Ser Tyr Ser Phe Gly Ser Thr Ser
50 55 60

Leu Lys Ser Arg Ile Ser Ile Thr Arg Asp Thr Ser

65 70 75

Phe Leu Gln Leu Asn Ser Val Thr Thr Glu Asp Thr
85 90

Cys Ala Arg

210> 35

Q11> 27

<212> DNA
213> ATLF%

220>
<221> misc_feature
222> (1)..(@27)

<400> 35
ggctactcaa tcaccagtga ttatgec

<210> 36

Q11> 9

<212> PRT
213> ALF3

<220>
<221> MISC_FEATURE
222> (.. (9

<400> 36

Gly Tyr Ser Ile Thr Ser Asp Tyr Ala
1 5

19

Lys Pro Ser
15
Ile Thr Ser
30
Lys Leu Glu
45
Tyr Asn Pro

Lys Asn Gln

Ala Thr Tyr
95

Gln

Asp

Trp

Ser

Phe

80
Tyr



CN 103804497 A

F ool %

13/31 1L

[0014]

<210>
211>
<212>
<213>

<220>
221>
222>

<400>

37
24

DNA
NIFF5I

misc_feature

.. 29

37

ataagctaca gtttcggtag cact

<210>
211>
212>
213>

<220>
Q221>
222>

<400>

38
8

PRT
ALFF3

MISC_FEATURE
(1)..(8)

38

Ile Ser Tyr Ser Phe Gly Ser Thr

1

<210>
211>
212>
213>

<220>
Q2
222>

<400>

gccagaatgg gggattacta cgatattaga agctactggt acttcgatgt c

210>
211>
212>
213>

<220>
221>
<222>

5

39
51

DNA
ANTFF51

misc_feature
(1.. (6D

39

40

17

PRT
ALFF5I

MISC_FEATURE
(1..amn

20

24

51



CN 103804497 A

F

5 %

14/31 1T

Ala Arg Met Gly Asp Tyr Tyr Asp Ile Arg Ser Tyr Trp Tyr Phe Asp

<400> 40

1 5

Val

210> 41

211> 366

<212> DNA

213> ANTLFF%)

220>

<221> misc_feature
<222> (1).. (366)
<400> 41

gatattgtga tgacccagac
atctcttgca agtcaagtca
ttgttacaga ggccaggceca
gactctggag tccctgacag
gtcagcagag tggaggctga
tcgtacacgt tcggagggesg
gtatcc

<210> 42

211> 122

<212> PRT

213> ANLFH|

220>

<221> MISC_FEATURE
222> (1)..(122)
<400> 42

tacactcagt
gagcctctta
gtctccaaag
gttcactgge

ggatitggga
gaccaagctg

10

ttgtcggtta
catagtgatg
cgectaatet
agtggatcat
gtttattatt
gaaataaaac

Asp Ile Val Met Thr Gln Thr Thr Leu Ser Leu

1

5

10

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln

20

25

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln

35

40

Pro Lys Arg Leu Ile Tyr Leu Val Ser Asp Lys

50

55

Pro Asp Arg Phe Thr Gly Ser Gly Ser Trp Thr
70

65
[0015]

75

ccattggaca
gaaagacata
atctggtgte
ggacagattt
gctggeaagg
gggctgatge

15

accagcctce
tttgaattgg
tgacaaactg
cacactgaaa
tgcacatttt
tgcaccaact

Ser Val Thr Ile Gly

15

Ser Leu Leu His Ser

30

Arg Pro Gly Gln Ser

45

Leu Asp Ser Gly Val

60

Asp Phe Thr Leu Lys

21

80

60
120
180
240
300
360
366



CN 103804497 A F 3 =x 15/31 7T

Val Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Trp Gln

85 90 95
Gly Ala His Phe Ser Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile
100 105 110
Lys Arg Ala Asp Ala Ala Pro Thr Val Ser
115 120
210> 43
211> 33
<212> DNA

213> ALF3|

2200
221> misc_feature
<222> (1)..(33)

<400> 43
cagagcctct tacatagtga tggaaagaca tat 33

210> 44

211> 11

<212> PRT
213> AIR3

<220>
<221> MISC_FEATURE
222> (1..Qan

400> 44
Gln Ser Leu Leu His Ser Asp Gly Lys Thr Tyr
1 5 10

<210> 45

211> 12

<212> DNA
213> ATLF5

220>
221> misc_feature
222> (1)..(12)

<400> 45
ctggtgtetg ac 12

<210> 46
211> 4
[0016]

22



CON 103804497 A F 3 *x

16/31 7T

[0017]

<212> PRT
213> ANLF4

<220>
<221> MISC_FEATURE
222> (1).. @

<400> 46
Leu Val Ser Asp
1

210> 47
211> 27

<212> DMNA
213> ANIF3

<220>
<221> misc_feature
222> (1).. (2D

<400> 47
tggcaaggtg cacatttttc gtacacg 27

<210> 48

Q211> 9

<212> PRT
213> ANTIJF5

<220>
<221> MISC_FEATURE
222> (D..®

<400> 48
Trp Gln Gly Ala His Phe Ser Tyr Thr
1 5

<210> 49
211> 291
<212> DNA
213> ALFF3

220>

<221> misc_feature

222> (1)..(291)

<400> 49

gaggtccage tggaggagtc tgggactgag ctggcaagac ctggggetic agtgaagttg 60

23



CN 103804497 A

=

¢l

=

17/31 1T

[0018]

tcctgecaagg cttctggeta catctttagt gtaggetact
aggcctggac agggtctgga atggattggg getatttate
tacactcaga agttcaaggg caaggccaca ttgactgcag
tacatgcaac tcagcagctt ggcatctgag gactctgegg

<210>
211>
212>
213>

<220>
221>
222>

<400>

Glu Val Gln Leu Glu Glu Ser Gly Thr Glu Leu

1

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr
Tyr Trp Met Gln Trp Ile Lys Gln Arg Pro Gly
Ile Gly Ala Ile Tyr Pro Gly Asp Gly Asp Thr

50
Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys

65

Tyr Met Gln Leu Ser Ser Leu Ala Ser Glu Asp

Cys

<210>
211>
212>
213>

<220>
<2215
<222>

<400>

50

97

PRT
AR5

MISC_FEATURE

(D.. ON

20

5

20

35 40

55

70

85

51
27

DNA
AT

misc_feature

1..@n

51

ggctacatct ttagtgtagg ctactgg

<210>
211>
212>
213>

52
9

PRT
AL

25

10

90

24

75

ggatgcagtg gataaaacag
ctggagatgg tgatactagg
ataaatcctc cagtacagcce
tctattactg t

Ala Arg Pro Gly Ala
15

Ile Phe Ser Val Gly

30
Gln Gly Leu Glu Trp
45

Arg Tyr Thr Gln Lys

60

Ser Ser Ser Thr Ala

80

Ser Ala Val Tyr Tyr

95

120
180
240
291

27



CN 103804497 A F 3 =x 18/31 7T

<220>
<221> MISC_FEATURE
<222> (1).. )

<400> 52
Gly Tyr Ile Phe Ser Val Gly Tyr Trp
1 5

<210> 53

211> 24

<212> DNA
213> ATLF3

<2207
<221> misc_feature
222> (D..(24)

<400> 53
atttatcctg gagatggtga tact 24

<210> 54
211> 8

<212> PRT
213> NI

<220>
<221> MISC_FEATURE
222> (1)..(8)

<400> 54
Ile Tyr Pro Gly Asp Gly Asp Thr
1 5

<210> 55

Q211> 27

<212> DNA
213> ANTFF

<220>
<221> misc_feature
<222> (1)..@7

<400> 55
gcegggegta acttettett tgactac 27

[0019]

25



CN 103804497 A

=

5 %

19/31 1T

[0020]

<210> 56
211> 9

<212> PRT
213> ANTRF3

<220
<221> MISC_FEATURE
222> (1)..(9)

<400> 56

Ala Gly Gly Asn Phe Phe Phe Asp Tyr

1 5

<210> 57

211> 348
<212> DNA
213> ATJF5

<220>
221>
222>

misc_feature
(1).. (348)

<400> 37

gacattgtge tcacacagtc
atcacatgtg gagcaagtga
ggaaaatctc ctcagectect
aggttcagtg gcagtggatc
gacgatgttg caacgtatta
ggggccaage tggaaataaa

<210> 58
211> 116
<212> PRT
213> AIF3I

<220>
221>
<222>

MISC FEATURE
(1).. (1186)

<400> 58

tacagcttca
gaatatttac
gatctatggt
tggtagacag
ctgtcaaaat
acgggetgat

ctgtctgeat ctgtgggaga aactgtceace
agtgctttaa attggtatca gcggaaacag
gcaaccaact tggcagatgg catgtcatcg
tattctctca agatcagtag cctgecatcct
gtgttaacta ctccgtacac gttcggaggg
gctgecaccaa ctgtatcc

Asp Ile Val Leu Thr Gln Ser Thr Ala Ser Leu Ser Ala Ser Val Gly

1 5

10 15

Glu Thr Val Thr Ile Thr Cys Gly Ala Ser Glu Asn Ile Tyr Ser Ala

20

25 30

Leu Asn Trp Tyr Gln Arg Lys Gln Gly Lys Ser Pro Gln Leu Leu Ile

35

40

45

26

60
120
180
240
300
348



CN 103804497 A

F ool %

20/31 1T

[0021]

Tyr Gly Ala Thr Asn Leu Ala Asp Gly Met Ser Ser Arg Phe Ser Gly

50

60

Ser Gly Ser Gly Arg Gln Tyr Ser Leu Lys Ile Ser Ser Leu His Pro

65

75 80

Asp Asp Val Ala Thr Tyr Tyr Cys Gln Asn Val Leu Thr Thr Pro Tyr

85

90 95

Thr Phe Gly Gly Gly Ala Lys Leu Glu Ile Lys Arg Ala Asp Ala Ala

100

Pro Thr Val Ser

210>
Q1
212>
213>

<220>
Q21>
222>

<400>

115

59
18

DNA
ANLFF5

misc_feature

1)..(18)

59

gagaatattt acagtgct

210>
211>
212>
213>

220>
221>
222>

<400>

Glu Asn Ile Tyr Ser Ala

1

<210>
211>
212>
213>

<220>
Q21>
<222>
<400>

60
6

PRT
ANIF31

MISC_FEATURE
(1).. )

60

5

61
9

DNA
ANIF51

misc_feature
(1..
61

ggtgcaacc

105 110

27

18



CN 103804497 A

F ool %

21/31 It

<210>
AN
212>
213>

<220>
221>
222>

<400>

62
3

PRT
ANTF51

MISC_FEATURE
1).. )

62

Gly Ala Thr

1

<210
<211>
212>
<213

<220>
221>
<222>

<400>

63
27

DNA
ANLFF5

misc_feature

(.. @D

63

caaaatgtgt taactactcc gtacacg

210>
<2115
212>
213>

<220>
<221>
<222>

<400>

64
9

PRT
ANTFF31

MISC_FEATURE
1).. O

64

Gln Asn Val Leu Thr Thr Pro Tyr Thr

1

210>
211>
212>
213>

<220>
221>

[0022]

5
65
288

DNA
AL

misc_feature

28

27



CON 103804497 A F 3 *x

22/31 1T

222> (1)..(288)

<400> 65

gaggtccage tggaggagtc tgggactgag ctggcaagac ctggggetic agtgaagtig
tcctgeaagg cttctggeta catctttagt ggetactgga tgecagtggat aaaacagagg
cctggacagg gtctggaatg gattgggget atttatcctg gagatggtga tactaggtac
actcagaagt tcaagggcaa ggccacattg actgcagata aatcctccag tacagcectac
atgcaactca gcagcttgge atctgaggac tctgeggtct attactgt

<210> 66
211> 96

<212> PRT
213> ANIF%

<220> .
<221> MISC_FEATURE
222> (1)..(96)

<400> 66

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

1 5 10 15

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr 1le Phe Ser Gly Tyr

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

Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala Tyr

65 70 75 80

Met Gln Leu Ser Ser Leu Ala Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95

<210> 67

211> 24

<212> DNA
213> ANTLJF4)

<220>
<221> misc_feature
222> (1).. (29

<400> 67
ggctacatct ttagtggeta ctgg

<210> 68
211> 8
[0023]

29

60
120
180
240
288

24



CON 103804497 A F 3 *x

23/31 1T

<212> PRT
213> ANLFH

<220>
<221> MISC_FEATURE
222> (1)..(8)

<400> 68
Gly Tyr Ile Phe Ser Gly Tyr Trp
1 5

<210> 69
211> 24

<212> DNA
213> ANTIF3

<220>
<221> misc_feature
222> (1).. (249

<400> 69
atttatcctg gagatggtga tact

<210> 170

211> 8

<212> PRT
213> ANTLF%

<220>
<221> MTSC_FEATURE
222> (1)..(®)

400> 70
Ile Tyr Pro Gly Asp Gly Asp Thr
1 5

210> 71
211> 27

<212> DNA
213> ANILFFFI

220>

221> misc_feature

222> (1)..@27)

400> 71

geegggggta acttettectt tgactac

[0024]

30

24

27



CN 103804497 A

F

5 %

24/31 1T

[0025]

210> 172
211> 9
<212> PRT
213>

<220>
221>
<222>

<400> 72

A L5

MISC_FEATURE
..

9

Ala Gly Gly Asn Phe Phe Phe Asp Tyr

1

210> 73

<211> 351
<212> DNA
213>

<220>
Q21>
<2225

<400> 73
gatattgtge
ctttcctgea
catgagtctc
tccaggttca
actgaagatt
ggaggcacca

210> 74
211> 117
212> PRT
213>

<220>
221>
222>

<400> 74

5

ALFF5

misc_feature

(1.

. (351)

tgacccagtc
gggecageca
caaggcttcet
gtggcagtgg
ttggaatgta
agctggaaat

NLFF5

MISC_FEATURE
.

.(117)

tccagecacc
aagtattagc
catcaagtat
atcagggaca
tttctgtcaa
caaacgggct

ctgtctgtga
aacaacctaa
gctetgteee
gatttcactc
cagagttaca
gatgctgcac

ctccaggaga
actggtatca
agtccatcte
tcagtatcaa
getggeegtg
caactgtatc

tagcgtcagt
acaaaaatca
tgggatcccce
cagtgtgcag
gacgttcggt
c

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

1

5

10

15

Asp Ser Val Ser Leu Ser Cys Arg Ala Ser Gln Ser Ile Ser Asn Asn

20

25

31

30

60
120
180
240
300
351
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F
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=

25/31 1T

[0026]

Leu Asn Trp Tyr Gln Gln Lys Ser His Glu Ser Pro Arg Leu Leu Ile

35

Lys Tyr Ala Leu Ser Gln Ser Ile Ser Gly Ile Pro Ser Arg Phe Ser

50

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Ser Ile Asn Ser Val Gln

65 70

Thr Glu Asp Phe Gly Met Tyr Phe Cys Gln Gln Ser Tyr Ser Trp Pro

85

Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg Ala Asp Ala

100
Ala Pro Thr Val Ser
115

210> 75

211> 18

<212> DNA
213> ATF%

<220>
221>
222>

misc_feature

(1).. (18)

<400> 75
caaagtatta gcaacaac

210> 76
Q11> 6

<212> PRT
213> ATRF%)

<220>
<221> MISC_FEATURE
222> (D..(®

<400> 76
Gln Ser Ile Ser Asn Asn
1 5

210> 77

Q21> 12

212> DNA
213> ATFF

220>
221>
222>

misc_feature

(1).. 12

55

40

1056

90

75

32

60

45

110

95

80

18



CON 103804497 A F 3 *x

26/31 1T

<400>

7

tatgetctgt cc

<210>
211>
<212>
213>

<2205
221>
<222>

<400>

78
1

PRT
ATIF5

MISC_FEATURE
1m..®

78

Tyr Ala Leu Ser

1

210>
211>
212>
213>

<220>
221>
222>

<400>

79

27

DNA
ANIFF5

misc_feature

(1.. @20

79

caacagagtt acagctggec gtggacg

<210>
211>
<212>
213>

220>
221>
<222>

<400>

80

9

PRT
AILF51

MISC_FEATURE
1)..

80

Gln Gln Ser Tyr Ser Trp Pro Trp Thr

1

<210>
211>
212>
213>

[0027]

5

81

291

DNA
NIFF5

33

12

27



CN 103804497 A

F ool %
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[0028]

220>
221>
222>

<400>

misc_feature
(1).. (291)

81

gaggtccage tggaggagtc tgggactgag ctggcaagac
tcctgecaagg cttctggeta catctttagt ggetactgga
cctggacagg gtctggaatg gattgggget atttatectg

tacactcaga agttcaaggg caaggccaca ttgactgcag

tacatgcaac tcagcagctt ggcatctgag gactctgegg

<210>
21
<212>
213>

<2205
221>
222>

<400>

Glu Val Gln Leu

1

Ser Val Lys Leu
Trp Met Gln Trp
Gly Ala Ile Tyr

50
Phe Lys Gly Lys

65

Tyr Met Gln Leu

Cys

210>
211>
<212>
213>

<220>
221>
222>

82

97

PRT
ANLF3)

MISC_FEATURE

(1).. 97N
82
5
20
35
85

83
24

DNA
AL

misc_feature

(1).. @4

Glu Glu

Ser Cys

Ile Lys

Pro Gly

Ala Thr

Ser Ser

Ser Gly Thr Glu Leu
10

Lys Ala Ser Gly Tyr

25
Gln Arg Pro Gly Gln
40

Thr Asp Gly Asp Thr

55 '

Leu Thr Ala Asp Lys

75

Leu Ala Ser Glu Asp

90

34

ctggggcttc agtgaagttg
tgcagtggat aaaacagagg
gaaccgatgg tgatactagg
ataaatcctc cagtacagcc

tctattactg t

Ala Arg Pro Gly Ala
15

Ile Phe Ser Gly Tyr

30
Gly Leu Glu Trp Ile
45

Arg Tyr Thr Gln Lys

60

Ser Ser Ser Thr Ala

80

Ser Ala Val Tyr Tyr

95

60
120
180
240
291
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28/31 1L

<400>

83

ggctacatct ttagtggecta ctgg

<210>
<2115
<212>
<213>

<220>
221>
<2225

<400>

84
8

PRT
ATF5

MISC_FEATURE
(1)..@®

84

Gly Tyr Ile Phe Ser Gly Tyr Trp

1

<210>
21
<212>
<2135

<220>
221>
<222>

<400>

5

85

27

DNA
ANILF3I

misc_feature

n..en

85

atttatcctg gaaccgatgg tgatact

<210>
211>
212>
213>

<2205
2215
<2225

<400>

86

9

PRT

A L5

MISC_FEATURE
(1)..(9)

86

Ile Tyr Pro Gly Thr Asp Gly Asp Thr

1

<210>
211>
<212>
213>

[0029]

5

87
27

DNA
ANILFFI

35

24

27
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F ool %

29/31 11

[0030]

<220>
Q21>
<222>

misc_feature

(1).. @27

<400> 87
gcegggggta acttettett tgactac

<210> 88

211> 9

<212> PRT
213> ANIF%1

220>
<221> MISC_FEATURE
222> (..

<400> 88
Ala Gly Gly Asn Phe Phe Phe Asp Tyr
1 5

210> 89
211> 351
<212> DNA
213> ATF5

220>
221>
222>

misc_feature
(1).. (3851)

<400> 89

gacattgtgce
atcacatgtg
ggaaaatctc
tcgaggttca
cctgacgatg
gggggggceea

<210> 90

211> 117
<212> PRT
213>

<2202
221>
<222>

tcacacagtc
gagcaagtga
ctcagctcecet
gtggcagtgg
tigcaacgta
agctggaaat

NLFFI

MISC_FEATURE
(1).

. (117

tacagcttca
gaatatttac
gatctatggt
atctggtaga
ttactgtcaa

aaaacgggcet

ctgtetgecat
agtgctttaa
gcaaccaaga
cagtattcte
aatgtgttaa
gatgctgcac

36

ctgtgggaga
attggtatca
acttggcaga
tcaagatcag
ctactccgta
caactgtatc

aactgtcacc
gcggaaacag
tggcatgtca
tagcctgeat
cacgttcgga
c

27

60
120
180
240
300
351
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F ool %

30/31 1T

<400>
Asp Ile
1

Glu Thr

Leu Asn

Tyr Gly
50

Gly Ser

65

Pro Asp

Tyr Thr

Ala Pro

210>
Q211>
212>
213>

<220>
Q22
<222>

<400>

90
Val

Val
Trp
35

Ala
Gly
Asp

Phe

Thr
115

91
18
DNA

Leu Thr Gln
5

Thr Ile Thr

20

Tyr Gln Arg

Thr Lys Asn

Ser Gly Arg
70
Val Ala Thr
85
Gly Gly Gly
100
Val Ser

ALF5

misc_feature

(D..

91

(18)

gagaatattt acagtgct

<210>
211>
212>
<213>

<220>
221>
<222>

<400>

92
6
PRT

ANLF3I

MISC_FEATURE

..

92

(6)

Glu Asn Ile Tyr Ser Ala

1

<210>

211>

212>
[0031]

93
12
DNA

5

Ser
Cys
Lys
Leu
55

Gln

Tyr

Ala

Thr
Gly
Gln
40

Ala
Tyr

Tyr

Lys

Ala
Ala
25

Gly
Asp
Ser

Cys

Leu
105

Ser Leu Ser Ala Ser Val Gly

10 15

Ser Glu Asn Ile Tyr Ser Ala
30

Lys Ser Pro Gln Leu Leu Ile

45
Gly Met Ser Ser Arg Phe Ser
60
Leu Lys Ile Ser Ser Leu His
75 80

Gln Asn Val Leu Thr Thr Pro

90 95

Glu Ile Lys Arg Ala Asp Ala
110

37

18
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¢l

31/31 1T

213>
220>
Q221>
<222>

<400>

NI

misc_feature

(1).. 12

93

ggtgcaacca ag

<2105
<2115
212>
<213>

<220>
<2215
222>

<400>

94
4

PRT
A3

MISC_FEATURE
(D.. @

94

Gly Ala Thr Lys

1

<210>
211>
212>
213>

<220>
221>
222>

<400>

95
27

DNA
Nw:2d

misc_feature

(.. @D

95

caaaatgtgt taactactcc gtacacg

<210>
211
212>
213>

220>
221>
222>

<400>

96
9

PRT
ANLFF3

MISC_FEATURE
..

96

Gln Asn Val Leu Thr Thr Pro Tyr Thr

1

5

38

12

27
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500bp

(o]
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250bp

250bp

K1
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e
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BihD1 1480 7 B H ik anti-His antibody
(hp1lg ~ Histtes rhpilg Histee
protein protein

Kl 5

-Dli4 B +Dl4

Abs 570nm

2 5 e, N & e
ST S RN G
N R v

Anti-rhDli4 antibody{pg/mi)

Kl 6
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4/4 1

Tig/m! rHDI4 0 Ipg/ml FhDU4 B 7 BE R

S
s
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