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FIIEE 25590
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H 1% LR B itk [ 1 S127RF216L .R218SR357TH & D374V B ft — 41 5845 .

6 . QAR B SR 27 24 32 26 T HR AT Ar] — T FT I 2 5 v, oA 78 BT IR A8 PCSK 941 il 71 g =
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{#PCSKOThEE RIS M RTRIE R B A E M S EEEEMAERE
ITH*

A B A [ R B 1201480031344 . THY 0 R BT, TR BB IO B S H /2 20144E5
H29H , KB L4 FK A& “FPCSKO T HE SRS 1 58 AR 1 i Yo oo 4k S P v I I A IO D VR 9T 547

ARG

(00011 AR W98 Iy # A R B8 13 7T T e B 2 08 RpAE 10 4038 o BE ELAR I 58, AR
R LAt FAPCSKOHMA TR T7 47 — Ak 2 AN PCSKOFE K DI HE SR A PR AL A 5 Gtk
P e I ] P AL B

EEEAR
[0002] 7 e i A S A2 vy L[] 92 ITILAE (ADH) PR AR I A2 482 4% 14 v I 375 LDL AL [ B (LDL-C) 7K
AN I8 975 - 3 R A « ADHIF) 998 PRl L FH LDLAZ 44 (LDLR) K¢ HFic A4 %% /i 25 1 B (apoB) R4%, LA
Jo (Z91 % 1) B35 ) 4 MO LDLR ) 55800 5 R 115 8 1 A AT 0075 B 35 9 (PCSK9) 1 D g
PAF TR (GOFm) .
[0003]  HifZE A 4% AL B AS BV B R 9 (PCSK9) J& — Rl BT 2 (1 AL I , B T 20 WA T Rl BT T il
TR B 1A B KTV 78 o > 5% A0 I35 A JOEL (3] P DL IR [0 2 R0 1 37 e = J 7 458 FH PCSK 9410t 751
(PTPCSKOPUA) , 7F 3 [H £58062640.8357371 5 L FIF1252013/0064834 5 5 [F & F| H iE A T
F AR .

IR
[0004] AR BAFRGE T FF VR 97 H Yy A 0 1 vy [ B2 1M RE (ADH) L 514, B PCSK9Th g 3k
P31 AR 51 2 B 5 PCSK9 T e 3145 11 J AL AH S I ADHIV) 7 V2% o AR I B 1 777 V2 A0, 4 16 3 PCSK9
BRI S A7 FE PR R A — AN B AN T RE IR1S 1 R A8 (GOFm) FADH A, 45 F8.35 it FH &% A PCSK9
HIFI R ZHEY)
[0005] A 4 FEAS 2 WA 1) 7 326 it P 649 PCS KO 401 1) 751 A, 45 497 Ganl pu PCSK O P Ak B8 HL i JE 45
B ] F TSt A B 2 0 v BAR ) B AL i PCSKOPLAA , 0 45 an SE [H 5583573715 & Fl T
AN/ B ST A T AR TR B TR 456 B
[0006]  FiTIRPCSKOFMHIFI AT LA J7 T B3 & Ak i 5 1 75 48 32 iR v 5 B 4b , ik PCSKO 4T
TR AR AT R VR T 1 T T IR AR AT R WIR T 5 R B
[0007] 7§ [5&] B J 1 VR 4 i B Gk FE R, A B (1) o Ath STt 7 S8 R 15 B i

B P e ] 2 15
[0008] P& 1AL R K H Fr o i AN [A] [ X & FHPCSKRAS [ AR N3 (n) S B34S H B
FIZRIEEH P) . RN TRt R RADE (—EAMERA Bor R/ .
[0009] 1Bt 7 F e EPCSKO T RE FR1G-PE 2845 (GOFm) KB4 Al R B4k 47 22 .
[0010] 2%~ A PCSK9 GOFmIf % 3 LDLR I AR (1) 35 ¥ B 28 LDL - Co3 AT o PAE A2 T8 A 45 2
RAZES LDL - CIJ P 37K P A2 15 b A 1845 A8 AR (1) B AR 8 3 b vy () b Sk) B0 F F% (W0 &
%) .
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[0011] P35 ~PCSK9 GOFm (JELDLRZEAF ,N=134) \FH (FLDLREAF ,N=2126 [ %X ¥ 51
=2 VR MR 2R A ) R AR AR R A ) AT T UEHC]) FAFDB (ApoBRAF ,N=470[%Z i #H 5
Ao 2233 AR P R R R AR AR R A ) AT T IR EC D) A2 a3 1 P 35 e JE [ L LDL-C.
HDL - CAIH W = g 7K ~F . (1) %78 5PCSK9-GOFmA3Z i & H 45, P<0. 0001 ; () %7~ 5PCSK9-
GOFm=Z 1\ b 4%, P<0. 001 .
[0012] P4 7~PCSK9-GOFmAZ i % 24 a0 % M6 77 (LLT) SN, A 2 FH 251 Ja ik 55 1)
MJEIRIL o (%) F7RP<0.0001 ; (1) F7RP<0.0002. LLTALFHEA YT 25254 (P FE4%AhyT10-80%
TE PEARAYT 0. 32 58 A ARA YT 302 78 L ILARAR YT 1 -4 2 50 AR YT 10 - 20 =2 50 L B f7 AR Ath
VT5-40% 50 AR A TT20-802 70) K EFE# K D102 e 5k 1A TURE100- 2502 5 .
[0013] &5 E/RPCSK9 GOFmE = X a4 lgvayT (LLT) L, Mo =& 4 PCSK9GOFm . & A
LDLRZEAZ \ HL 2 FNyE 7 FHLDL-CIA BILDL-CH #n & i N=63) - LDL-CH #5 A2 % T-NCEP-ATP
1114874 (Grundy et al.,Circulation 2004,110:227-239) .
[0014] P62 S it 51 3 H 41 i P4 I PR R B 1) s 7 W] o AZH R 72 56 - 14,57 .85 F199 R 252 ¢
7 (PBO) , FFAE451.15.29 43171 K22 mAb316P (mAb) B B # (R 45 -14. 1. 71 f199 K 332
222 57 (PBO) , HAE 5515294357 F185 K $:52mAb316P (mAb) . 411 #. 5 2B 71 5 AN
HAR - TAR BN 1R s AR RE 16T WA 2 S5 1R B 99K  Fl 17 2 S99 R B 25 155K .
[0015] P& 7 b 7~ S it 451 3 HH i 1 I PR R 38 (1) BT A 13 44 J8 35 72 B 8 I P LDL - C 8k s & 1 B
TG HDL-C.# e Ex HALFLp (a) H HEZ N H 4r A1k
[0016] P8R AZH ABLH f8 35 7 B2 52 I x Ak (AN (3 i Sk BT An 99697 )5, LDL - CIll = AE
(Z 58/ 53 Ft) BT[] (1) 224k
[0017] P9 /R AZH RIBZH f8 35 70 B2 2 I x S K A (3 i Sk T s 9697 )5 T B PCSK9 H
SEZRE B[R] 1 AR AL (%) o
[0018]  [&10%E A & FIPCSK9 GOFZEAE (D364Y.L108R.S127RFIR218S) [#) B3 7E 3% Vi x
HhAK € RN A Sk TS YR TT )5 LDL-C A S 2R BRI [a] (1 284k (%)
[0019]  [&11E~H & FPCSK9 GOFZAE (D364Y.L108R.S127RFIR218S) [#) B3 fE 3% Vi x
HhAC AN 3 S BTN IR YT IS 5 Ui B PCSKO H JE 28 Bl I 18] 1 224k (%) o

FEA LA
[0020]  FEUEHAA & B 2 AT S 4G Y, ROAZER A , AR B AR F Brids i) B Ad 7 7k s g
25 5 IR ORI S 7 2 RN 4 1 T DA SOAR 14) o 3  FE R 5 A SR F A ARV (S HS U0 BH L A si it
J7RETE ), F AR AR R A B, R 9 A R BR 2 9 R AN 52 B B RSO 222 5K 5 B R A1)
[0021]  BRAE A & X, A SCHT FRATE SR FIRFEARE )& LK 5 A K B BT & B AR A0
S 37 3 N B 3 R AR ) A ) o AR SR BT B RAE “ K207, 29 T 41 H I 3 — HLAR 2
(LI, N ZBUE VT AE 5 BT B BUE A 2 A8 1 9% 1 Ve Bl P AR A o 5, A S Al ) 3k
“29100” B 3599101 PA S X W 3 2 [8] BT A HE (514199.1.99.2,99.3.99.45%) .
[0022]  JRE 5 AR SRl (9 5 vE AR AL BIORE 2 AT ] 5 iR AP RS v F T AR K B 2
St AELEILAE 0 BH (1) 2 1 R B 7 VAR R A SC T4 B B BT HE R Yl i 51 T DA L
REINATSL

TRYT G R A S v P ] IR 1) V2
[0023] AU BHERAL 1 ¥R Y7 H Gl (A S M v L B2 IMRE (ADH) [ 77925 o 75 B EE S it 7 R

4
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AR AL T — 27775, H TR YT HPCSKIM — AN ER 2 AN Th e 3R 43 1 RAF (GOFm) 528 5
PCSKI) — A8k 2 A ThRE SRS 1 5 4% (GOFm) A ¥ ADH. 4 A SCHr A, “PCSK9 GOFm” 1X — 3%
i A2 TR Y A PCSKO B [ (14—~ B A 25 o7 26 DR () A A 5%, . 5 350110 G 2 IR 0 28 v 3655 N\
FHEH RN PCSKIBEARLDL 32 A4 /K “F 1 g /7, 85w IE 6] 2 of o6 A 5% B AH ¢ - i AL
PCSK9GOF 2 A5 AU #EV4T E32K . D35Y .E48K . P71L.R96C.L108R.S127R . D129N.R215H.F216L
R218S.R357H.D374H.D374Y . S465L FIRA96W .

[0024] A<k BH (1) 7 V2 A0 36 1 B PCSK O 828 (Rl 1) — AN B A S5 24 R GOFm ) S 2, H4h B
i FH 2 A PCSK O 1) 7)1 125 2 40 &) « GOFm ] LA 2 AF AT PCSK9  GOF 58 A% o AR 48 4 6 5 it 75
%, FTIRGOFm&m il & A Z B & #: (I PCSKOA AR [ , 1% 2 SR 5 e 4E I FH VAT \E32K.D35Y
E48K.P71L.R96C.L108R.S127R.D129N.R215H.F216L.R218S.R357H.D374H.D374Y.S465L A
RA9BWLH 3§, 1] —2H F8 4% o Ffy 78 £ 3 2 75 PCSK9  GOFmI) 77 V2 42 AAFi 5k P A B J&1 41 1) 497 1
AR IR 5T, 7T LA FIPCSKOIE: PR (1 DNAJT 47143 BT S i 78 #5741 4 A5 PCSK9 GOFmf — A
B AN IE 1) e o T EPCSK9 GOF 98 A% ) 3 T3 [ i 4l A i 7 v B AL G E A
BH () J7 VR TG A

[0025] 7t St 7y 28 H , A) 2 T2 15 SR s v L] 2 IR 1 — A B8 22 AN A AR A0E BROXURS:
Rl F kit — Dk 8 B3 B0, A B ALFE DL T 73« RIFEZS T & A PCSK O il 77 () 2= 245 40
EWZ BT M FLDL-C/K Pk T8 & T 2702 58 /43 FFix —#6hr , i#k— 1% $£PCSK9 GOFm
BE AT IRIT AR ABSL i R, 7E45 T 2 A PCSKOF il S = 245 2H A4 2 Wi 25 T S 44 i
HEAEE BMI) KT 2918.0T 5/~ 7 KX —Fa#5, i — 1k $EPCSK9 GOFmE# .

[0026]  ARFEA B , 7E45 T & A PCSKOM Il 7 = 25 20 & W) 2 B B2 /T, F 38 ml IEFE R
T B RIRTT « 1 SR MR VR T B SEEL e A VT IR 259 LHIan , PEARARYT BT FE AT | £kt
VT UCARAR YT SER A AT SR YT IS AR YT AR YT 45 ] KB B K DL, DURR S IR R
w - 318 T R A B R AN G o

[0027] WG DAAKRBHZ 7T B E T R Tl T —HR RN —DNEREAE R K
W SRR (11140.45.50.55.60.65.70. 75880 % LA _E) Rl B AR IR 1 ) (B Pk &«
PE) VEBUMR STABT (1 I 28 BB MR AN LA T 50 (91 G T T 2R R 095 vy i ) , DA &%
H AT FZ5RAS (1 H A B AE AR AR T S8 2658 [0 an v AR Ay T S BT B AR Al 7T s ARty T (L
BABTT EREFAARTT AT S AARTT A VT 55 ] B- 52 AR BHLIBT 751 IR SE) o A K BH I
T iFR AT DL TR T 5 BT T R 2509697 A 52 TC R MBS N AN 2 FJADHE 2« AT BB
S NI W TR AR R B 2 7 RI6 97 20 75— Fh Bl 22 P i 1 B D8 38 (1) S il b e 4%/ i ik
(Bl aniE Rt 7 3 2 Wr PPl 45

[0028] AR LS E T %k H HLDL-C 2 I§ & A B100 JEHDL-C. & JH & B . VLDL-C. H
W =8 \Lp (a) F05% 4% L[ B2 ) — 2HL G SR 2 23 ) — sk 22 b i SR 4 9 1) I3 7K1 R B
15140, R A B () e St 5 %2, 45 PCSK9. GOFmAZ i it FH 25 45 PCSK O il 751 P 12 245 4H &
VG , 5 BUMIHE K% B i 8 A JHE B2 (LDL-C) H R 28 T3 N % H 40t R 2 0 2125% .30%
40% .50% 60 % B LA b 3R AR AB100 H JE 4671 R E b N E 0 #525% .30% .40 % -
50% 60% B% LA I s JEHDL-CH F 43 N % H 4 b o 220 2525% .30% 4026 .50 % 60 %6 5L
DA b 5 S JE ] P R 2R3 N R A b N R A 2910%.15%.20% . 25% .30 % .35 % B LA |
VLDL-CH R 3 R IE B 40 b N 2 /0 215% .10% . 15% . 20% . 25% 30 % 5L LA | s H il = g
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AL TR E S N EDZI5% .10% .15% .20% 25% . 30% 35 % LA b &2 /8% Lp
(a) H IELL T R H 40t N & 215% .10% . 15% .20% .25 % Bk PA

PCSKOHf1 1| 771)
[0029] AUk WH 2 T v 35 45 B it FH -2 5 PCSK ORI 1157 1 VR 7 240 & W o A SC T FH IR R A
“PCSKOFMHIIF” 2 AEARAE A P 5 N PCSKOL, & 5 5 AR ELAE FH H- I IPCSKM 1E H A= 4 Th
BE FRIATART 245 751 - PCSK O 1l 771 28 531 (1) A BIR il 1 S 451 455 /N 73T PCSKOFE HL 771 AR FEPCSK 94 it
I an “BRPUAA” 43 F) » LA S 5 NPCSKOFRF 1 25 A I PR sl B R &5 & Fr B .
[0030]  ASCRT AR “ N 20 8 1 4% AL B A 5075 1 3R 97 51 “ APCSK9” B “hPCSK9” & T
A AN TSART R IR 7 5 A7 F1 755 [ s 2 EE R T 21 sl AR 103 1 v B () PCSK9
[0031]  ASCAT AT “Buh” = 4a i VU 2% 2 IKBE, RN R 25 8 (H) BE AT 2642 (L) DL 0
A L B 2 R e e BR B 1 o T S 2 AR (T gM) Bk BRI AL — AN E ]
A X (AR SRR AHCVRELY, ) Al — AN B 1H 8 X o B8 1H E XA & =AM 458938, C, 1. C 2 AT
C,3. TSR A I B — AR FE ] AR X (AR SO T FR NLCVRERY ) Fl— AR FEIE E (X o 1% 42 B
PEE XL B — AN S5 A3 (C 1) oV AV, X AT i — 25 43 AR BAMIUE X (CDR) 1) = 281X, Her
B & AR SF I AR OAE ZEIX (FR) FR X350 4NV A0V, 35 H = ASCDRFA DY /NFRZH %, A 2 Jik i
F R R 3% LU R HES : FR1.CDR1 . FR2.CDR2.FR3.CDR3FR4 . 7F A 5 B by — e Szt 77 %2
H, HIPCSKOPL AR (El H i JF 45 A3043) PR AT B8 5 A Fh R 7 A R 5 rT g 0k K AR sl A
TAEM BB 5 AT AR H5 AN B A BA_E CDRIE H-HE 7 A i 2
[0032]  ASCAT HIARLE “PUAR” I8 B 46 5E B PUIAR 7 TN PU R &5 & v B - AR SR I PuiA 1)
“PURLE G 07 PURR ‘DR g6 BC SARE, B3 S PR R T4 A T R &K1
ARAR] AR = HE 1) AT LA AR 75 sCIRA5 10« A B B IR S0 1) 22 PR Bl b 28 1 PUAR I L R 45
A R BRT DU AT ARD G B I bR AR A, B an e (1 7K I Ak 5 B m it A vl A5 [X R0 (T 3)
JE 72 X RIDNAZ #5901 2202 11 E 4 ok R s 5 R, MBI 52 B 044 7= A= o I ZRDNAE
KITR Je/ BAR 25 S AR T T B 2R 5 DNAFE (H 45451 anves B 1 - HA ) 3845, BT L& il 1%
DNAR] LI HLUAR 22 7 V80 T ARV BN AN, B 4ok — A B2 A n] AR X R/ Bl fE
5E DXHEF R — Aol B 45 0, 55N SRS 1 77 AR 2 R IR B 3 S U S I B I s R R

Var
2

[0033]  HiJEgh & A BUAAERR Sl se 45 : (1) Fabl B (i1)F(ab’) 24 Bt (iii) FdA
B (V) Fv A B (v) BUBEFv (scFv) 20 1 (vi) dAb A B K (vi1) BRI A4 i 28 X i) Jik
R AR FE (10— AN KAL) Ho AR %2 [X CDR, 4NCDR3fIK) BEFR3 - CDR3 - FRA45 #4249 5 Ik 2H B 1) £5¢
AN o AR ST AT B “BUJR 45 A B BE 1K — ARVE I A 45 HoAth TRESUE 1 43 1, A& #y sk
RSP PTAAR L BRI | 25 M3 BRI PR Ak S PUAR CORIEEZ I PUAR WU . = SR BifA
R B PUR  GOR PR (a0 B AR OR PR - AN UK PR SE) M G 25
(SMIP) A % fa i) AF TgNARY .
[0034]  BUiRRIPUESE & A BOlH S0 E 2 /b — N A AR X A AR ] LR AT A K/ sl T H
FALAT IR AR, Hid 285 2 D — AL T — A MELR T 518 T HH [ CDR.,
A SV X AAERZV X PR LS B Beh VXAV, X B A A7 B ] DU T3 B 7
XAF AN, 1% 0] AR X A] DA A B AV, -V, V-V BRY -V R AR B, BRI 4T
JRE5E R BT A — ANV XV X
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[0035]  FEELesiiJy S b, HUik LIRSS & F B ol & A 2 D —AMEE KU B =
D ANATARIX AEA I Z GUAR ISR S5 G BEA AT AL AR AT 22 DRI E DX AR = PR A 2 i
RIS : (D) V,-C,1: (1) V,-C2;5 (111)V,-C,35 (iv) V,-C,1-C,2; (W V,-C,1-C,2-C;3; (vi)
V,-C,2-C35 (vii)V,-C s (viii) V,-C,1; (ix)V,-C,25 () V,-C,3; (xi) V,-C,1-C,2; (xii)V, -
C,1-C2-C3;5 (xiii)V,-C,2-C, 35 & (xiv) V, -C, o fE AJ A2 [X FIME 5E [X fIATA 45 #y b , 045 F ik
A7 St TR g e 2 R AR X S [X ] B AR L TR BT Hy — A 58 A T 2 ) B i X o
B MREEIX 0] A 2 /D24 (B1405.10.15.20.40. 605 1) SRR 74, HoAE
AN R T R AR AT AR X AN/ AR RE X T R SR B SR S B AN AR
W Z BUARI TR 25 5 Fr BOnT B8 bk A X ATHEL S8 XA T 45 R 0 [ — SR A el e — SR Ak (s
Hofth 22 JEAK) L 1% 0] A2 DORME RE [X 45 # DAARIRAN BAR L34 J /B 5 — sl 2 A BV X B
VX (s —ai) iE .

[0036] [ se G ik or 1 HUR S & BOaT 9 S i ik sl 22 5 Sk (491 n 00k 5 428 o —
ANBURI 2 e S MR 45 5 7 BOE T 2 0 & 2D PN F ) AR X, e AN n) 28 X A g
5 5= UR BE — B A F R AR R4 S W TR 2R R bR 2 B A S
FIr 23 T 10 i RSURs S MU 20, 2T FAS AU A AT 5 I BOR, A 08 1 T 5 A A
Z PRI PR SS A R BO SR g

(00371 HUMAAE R DX T HUAA [ 5 AR5 0 < 2 400 D 25 P8 0 e 0 R IR E Y
RIE, AT AR 75 75 S oA A 3 40 2 e P il i PR ) 2R 4

[0038] AT AR TE “ NIRPUAR” BAEBIE S ANTE A NP R QL BRE B P71 7T
AR DXMME RE X TR o A B B NPT AT T B A Hh N A R e BEBR R 7 21 i R
FE IRk FE () Unid A M E AL AR AL i S 1 155 22 s o A A AR 40 M R A2 i 5N 5%
AZ) TR ECDR AR JE 2 AECDR3 A AL 35 IXAF 0 B S IR Ak AL o (EL A » AR SCRT P AR “ NI
PUAR” FEA R EEHEATA B 53— S s PR /s S DR 14 45 42 BN SRHMEZE PP 41 1
INEIRZNS

[0039] A SCHT RS “H A NIRHUIR” AL WGP A LA B T 56 4% KRB R sy
B NIRHUA 1 G P 9 301 2 20 o ) 20 308 O SR IR RO LA CRAE T S0t — 2B 4
1) s WAL AL NPUR S BT CRAE R S0t — 2P U T) MR AR e R R 1 2 A
Fe LA S (Bl NG 7> B Hik (BB Pl iTaylor et al. (1992) Nucl.Acids
Res.20:6287-6295) , 8 LA HAMATAT 28 Lops NSRSl BR R 3 2 A J 51 8 2% 21| L ADNAFP 41
(R 7 i P il 6 % 7P AR B B I A IR R B A N IRPUA S A TR B AN SEMh R ek iR
F 5 51 B0 T A2 XA R (X o AR, fE RSt 7 S v, IR R H A NIRHUIAR L R ARSI (5
LA A N TP EE SE R Zh IS , 22 2 AR N ARGRAR TR AZ) , AT 3459 12 AL HTIA IV,
DX ANV, X B FE R 1 41 B A IR PP A1) e TR AT AE 3 NS RV, 5 BRIV, 5 4109 15 5L
ARG R F S HWVFIEARIRIAFAE T AR A AT R

[0040] A JEHUARTT LA M5 8088 5 A SR (K T 2A7 A o A8 5 — AP, S e Bk A
70 T 29150~ 160kDaff Fe e U BER @Y, Forp SR A —AMBEIR) HBE it S AE
i AEEE TR % TR ol B L AR R, TR T AL
AR BB ) 5 R EE B (R H0AA) 4 B 2975 -80kDa ) 43 T o IX e T ) 40 8 — B AR A IR e
HEARMAL M J5 Rk,
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[0041] 28 ZFpJE AL & PP 5 BE TG R B4 i AR 2, 22 B THEA R T 5 HTAR R BE X
[F) 28 AH O () 25 40 22 7t o NS T GABR B I Bk X A B A L R 25 48 v ¥ 28 — M 2l (Angal
et al. (1993)Molecular Immunology 30:105) H)H FLAN 3% & 22 Hb B A 3 A FH N 28 1gG 14K
B SR B KT AR I ELFE TR BE X L C 21X BRC, X H & — ANl 2 N AR [ B
PR SRAF ] B 2 AT/ B0, Bl e A2 7 vh T3 B il iR e s e

[0042] AR I “or B PUAER” O M B SRFAER 1) 28 b —AN2H 4398 ) < 40 85 A/ Bl ml i
(I PTAAR o 1, AN — AN A2 AR 22 2 — N A1 R 23 BN LA SR AF AR B E SR 72 AR 1) — Fh 4
2B A0 53 B B B I AR, e — PR & AN K B H 92 “or B PUER” . o S PuiAR” A
AN RS PUER B PR R AL B /D — AN A B B D BRI PR o 2 IR e i i
J7E 4y BSPURAT DL AR AN A 2 g 47 Joia A/ B4k 22 4 it

[0043]  “Rp e EZh &7 BERUARTE PR BHLIR 45 & 1 B 5 78 AR 2 2640 T A6 A2 E (1)
PURTE BT AR - B 2 PUR A 75 S0 R PR 25 6 (1) 7 V252 AR A P A% BT 81 Ry, 0 4
WINPT AT  FTH S5 3 LIRS vk BN, WA R 22 15 5 R BT I R 1B 5 PCSK9 “Hf 5+
PESE G ik, (6 5 PCSKIB L — i 85 G I Biik , 22 3R T %5 B 7 LRI & , HK /)
TZ1100094K L /N T-Z£150098K L /N T-Z130090K L /N T- 2120090 K L /N T £110090K L /N T 4190
gk N T L8040k /N T L7090k /N T 2416044K L /N T 41504 K N T 41409 K N T4
30492K  /NF 2120 992K L ANF Z91090K AN TF 215 90K N 214 900K N T L1390 K N T 42
K N T LNGEREUNT 290 590K AHAE , 5 N IRPCSKOFR: 5V 25 A 11 43 B Aot T oAt
PR, Wil H HAl GRS PIMIPCSK9 4+, il B 28 X i

[0044]  Ef7AHUARRIAERIRD 27 AL , 0T T A8 & B 2 J5 1 i 5T PCSK 94T 44 71 8 % Al
TR W AR PR HE 42 XA/ BRCDRIX AT A5 — AN Bl 2 A 2 B R B ke At N R/ B o J i g AR
ST A TF R EETR 7 91 5 DA A IL30 44 e 51 3048 e vT 3RAS B M 2R 7 S AHEL , T BAER &) 1
WESEIX RRAR A B LG AT PR e hudk R R 45 6 v Be i 732 iz il e =it )i
G BT A B AU AT BER 2 B R 7 41, oA — AN AN HESE X R/ BCDR X P 1) —
R AT IR TR AT A LU B R T I AR R ER S , B R 1 — A N R T
FIR AR 5 A B IREAR A A R P 27 A1 B B 1) PR <1 2 L R & e (X R P8 R AE A S 4
PR P R TEAR) o A B B Ja 5 AR A ) A5 88 Ml N 573 A S T 1) 8 5 AR e T A X
AN, "TAREE Gy P AV 2 0 5 — D DN AT R R A G P R HPUR S &
B AE LS SR Ty Z2 b, _BIRV N/ BV, XN R BT A RE SRR/ B CDR B A 35 [ 52 R AR N FEAT
AAZPUR I RGBTl 5 7 20 R L) Bl i o 7E HAR STt 7 Ze v, RO FE R e A [l B R AR N
JREEFh FF A, B, KA FRLP)FT8AN 2 I 1R 7 51 BRFRA N fi f5 8N 2 L 1R 7 41 h R B A %
ARk AL, 5 A 45 CDR1 . CDR2BCDR3 H R LI SR AR TR AL , A fE [0l RN R 46 M R 7 91 o £ 5
S St 7 SR, — /N B AMHE 2R A/ B CDR AR 22 [B] & R AR N — AN AR R R 551 (REAS ] T 5
WINTAAZ PRI B R T BB R 57 51) A RIGRES o B4, AR B 2 Fodd o] 7EAE 228 X A/ 85
CDRIX N & A PN B2 Tl RS H A, 1 4, L rp R SE 5k 5 7 1) AR S — AN 78 ol
FFHN B A LAk , 11 JE 6 HARAN [F] T S5 46 Fh 527 21 8 ke 22 DU R AN AR B R AR N — AN
P R T HIRI AN R AL SR AT T &5 H — DM RRBN TGRS & R B, iR
25 5y WA — Pl 22 Pl 75 B, 91 a0 45 6 e e MG W A5 B o AR & s s 2k
W A B B (AR L T ) T 8 S PR R AR A o DAt — 7 ST SR I oA Rt Ji 25

8
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A B S Y B R TR A R B RV R Y o

[0045] A B GLHE — L5 ik , b Rt & A A ST A~ I B AT ATHCVR \LCVR AT/ BGCDR
QIR 7Y AR PIPCSKOPUR , 2B EH — A2 Ry 2 LR G #4540, A< 9
AL FE A% H 5 A HCVR\LCVR AN/ BRCDRZ FE 1R JT H1 [ HLPCSKOBL A4 , AHXT T A STl A FF B AT AR
HCVR\LCVRAN/BYCDRZ LR 741 , i A LR 7 51 & A il an 10 B LA T W8N BA T L 64 B LA
AN N R AR IR B

[0046] ATl HI AR TE “RI S5 & T ILIR" 2 18— POt LR, T2t g a] 41 H 1)
UBIAcore ™ £4; (Biacore Life Sciences division of GE Healthcare,Piscataway,NJ)
SR N A A e 2 Joi v B AR BE R AR A, AT SIS 43 B 58 ELAE

[0047] AP FHIARLE K, s Fa 5 € PR - PR AH BLAE FH IS P47 e 20 4

[0048]  OR1E “FRAr” RAPrIE I E AL, H 5Pk s+ 7 22 X Bk iR BAM (R L
JiR 45 A AR ELAE o BN LR AT REE — AN CA_E SR AL TRk, AN A PR v S 3R AR X
B G ] PR A AN R AR 2 RN o R AL T AR AR ), AT A o F R A R AL 2K
P22 BRBEAN ) A B2 1) 35 A1 S R e 77 AR 1 o R R A7 2 Pl 22 IR B b AT ) B R R Bk I 7
AT AERELRAB LT, AL AT LR B A BE S B I L B I SR A A

[0049] 4 FR 2L STt ] , FH T A B 22 7 V2 T PCSKOPT A & — Fh B A pH AR i P 25 5
FERIPUAR « AR SCHT I R0A “pHAK B 45 &7 BN PUIA B bR &5 & BUR L T “7EmR T
pHak A T 5PCSKIM &6 & JTLL AR i PR S8 A TR AR BIAHRHAE (T AR AT B H B, R R IL
Al LA E A8 ) o, B “pHAK I ME 45 G R I U A3 78 1 2% 4R T 5 PCSKIOM 45 &
AT AR R M pH AR A T B m M TR B BT S 4 A Fr B o PR RSl Sl 5 vh , AR B 2 ik
Je AU B AE A M pHAE 2% A T 5 PCSKOZE & [ 55 A 7T, LU AE R 1t pHAE 2644 T 22 /D B3,
5.10.15.20.25.30.35.40.45.50.55.60.65.70.75.80.85.90.95. 1005 A |,

[0050] 4K MR AR BH 2 31X —J7 [, FHAF TSR AR HLPCSK OB A , A pHAKHS: 14 45 & e ik 1 i
PCSKOFL A u] LA B — ol 2 Fh & SE RS S o 51 4 , LA pHAR i 14 45 A RFAIE I HUPCSK9 BT A4k
AR B — N AN H R B e sliddi N, 140, 7555 A PTPCSKOPLA 1) — N a2 A~CDRH .
Wt s A R AR D B 2 s S it 451, i A T — S B 4 it FH 5 CORZ 2L 182 /5 41) (491 2 0 % R 42
CDR) I HLPCSKOPUAAIN J712:, BR T S AR — A2 ASCORF — AN Bl 2 A 2 B PR A 4H 24 R
B IE B A , 1% CDRE FE R 7 51) 5 5% A HIPCSK O 12 [t CDRZ i 82 7 471 A& AR IR 1) o EL A pHAK
P 28 SR AE A HUPCSKOFLAR 7] B AT 411 . 2.3.4.5.6. 7.8 9B L F 20 2 8 5 40, 1 e 4H 41
R B4 AT AR AE T 2R AR YU 5. —CDRH , B2 BUAE S AR PUPCSKOPLAAR ) 24> (il 4n2. 3.4, 55k
61~) CORH o 5 401, A B A F5 4 FH 52 pHAR 3 M 25 & 2 UPCSKOPL A , FLAE S A HTPCSKOPL 1A
Z HCDR1 N A8 — ANk 2 ANH & 8 5 4 JHCDR2 PN 4, 2 — Ak 2 /N 2H S 1% B 48t JHCDR3 Y A 21
—NEEZNHAR S #H LCORIN A& — ek 2 M ARG ¥ LOORZN A& — el 244
AR ¥ o /BLCDRIN AL 7 — AN B 2 AN 2R B 4t

[0051] AT FI ik “BRtEpl” , 286 . 0B BB AR (4, (KT 216 . 0 K T 4155 K T4
5.0%%) B pH{E . “TRPEpH” IX — KA FEL16.0.5.95.5.90.5.85.5.8.5.75.5.7.5.65.5.6.
5.55.5.5.5.45.5.4.5.35.5.3.5.25.5.2.5.15.5.1.5.05.5.0, 8¢ 5 A% ¥ pH{HE o 2= 2 Al FH 1K)
FIk A EpH” , BONAT. 0B LT A pHIE . “HHHEpH X — RIAEIELT.0.7.05.7.1.7.15,
7.2.7.25.7.3.7.35LL &7 . 41 pH{H .
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NIEHUAAR P ] £
[0052]  7E4%BEPR /INER A P 72 AR NSRBI 5 1 2 A S0 P 2 R0 1) o AT RT3 SR 20 S0 1) 7 ¥
BIRTAEAR R BRI 5 7742 5 ANPCSKORR F M 45 & (1 N IR P
[0053] R FHVELOCIMMUNE " A (Z [ # iiRegeneron Pharmaceuticals? &)1 3 EH 4
65965415 % F) B HARAT AR 7= Az B v FE PUAAR B AR, 9120 70 5 X PCSK9 B A =1 5% Al
T ER —A NFEATAR X F— AN R E E X R A DU . VELOCIMMUNE®H; R KX i
— Pl B IR /N BR D PR AR 12N BRI 2 R 2 B B — 1 5 P RN BR P e X (R AR R I
0 N U5 B AN AR B T AR X, 4 7592 /0N KRR P S 7 i SR 85T 7 A — b A N R AT AR [XR /N BR
P 72 X PR B G i Pt R 1) 4 RN % ] 748 [X [ DNA S 25 HE K, -5 2 i N U 4 Fn
HEE T X A DNASRAE 1442 - SR Ji5 72 BRI 1K 58 4 N JRBTAAR 1) 4 M o 221K 1%DNA
[0054]  JEH, F BT F I 0 R VELOCIMMUNE® /N KR, , H AR AR Hi A 1) /) Bt TR e 2
T CANBZH L) o Ik E2 2411 i v 551 18 7 44T 2R ik 5 oK T 4 7K A 2 A8 TR AN P 3R 5 A8 s 5 3
FAZ AN R AT, DL e 72 AR X AR DS B R LA R e e 2 LR 2 2 T Al &R L T
Vg Y i E B AN ] AR X RIDNAZY B oK, FF 56 7 77 B0 B A A AR BE 1Y) [ Y 18 e X &4z
XYL [ AT RS0 , WnCHOZN A Hh 77 AR o 538, G ST B e S 1 R A B Ak il 2 e D o
AJ AR X FRIDNAT] B4 Pt S5 R e Rk 2 Al b 40 5
[0055] 540, 23 B AL A — AN N TR AT AR X R — AN /N BRCTE S X 5 o8 A TR A Bk - iZ ik
SE AR BT T A RE M LGSR A B IR AT, T AR AT PN S RN G R R ) B
FE 7T DA% 8 Pk - A7 77 20 N E 2 X BURNRAEE X, U AR RSN
PR, BN BT AR R Bl B R TeG1EK TgGA o BT e 488 (14 1 5 [X ] AR H5 47 i FH 38 T 24028, T vy
A PSR 45 e RIS e AR R U BR A7 T T AR X
[0056]  — %I & , 24 LA 5 8] e 75 [ AH B AR B BB 25 6 00 07 e i, of T AR B 2
JERPUARRA W BRI SR A AR BN E E X RN E X, DR AE AR
KRB 2 564 NIRPUAA o Frde 88 (0 18 e X ] AR 4 5 G T o028 , T v 218 A1 0 bt S 5 6 e 1
FEE AR S PR AE B A7 T T AR X o
[0057]  Eu] FF AR BRI 77752 15 50 N I 5 PCSKO%s S 45 4 1 NIRBUAR st iR 1) it J
gh o B ARSI, R — AN A AR T A EAE AT AR X (HCVR) WAL = AN E B
CDR (HCDR1.HCDR2 HCDR3) IR Pk skt R &5 & Fr B, IR IR P Ak B R 5 — A 751 -
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 1742, 8% — 5 HIL A AE L
HZE/H90% 2 /095% & /098% 5 & /099 % 7 41| [F] — M T 4 Az PR BB IR 45 A BT
E—NEHAERT N B AR X (LCVR) WAL =AM 5ECDR (LCVR1.LCVR2.LCVR3) , iZ%
RAEBFHEE TH—HF5%5:10.20.24.34.44.48.58.68.72.82.92.96.106.116.120.
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

10
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586.596.600.610.620.624.634.644.648.658.668.672.682.692.696.706.716.720.730.
TA0FNT744 , 5y —Fh 5 HIE AR ML EA 2 /090%  E/D95% L 5798 % 5L % /1099 % 41 [7] — 1
(151
[0058]  FEAK B ) FELL ST T7 b, Friduik sl P 5 45 & v Br O dE VR B A R T
AR [X LW s #1)%F (HCVR/LCVR) 16 1~CDR (HCDR1 . HCDR2 . HCDR3.LCDR1.LCDR2FILCDR3) , %
RAILRR XTI EH R A — 4 F 5% :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,/696.698/706.714/716.718/720.722/730.738/740f1742/744.
[0059] A B I B A8 S 77 22, W T AR B 2 7 VR B HUPCSKOPL AR B H 3t IR 45 &
F B FE A%k A T 5)—4 7 5 HCDR1 /HCDR2 /HCDR3/LCDR1/LCDR2/LCDR3E I R T 711 «
76/78/80/84/86/88 (mAb316P) F1220/222/224,/228/230/232 (mAb30ON) (3 [51 & [H £ F] 5 175
AFFF52010/0166768) .
[0060]  FEA K B FELL S T7 R b, FridPuik sl iR 45 & RSk B N o — 4750
X EHCVR/LCVRE LR T H1 0t : 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,/696.698/706.714/716.718/720.722/730.738/740/1742/744.

I 24 GRS 257712
[0061] A<k BH A4 &5 3 it FHPCSK O | I 7772 , e A a2 PCSK O il AR I\ — Fofr 2% 24
HAEW AR 2 R Z5H AP 538 B AR PR DL R T 259 % Fiid BRI 5 7% L
35 VTR 52 P S 1R At 77— T 1 ) o 3K A 245 7514 27 DT A B i) ey Ak 7 2 B mT DL 2177
ZiEENE T B IK 2% K4 Remington’ s Pharmaceutical Sciences,Mack Publishing
Company ,Easton, PA) o X LEHE 77 ELFE , 451 Lok 751 8171 e M et 791) S ) e 26 & R
5 (BA 85 7B 55 7 A2 (WL TPOFECTIN™) \ DNAME A  T6 7Kk MR AT 1E 81 791 7K 20, ety
IKEFLF  FLIBAR TR (- F 3 T BB 2R & 1) - [ AR B8k Je LA B 25 A B et ) ~F [ 4 R VR

G .16 T Z % Powell et al.“Compendium of excipients for parenteral
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formulations”,PDA (1998) J Pharm Sci Technol 52:238-311,

[0062]  CLANE & FhAWIEE RG] T AR A H GV E 2, Glan g Tk 2%
WOBURL U B RER B RB R EFNEHAMM 2 AN FHRAFEH (SR @V et al.,
1987,J.Biol.Chem.262:4429-4432) o % 24 7 A FEAEANR T 52 9 VUL S IR P S ik A
B R B TR AN K 11 iR o 1% 2H A 0 AT 4 FRATAR] J5 8 () I AR 45 24, 49, v s R v A
28 b R BORG IS (40 11 R R FEE T 19 0 R B 55) MRS, ] 5 F A AR s P 7R — 25 24
[0063] AUk BH 2 [ 25 20 A W m] FARRAE (P BT Sk RNy S 8 48 R 1 B kR 5« bk, 3 B2
TR ERG R E N T B T AR 2 R H G A 24 X FhE 45 2555 B r] LA
e B AH R al— A R AT R T A 2% B R A — P B A K 24
HEMAE .~ BAB/N TG EGHASYYC il 2 fEaas, MR 5@ 35 B 25 2515, of
HEBELGASR A E ARG, 1 ZE A B ER M. EE RN E
MR i3 E R WA rT B 268 T2 % — R BTG 2 BN A — T E
TERAHEVM MRS . — FAZW 2 N EEAH G A S E I 7 B .

[0064] VFZ Al EHG M HKEMNANESNFEHAAEECHTARKHZ RAHENI LT
Y824 LS A FE AR TAUTOPEN™ (Owen Mumford, Inc. ,Woodstock,UK) \DISETRONIC™
% (Disetronic Medical Systems,Bergdorf,Switzerland) HUMALOG MIX 75/25™M%.
HUMALOG "2 HUMALIN 70/30"4 (E1i Lilly and Co.,Indianapolis,IN) \NOVOPEN" T.11
FIT1% (Novo Nordisk,Copenhagen,Denmark) \NOVOPEN JUNIOR' (Novo Nordisk,
Copenhagen,Denmark) -BD"™2 (Becton Dickinson,Franklin Lakes,NJ) \OPTIPEN",
OPTIPEN PRO™.OPTIPEN STARLET™%OPTICLIK™ (sanofi-aventis,Frankfurt,Germany) ,
PEAMN S TU o T B2 N VRS A e B 2 B 25 4 A ) — YR Al FH B TR 45 24208 B 1 s o) 36
{HAPE T-SOLOSTAR"2E (sanofi-aventis) \FLEXPEN" (Novo Nordisk) KWIKPEN" (E11i
Lilly) \SURECLICK" [ 2% 4} %¢ (Amgen, Thousand Oaks,CA) \PENLET" (Haselmeier,
Stuttgart,Germany) \EPIPEN (Dey,L.P.) &ZHUMIRA™4E (Abbott Labs,Abbott Park IL) Uk
eI INVIP

[0065]  FEIELCAEIL N LR HA Y] FH— MR R G 4 £ — STty &, vl fd A
— MR (=% Langer, H AL [E] _F ;Sefton,1987,CRC Crit.Ref.Biomed.Eng.14:201) .7E%—
ANy 2, n R B S8 ZMedical Applications of Controlled Release,
Langer and Wise (eds.) ,1974,CRC Pres.,Boca Raton,Florida.fE B — 5Lty &, A]
B — PR R E T AW EARIE I, A R 75 B 4 S AR 1 — /N (S 4
1,Goodson,1984,in Medical Applications of Controlled Release,supra,vol.2,
pp.115-138) . fELanger,1990,Science 249:1527- 15332k it i it T HABIS B R % .
[0066] v it 784 il 701) ] B HE E Ik 2 T 52 A R TL PR ¥ S 8 9 A 2 R 2R o 3 e B 2R )
FUA] DA LRI 5925 10 2% o 45 an BT DK ol A El I RV A L B B AE TG B K A R
Hh, BYOEH TS R A SR, DL S 8 12 S Y a5 A DR S K A A
5] G A= 2R R 7K 7 AR LA B AR SRS TR A, 1T 45 S8 S S i A R ol (2
) 2 oohE (W i R 4 89 L JE 8 7 BUER T vE 1 7) [ an 58 L0 AL R R 80\ HCO - 50 (B Ak
BRI R AR 20 (50 BE IR 1IN 4) 155 o AR 9 PR A J5T, mI R F B 4 2 JRR 3 52 9H 55, v &
A FH BV 7], G0 2% B IR 0 PTG L 2 P 5 0 L A % P 0 SRR Bt A 8 N — i 24 1) 22
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LA
(00671 AR FE , b3 F1HR B A P 15 24 4L 45 0 7 i 46 1l B0 7 ) B ) 70 R DA
UG EEFR T A R  o T BT ) B P )RR A A9 )RR TR SR (22D A

Yar
2

&=
[0068] K WA A g Bl 2 5 V24 52k 35 it FH iR PCSK O 1) 771 (49 37 PCSKOFLAR) fit) F— R
JEVRIT A R AR SO R E YR 9T A AR oA B HLDL-CL #k IR & FB100. E
HDL-C & JH [E B \VLDL-C H Jh =18 . Lp (a) F15% 43 RH [F B 20 5 1) — L Fa A i) — Fh ek £ Fh 45
B )T B A B ] A 00 H R PCSK O 1) 7 ) 77l & (1 2k T B &2 /0 29596 . 1096 . 15%6 .20 %
25% 30% .35% 40% +45% .50% +55% +60% .65% . 70% 75 % 5L ) .
[0069]  F THLPCSKOPLIAR , 167 A 2 7] LU M0, 052 578 = 296002 78 , 51l a1 240 . 052
A0 12T A1 0T A1 5T 202, 022 T8 VA 1052 70 L 412022 T £J30 22 7T L 41405
T 21502 7 21602 7 A T0Z 5 A T52 50 180 78  Z190 = 7 11002 70 . 41102 54
211202758 29130258 21140258 A 15050 A 160 50 VA1 T0 7 . £ 1802 7 . 411902
T Z1200ZE 58 V4121022 50 . £J220 22 50 L 412302 7T L 4124022 T L 412502 50 £J260 2 T L 4]
27027 21280 7 « £1290 % 7%, 13002 57, £931 022 7, . 493202 7, « Z1330 2 77, . £1 3402
T\ 21350 T 413602 70 . ZJ3T0ZE 7L 41380 77 L 41390 % 7 L 4140022 70 . £4J41 02 70 . 4]
420% 50 21430 50 214402 57 29450 5 21460 5 214702 57 21480 57 41490 =
T ZI500ZE 58 VA5 1022 50 . £)520 2 50 415302 78 L 415402 70 415502 7T . 45602 T L £
570 L £15802 7, « 295902 71, B 16002 ¢, o
[0070] &7 & BT & HUPCSKOPUAR I & ] LA = e fifhk /B T vd B E A E Rl =5/ T0) &R
7o A7, AT LA 20,0001 22 24102 b /T b £ 35 44 B (1) 77 S K U PCSK OB oA I 7 i3

BEVRTT
[0071] R FELL st 77 28, AR Bl 2 7 VA T LG 45 BB 35 it FH — &8 HLPCSKOPL AR 1 2=
G Z BB AR B 2 1 245 2 & Wit F 2 I BAE BIVKE Tt FH 2 117 1 7 432 52 vy JH [i] 1
MR YR TT o 140, 26 1 B 12 B A ey AL 2 JI0RE (1) S8 38 T REAE 252 & A BLPCSKOPL A I 5 24
HAEY HT A/ BRI, IEAERESZ — M 7 2 AR B V69T 1 &R - IR Se AT B -G T T &
AELFE AN (1) G803 - FR 2 - 3- B L I I AL - A A (HMG - CoA) i J5 I , 75 5 441 it L[]
A BB S R 245 770, 51 an At VT 2R 254 (a0, PEARABYT BT FEARARTT AR AR YT LA AR YT  Fig
EPARATT SIRARART T IR AR YT B A VT 5) 5 (2) 4970 ) L o] e R S A / sl ML 9 T W A P 470
i35 (3) R E MR B 2 AR B 245 770 CUnBHIR) 5 2/ B (4) W0 7 L[] 1 2 2.2 - 2 3 L o] it
R HEE o 2 A S A P A LXRE% S5 IR 7 R 24 771 o 76 e st 7 S vh , ZE JLPCSK OB A it FH 2 AT
BRI, BB IR RS2 ] 8 (PR TT AL A WAREE B oK DU AR Aty T s — Rty T 2R 2549 m—
FRAET R4 R (19 G0 2% SR M e« 25 SR B W 5 SR 4R ) 5 MR I — bty T 2 244 (48] R 2 9%
Aty T) 5 B HAh R RGBT 24575 0 o - 3HR TR £, B8 (] fomacor) HIZH 4.

LUTIR
[0072] R IEAC A B I e St 77 52, T 72— N RIE [ I R N 45 52603 it FH 22 75 PCSK 941
il 771 (RS & PCSKOHMHI TR B2 25 20 & 40) o Mk B A K BH X — 5 T 1 7 VB4 7 51 48 T2 i
F 2 FIPCSKOM | 7] « AT I “F7 53 25 247 & $i 855 PCSK O i 751 & AE A 4n AN [/] H [ AN
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[ BsF ) e, 42 BT PO P 1) ) R (f8] 0N 80K B0 58 ) e 7 32 1 o AR A L
— LTy, HAUHE 7 B 4h T R BRI UG TR B PCSKOHI Il 1), 22 J5 it T — 75 B 22 751 8 — )
FEPCSKOFMFFI , 48 i P T et it 3> — 77 22 771 55 = b7 B PCSK O il 7)o

[0073]  RAE “WIUa TR \ “55 " RhFHE" A0 =R E” R B A PCSKO il 77 Y = 25 241
BB L 2RI TR o IRLE , “RIURTT R AR AEVR T T RO IR 45 T 1 7 & (iR
LR 5 R MR IR R R 4 20 IR = MR R SRR AR
e B2 5750 B o T IR AR S 5 AN S = R A R]  A A IF) A PCSK O3] , 1EL.45 2459
AR TR E AN B AE SRS Sy S, AR T IR, WA B AN/ B = R R
5 PCSKOFI ] 771 iy & AN ARIR] (51 e 156 L AR B 3R) o 72 L St 7 S b, A D g 771
B IR 7 RITUEI 45 5 PN BOE 2 A5 E (B4, 2.3 4805518 L B8 LSRN 25
LR G T IR T (B, “YERRE ) .

(00741 MRIEAS e W (1 it R SIZ it 5 5 5 5110 25 — bR AN/ B8 = R B T AT S R
i JE1Z26 8 (Bln1.1'/,.2.2"/,.3.3"/,34.4"/,.5.5'/,.6.6'/, T.7/,.8.8'/,.9.9'/,. 10,
10'/,.11.11"/,312,12"/,.13.13"/,.14.14'/,.15.15'/,.16,16'/,.17.17'/,.18.18'/,.19,
19'/,,20.20'/,.21.21'/,.22.22'/,.23.23'/,.24.24'/,.25.25'/,.26.26'/, B LA ) 4424
AR AR TE “Hr— 7R R — RN 2 IRG AR LN 548 25 2 At 7 A 1
R LIE7IN = S il LT/ = 1 8

[0075] B A B 3K — T3 T (4 7 v vl LA R4 48 R it AR Al VR B0 F) 55 — s B A/ BIERS
= FFAREPCSKOHM 1 o (9 1, 75 HELE Sty S, WU T B — 38 Rl A LAl — 26

SEHE TR, T R A E T 24 (0234456788 B £ 4N) & Fh AR . [FFE, 7E
bt Jy v, Wi B B B = R A At e St R, i R AN R
ZA (B2.3.4.5.6.7. 88K B 24N & = Fh &,

[0076] 28 K /N2 BRI K SE T S, R S MG AT DL AR 2R Rl
FEARIR SR 45 24 o B 0, BN 5E —R G R AR AT RS 2R 15E2.4.6 .8 Ll £
Jti T B o RIRE AR — 2830 K 2 A58 = RPN St S8 v, RS2 = Rh Rl B AR T LS HoAth
S = MhFT AR R AR 45 24 o A, RSB = Rh R A AR AT RS 25 152.4.6.8 4
BRUL_E it B T R S RN RN/ B = MR R R 4 29 PR W AR IR T T R
REFR B AR I RE A, B AT DL P R A A I RS B8 JE ARG A 2B 1) 75 2R B 45 2 R
(00771 A WAL A B &5 b 1A 5 3 T A5 W PR B A TR R ™) 1) Bt Ty 5 - A SOl
P R € I T R TR AR A2 T B A PCSKOIM IR & Ja , iR BH A el
ANFREIRIT TR AR T T AT AR IE BIRE € TF BEAE LR B AR - 50K SEINPCSK O 1l 771 (1 57 & o 491 4,
FEREPR ) — K 45 B3 it P 7522 5 R B U PCSKOPUAAR I VA I7 7 b, dn SR8 J i (BN AE 550 A
2 R4 6 A8 LB i 75N E) B U RIE BB LDL - CKT/h T 705
55/ 53 THIK) A B TURRE 7L PCSK T 44 71 6 1 22 ) 2 = B 9 Jl— it P 16022 52 (51l 2t
M0 BER 12 B JEHFIR) -
BRI T 1%

[0078] 77k BH 34t 4 — SR GIR i k J ik, LLIR ) S8R B A AR e € 1 S5l 1P vy L ] I
IfAE (ADH) JRURSE 0 328K o AR SCHIT PR AR TS “GRIBR T 8™ R 9 48 H 38 B 58 PRy S 388 4% RAZ (1Y
AGEZRIB W RE R0 R AT BCE A R AR g A% 9 i XU ) A o (2 1Ned and
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Sijbrands,PLoS Curr.2011,3:RRN1238) .k HR A K BHIX —J7 0 1) 7 A AHE : (a) iR 457
FEMRR i€ PCSK9-GOFmIF) 25— ADH 8 5 (R “Vii sk /&) 5 I (b) e 515 Sk B A 1455
FAI SRR 7 2 75 45 PCSK9 - GOFm . I PCSK9 - GOFm ] BA J2& 5 ADHAH & (K14 (7] PCSKO Th g 3K 45
P 5RAF , Bl nv41 JE32K . D35Y E48K . P71L.R96C.L108R.S127RD129N.R215H.F216L.R218S.
R357H.D374H.D374Y.S465LELRA96W .,

[0079]  ARSCHT FIIARTE “F M2 58 RII KRR R BLHE 5 5 — 61 B35 A F — M AT
N, Bl — R 8 R R SR B U ok B 55 AR B 2 5 v T AL 3G HoAth i ik 25
I% , A5 49 4o & 1. LDL-C HDL-C. JEHDL-C. VLDL-C. il SR AB100. # I AR H AL H i =
Fig Lp (a) M HZH A 1K 7KF , LLAR 51 5 A 5 B ADH JRURS: 1 AN o A v 252 BT 3R ATDNA I o 77 v
A] F T %6 PCSK9 - GOFm.,

[0080] 4K HEAS & BHIX — 7 THI M) J7 9%, W SR — A7 X e B A e WO AE U Sk B & BRI
PCSK9-GOFm, BRI A] 15t 4518 , 12 500 i i ARG B A i 8 ADHIR XU

St 1
[0081] 2 HA DL S8l A2 Ay 1 ) A i B iy Jeg 432 A A4l P 57 3 5 R N G gl 2 A 1) FH AN At
AR B 2 7 iE R A et — N SE B AT RIS, AR 2N TR il A & B AR H K
B VG ol A 155 73 LA R BT FH R (19 L& I R 55 () AR M 12k, 00 R 9% 18 81 e s
iR ZE A2  FR AR A U, (h AR TR EEM AL, T EETE TS T8, REEERIK
R fe KRR B KA.

S 51« L NPCSKOR N PRSI 72 A
[0082]  HiPCSKOMT A Y5 iA /2 44 M 2 [F 5580626405 4 | BT i 17 7= 28 19 » LA R S 451 o iy
FH ) #i BRI PCSKOH H1]55) /& R mAb316P (tFK Fyalirocumab) i) A YR HTPCSKOHA -mAb316P H
B RNHEERERF VIR 5 5905 A EEE T AR X (HCVR) 5 34 9275 7 51 (1) 42 B ) AR
X (LCVR) ; & 765 74| (¥) B 4% H 4R € X 1 (HCDR1) ; &4 785 7 4 {JHCDR2 ; & 45 807 4
[FJHCDR3 ; & 45 845 ¥ 4| i) 42 4 ELAMAR 2 X 1 (LCDR1) ;5 45865 FIIFILCDR2 ; Je & 4 885 [+
HIFILCDR3

St 512 « B AN RAE A R AT AR 3 L AL A, 5004 B R 9 (PCSK9) ThREFR1GPERAR
7| T ) e A S ke T I o ) R, 5 SRR SR v TE TR I (FH) R S 1 28
JIE 25 A BBRIEAE (FDB) f He g VR L A
[0083] & Y i A I 4 = I [3] W2 HIAE (ADH) A& — Fhi UL A Fig AR 2580 , 465 5 i IS LDL
JH [ % (LDL-C) 7K P o I8 5955 ) 5 3 & AF - (Robinson, J.Manag.Care Pharm.2013,19:
139-149) . 5| F2ADH) f 5 W58 38 ARELDLAZ A4 (LDLR 5 5% 5 P e L[ ohie [P ) s B it A4 % g
HHAB (ApoB; Z g M3 I B A BHFEE [FDB]) 58 4F . ADHA W] LA B PCSK9Th RE 3K #5 1 AR
(PCSK9-GOFm) 5|2, (Seidah et al.,Proc.Natl.Acad.Sci.USA.2003,100:928-933) .
PCSK9 GOFmHH I AE )1 % [ADHE o H BT {HR 1 /0 2(PCSK9 GOFm &3, 1y H HIlff R Z%
BAEMRBRIEA EH
[0084] 7 W 4y dhFEAEPCSK GOFmP) s B AN S Mk 73 A K FLlf R R L, 3 S FHAIFDB/E L
B, IR 7 — T [ o A D 1R ~F AT 2 W82 BA BRI 9T o B 9T R XV R AT AR O3 AT T — A
BRIERA, SLBE R T 200 KW T Ry, Herdr 1805 78 vt [ B , 5 16 ZX T 7T Fp O HE AR AR ]

15



CN 113144195 A W OB P 14/38 71

Mo 125 K E )\ANE R GEE B A B % B 22 R E A1 SE ) 7T O
Btk Z 5 CER B AR B E PN D it 22 50k LK Y (PCSK9 LDLR « #1525 1 B £ lg
HHEE) GELAETT H B) MR G FE IRV IT (LLT) 2 15 2E 51 8 16 58 A IR, DA
Jo CVD BRI ZE AR R AR RS o i 3 23 T I, (ONATI ) #4i2 IPCSK9 GOFm &R 25 53k [ Fif 22 7
B 1) 224 T R A2 P (N=2126) J¢FDB (N=470) 3% EE RS A ) L it4r 7
DEHC - LDLRES [Kl S AR 7 VR “BR P I AR (Bt S /INKE P A N/ S5 2R B 0 B 267 A 1 ) S 5%
AF) B “BRR RAR” CRECREHESG N /R K T S BY AL i B 8l T RAR) , L e 7 AB R I
NEIR DL o
[0085]  AHHFLIE AR 1 A & 2005 N5 BT LR 0, Hod ik B L H A R # 4 A  rE E
fr 2% L [E AN SE E F 12K 78 Fh O s 1 1641 (338341, Z:81491) PCSK9 GOF &AL Hi 3, X 4k
BEFL6FA[F A RAR, A 6 Fh L AT A4k 3, 1% 6 DL AT R #5531 GOFm 4y il =2
V4T E48K.P71L.R96C.D12INAIS465L . A HIPCSKY GOFZ AL — i i 34 73 A7 #RAR SR PR, FEA I,
TOH0E 2 (K TAFIB) o LB Q3G FE IR L T2 3% R 224IR215H RS, UL A LT H
AI126FIVAT 8 35 FI30FIE32K 223 (1) .PCSK9 GOFmER (K1 S M B, R4 V897 1
R[] P RTL DL RE [ B 350 7K 743 93 9 3592 v / 4 FH A2 722 58 / 43 Ft o 1 1451 B 35 A PCSK9 AN
LDLRIE K XU EE % & T~ 98 4% , IX 6 2 3% v R 28 VA 7 O I i /K P A 43 LR AR AR R] GOF 2 A% 1) £
HEE, X SRR I 3AIE32K AU E 24 A T RAT B H S — 2.
[0086]  GOFZRAZ LT BT A 4 [ 45 M3k S Ot A it 7 15 (B 2) , 3 B S5 AR F2 B 1)
11 5% A ¢ (BI1B) » — 1M 5, PCSK9 GOFm &R 3 1) IfiL i S % B2 L FHERFDB H 3% 88 ™ &, R
ZIRITIFIILDL-C/KFAEPCSK9 GOFm & 2 H ¢ 1 » TEFDB AR H A AIK (F3) - B Al SR AR A %
R 223697 B I /K 7 5 A3 GOFm B 3 1 I I 7K S 3047 T L ¢« B AR AR ) 6 [R] 9 A8 (1) 8 77
PR E 7 R, HD3TAY MIST27R 55 4 I T 7 5 450™ B, 1 E32K \R2 1 5HANS46 5L 45 77
F AR S A R
[0087]  XtF45 0] ¥4 I PCSK9 3, 53 % A ¥ (IR HIEH , 15 % A I R A E 4 , 22 %
A AP UEHE ; 33 % A b IR BNIK B 5 5~ 30 K A58 949.4 (13.8) % .PCSK9 GOFmE 34
IR R RIS CVD S AR R IAFP AR .

F1A:PCSK9 GOFmE 34 il PRI HCVD 4

AR ELR R KISCHR
DIMERRER, % (N) PCSK9 GOFm FH? FDB®
h k1 33% (126) 33% (1940) 37% (516)
RWIERY, £+SD 49.4 +13.8 48.2 46.6+9.8
A i 45 A 2% (96) - 21% (516)
RIFTFEE, & 62 = =
P25 2 G A 6% (98)
RIRER, £2SD 60.0 + 8.4
REMFEHRI (BE%) PCSK9 GOFm FH® FDB®
Bt R 53% 44% 36%
o ¥R 15% - -
FrJE R 22% 31% 38%

“Tansen et al.,Arterioscler Thromb Vasc Biol.2005,25:1475-1481.
PFouchier et al.,Semin Vasc Med.2004,4:259-264.
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‘de Sauvage Nolting et al.,J Intern Med.2003,253:161-168.

Hanson et al.,Arterioscler Thromb Vasc Biol.1997,17:741-747.
[o088] 55 Hik ¥ —F, PCSK9 GOFm &2 rh i W, 5 [ B T s A R BB (K12) , KA
R EFHRIFDB (G Ak B B I BERERE) 2 A R 1A) o b, 4496 () PCSKOGOFm & 47 L
I PRI 52 5 IX AR S FHATFDB A8 35 SR A0L o et IR Bk 5 (CAD) A& e s LI R (33%) , P ¥k
TRAERY N49.4+13.8% (BI2RIFELA)
[0089]  H4PCSK9 GOFm &35 5554 [ far 2% i L[] W2 1L V8 A B30 408 22 YD FHANF DB AR 35 LU 452, oK
223677 (¥ $ILDL AR B /K1 fEPCSK9 GOFm & Hh ey , fEFDB AR iR (I (R 1B) FHIEH
o, P A Bk R 0 R £ T HILDLIE B T 5 S i T 0 8
FHOLDLIA R AT 285 (R 1B) . EARKEIRIAST (L R fib1T 252690) M3 T PCSK9 GOFnst
H IR, B R 24 HG I 5 AR RE I 2148 B A € A LDL AR [f B 7K~

F1B: FEVEPCSKOTIRESRAF 1 FAF (FGP) S 1 # 5 2 H BER A AE (FDB) , LA &
P94 LDLR “BREE R AR B “BR I RAR” () S M 1 e L] i IUAE (FH) 883 1 R 2238 97 1Y L i
Wit CF-¥£SD) E#%

#8 LDLR 22354246 FH
LDLR“Biffi%¢ | LDLR"E4: %
PCSK9 GOFm | FDB (N= | FifiFH (N= A (N = 25" (N =
(N) 470) 2126) 1398) 728)
i | 3674186
ks 138) 32.1+16.9 28.1+16.5 20,2416 4 26.1+16.5
B 351.9+104.4
AL (2 91044 | 554 84507 | 290.0+82.8™* | 277.3:74.2** | 314.8+928
= e (134)
/53T
LDL-C
(zzgiy | 266821083 | 4oy 0143 30 | 2106476.6 | 206.5:67.3** | 24524862
(108)
)
HDL-C
(g | 94.2£2741 48.7416.2 4644143 | 46.8+15.1™ | 452413.1**
e (108)
41
T6 1 150.6£115.1
(BE7/ OXIST 1 1116655 | 12132762 | 12228771 | 1205+753
iwiw) (196}

5PCSK9 GOF AL 547 F AHLL , %P<0. 05 5 %%P<0. 01 ;%#%P<0. 001 1 1 {515 PCSKIH
LDLRXNEL 54 & T SRAZ K B P HRAE M 2 5h
[0090]  FHAMFDBYE Sk i3 8 U H 52 BE Bt 5145 i (1 AR 4R LDLC/K Y, A LDLR "R SR A8 1)
B BRI TRART ) BB A R I HE 2R LDLCK T
(00911 ELARIUALTT (B4, Ay T SR 254) i K D) T LB PCSK9. GOFm R+ ) i etk
B (E14) L7096 1) 53 341 1 BILDL - C<LO0ZE b / 43 FH () At , (AN 312 % [1) 5 ik 1)<
T0%& 5/ 5y T H A (B5)

gk
[0092]  PCSK9 GOFm T £/™ B [ ADH, 3 HK 84> [ #l R HE(E 8252 Va7 e A FILDL-C
196 TT H A5 A BLEEWT LR IPCSKI GOFAZ {4 K 22 b /) A AR BR » UL T3k &, 9F B
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FIH 3 A T P A O R A AR L B ARGOF A8 WL TR ANPCSK 94w i 7 51, {H AR HFF
FUUESE , D374V S127TR IS AR HE 45 35 1 A 89697 10 P S LDLAH [ B K 1 2 2% & T HAh ir
PCSK9GOF &AL 1) 487 5 - GOF AL As (1) iy B 155 2 BH AR AT RE R B AN [F] N () X P 2R A% o 7E
AHFFE A B0 R T R A SR 5 far 2% R H AS ADH £ 25 3845 45 480 , ¥ R I AR K
B, XFFPCSK9 GOF Z A7 1) Hh P [ 25 2518
[0093]  JRE &M RAR SR M AR E A AR R 1 S T 7, PCSK9 GOFm &8 2 I LDL
O[] e 7K ~F- Sk 3 v T FHAIFDB R85 o FH A8 3 kA 1 57 4%t , 532 BCFHA LDLRAS A 4y A T HE AN 2
(T35 I 1600441) , H A L SR G 80 5 g ™ A% B B = 5 b AH =, FDB AR 35 it AT
A& Hb 8 32 20 TR R 1) 255 28 I BAR AR 3527Q2 B R+ LI SR Rl (095%) o 78 AHF
FiH, ¥PCSK9  GOFm 58 25 155k [ A == 5% I 14 v O ] I of. o v A 50 0 P (b 5 e oK ) FHE V)R
(FJFHANFDB & BEAT T ULHC o 2 T AW L 25 3, ] LAfF HH 4518, % TPCSK9 GOFm#& 24 [y 7™
LR, T EATPCSK GOFm &8 BEAT BB 1 B& AR VA IT o
[0094]  H )5, AN SCH RN B 45 AR BH , ZIE I e 2 70 R ) 1 IRk BB 2 (R RE 2 PCSK9
GOFmI¥JADHIE ) Ji5 , Hff e o Ath 52 52 1 1) S5 B2 A 53 R0 A8 38007 2

SE i 51 3 « A FH B PCSKO B b [ P AR V6 7 5 G € A4 Y 1 153 A P sy 1ML ] I of o
PCSKOTH HE 3145 14 Z2 AR 1) K8 35 1) I PR 560

515
[0095] 7 & Yy o A4 5 1tk i JEL [ L (ADH) £ — /> B 5 A~ PCSK9 3[R 2547 JiE [R T g 345
PERAZ (PCSK9-GOFm) [ 83 HR kAT 1 — T2 MG PR A5 , LAVEAL HTPCSKOBL AR 1) 24383 /1%
Az 4k A 7048 F A BTPCSK O A4 2 AR SCRR AmADb316P (11 FK Aalirocumab) ff 58 4 N
BT B AT 5T A 2 5 H ) R AE LS ADHEEPCSKO -GOFm 3 2 K (SC) 13 S mAb3 16PH 14
HTA], PPAlmAb3 16 PXF IfiL i 1 % 82 i B 1 IE [ B (LDL-C) 7K~ s o B 78 B IR S H [ 2 VT
fiPCSK9-GOFm & : (a) SCYAE HmAb3 16P ] 2 4= 14 FIiN 52 14 5 (b) mAb3 16P 3 HAh 1fn 375 g 5 / %%
HEEE 1 (Apo) 1253030 12 3087 , 46 s L[ e vy 2% i g 2 13 AR B (HDL-C)  JEHDL-C\ %
I 2% BE G & (A IR [E B (VLDL-C) « H i =8 (T6) J#k JEE A 100 8 lE AL R ENEEHE (a)
(LP[a]) ;5 (c) ZIXSCYESImAb316PH 254830 172% (PK) 4HAIE s J (d) B35 5 9 Ji— IR (q2w) 4252
mAb316P . 5 1) 6 2 JEPEHRFAIE o

e e
[0096]  AHFFLH H bR A\ BEZADHFEPCSKO GOFmf) Bt Al 4o vk B 3, SRS 18D ET0 % (£
FE18Z MIT0%) , FETfIER O3 e MR ARA T ik 2 028 K, L MyELDL-C/AKF =707/
3Tt (x 0.0259= /R /FL) , B FH NN AIEENETT B A GOF 548 B35 1 2 A2 SE AT DNA
SIHT IR — AN B ANPCSKOJE IR S8R 1) BB 3, 1% 4l S AR B (R 4w i D374Y . S127RF216L.
R357HELR218S PCSKIHE AR M4 . 7% [ A A W fig T B FhGOF 22 A4 1) H At PCSK9 55 i 5k
DRI (1) S8 NN A 5T S 1344 B S A 7 T 852 250 o
[0097]  AKWFFTINEFRUELD T . (1) 1I8F BT70% (FK18 5 FIT0%) Ky By L1k, (2) A
BHE TS IPCSK9 GOFmIg 5 5 (3) 7EIFIE VAL (Vi1 [ -28 KR &5 -15K]) I &
B2 R e PR IR 16T I B D28 K, MIELDL-C/AK - =702 55 /20 T+ (x 0.0259Z BE/R/TH) s #f
FF W RNIHLDL-CKFARIEIRTT Hbw o ol eI NG T 5 RAFEEAR T () MyTR49,
G MRER KD, (11) TR, Gv) R, (v) o -3MEIIR & (vi) BRI AR 5 (4) 7RI v
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ML [ -28 K& -15K]) I, GRS TS =18.0H.<40.0F 5/ 2K; (6) fEdiik
Vi AL [ -28 R 255 -15K 1) B, 4 I < 15022 K Rk A HLAT 9K IR <9522 Kok ; (6) J&
TTERIF F0 A TR AT AR 322 2 24 /NN P =7 #R A0 AN R aok 2 AR A v R R AR o DA — AR B T VR R T
B2 T 1288 WM 528 W) A1 AT Bl 1. 588 W ZU38  (7) TR TR R CHTE 78 U AL AT 247NN Y
TG TR s (8) IR R AEBEANE TS AT N , PR H O I R AR & g 3l 21488 (9) B IfRag
BEIENE T 12 Vi R FUAH SRR T s K (10) AL I kit R = 15 .
[0098]  AHFFLHIHFBRbRAEMD T - (1) FEFRIE DT (iR 1 (5 -28 R 225 - 16K ]) I, 25 fr8 &2
127N J A5 335 H o = > 35022 50 /40 T (x 0. 0112922 BE /R /TH) + (2) FEFR Ik V7ML (ViR 1
[Z5-28 R&EE-15K]) AT124 HN A ONEEE R S (AL O EVTT-TVER) 5 (3) fEFR L Ui fi
i1 [55-28 R A -15K]) Hi6 HN , A O ZE Bt IR Bk 4 A1 AR g L &48
I~ X A LT 92995 T P e . A B3 Co UL L i B S 255 50 5 (4) TR Ui A (DAL
[ZB-28RAEH-15K]) A6/ AW, B HIAEE A IR AR SO IET 75 50 IR
(00T 0o el B AR A5 (5) BN 5 sh A A 00 52 5 (6) TERIE U5 (DR L (26 - 28 R 222 -
15°K]) B3/ AN, B H2 2 LDLIM AT B AR B9 52 5 (7) ZEmE AR (D51 (5 -28 R &5 -15
K1) B, A 2 HIASEE BB SRR BEAL I 2R 9 (HbAlc) >8.5% ;5 (8) fEFkE Ui (Vi1 [ 55 -28
REH-15K]) B, A2 FARIEECEE (TSH) > 1.5 X IE% A8 _FBR (ULN) 5 (9) 754> T 57 1% D 0L (3540
1[25-28 REH-15K]) i, WR B ZEE (ALT) 2k X R R 2 B (AST) >2 X IEH H LR
(ULN) (Fo¥F A2 1R SEE SR 5 (10) ZEmIE Ui (DML (55 -28 R 2 55 - 15K ]) I, ULER
T2 B (CPK) >3 X IE#{H LR (ULN) (R FEE LRSI =R 5 (LD 2805 s Ehuikia
7L (12) FETRE VIR (U5 AL (26 - 28 R & 5 - 15K 1) Hi 30K P B A 7L 259 22 /54 21 52 11
W (LUK 9 HE) » SV AG FEFR AT 98 2590 00 e PRAEFT 5 (13) % N 288 G 92 il Fs 0 25
(HIV) « LT RT 98 95 5 5 P B AT 2 85 2 PH M 5 (14) 7RI 54E N (BT 8 B RS0 (RPR 13
RS 20 B B JER S B A0) RS e 5B, TR R B2 T IRIT BUR T A R B R B B U4 5
(15) MR e FL I & ; (16) B A4 B B8 HLME AR VR TG B, (B AS JEAE AT 78 309 1) SR B 78 4 dht
ZARE I SR B At (PR 20 e A it B S AR T BT 2N BCE 2 & B, RRE FH O R
2 P B AL T R 2 s T B A s S A IR S L s ok B DIRR 5 B R A A
VEL A B B Sz 5 Bl B 0 o i 2 Y 4 R VR BB IRD) 5 M (L7) B N B Wl Re Al R Ak T
FER: 2 T4 B 35 2 IO FC B TP TT 45 SRR S 0 A AT B2 7 BORS FeIR B0

Wi 544
[00991  ACHHF 5T rp 4 BRI BT 95 25 0 2 mAb 3 16P , FLAE B kA L 1 22 T 10 42 70 33k ¥ ok 2% Y
P IR0 50/ Z T R A U102 BE /RA 2L (pH 6.0) 10.2% (& /MAFH) Fil
FAMENE20 £ 10% (F /AR FERE N 1 B DR AT ST 2 0 HH 1) 77 & %220 915022 5emAb316P,
FRAE 78 VE S 25 0 H AR BN S S A FI7 % i B (1+40. 072 TF) X RGP i H 5
mAb316PUL AL [ 22 & 71, 5% Fl 5 mAb316P[a] R 1 e 75 Be il (B AR PR & 1 o
[0100]  XUEVRI7 AR BT B 70 259035 FREEE K2 (SC) vE5 « TR ihs 256 7 #i18 (LR 30)
BB Wt 52 259035 B R R El_E 8 A 2 R (SC) v 4

Wt st
[0101] B~ B WK 6 s « A7 ST AL B 2 B0 SN BUE 1697 W AR
Vi A AR E A S AN GE-14RZH1LR) 1 H MR EE R4
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AT 482 Fa e AR H B IRIGIT 0 R SCVEANTE , SN 70 BT A B8 14252 5771502
SEmAb316P SCHI4FIL AL 22 &7 (K16) - 2 it 78 i Br & 26 35 #4043 52 477 ImAb 31 6P, &5 4 JA] 1
W= A Ja F#52 55— ImAb316P . £ XUE VA IT AR &5 o1 2 5 , 838 SRt N I Tiihn 25
YEIT 1, LLVEAS SCE S mAb3 16 PR IRLDL - CH & 2 4 1 S 35 A1 o I 78 FF TUbR 2830 I7
R B B2 i — 1) (q2w) 1502 58mAb316P SC, I3
[0102]  ZEGHGEVIA T ALL (45 - 28 R B4 - 15K 1) I, VAL B 2 = 15 755 5 A 98 1 46 41F
TEGN NI FCHIT 252 8 16 97 1 B (R 3R 18 AT 1 2 AR E 1R YT I8 2 /b 28K, Ff 2 gk 4 52 %%
REVATT , BB VLLS (5 155°K)  Uitl15 (B5155K) J5 , BF 90 % AT MR 4 75 B 38 s 1 4 g va
JT o
[0103]  7EZH- 14K, fF & 26 F BT A B3 Yt N N2 B 0 s e R N e —
FISCYES By 22 B AL FL B LR G ZR) , A B L)1 TR L ZRBEAL 70 NAZH (644 &
) BB (T4 EH) AL 1R, BT A B H B AXE 1097 W2 i 7 2549 (mAb316P
B F) B S, B2 R T8 —IR, 22 B B B 55 155K, LLYEAN 72K 22 4 Pk s g
k.
[0104] P B E 4T 5515.29.43.57.71.85 2 99K #2232 W 7T 2454 (mAb316PEE 22 & 7)) « B
H T E113.127 1AV RIL55 K B 11245252 A U5 VP4l o 25K i3 72 8Nt 70 A TR R RF A UE 112
B/KF, HAERR R 5T U5 PR AT A8 /NI 3k 4 Jil 1032 B o 7E T I I, 1) n) 28 25 B AR V6 97 1) o 2 et
[ ANFE, I F U2/ 58 - LARIFUR , B U5 AL v 1n) 2535 B IR VR 7 (0 A A A2k
[0105]  FEXUEWGIT 1, A B ¥4 2 S 3555 ImAb3 16P (1502 % SC) A4 7 22 & 71 (SC)
() : G) i BE YT - 1ARESZSCLEFIEN; (i) RS 1R GELR) , A4 B H
% —FImAb316P, MBAL & 52 —F 2B (1i1) fEEE15.29F143 K, 4 (AZH FIB4) 3
B4 mAb316P; (iv) FEEEETR , A M 252 2R, T BAH 28 % 252 mAb3 16P; (v) FEAET1
K, AZH B3 B ZmAb316P, B B E B2 2 E; (vi) TEEE85 K, A B 252 & 711, T B
YH BB E 2 mAb316P; (vii) fEEE99K , AZH FIBZH I BB 5422 22 L35 s e (viii) pig R 1)
FESE113.127 141 155K 3% [A HE47 B 15 15 40 o
[0106]  FEZE 1R (BEZR) M H 2B 15 RAREFR T T2 Ui AN , 35 R AR MR A 1E 47 PK A3 A7 o 7E T
SE FRTISS [R] 550, 30 SRR MR A AT P2 PRIk~ 3 At

FFhR 2 2 1
[0107] BT A 5E B ViR 15 (35 155°K) VRS 1) B A SR N B Ui 16 (BE211°KR) 2
B A VIM3T 45 H) BT ROPR 2816 7 1 AR TF TR 2836 97 1R, H UL 7 G322 ) iR B
ZUIM36 W TE 45 0R) , AT E B 5 8252 SCIE S mAb316P 1505 , /2 i — IR (£3K) . &
FRF U6 (GE211K) Ui 17 (BE32J8) 118 (GE34 ) Uj#19 (BE36 /&) UifL20 (56
40 ) ~Titi21 (BE44 ) U522 GEA8 ) B k17112, S8 J5 B Ui 23 (5556 J&) A2 B 2 5136
GBITEER) B2 12— IR BE B2 &G — A R A IET0R G E 123 T 5
SEARUTIL (IAR3T) o FEFF AR 296 T BATE] , BB 8252 H AT S mAb316PHI B Il
[0108]  7EFF AR5 I 97 HHIA] , 75 B 50 3 1) 3 4L 2 /R S 56 = PEAl Rk 2 LDL - C/K P i H A <
25250 /0 F+ (0. 652 BE R /L) B R Fa 44 B T e J S b AT M I Rn /8 B o 25 7 222K LDL - Ct
HAE<25%= /7 F+ (0. 65 BE /R /L) R il St 7o 3 o iX — B3 A B mAb3 16 P 7 20K a1t
I PR 512 56 % i K~ AR AT VP A o 1% — 83 AN B P mAb316P 1) 22 4 M 38 ok VAl v6 7 /i
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Ja RKAMIAS R A (AE) , 25T VR4 52 A THARAS  AE PR TE VAR E L o F ] (ECG) Kol PR 3K
B0 = MRV E - 5 I 2 A B 22 PR R T BN (SMT) #E AT REEEVPAh o o I S 25
BrtEFRE A (ICF) AR Ui 37 (W7t 45 5R) HAMRI AL 2615 S

FEARS BT A B EFE P
[0109] MG VAR (AR L (25 -28 2 - 15K ]) &, fERFHR I 12 U ML ¥R AE 2% & J5 LR
A FERSE12/N &) o S50 % 1M i 4 T X A4 35 Wil & HDL - C JEHDL - C LDL - C (LA 33 5 0
LD, UFreidwal d 5 #2445 58) JVLDL-C S RHE B  H v — 8 #IE Bt AL 3R B2 1 B100,
HNEE ABL00/ALLL 2R K Lp (a) o 7EFHEN L6 == MR AR A 25 Ui A0 H , 300 fe 33 S 78 2590
[0110]  phAh, FEFHREVTAL iAR1 [55-28 - 15K 1) M2 (BB-14K) JEE 1R (GELR) (5515,
29.43.57.71.85.99.113. 155K 1i#h16 (BE211K) U517 (5532 8) JiPR18 (BE34 ) v
P19 (36 ) < Uifi21 (BE44 ) M Titi23 (5556 i) E 2 U535 (55200 ) AR 7T Ui FIL Ui
W36 (JEIT 45 W) S UFML3T (B 70 45 o) BR 4 AT £ 1B 78 I, SR AR I MR A BH T B Il A AL
DA o M7 A A DU L FE = s AL B VIR PR A A & VLB A T B S IR R A
ASTALT B 1l BRI « L R i S « s LT 2% L I ] 2 PR R LR Tl PR VA B v - 5 =Bk
LN
(01111 FEfmE i G RRL (56 -28%-15°K]) V1R (B£4R) L £515.29.43.57.71.85.99,
113\ 155K\ URR16 (B8211%) < UiPR1T (BE32 ) i 18 (B34 ) it 19 (BE36 ) \ vith2l
(G448 M VTHL23 (BE56 ) B R VIL36 GATT 45 30 M7 Ui, LA B U P37 (BIFFL 45 )
BUHE AT 28 BRI FT IR, SR AR VR A R AT IR 2% DA o L S 0 X B 46 M 40 2R S i 4 e L
oI AR ) NS R AR O = N RN 5 e G W e 2% vl R N v TN £ 41 DA T
A 290 i, % IR TR A 240 L I 20 R 20 S5 B
[0112]  BR 7 U502 (BE-14K) LA, FEIRIE VA (AL (56 -28 R B 5 - 15°K]) iR L 2 55155
RIFTA ViR, 38 SR8 MR AR EAT LS B B TR VP Ak o b4, 7E 37 28 U5 A0 (U741 (56 -
28R ZEE-15R]) VEE15R VEE165 R AU 21 (5544 J8) B £ ViFI36 (BIT 45 50 W T B B 7t
VI, DL S U AR 37 (RIFF 45 ) BB AT 8 b i AT , I8 R PRI AE AR HEAT PR3 BT o R S A
T 45 < B % B FE  pHE B B RS B T A A L I 4R AR IR AT 2 | 4 R R I
R SR A S 20 20 P o B/ T e LA A Y A b B A B A R TR
[0113]  FEAFFL It A2 A AT 1 F A S 30 == M B 8 AR iR DK CeE XS T B R AE B Re 1 &
P£) \hs-CRPZKF (FE45-14.1.15.43.71.99.127 155K P16 [55211 K] M 22 [ 4548
JA AR E B V36 [VATT 45 - BN — VT VA3 7 [ 5% 45 oR ] B4 i 4% 1 DRI, SR 48) A
PCSK9/K - (MR Ui A0 [V AR L {56 -28 2 - 15K i H 2 U515 [ 58 155K 1 18], Fr & 1 11215
PRI, REE) .

4
[0114]  JEHIBHREESIN T AR 6 L EEW B EAH TE1.15.29 43T LR
mAb316P, 7 25 - 14,5785 F199 K52 L) , 74 B E i Bl 2B (TE5515.29.43. 57185
RIEZmAb316P, 7E 5 - 14 1. TLM99 R 2 ) (WKL)  FrE B B5e i 7 BB 16T
(BHEIIR) A TLEE TR TRV (EEE155K) , HA41344, B4 44 .64 B E R E SN
TR0 TT B, A2 4, B2HA 44 . S I S0 BB TN D Ge it 22 AR 2R AE IR 2B

K2: NOGiit 2z R 2R ik 2
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ON 113144195 A Ww B B 20/38 Tii
A4 B4 i BE
(n=6) (n=7) (n=13)
e
SE{EL (SD) 42.3 (14.72) 46.6 (13.28) 446 (13.54)
i % 425 51.0 50.0
5Mi: foli 25: 63 18:55 18:63
P51
% 2 2 4
'y 4 5 9
N
FIA 5 6 11
R REE 5 0 1 d
£ AR 1 0 1
i
PHE A el T 0 0 0
AEPEIE A R el T 6 7 13
fRE (F30)
‘F¥{H (SD) 82.8 (22.02) 80.4 (16.05) 81.5 (18.23)
i % 80.9 81.8 81.8
/M Al 55:118 60 : 108 55:118
B (JED)
F4{E (SD) 170.1 (10.63) 162.9 (3.34) 166.2 (8.17)
o for % 169.7 163.0 165.0
/ML Tkl 158 : 183 156 : 166 156 : 183
BMI (Toa/~FJ5 2K
T34 (SD) 28.5 (6.60) 30.4 (6.74) 29.5 (6.47)
o {7 4t 26.0 31.1 26.8
/ML Tkl 22:38 2241 22: 41
<30 4 3 7
>=30 2 4 6
% 3 4 7
K 3 3 6
e BT T
fhiTH 24 6 7 13
REFEEF A 3 3 6
HHIR 3 2 5
VURER 29 0 1 1
A R B G 7 0 1 1

[0115]  JEZRPIRRRIE L AN 3T/ o

R FEER PR AL (Y 2
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CN 113144195 A 21/38 Bl
A4 B4 e RE
(n=6) (n=7) (n=13)

LDL-C Al (=557
T+

T (SD)

108.83 (33.837)

144.29 (68.390)

127.92 (56.161)

TRE

93.5

136.0

111.0

I /ME: SR

78.0: 168.0

82.0:284.0

78.0:284.0

LDL-C i 5 4H (=5 4r
S

“EEME (SD)

101.50 (31.905)

137.14 (66.739)

120.69 (54.710)

i 86.00 124.00 101.00
R/ME: KM 71.0:154.0 73.0:2720 71.0:2720
HDL-C (Z£7/5 1)
I (SD) 57.17 (19.447) 50.43 (14.741) 53.54 (16.686)
i 57.50 53.00 55.00
BN ol 25.0: 84.0 22.0:70.0 22.0:84.0
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CN 113144195 A

% FA

22/38 Tl

I HDL-C (ZZ7i/ 47
)

XM (SD) | 124.33 (48.997) 165.86 (75.588) 146.69 (65.736)
3 105.50 147.00 129.00
/ML i MR 79.0 : 214.0 105.0 : 328.0 79.0 : 328.0
VLDL-C (Z£3/4rTF)
P (SD) 22.83 (18.766) 28.86 (14.983) 26.08 (16.393)
e 17.00 29.00 22.00
/ML i o lR 9.0:60.0 11.0 : 56.0 9.0:60.0

HIEE A B100 (25/
27

5 (SD)

89.17 (27.287)

101.00 (15.769)

95.54 (21.732)

Hh iz 51

82.00

98.00

98.00

oM

57.0:137.0

79.0:131.0

57.0:137.0

HIGEA A1 (R
) 1

THE (SD)

136.33 (29.750)

131.43 (30.021)

133.69 (28.738)

Hh 7 5L

139.5

139.00

139.00

BME: KA

90.0: 175.0

70.0: 156.0

70.0: 175.0

TG (ZEw/5TH)

i (SD)

114.33 (94.449)

144.29 (74.047)

130.46 (81.853)

o7 3 84.60 144.00 112.00
Be/MiEL: Bl 43.0:301.0 55.0 : 278.0 43.0:301.0
Q1 61.0 66.0 66.0
Q3 112.0 170.0 159.0
Lp(a) (£&%5/ 43 71)
FHIE (SD) 53.60 (34.442) 43.64 (61.891) 48.24 (49.358)
i 3 56.55 19.40 33.40
Be/MiL: ol 2.0:103.0 2.0:178.0 2.0:178.0
Q1 34.4 10.0 10.0
Q3 69.1 56.1 66.6
g 2P A I RARG 4=
(%)
FH1E (SD) 5.45 6.14 5.82
i far 3 5.35 6.00 5.70
B/MA: B 51:6.1 55:7.2 51:7.2
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HiEE (v 2T 97.7 £10.8 1076 £17.8
¥l DRI 9 sk 0 3
Wi £ 9 sk 0 1 1
W98 2 R #E4T 9 LDLR 4 4 8
FipR] 43 75
HE 45 S w5 A AT AT 0/4 0/4 0/8
LDLR 2 {k
75 2 B AT i 2k 0 4 4 8
[ B LR
R S 5 POAT AT 3R 0/4 0/4 0/8
e 3 B ARk
R HE s S8 5 1
PCSK9 45 {%
D374Y 3 3 6
L108R 1 1 2
R218S 1 0 1
S127R 1 3 4
I T A R 43
SE I PCSKO 28 {4
D374Y 3 3 6
L108R 1 1 2
R218S 1 0 1
S127R 1 3 4

[0116]  ZR4-1THERE T i 70 A2 Hh PNV o7 2EL EL ] 1952 7K ST A0 At S8 F8 A i) AR 4K
R4 : 15K DL R A7 R I LDL - CIl &=:48 - B 7 2 0t

A4 B4
(n=6) (n=7)
FLERVEAL (EETE/ T
FEHIME (SD) 108.83 (41.992) 144 .29 (43.235)
i £ 93.5 136.00
fe/ME: Al 78.0:168.0 82.0:284.0
%15 R, (25050 TH)
T (SD) 4517 126.29
F 7 L 30.00 133.00
/M SRR 14.0:128.0 63.0: 196.0
55 15 Kb H LRI % AL

25



CN 113144195 A W OB P 24/38 T
SERE (SD) -61.90 ( 23.881) -9.26 ( 12.813)
Y 7313 278
Be/ME: kA -84.6:-23.7 -30.9:3.0
p {iL 0.0014** 0.1043
LS ‘FH#{f (SE) -62.48 (8.217) -8.77 (7.575)

LS ‘%R (SE)

-53.72 ( 11.486)

95%ClI

(-79.31 t0 -28.12)

L 22 BRI 9 p fi

0.0009***

55 15 R B EELR R 4a ] B 1L

FEIE (SD) -63.67 (23.771) -18.00 ( 31.937)
HR 7 &Y -69.00 -3.00
fe/ME: Al -96.0:-32.0 -88.0:3.0
p fi 0.0012** 0.1865
LS “FH#{H (SE) -70.08 ( 9.543) -12.50 ( 8.797)
LS ‘EH2=R (SE) -57.58 ( 13.340)
95%CI (-87.30 to -27.85)
of bl 22 A Y p A 0.0015*
5 IAFILDL-Cll & 1H B 28 T 30 % 1Y & L 41l
A4 B4
(n=86) (n=7)
W15 K
n% 5 (83.3%) 1(14.3%)
of b 22 BRI B p fi 0.0291*
AR VAT WA
n% 6 (100.0%) 7 (100.0%)
W —OWE IP % LDL-C M & (A
B UKL T % 30% [t a D
FH{E (SD) 2.40 (0.854) 4.55 (1.806)
o 437 H 2.07 4.14
BUME: BRME 20:41 21:8.1
26 FH 15K DL I B R 2 IR SR A B100 : By 77 Z 0 Ht
AA B4A
(n=6) (n=7)

BBV (/5T
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CN 113144195 A 15‘,

B B

25/38 Tl
R (SD) 89.17 (27.287) 101.00 ( 15.769)
i 3 82.00 98.00
Fe/MiE: BoRAl 57.0:137.0 79.0:131.0

515 Rl (=T

FYME (SD) 42.75 ( 43.404) 99.43 ( 16.501)
e % 26.25 102.00
/M BORAR 17.5:129.0 67.0:123.0
55 15 KRB H HLE I %6 281K
SR (SD) -55.86 ( 30.851) -1.61 ( 7.969)
b7 %Y -71.14 -2.83
B/ ME ;o Rl -79.7:-58 -152:9.7
p fi 0.0068** 0.6122
LS “FHfE (SE) -53.33 (8.678) -3.78 ( 8.008)
LS E¥%E R (SE) -49.55 ( 12.050)
95%Cl (-76.39 to -22.70)
% b2 BRI ) p 0.0021**
55 15 KRB H BELR I 4 A4k
FHME (SD) -46.42 ( 26.622) -1.57 (7.185)
3 5 -60.00 -3.00
fe/Mil: Bkt -68.5:-8.0 -12.0:9.0
p fii 0.0079* 0.5839
LS P (SE) -45.20 ( 7.996) -2.61(7.379)
LS R (SE) -42.59 (11.103)
95%Cl (-67.33 to -17.86)
i bk a2 BRI ) p AL 0.0033**
T 15 RIS LA R R s 9 FEHDL - C: Bl 7 293 #r
AH B4
(n=6) (n=7)
HEERVRAY (T TE)
FHfE (SD) 124.33 ( 48.997) 165.86 ( 75.588)
o 5 105.50 147.00
fe/Mi: f5e kAl 79.0 :214.0 105.0 :328.0
%15 Ryl (254071
T (SD) 59.00 ( 58.100) 149.00 ( 49.605)
i 3 40.00 150.00
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CN 113144195 A W R P 26/38 T
FeME: R 20.0:176.0 80.0 :243.0
55 15 R} R %A 1L
SERIE (SD) -56.93 ( 23.579) -7.44 (13.073)
eh for -65.90 1.23
Be/ME: Al -80.7 :-17.7 -259:36
p fiL 0.0020** 0.1826
LS “F#{a (SE) -56.87 ( 8.217) -7.50 ( 7.575)

LS “FHjz R (SE)

~49.37 (11.487)

95%Cl (-74.96 to -23.77)
%of b s BRI 1 p 1 0.0016**
%5 15 KAF AL L0 ] A8 1k,
FEIE (SD) 265.33 ( 27.090) -16.86 ( 32.657)
o -69.00 2.00
YN 102 -32.0 85.0:50
p M 0.0020* 0.2210

LS ¥ (SE)

~71.30 ( 10.961)

“11.74 (10.104)

LS PR (SE)

-59.56 ( 15.322)

95%Cl

(-93.70 to -25.42)

%of bk 22 B s ) p {i

0.0030™*

28 B 15N LLH A AL 2 0 S EL ] 5% - 1005 22 0

A4 B4
(n=6) (n=7)
LA (=T
L (SD) 181.33 ( 41.8809) 216.29 (78.612)
Ay £ 163.50 201.00
w/ME: BERAE 139.0 :239.0 140.0 :380.0

5515 Kbl (v T

FH{E (SD)

117.67 ( 44.437)

196.00 (50.777)

MOA: S

103.00

198.00

B/ME: O

76.0 :198.0

136.0 :287.0

55 15 K H AR %6 28 1k

FYIE (SD) -35.81 ( 14.546) -7.14 (10.463)
rh i 5 -42.29 -1.73
fe/ME: R -50.8 :-17.2 -245:3.0
p fiL 0.0018** 0.1210
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CN 113144195 A i) 27/38 71
LS “F¥{H (SE) -36.94 (5.203) -6.18 ( 4.802)
LS ‘P47 5 (SE) -30.75 (7.224)
95%Cl (-46.85 to -14.66)
i 22 BRI 1 p {i 0.0017**
5 15 KA { R LRI At ARk
SEHE (SD) -63.67 ( 25.594) -20.29 (34.717)
o £ -63.67 ( 25.594) -3.00
e /ME: KA -94.0 -25.0 -93.0:5.0
p i 0.0017** 0.1731
LS “F¥{H (SE) -70.03 ( 9.579) -14.83 ( 8.840)
LS FHER (SE) -55.20 ( 13.300)
95%Cl (-84.84 to -25.57)
it b iz B R B p 4R 0.0020**
9: 15 RI # R E ABLO0/# MR B HALEL 2 W 7 2240 Bt
A#H B4
(n=6) (n=7)
FEZR VP,
FX{H (SD) 0.71(0.401) 0.82 ( 0.296)
w7 3% 0.57 0.81
/M B fl 05:15 05:1.4
% 15 KiFfh
EXE (SD) 0.37 ( 0.504) 0.80 (0.302)
v for 3t 0.16 0.83
/M B RAf 0.1:14 04 14
5 15 K EH BRI 4%t 2810
EX{H (SD) -0.34 (0.152) -0.03 ( 0.048)
v for 3t -0.38 -0.02
we/ME: e R -0.5:-0.1 -0.1:0.0
p i 0.0029** 0.2082
LS “F#fi (SE) -0.33 (0.042) -0.03 (0.039)
LS P57 (SE) -0.30 (0.058)
95%Cl (-0.42 t0 -0.17)
it b iz B R Y p 4L 0.0005***

R10: 55 15K IS LU AN LRI LDL - CTH55AH - 7 22 73
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28/38 Tl

A
(n=6)

B4
(n=7)

LRV (T T

FHE (SD)

101.50 ( 31.905)

137.14 ( 66.739)

L

86.00

124.00

B/ME: O

71.0:154.0

73.0:272.0

& 15 Rkl (/a7

SERE (SD)

39.83 (38.175)

119.71 (47.853)

L

29.00

116.00

/M R

11.0:115.0

57.0:205.0

5 15 R H LRI % 28 b

EHE (SD) -63.82 (23.896) -10.72 (9.863)
v % -71.90 -6.56
fe/ME: Rl -87.0 :-25.4 -246:1.4
p {ii 0.0012** 0.0283*
LS M (SE) -63.82 ( 7.829) -10.71 (7.215)

LS ‘%R (SE)

-53.11 ( 10.962)

95%ClI

(-77.53 to -28.68)

R L2 BRI Y p A

0.0007***

55 15 RI HRLR IR a1k

FH{E (SD) -61.67 ( 24.130) -17.43 (23.358)
oy $ -63.50 -8.00
fe/ M dRAR -97.0 :-32.0 -67.0:2.0
p {iL 0.0015** 0.0958
LS “FHff (SE) -66.79 ( 8.360) -13.04 (7.704)
LS ‘%% (SE) -53.75 ( 11.706)
95%Cl (-79.83 to -27.66)
S b R 1Y p i 0.0010***
Fe11: B 15 KAT LLUH LA 78 IHDL - C: By 5 22 3 At
A4 B4
(n=6) (n=7)

VP (R T

YA (SD) 57.17 ( 19.447) 50.43 (14.741)
o {57 B 57.50 53.00
fe/ME: A 25.0: 84.0 22.0:70.0
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29/38 Bl

915 R (ZEvaianTh)

FHE (SD) 58.67 ( 22.624) 47.00 ( 15.144)
e 58.50 47.00
fe/ME: B A 22.0:92.0 23.0:72.0
55 15 Ry H AL % A8 1L
R (SD) 1.40 (13.481) -6.45 ( 7.948)
rp {37 % 8.46 -10.95
T/ ME: fr i -19.1:11.6 -14.9:34
p fiL 0.8088 0.0754
LS ‘¥t (SE) 1.04 (4.631) -6.14 ( 4.280)
LS ¥R (SE) 7.18 (6.376)
95%Cl (-7.03 to 21.39)
it e 2 IR 1 p AL 0.2864
55 15 K} [ R i 4 v AR 1L
EHE (SD) 1.50 (8.118) -3.43 (4.237)
e (37 % 5.00 -6.00
foerME: A -13.0: 8.0 -8.0:2.0
p i 0.6698 0.0761
LS “FH#{H (SE) 1.33(2.710) -3.28 (2.505)
LS ‘2R (SE) 4.61(3.731)
95%Cl (-3.70 to 12.92)
X EE 2 BRI Y p {E 0.2450
F12: 15K DL R B4, RN VLDL - C - B 7 2 70 Hr
A4 B4
(n=6) (n=7)

LR VPN (RETSYTE)

THE (SD)

22.83 ( 18.766)

28.86 ( 14.983)

AOA

17.00

29.00

B/ME: BKAE

9.0:60.0

11.0: 56.0

915 RiFfh (ZE5e/7r7t)

M (SD)

19.17 (20.721)

29.29 (12.919)

i £k

11.50

34.00

BoMA: wKfE

8.0:61.0

12.0:44.0

55 15 KI B ALY % 2k
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SEHE (SD) -23.67 (17.608) 6.56 (27.208)
o7 3 -28.09 10.71
f/Mi: Skl -463:19 324:373
p fid 0.0216* 0.5474
LS “FHfi (SE) -23.81(10.089) 6.68 (9.328)
LS “F¥2 5% (SE) -30.49 (13.866)
95%Cl (-61.38 10 0.41)
ot H 22 REAIR 1 p AL 0.0526
515 i 5 AL LR L X AR AL,
X (SD) -3.67 (3.204) 0.43(10.612)
VT -4.00 1.00
T /M il 70:10 -18.0:11.0
p 1L 0.0379" 0.9184
LS 4l (SE) -4.02 (3.423) 0.74 (3.165)
LS I ZR (SE) ~4.76 (4.705)
95%Cl (-15.24 10 5.72)
sof b 22 B0 1Y p AL 0.3355
R13: 15K DL A RN #UIE R AL Bh 7 2t
AH B4
(n=6) (n=7)
HEER VR (ZZTE/ )
R (SD) 136.33 (29.750) 131.43 (30.021)
3 139.50 139.00
Be /ML fe KA 90.0 :175.0 70.0 :156.0
§ 15 R (ZEw/orTh)
SEHE (SD) 141.17 (30.954) 134.57 (34.278)
7% 138.00 143.00
Br/Mi: dRAf 93.0:181.0 74.0 :1185.0
15 KO EAEZR I % A8 b
SEHE (SD) 3.96 (9.820) 2.40 (9.099)
Ay % 5.81 0.00
S ol -145:134 5.6:20.9
p i 0.3690 0.5118
LS FHIfi (SE) 4.05 (4.023) 2.32 (3.724)
LS ‘Y% R (SE) 1.73 (5.493)
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95%Cl (-10.51 to 13.97)
%of bt 2 BRI 1 p L 0.7593
&5 15 K R 4 A4k
Y (SD) 4.83 (14.162) 3.14 (13.545)
w7 8.00 0.00
/M A -22.0:17.0 -7.0:32.0
p fil 0.4413 0.5618
LS A (SE) 4.85 (5.934) 3.13 (5.492)
LS ‘P57 (SE) 1.71 (8.101)
95%Cl (-16.34 to 19.76)
%of bt 22 B Y p i 0.8366
F14: 515 RE DL R KRR BTG : 2 TR W 5 2 0
A4 B4
(n=6) (n=7)
REZB AN (ZETIATR)
rh 7 8 84.50 144.00
EHE (SD) 114.33 (94.449) 144.29 ( 74.047)
Q1: Q3 61.00 : 112.00 66.00 : 170.00
fe/ME: I Rl 43.0:301.0 55.0:278.0
915 Kl (Ewlia T
o1 o7 % 55.00 167.00
SEHIE (SD) 95.83 (104.519) 146.71 (63.560)
Q1: Q3 41.00 : 76.00 72.00: 199.00
He/ME: Rl 41.0:307.0 62.0:221.0
5 15 Ry AL % AL
rh 7 H -27.87 12.90
FI{E (SD) -23.12 (17.921) 7.29 (26.985)
Q1: Q3 -33.33:-6.12 -27.22 :29.69
BeME: B -456: 2.1 -31.5:380
p 1 0.0625 0.5781
Stof L 2 SR B 1 22 S op Ao £ -40.77
St bz BRI 1 p i 0.0461*
95 15 KA [ FELR N0 £ ARk,
v oy % -21.00 7.00
EHE (SD) -18.50 (17.524) 2.43 (51.807)
Q1: Q3 -36.00 : -2.00 -43.00 : 51.00
B/ME: ol -37.0:6.0 -88.0 : 55.0
p i 0.0938 0.6875
of Lt 2 bt 7 s 1 22 S e A -28.00
if bt 22 BRI Y p L 0.2125

R15: 15K AR AN R /RHILp (a) « 2 TRRI B I7 200 M7
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A4 B4
(n=6) (n=7)
BELRIEAS (ZETITE)
A 56.55 19.40
SEHIfE (SD) 53.60 (34.442) 43.64 (61.891)
Q1: Q3 34.40:69.10 9.95:56.10
YN S| 2.0:103.0 2.0:178.0
%15 Rk (F5/aTH)
rh i 37.15 13.00
EE (SD) 42.13 (33.902) 47.04 (73.443)
Q1: Q3 16.60 : 77.40 8.95: 57.60
/M Bl 2.0:825 2.0:208.0
% 15 K EH AL %2810
rf 7 4 -20.95 0.00
SEHE (SD) -21.78 (28.592) -4.26 (15.382)
Q1: Q3 -40.70 : 0.00 -10.05:2.67
BeME: Rl -64.3:16.2 -33.0:16.9
p fiL 0.1250 0.6875
of Lt 2 et 7R S 1 22 S e A R -20.95
o bl 2 BRI ) p i 0.1317
55 15 K [ RELR I s 281k
rh 437 -14.60 0.00
FH{H (SD) -11.47 (14.622) 3.40 (12.001)
Q1: Q3 -20.50 : 0.00 -1.00: 1.50
U R PN | -29.9:10.8 -6.4 :30.0
p fiL 0.1250 1.0000
st b s B 70 174 22 S v A7 B -14.60
i Lb A2 R 1Y p 0.0999

[0117]

FE_ER &R A (83-14) , [1]1 3R plE AL 0 I B A LG 0 A5 B Y o % Ltk Stk PAE 7

W7E0.05.0.01F10. 001 /K FEE G it %= X,
HF 5 R FP LDL - CoK P i) AR A R FE AE 2R 16 .

[0118]

(SD) ]

16 : 78 %I 8] fLDL-C/K~F B R 26 1 AR b [FUE R & AN FLDL-CZ 5w/ =T+
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A#H B4 R BE
(n=6) (n=7) (n=13)
Hee 108.8 (33.84) 125.9 (43.64) 118.0 (38.83)
w2 452 (41.99) 60.4 (28.54) 53.4 (34.71)
EE AR -63.7 (23.77) -65.4 (38.21) -64.6 (31.08)
EE A ER e -61.9 (23.88) -49.9 (27.96) -55.5 (25.83)
% 4 41.8 (37.38) 54.7 (34.10) 48.8 (34.76)
EEZANEA -67.0 (21.65) -71.1 (37.16) -69.2 (29.84)
H A2 1 4 be A8 b -64.5 (21.80) -55.9 (26.57) -59.9 (23.89)
%64 32.2 (15.69) 419 (17.84) 37.4 (16.94)
EE TR -76.7 (27.84) -84.0 (41.67) -80.6 (34.72)
H BEZR 1 o b AR L -69.9 (14.53) -63.3 (21.22) -66.4 (18.02)
%8 J4 31.3(14.72) 33.1 (27.09) 32.3 (21.40)
EE AR -77.5 (34.86) -92.7 (24.42) -85.7 (29.44)
H BRI o AR -69.5 (18.01) -76.5 (14.85) -73.3 (16.08)
%10 4 55.8 (26.84) 76.1 (40.68) 66.8 (35.20)
EE TR -53.0 (34.44) -49.7 (51.24) -51.2 (42.54)
EE AN A -47.5 (27.38) -32.1 (42.40) -39.2 (35.71)
12 4 41.2 (24.59) 49.9 (19.92) 45.8 (21.69)
B2 AR 4y, -67.7 (35.99) -76.0 (43.67) -72.2 (38.88)
H 3R 1 H 43 AR -61.0 (26.41) -56.2 (21.53) -58.4 (22.99)
@14 14 81.0 (37.23) 54.2 (23.22) 68.8 (33.24)
EE TSR -27.8 (35.19) -61.2 (56.00) -43.0 (46.66)
EE TR LA -25.2 (30.70) -43.6 (39.28) -33.6 (34.36)
516 J 104.8 (43.14) 99.1 (49.50) 101.5 (44.96)
EE TSR -7.2 (18.71) -26.7 (39.92) -18.6 (33.13)
EE G % -8.2(20.21) -18.5 (27.93) -14.2 (24.53)
W18 4 118.8 (63.28) 97.4 (40.13) 107.3 (50.96)
EE EAE 10.0 (30.61) -28.4 (41.39) -10.7 (40.55)
EE AR e 3.9 (23.96) -16.9 (33.08) -7.3(30.04)
5 20 A 108.7 (60.67) 109.9 (49.34) 109.3 (52.45)
EE TR -0.2 (31.42) -16.0 (36.83) -8.7 (34.02)
SR A A -5.3 (29.42) -9.9 (26.27) -7.8 (26.67)
%522 Ji 106.7 (63.56) DR E e
EE TR -2.2 (33.01) T oA
ERE LR I 2 LR -7.5(29.13) TR T H

2217 :mAb316PYE YT 8 i J5 A B2H Ha 34 FE 1 I S Fe A%
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He mAb316P J&J7 8 J§
A4 (N=6) BA (N=7) WAEH (pfE)
-C CIEAf, 2274
'}E)L C WL, *E5e/o 108.8+33.8 144.3+68 4 32.3+21.4
EE A -73.3+16.1 (<0.0001)
HDL-C (Z£33/4+TH) 57.2+19.4 50.4+14.7 55.8+18.0
H BE LR 1 % B L 7.9+13.7 (0.0603)
Hi =8 (Zw/rh e _ : :
HIQR]) 84.5(61.0:112.0) | 144.0 (66.0:170.0) 64.0 (42:86)
HARLLR 1Y % AL -37.8 (-46:-27)
(0.0002)
o A B A
;{I_"P L-C (AR, =50 22.8+18.8 28.9+15.0 14.4+8.1
H 222 1Y % Ak -39.5+17.5 (<0.0001)
Ty =
}Ji‘_}_i”j“ | B-100 (RER/57 89.2:27.3 101.015.8 32.4%15.3
EE e -65.0+16.6 (<0.0001)
'['Kpl(g )( 197t 56.6 (34.4:69.1) | 19.4 (10.0:56.1) 11.9 (4:51)
H 521 % L -43.3 (-65:4) (0.0020)

[0119] P& 1344 s 558 B M fig /K ~F (LDL-C.#k I & B TG HDL-C. # I &5 (9 A1 FLp
(a)) H B H 73 b A2 RS 72 B 7 o AS[RDVA I 2H A& FhGOFm A FELDL - C A 5 PCSK97K
AR R ERS- 11+,

B/ g
[0120]  ZNAHE TR B3 CPHERR44.6 %, FELRI P IJLDL-CN127. 92 5/ /3 FF) 4T
PO FASE] IPCSK9 GOFZ84% (L10S8R.S127R\R218SHID374Y) . T A5 i ¥ 58 i T AW 5T i X
B (R 14R) fre v 3 (B 522 ) .
[0121]  ARHF5T RN, i FHmAb316P J5 2 35 P AR 1 P 2 It 2 I PCSK9 GOFm &34 I LDLJH
[i] fi 7K ~F , i EL I 45 S5 5307 23 PCSK O PR B A A R T FH 5 14 o 3 3ok SR FE BT 1) A0 435 Bl AL 22 B 771 3
NIRRT, AT USSR B 44 BB 3 1) 22 A M R0 08 d 5 [R) B 75 2R AT LA BL AmAb 3 16 P Al 22 Ji
1) o 2RI Ay 12 & 1) 22 et 75110 HE T 49, i FImAD316P J5 1 2 5 PR AR 1 #1558 1 BAI H il = g
7K R ), TE 552 ], LS JE 2R 17 25 B% (mAb316PX Eb 22/ 7)) N :LDL-C 53.7% %,
HEEEAB 49.6% AEHDL-C 49.4% .\ MAH[EEE30.7% 38 5 A B/ g E HALEL 0. 30 (pfE
$1<0.002) .alirocumabii 7 8J& J& , £ X A Z ik E M H L STt B8 T H R IR
SILp (a) FIRRAR 2 B AR B KT R B o A 697 — B A R UF (T 52 14
[0122]  EARPIA RAZHENT 1 #REIT A SO, ABFRATT B 7 25 S 3R B0, #5731 AN [F] GOF R AR
(1) K5 55 R LDLJH ] ez e AR 14 3 B2 mT A5 Bl 22 3, IX ] g Hal i rocumab 4 24 )5 ¥ 25 PCSK97K ~F- %
AT 2 AH G
[0123]  ACHHF 9T 3F SZmAb316P A B2 il A FH PCSKO Iy BE 3K 151tk 5748 5| it i Yt 4k S ik v O[]
W AR 1R A3 IRV 9T IR T
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[0124] A BH 22 308 B AN 52 A S P ik o St 7 2 IR BR i o S B b, B 1 AR ST IR 1) 58
T 77 ZE A1 s 0T AR B it JE R S I ORI 5 B T B U RN ], AR B 2
MBSO A AR 15 B T o 1% 4B O AR 8 T BT B R ZE SRV L

KRR TT R

YR TT i Yt A S P 5 O ] B RE (ADH) F 77k, bz 77 v A 15 1 B AEPCSK9 3
DAL B — A B8 9 A S5 A5 32 IR Hh 5 717 T RE SR 15 14 9848 (GOFm) F) R, JF 45 JE 3 it F & PCSK9
NI 2 H 5D -

2. AR T REEVTHTIR 2 J51k , Horh iR GOFmg A% & 5 2 L R B 49 it PCSK9 AR Ak
B ZE RIS % H HVATE32K.D35Y . E48K P71 L R96C.L108R.S127R.D129N.R215H.
F216L.R218S.R357H.D374H.D374Y.S465L JZR496WLH Al [ —2H 525 .

3. AR TT B ITFTIR 2 J77k, Horp FriRGOFmém i & A & L R B 49 it PCSK9 AR Ak
B %SRS %k H HS127RF216L \R218S \R35TH M D374V 2H il [t — 4 5847 .

4. AR T R B 3T AT — TUFTIR 2 512 , Fo v 78 Bir i & A PCSK 90 i1l 771 1
= 2520 A it FH 22 10 AR LK LDL - C/K P i TS T 4702 58/ o JH it — D ¥ i3

5. W AR T R B ATH AT — TUAT IR 2 715, Hodr Biv i £8. 35 76 BT b & A PCSK9
PO FFR B2 25 41 & Wit F -2 B A/ 82 11, IE AR 3252 1 S B RV IT

6. GNHE AR TT R EAS TR 2 771, o Fridk 8 5t B TR Va7 i B AT T 2R 254 KA
Bk UL, DR VRIS o - 3R TR LA S RE BRI i v T T i) — L ARG 9T

7. AR T R BT ATA — I IR 2 775, Ho A 75 Fridk 2 48 PCSK O il 71 (1)
I 245 40 & it FH 2 BT, KR4 S A ST e 5 (BMT) K18 052 /S F 7 K it — b ik ig 3,

8. WNHEE AT R BT IR AT — T I8 2 75325, Fo A BTl PCSK 941 i1l 1) /2 55 PCSK9
R A PR PR S A B B

9. AR T R HSIFTIA 2 J5 i, H BT iR B2 25 4H & W60 F 2022 3 22 2002 b Firid
PCSK9#I i 1] o

10. AR TT REEIWTIR 2 T, b iR R 25 H & W8 5 502 v 2 150 = 5 it
IRPCSKOF 15 o

L1 nEe AR TT R 10T R 2 771 , e B [ 245 4H & W) A0 5 502 v T iR PCSK 94!
il 71 o

12. WEARTT R V0T FR 2 TJ71% , Horh Bk [ 25 4H & M)A 5 75 2 5 T iR PCSK9#)
il 71 o

13. iR TT R 10U IR 2 J73% , Hoh pirid = 245 2H & )65 100 = 52 I ik PCSK9
) o

14 WEAR T R E 10T TR 2 J7i% , Hip Brid & 25 20 & W) 5 150 %2 3 Fri& PCSK9
) o

15. AR TT 2568 & 14T R ARAT] — T IR 2 J7 %, Herb B ik Ak sl L Hi R 45
BB ATHCVR/LCVR L R - 71 5 1) 2% AN 2 BECDR , 1ZHCVR/LCVRE LR /7 51 %ot 1%k 5 e 41 %6t
90/92F1218/226.,

16 IR T R ISTITIR 2 J7 i, b Frid bk sl Ky i g6 & R B & B 7
511'5220.222.224, 228230 F1232 ) 4 A2 5ECDR LR 41 -
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17 R TT R L6 TR 2 J7 i, b Frid bk sl Kyl i & & B & 5 A 7
H1'5 8218 LR 17 41 IHCVR 2 & 7 41 5 226 ) A R BR S 7 H1IFILCVR..

18. W ARTT R ISWUTIR 2 71, b Frid sk sl KR 45 & v Be B & 41 5
NT6.78.80.84 .86 F188 1) B 5 A FECDRZ LR [T 51 -

19. IR T R 18TITIR 2 J7 i, Kb Frid bk sl Kyl i & & B & 5 A 17
F1'5 900 IR ST FITHCVR & & 17 515 R 9201 S B IR ST HIIFILCVR

20 WNFEAR T REESTUAT i 2 Ty i, Forp i Bk s 40 iR 45 & v BOAA, 15 B2 4 AT
R BECDRE LR 7 HI I HiAk 5PCSK9 L [R]—RAL &5 &, 1% B B AR BECDRZE LR /7 41 1) A
HF515220.222.224.,228.230/1232; 576 . 78.80.84 .86 #1188

21 NEAR T R8T FTIR 2 J7 1%, Hop BT iR PriR = B 45 & Fr B At 5 PCSK 94,
Ay, 50 F R BECDRE LR /7 FI I BiAk 36 4 , % B 5 AR BECDRE LR 7 | LA 7
H1145220.222.224.228. 2301232 ; 576 . 78.80.84 .86 188

22 MBI T R8T FTIR 2 J71% , Hp BT iR PR s = B 45 & Fr Bt 5 PCSK94h
A ) S 7S pHAR SRR AE

23 INEEAR T R 22T IR 2 77, Horb i i iR s H iR 45 & 1 B A H Ve pH ok
PF T S5PCSKOM 45 o L R B MEpH 2R A s o

24 VR H YL b R S5 1 v RE I B IMLRE (ADH) [YR 9T )5 %, Horh Bk Va7 O R Rk
FEAEPCSKOAE PR 1) — A~ B YA S A7 D] rh 4857 D RE 34T 14 €48 (GOFm) 1Y 285, I 45 A 5 Tk
F 22 770 A PCSKOHM il 77 1) = 25 4L &4, Forb v i 25 77 DASGE B DA — 2400 258 1Y) 45 24 40 %6 it
FREE AR E IR V= IR — RS kB — IR
— IR BT IR

25 WNEORTT R 24T IR 2 77325, Horb T il GOFm& b 25 A5 2 B iR B #8 1) PCSK 9 A%
EE,Z R IR B ik H H VAT E32K.D35Y.E48K.P71 L.R96C.L108R.S127R.D129N,
R215H.F216L.R218SR357H.D374H.D374Y.S465L K RA96WLL i ft) —2H RAE o

26 . GNERTT R 24T IR 2 77325, Forb T il GOFm& b 25 A5 2 B iR B #8 1) PCSK 9 A%
B E %R LR B %k H HS127R\F216L R218SR35TH & D374V 4 I — 4 28 3% .

27 WNEORTT 2524 8 26 U ATAT] — BT Id 2 J77% , e A8 i 25 PCSK 9411 i) 7
¥ = 25 41 & Wi FH 22 Wi, AR T LDL - CoK P T B SE T 9702 5 /oy FHim it — D ik £ 48
Ho

28 M AR TT SR 24 B 2T ATATT — Wik 2 J7 3, o ik B E £ ik 5 A
PCSKOHIHil 771 1) B 25 41 & W 26 — Vit F -2 B AL/ 82 11, IEAE 352 1 S BRI T

29 WHAR T A28 TR 2 732, o Bk 15 5B IR v 7 i B B AV T 2R 259 K
FEROK DL DR R VIR o - 3HR R IR DA S AR B W i v 7 2L R ) — A B& R VR T -

30. QAR TT S 28 24 B 29T HRARART — AT IR 2 77325, FLrb 8 ik 5 PCSK 94 1] 771) £
P 24540 G 56 — Uit FH 2 117 AR B4R & HR 4 (BMD) K T-18. 0T e /~F 5 K gk — 2D i %

31. WL ARTT 2B 24 B 30T AR AT — T I8 2 7325 , o pir iR PCSK O 1) 571 & 5
PCSKOHF 1 45 A M U IR B L B R 45 & v B o

32. WA TT REE3LIUIT IR 2 7732, Horh ik R 245 20 A W) B 5 20 =2 v 22 2002 v il
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IRPCSKOH 1|7 -

33. WH AR RE32W iR 2 J7 vk, Forh iR R 540 &8 & 502 70 2 1502 70 fir
IRPCSKOH 1|7 -

34. W AR T REISTATIA 2 Tk, Forh BT ik B2 25 40 & W08 5 502 73 T iR PCSK9 I
57 o

35. W AR T REEISTATIA 2 T ik, Horh T ik B2 25 40 & W08 5 752 7 T IR PCSK9 I
57 o

36. W AR T RE33TATIR 2 J7 vk, KA priR & 25 4H &6 & 1002 50 fiT il PCSK9
a5

37. WF AR T7 REISWFTIR 2 J5 v, Horb Frid 5= 245 20 & WAL 5 1502 73 fIT iR PCSK9
a5

38 MNFE AR TT S B3 B 3T ATA — TP ik 2 J7 %, Horh ik Higk sl H it R 45 &
Jr B S HCVR/LCVRE R R J7 41 6t 1) 26 4k AR BECDR , 1ZHCVR/LCVRZ R 7 51 % ik H 7 41
X190/92F1218/226

39. N ARTT SRR I8T ik 2 J7 %, Horh rid ik s i 455 B & B A
511'5220.222.224.228 . 230 F123 2] 4 A2 5ECDR LR 41 -

40. MEARTT RE3WT iR 2 7, Kb A ik sl KR4 & BB &5 A
H1'5 2181 EEIR T FI HIHCVR I & 7 31 5 N 226 1) R TR [T B1] [ LCVR .

41. EARTT REA3BWT IR 2 Tk, Kb A fiik sl Kbt R 5 & B & Bl
¥11'576.78.80.84 86 F188 1) H 4k F 2 FECDRZ LR T 41 -

42 . MEARTT REANTT IR 2 T76, K rid ik sl KR & BB E 5 H
H1'5 90 2 EE IR 7 B IHCVR I & A 7 81 5 9920 A R 7 F1 I LCVR..

43 . MEARTT RAVWT IR 2 T7 i, o ik Juik sl bt R 45 & 7 Bo Al 5 Sk
AR FECDRZ LR 7 A Pifk SPCSKI L1 [l — R AL 45 &, % H BE AR FECDRZ L IR T 41 B
HFH15220.222.224.228.2301232; 5(76.78.80.84 .86 1188,

44 ANFEEARTT REHEILIFTIR 2 T7% , Horb B id Ak sl LR 456 Fr BXAE 5 PCSK94G
G, 58 HEE AR EECORZ LR 7 4 [ Puik 56 5+ , 1% 3 BE AR BECDRZ L R 7 51| 2L A 7
H1145220.222.224.228. 2301232 ; 576 . 78.80.84 .86 188

45 ANFEEARTT R AL IFTIA 2 7%, Kb Frid ik sl LR 456 Fr BXAE 5 PCSK94G
A i 7R pHAR A PR EAE

46 . MHELART7 ZAAS WP IR 2 T71% , Hoh ik ik sl H Bt R 456 BOE Hh MpH 2k
P~ 5PCSKOI & &2 Al I L AE B PEpHAR A R e o

AT BRI R 77V T IR0 BB R G A I 1 v IE ] I ifAE (ADH) 2% & i ADH
AR B 32 3R %7 RS« (a) IRNIE AT FMRs 58 PCSK9 D) RE 3R 15 1% R AZ (PCSK9-GOFm) 1]
5 BIADHERF ; & (b) ik 51258 — B A M2 90 R 5% i 2 75 A PCSK9 - GOFm;
HApR s — A2 A 20 R 1 F AR 72 H A7 AEPCSK9 - GOFm 1 A 78 3 6 5K R A 1 A
ADHEL A5 ¥ 5 ADHFR) XU

48 . W AR T R EBATIR IR 2 51, Horp Bk PCSK9-GOFmidk [ V4T E32K.D35Y .
E48K.P71L.R96C.L108R.S127R.D129N.R215H.F216L R218S.R357H.D374H.D374Y.S465L K

T

T

T

T
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CN 113144195

A

FF

5l %R

1/281 11

ERIES
<110>

Hii 2 R A 24

<120>FEPCSK9ThfE

<130>
<140>
141>
<150>
<151>
<150>
<151>
<150>
<151>
<160>
<170>
210>
211>
212>
213>
220>
223>
<400>
caggtc
tcctgt
acagga
ggctcece
caaatg
gaggta
210>
211>
212>
213>
220>
223>
<400>

7007A-WO
(RE{EpS

P ) H 175
61/828,730
2013-05-30
61/889,553
2013-10-11
61/901,212
2013-11-07
765

T Windows 4.0} JFastSEQ&X -

1
351
DNA

NILF5)

=
1

cagc tggtgcagtc
gcag cctctggatt
aaag gtctggagtg
gtga agggccgatt
aaca gcctgagagc

ccct ttgactactg

2
117
PRT

NILF5

=
2

tgggggaggce
tactctaagt

ggtctcaget
caccatcacc
cggggacacg
gggccaggga

ttggtacagc
agttacgaca
attggttcta
agagaaaaag
gctgtgtatt

accctggtca

I R A 18 e o A S 1 v JEL T I L AE (0¥ 97 v

ctggggggte cctgagacte 60
tgcactgggt ccgeccaatct 120
ccggtgacac atactatcca 180
ccaagaactc cgtgtatctt 240
actgtgtaag agaggggtgg 300
ctgtetecte a 351

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

1

10

15

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

20

25

41

30



CN 113144195 A

F 5 =

2/281 I

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

Arg Glu Gly

Val Thr Val
115
<210> 3
211> 24
<212> DNA

Trp

Gly

Thr

Ser

Trp

100

Ser

213> NLR5

<220>
<223> BRI
<400> 3

Val

Ser

Ile

Leu

85

Glu

Ser

Arg Gln Ser Thr Gly Lys
40
Thr Gly Asp Thr Tyr Tyr
55
Thr Arg Glu Lys Ala Lys
70 75
Arg Ala Gly Asp Thr Ala
90
Val Pro Phe Asp Tyr Trp
105

ggatttactc taagtagtta cgac 24

<210> 4
211> 8
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 4

Gly Phe Thr Leu Ser Ser Tyr Asp

1

<210> 5
211> 21
<212> DNA

213> NLR5

<220>
<223> AR
<400> 5

5

attggttcta ccggtgacac a 21

<210> 6
211> 7

42

Gly Leu Glu
45

Pro Gly Ser

60

Asn Ser Val

Val Tyr Tyr

Gly Gln Gly
110

Trp

Val

Tyr

Cys

95
Thr

Val
Lys
Leu
80

Val

Leu



CN 113144195 A

.1l

3/281 T

<212> PRT

213> NLR5

<220>

<223> E R

<400> 6

Ile Gly Ser Thr Gly Asp Thr

1

210> 7
211> 33
<212> DNA
<213>
<220>
223>
<400> 7

gtaagagagg ggtgggaggt accctttgac tac

<210> 8
211> 11
<212> PRT

5

NILF5

=i

213> NLR5

<220>

<223> E R

<400> 8

33

Val Arg Glu Gly Trp Glu Val Pro Phe Asp Tyr

1

210> 9
211> 327
<212> DNA
213>
220>
223>
<400> 9
gacatccaga
ctctcectgea
ggccaggcectce
aggttcagtg
gaagattttg
cctgggacca
<210> 10
211> 109

5

NILF5)

=i

tgacccagtc
gggccagtca
ccaggctccet
gcattgggtce
cattttattt

aggtggagat

10

tccagccacce ctgtctgtgt ctccagggga

gagtgttagc agcaacttag cctggtacca
catctatggt
tgggacagag
ctgtcagcag

gcatccacca gggccactgg
ttcactctca ttatcagcag
tataataact ggcctccatt

Ccaaacga

43

aagagccgcece
ccagaaacct
tatcccagcce
cctgcagtct
cactttcggce

60

120
180
240
300
327



CN 113144195 A

.1l

4/281 I

<212> PRT
213> NLF
220>

223> E K
<400> 10
Asp Ile Gln
1

Glu Arg Ala

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

Phe Thr Phe
<210> 11

211> 18
<212> DNA

¢l

Met
Ala
20

Tyr
Ser
Gly

Ala

Gly
100

213> NLR5

<220>
<223> BRI
<400> 11

Thr

Leu

His

Thr

Thr

Phe

85

Pro

Gln

Ser

Gln

Glu
70
Tyr

Gly

cagagtgtta gcagcaac 18

<210> 12
211> 6
<212> PRT

213> NLR5

<220>
<223> AR
<400> 12

Gln Ser Val Ser Ser Asn

1

<210> 13
211> 9
<212> DNA

5

Ser
Cys
Lys
Ala
55

Phe

Phe

Thr

Pro
Arg
Pro
40

Thr
Thr

Cys

Lys

Ala
Ala
25

Gly
Gly
Leu

Gln

Val
105

44

Thr
10

Ser

Gln

Ile

Ile

Gln

90
Glu

Leu

Gln

Ala

Pro

Ile

75

Tyr

Ile

Ser

Ser

Pro

Ala

60

Ser

Asn

Lys

Val

Val

Arg

45

Ser

Asn

Arg

Ser
Ser
30

Leu
Phe

Leu

Trp

Pro Gly
15

Ser Asn

Leu Ile

Ser Gly

Gln Ser

80
Pro Pro
95



CN 113144195 A F 5 * 5/281 T

213> NI
220>

223> AR
<400> 13
ggtgcatce 9
<210> 14

211> 3

<212> PRT
213> NLF3
220>

223> AR
<400> 14

Gly Ala Ser

1

<210> 15

211> 30

<212> DNA
213> NLF3
220>

223> AR
<400> 15
cagcagtata ataactggcc tccattcact 30
<210> 16

211> 10

<212> PRT
213> N3
220>

223> AR
<400> 16

Gln Gln Tyr Asn Asn Trp Pro Pro Phe Thr
1 5 10
210> 17

211> 351
<212> DNA
213> NLF3
220>

223> AR
<400> 17

gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60

45



F 5 =

ctctcectgea gggeccagtca gagtgttage agcaacttag
ggccaggectc ccaggectect catctatggt gcatccacca

aggttcagtg gcattgggtc tgggacagag ttcactctca

46

cctggtacca

gggccactgg
ttatcagcag

CN 113144195 A 6/281 T
tcectgtgeag cctetggatt tactctaagt agttacgaca tgcactgggt ccgecaatct 120
acaggaaaag gtctggagtg ggtctcaget attggttcta ccggtgacac atactatcca 180
ggctcecgtga agggecgatt caccatcacc agagaaaaag ccaagaactc cgtgtatctt 240
caaatgaaca gcctgagage cggggacacg getgtgtatt actgtgtaag agaggggtgg 300
gaggtaccct ttgactactg gggccaggga accctggtca ccgtetecte a 351
<210> 18
211> 117
212> PRT
213> NLF3
220>
223> &I
<400> 18
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr

20 25 30
Asp Met His Trp Val Arg Gln Ser Thr Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys
50 55 60
Gly Arg Phe Thr Ile Thr Arg Glu Lys Ala Lys Asn Ser Val Tyr Leu
65 70 75 80
Gln Met Asn Ser Leu Arg Ala Gly Asp Thr Ala Val Tyr Tyr Cys Val
85 90 95
Arg Glu Gly Trp Glu Val Pro Phe Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 19
211> 324
<212> DNA
213> NI
220>
223> &I
<400> 19
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagcecgee 60

ccagaaacct 120
tatcccagee 180
cctgecagtet 240



CN 113144195 A

FF

5l %R

7/281 T

gaagattttg cattttattt ctgtcagcag tataataact ggcctccatt cactttcgge 300

cctgggacca aagtggatat caaa

<210> 20
<211> 108
<212> PRT

213> NLR5

<220>

<223> E R

<400> 20

Glu Ile Val Met

1
Glu Arg
Leu Ala
35
Gly
50

Gly

Tyr

Ile
65
Glu Asp

Phe Thr
210>
211>
212>
213>
220>
223>
<400> 21

gaggtgcagce
tcctgtgceag

21
351
DNA

acaggaaaag
ggctcegtga
caaatgaaca
gaggtaccct
210> 22
211> 117
<212> PRT

Ala Ala

Trp Tyr

Ala Ser

Ser Gly

Phe Ala

Phe Gly

Thr

Leu
20
His

Thr

Thr

Phe

85

Pro
100

NILF5

=i

tggtggagtc
cctetggatt
gtctggagtg
agggccgatt
gcctgagage
ttgactactg

Gln

Ser

Gln

Arg

Glu

70

Gly

Ser Pro

Cys Arg

Pro
40
Thr

Lys

Ala
55
Phe Thr

Phe Cys

Thr Lys

tgggggaggce
tactctaagt

ggtctcaget
caccatctcce
cggggacacg
gggccaggga

Ala Thr
10

Ser

Leu

Ala
25
Gly

Gln

Gln Ala

Gly Ile Pro

Ile Ile
75

Tyr

Leu
Gln Gln
90
Val Asp

105

Ile

ttggtacagc
agttacgaca
attggttcta
agagaaaatg
gctgtgtatt

accctggtca

47

Ser Val Ser

Val Ser
30

Leu

Ser

Arg
45
Arg

Pro

Ala
60

Ser

Phe

Ser Leu

Asn Asn Trp

Lys

ctggggggtce
tgcactgggt

ccggtgacac
ccaagaactc
actgtgtaag

ccgtctecte

324

Pro Gly
15
Ser Asn

Leu Ile

Ser Gly

Gln Ser
80
Pro Pro

95

cctgagacte 60
ccgecaaget 120
atactatcca 180
cttgtatctt 240

agaggggtgg 300

a 351



48

CN 113144195 A Fo5l & 8/281 7
213> NI
220>
223> &I
<400> 22
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys

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

Val Thr Val Ser Ser

115
210> 23
211> 324
<212> DNA
213> NLF3
220>
223> &I
<400> 23
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage agcaacttag cctggtacca gecagaaacct 120
ggccaggetce ccaggeteet catctatggt gecatccacca gggecactgg tatcccagee 180
aggttcagtg gcagtgggtc tgggacagag ttcactctca ccatcagcag cctgecagtcet 240
gaagattttg cagtttatta ctgtcagcag tataataact ggcctccatt cactttcgge 300
cctgggacca aagtggatat caaa 324
210> 24
211> 108
<212> PRT
213> NI
220>
223> &I



CN 113144195 A Fo5l & 9/281 7
<400> 24
Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Asn
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Asn Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
210> 25
211> 342
<212> DNA
213> NLFH)
220>
223> &I
<400> 25
caggtgcage tggtgcagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cgtetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggegttt ataggatttg atggaagtaa tatacattat 180
ggagactccg tgaggggcecg aatcatcata tccagagaca attccgagaa cacgttgtat 240
ctggaaatga acagcctgag agccgaggac acggcaatgt actattgtge gagagagaag 300
ggtttagact ggggccaggg aaccacggtc accgtctect ca 342
<210> 26
211> 114
<212> PRT
213> NI
220>
223> &I
<400> 26

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

1

5

10

15

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

20

25

49

30



CN 113144195 A F 5 * 10/281 51

Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Phe Ile Gly Phe Asp Gly Ser Asn Ile His Tyr Gly Asp Ser Val
50 55 60
Arg Gly Arg Ile Ile Ile Ser Arg Asp Asn Ser Glu Asn Thr Leu Tyr
65 70 75 80
Leu Glu Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Met Tyr Tyr Cys
85 90 95
Ala Arg Glu Lys Gly Leu Asp Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110
Ser Ser
210> 27
211> 24
<212> DNA
213> NLF3
220>
223> AR
<400> 27
ggattcacct tcagtagcta tgge 24
<210> 28
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 28
Gly Phe Thr Phe Ser Ser Tyr Gly
1 5
<210> 29
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 29
ataggatttg atggaagtaa tata 24
<210> 30
211> 8
<212> PRT

50



CN 113144195 A F 5 * 11/281 51

213> NI

220>

223> &I

<400> 30

Ile Gly Phe Asp Gly Ser Asn Ile

1 5

<210> 31

211> 21

<212> DNA

213> NI

220>

223> &I

<400> 31

gcgagagaga agggtttaga ¢ 21

<210> 32

Q211> 7

212> PRT

213> NLF3

220>

223> &I

<400> 32

Ala Arg Glu Lys Gly Leu Asp

1 5

<210> 33

211> 321

<212> DNA

213> NLF3

220>

223> &I

<400> 33

gccatccaga tgacccagtc tccttccace ctgtctgeat ctgtaggaga cagagtcacc 60
atcacttgcc gggceccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgcageet 240
gatgattttg caacttatta ctgccaacag tataatagtt attacacttt tggccagggg 300
accaaggtgg aaatcaaacg a 321
210> 34

211> 107

<212> PRT

51



CN 113144195 A

.1l

12/281 Bi

213> NTFF
220>

223> AR
<400> 34

Ala Ile Gln

1

Asp Arg Val

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

Phe Gly Gln
<210> 35

211> 18
<212> DNA

¢l

Met
Thr
20

Tyr
Ser
Gly

Ala

Gly
100

213> NLR5

<220>
<223> BRI
<400> 35

Thr

Ile

Gln

Ser

Thr

Thr

85
Thr

Gln

Thr

Gln

Leu

Glu

70

Tyr

Lys

cagagtatta gtagctgg 18

<210> 36
211> 6
<212> PRT

213> NLR5

<220>
<223> BRI
400> 36

Gln Ser Ile Ser Ser Trp

1

<210> 37
211> 9
<212> DNA

213> NLR5

5

Ser
Cys
Lys
Glu
55

Phe

Tyr

Val

Pro
Arg
Pro
40

Ser
Thr

Cys

Glu

Ser
Ala
25

Gly
Gly
Leu

Gln

Ile
105

52

Thr
10

Ser

Lys

Val

Thr

Gln

90
Lys

Leu
Gln
Ala
Pro
Ile
75

Tyr

Arg

Ser Ala

Ser Ile

Pro Lys

45
Ser Arg
60

Ser Ser

Asn Ser

Ser
Ser
30

Leu
Phe

Leu

Tyr

Val Gly
15
Ser Trp

Leu Ile
Ser Gly
Gln Pro

80

Tyr Thr
95



CN 113144195 A F 5 * 13/281 BT

220>

223> &I

<400> 37

aaggcgtct 9

<210> 38

211> 3

212> PRT

213> NI

220>

223> &I

<400> 38

Lys Ala Ser

1

<210> 39

211> 24

<212> DNA

213> NI

220>

223> &I

<400> 39

caacagtata atagttatta cact 24
<210> 40

211> 8

212> PRT

213> NI

220>

223> &I

<400> 40

Gln Gln Tyr Asn Ser Tyr Tyr Thr
1 5

<210> 41

211> 342

<212> DNA

213> NI

220>

223> &I

<400> 41

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cgtetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120

53



CN 113144195 A F 5 * 14/281 BT

ccaggcaagg ggctggagtg ggtggegttt ataggatttg atggaagtaa tatacattat 180
ggagactccg tgaggggcecg aatcatcata tccagagaca attccgagaa cacgttgtat 240
ctggaaatga acagcctgag agccgaggac acggcaatgt actattgtge gagagagaag 300
ggtttagact ggggccaggg aaccctggte accgtctect ca 342
210> 42
211> 114
212> PRT
213> NLFH)
220>
223> &I
<400> 42
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Phe Ile Gly Phe Asp Gly Ser Asn Ile His Tyr Gly Asp Ser Val
50 55 60
Arg Gly Arg Ile Ile Ile Ser Arg Asp Asn Ser Glu Asn Thr Leu Tyr
65 70 75 80
Leu Glu Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Met Tyr Tyr Cys
85 90 95
Ala Arg Glu Lys Gly Leu Asp Trp Gly Gln Gly Thr Leu Val Thr Val
100 105 110
Ser Ser
<210> 43
211> 318
<212> DNA
213> N3
220>
223> &I
<400> 43
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gatgattttg caacttatta ctgccaacag tataatagtt attacacttt tggccagggg 300

accaagctgg agatcaaa 318

54



213> NLR5

<220>

55

CN 113144195 A Fo5l & 15/281 7
<210> 44
211> 106
<212> PRT
213> NI
220>
223> &I
<400> 44
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ser Tyr Tyr Thr
85 90 95
Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105
<210> 45
211> 342
<212> DNA
213> NI
220>
223> &I
<400> 45
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecagtt ataggatttg atggaagtaa tatatactat 180
gcagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt attactgtge gagagagaag 300
ggtttagact ggggccaggg aaccctggte accgtctect ca 342
<210> 46
211> 114
<212> PRT



CN 113144195 A F 5 * 16/281 BT

223> AR
<400> 46
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Val Ile Gly Phe Asp Gly Ser Asn Ile Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile 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 Arg Glu Lys Gly Leu Asp Trp Gly Gln Gly Thr Leu Val Thr Val
100 105 110
Ser Ser
<210> 47
211> 319
<212> DNA
213> NLF3
220>
223> AR
<400> 47

gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgcageet 240
gatgattttg caacttatta ctgccaacag tataatagtt attacacttt tggccagggg 300
accaagctgg agatcaaac 319
<210> 48

211> 106

<212> PRT

213> NI

220>

223> AR

<400> 48

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

1 5 10 15

56



CN 113144195 A F 5 * 17/281 BT

Val Thr
20

Tyr

Ile Thr Cys Arg Ala Ser Gln
25

Gly

Ile Ser
30

Lys Leu

45

Arg Phe

Asp Arg Ser Ser Trp

Leu Ala Gln Gln Lys Pro Pro Leu Ile
40
Leu Glu Ser
55
Glu Phe Thr
70

Tyr Tyr Cys

Trp Lys Ala

35

Ala Gly Val Pro Ser Ser Gly

60

Ser

Tyr Lys Ser Ser

50
Ser Gly
65

Asp Asp

Gly Thr Thr Ile

75
Gln Tyr
90

Lys

Gln Pro
80

Thr

Ser Leu Ser Leu

Phe Ala Thr
85

Thr

Gln Tyr

95

Asn Ser Tyr

Phe Gly Gln Ile

105

Gly
100

Lys Leu Glu

<210>
211>
212>
<213>
<220>
223> AR
<400> 49

49
342
DNA

NILF5

caggtgcagc
tcctgtgceag
ccaggcaagg
ggagactccg
ctggaaatga
ggtttagact
<210> 50
211> 114
<212> PRT

tgcaggagtc
cgtctggatt
ggctggagtg
tgaggggccg
acagcctgag

ggggcrceagegy

213> NLRF%)

<220>

<223> E R

<400> 50

tgggggaggce
caccttcagt
ggtggegttt
aatcatcata
agccgaggac

aaccctggtce

gtggtccagce
agctatggca
ataggatttg
tccagagaca
acggcagtgt
actgtctcct

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

57

ctgggaggtc
tgcactgggt

atggaagtaa
attccgagaa
attattgtgce

ca

Val GIn Pro

Thr Phe Ser
30
Gly Leu Glu
45
Tyr Gly Asp

cctgagacte 60
ccgecagget 120
tatatattat 180
cacgttgtat 240
gagagagaag 300

342

Gly Arg
15
Ser Tyr

Trp Val

Ser Val



CN 113144195 A F 5 * 18/281 71

50 55 60
Arg Gly Arg Ile Ile Ile Ser Arg Asp Asn Ser Glu Asn Thr Leu Tyr
65 70 75 80
Leu Glu Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Glu Lys Gly Leu Asp Trp Gly Gln Gly Thr Leu Val Thr Val
100 105 110
Ser Ser
<210> 51
211> 24
<212> DNA
213> NLFH)
220>
223> AR
<400> 51
ggattcacct tcagtagcta tgge 24
<210> 52
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 52
Gly Phe Thr Phe Ser Ser Tyr Gly
1 5
<210> 53
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 53
ataggatttg atggaagtaa tata 24
<210> 54
211> 8
<212> PRT
213> NI
220>
223> AR

58



CN 113144195 A

FF

19/281 Bl

<400> 54

Ile Gly Phe Asp Gly Ser Asn Ile

1

<210>
211>
<212>
<213>
<220>
223>
<400>

95
21
DNA

95

5

NILF5

i)

gcgagagaga agggtttaga ¢ 21

<210> 56
211> 7
<212> PRT

213> NLR%)

<220>

<223> E R

<400> 56

Ala Arg Glu Lys Gly Leu Asp

1

<210>
211>
<212>
<213>
<220>
223>
<400> 57

gccatccaga

o7
342
DNA

atcaactgca
tggtatcagc
gaatccgggg
atcagcagcc
ccgtggacgt
<210> 58
211> 114
<212> PRT

5

NILF5

=i

tgacccagtc
agtccagcca
agaaaccagg
tccectgacceg
tgcaggctga
tcggccaagg

213> NLRF%)

<220>

<223> E R

tccagactcce
gagtgttttt
acagcctccet
attcagtggc
agatgtggca
gaccaaggtg

ctggetgtgt
cacacctcca
aagttgctcce
agcgggtetg
aattattact

gagatcaaac

59

ctctgggcega
acaataagaa
tttactgggce
ggacagattt

gtcaccaata

ga

gagggccacc 60
ctacttagtt 120
ctctaccegg 180
cactctcacc 240
ttacagtatt 300

342



CN 113144195 A

.1l

20/281 7

<400> 58
Ala Ile Gln
1

Glu Arg Ala

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

Tyr Tyr Ser

Lys Arg
<210> 59
211> 36
<212> DNA

Met

Thr

20

Lys

Leu

Phe

Leu

Ile
100

213> NLR5

<220>
<223> BRI
<400> 59

Thr

Ile

Asn

Leu

Ser

Gln

85

Pro

Gln
Asn
Tyr
Leu
Gly
70

Ala

Trp

Ser

Cys

Leu

95

Ser

Glu

Thr

Pro
Lys
Val
40

Trp

Gly

Phe

Asp
Ser
25

Trp
Ala
Ser

Val

Gly
105

Ser
10

Ser
Tyr
Ser
Gly
Ala

90
Gln

Leu
Gln
Gln
Thr
Thr
75

Asn

Gly

cagagtgttt ttcacacctc caacaataag aactac 36

<210> 60
211> 12
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 60

Ala

Ser

Gln

60

Asp

Tyr

Thr

Gln Ser Val Phe His Thr Ser Asn Asn Lys Asn Tyr

1

<210> 61
211> 9
<212> DNA

213> NLR5

<220>
<223> AR

5

60

10

Val

Val

Lys

45

Glu

Phe

Tyr

Lys

Ser

Phe
30

Pro

Ser

Thr

Cys

Val
110

Leu
15

His
Gly
Gly
Leu
His

95
Glu

Gly
Thr
Gln
Val
Thr
80

Gln

Ile



CN 113144195 A F 5 * 21/281 T

<400> 61

tgggeetet 9

<210> 62

211> 3

<212> PRT

213> N3

220>

223> &I

<400> 62

Trp Ala Ser

1

<210> 63

211> 27

<212> DNA

213> NLF3

220>

223> &I

<400> 63

caccaatatt acagtattcc gtggacg 27

<210> 64

211> 9

<212> PRT

213> NI

220>

223> &I

<400> 64

His Gln Tyr Tyr Ser Ile Pro Trp Thr

1 5

<210> 65

211> 342

<212> DNA

213> NI

220>

223> &I

<400> 65

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cgtetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggegttt ataggatttg atggaagtaa tatatattat 180
ggagactccg tgaggggcecg aatcatcata tccagagaca attccgagaa cacgttgtat 240

61



CN 113144195 A

FF

5l %R

22/281 T

ctggaaatga acagcctgag agccgaggac acggecagtgt attattgtge gagagagaag 300

ggtttagact ggggccaggg aaccctggtce accgtctect ca

<210> 66
211> 114
<212> PRT

213> NLR5

<220>

<223> E R

<400> 66
Gln Val Gln
1
Ser Leu Arg
His
35
Ile

Gly Met

Ala Phe
50
Arg Gly Arg
65
Leu

Glu Met

Ala Arg Glu
Ser Ser
<210> 67
<211> 339

<212> DNA

Leu Val

Leu Ser

20
Trp Val

Gly Phe

Tle Ile
Ser
85

Gly

Asn

Lys
100

213> NLR5

<220>

<223> E R

<400> 67
gacatcgtga
atcaactgca
tggtatcagc
gaatccgggg
atcagcagcc
ccgtggacgt
<210> 68
211> 113

tgacccagtc
agtccagcca
agaaaccagg
tccectgacceg
tgcaggctga
tcggccaagg

Glu
Cys
Arg
Asp
Ile
70

Leu

Leu

Ser Gly

Ala Ala

Gln Ala
40
Gly Ser
55
Ser Arg

Arg Ala

Asp Trp

tccagactcce
gagtgttttt
acagcctccet
attcagtggc
agatgtggca
gaccaaggtg

Gly Gly Val

10
Ser Gly Phe
25
Pro

Gly Lys

Asn Ile Tyr
Ser
75

Thr

Asp Asn

Glu Asp
90
Gly Gln

105

Gly

ctggetgtgt
cacacctcca
aagttgctcce
agcgggtetg
aattattact

gaaatcaaa

62

Val GIn Pro

Thr Phe Ser
30
Leu Glu
45

Gly

Gly

Tyr Asp

60
Glu

Asn Thr

Ala Val Tyr

Thr Val

110

Leu

ctctgggcega
acaataagaa
tttactgggce
ggacagattt

gtcaccaata

342

Gly
15

Ser

Arg
Tyr
Val

Trp

Ser Val

Tyr
80
Cys

Leu

Tyr
95

Thr Val

gagggccacc 60
ctacttagtt 120
ctctaccegg 180
cactctcacc 240
ttacagtatt 300

339



63

CN 113144195 A Fo5l & 23/281 T
212> PRT
213> NI
220>
223> &I
<400> 68
Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15
Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Phe His Thr
20 25 30
Ser Asn Asn Lys Asn Tyr Leu Val Trp Tyr Gln Gln Lys Pro Gly Gln
35 40 45
Pro Pro Lys Leu Leu Leu Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val
50 55 60
Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80
Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Asn Tyr Tyr Cys His Gln
85 90 95
Tyr Tyr Ser Ile Pro Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile
100 105 110
Lys
<210> 69
211> 342
<212> DNA
213> NLF3
220>
223> &I
<400> 69
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecagtt ataggatttg atggaagtaa tatatactat 180
gcagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt attactgtge gagagagaag 300
ggtttagact ggggccaggg aaccctggte accgtctect ca 342
<210> 70
211> 114
<212> PRT
213> NI
220>
223> &I



CN 113144195 A Fo5l & 24/281 T
<400> 70
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Val Ile Gly Phe Asp Gly Ser Asn Ile Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile 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 Arg Glu Lys Gly Leu Asp Trp Gly Gln Gly Thr Leu Val Thr Val
100 105 110
Ser Ser
210> 71
211> 339
<212> DNA
213> NI
220>
223> AR
<400> 71
gacatcgtga tgacccagtc tccagactcc ctggetgtgt ctctgggega gagggecacce 60
atcaactgca agtccagcca gagtgttttt cacacctcca acaataagaa ctacttaget 120
tggtaccage agaaaccagg acagcctcct aagetgetca tttactggge ctctacccegg 180
gaatccgggg tccctgaccg attcagtgge agegggtetg ggacagattt cactctcacce 240
atcagcagcc tgcaggctga agatgtggea gtttattact gtcaccaata ttacagtatt 300
ccgtggacgt tcggccaagg gaccaaggtg gaaatcaaa 339
210> 72
211> 113
<212> PRT
213> NLF3
220>
223> AR
<400> 72

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

1

5

10

15

Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Phe His Thr

64



CN 113144195 A

FF

5l %R

25/281 T

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

Tyr Tyr Ser

Lys

210>
211>
212>
213>
220>
223>
<400> 73

gaagtgcagc

73
354
DNA

tcctgtgceag
ccaggaaagg
gcagactccg
ctgcaaatga
aactggggaa
210> 74
211> 118
<212> PRT

20

Lys Asn

Leu Leu

Phe Ser

Gln
85

Pro

Leu

Ile
100

NILF5

=i

tggtgcagtc
cctctggatt
gactggactg
tgaagggcecg
acagcctgag
atttcgatct

213> NLR5

<220>

<223> E R

<400> 74

Tyr Leu Ala

40

Ile Tyr Trp

95

Gly Ser Gly
70
Ala Glu Asp

Trp Thr Phe

tgggggaggc
cacctttaac

ggtctcaact
tttcattatt
agccgaggac

ctggggecegt

25
Trp Tyr Gln

Ala Ser Thr

Ser Gly Thr
75
Val Ala Val
90
Gly Gln Gly
105

ttggtacagc
aactatgcca
attagtggta
tcccgagaca
acggccgtat

ggcaccacgg

Glu Val Gln Leu Val Gln Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20

25

Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Thr Ile Ser Gly Ser Gly Gly Thr Thr Asn

65

30
Lys Pro
45
Glu Ser

Gln

Arg
60
Asp Phe Thr

Tyr Tyr Cys

Thr Lys Val
110

ctggggggte
tgaactgggt
geggtggtac
gttccaaaca
attactgtgce
tcactgtctce

Val GIn Pro

Thr Phe Asn

30

Gly Leu Asp
45

Tyr Ala Asp

Gly Gln

Gly Val
Thr
80
Gln

Leu

His
95

Glu Ile

cctgagacte 60
ccgecagget 120
tacaaactac 180
cacgctgtat 240
gaaagattct 300

ctca 354

Gly Gly
15
Asn Tyr

Trp Val

Ser Val



CN 113144195 A F 5 * 26/281 T

50 55 60
Lys Gly Arg Phe Ile Ile Ser Arg Asp Ser Ser Lys His 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 Asp Ser Asn Trp Gly Asn Phe Asp Leu Trp Gly Arg Gly Thr
100 105 110
Thr Val Thr Val Ser Ser
115
<210> 75
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 75
ggattcacct ttaacaacta tgcc 24
<210> 76
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 76
Gly Phe Thr Phe Asn Asn Tyr Ala
1 5
210> 77
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 77
attagtggta gcggtggtac taca 24
<210> 78
211> 8
<212> PRT
213> NI
220>

66



CN 113144195 A

FF

5l %R

27/281 I

<223> E R

<400> 78

Ile Ser Gly Ser Gly Gly Thr Thr

1

<210> 79
211> 33
<212> DNA

5

213> NLR5

<220>

223> A HI
gcgaaagatt ctaactgggg aaatttcgat ctc

<210> 80
211> 11
<212> PRT

213> NLR5

<220>

<223> E R

<400> 80

Ala Lys Asp Ser Asn Trp Gly Asn Phe Asp Leu

1

<210>
211>
<212>
<213>
<220>
223>
<400> 81

gacatccaga

81
342
DNA

atcaactgca
tggtaccagc
gaatccgggg
atcagcagcc
ccgtacactt
<210> 82
211> 114
<212> PRT

5

NILF5

=i

tgacccagtc
agtccagcca
agaaaccagg
tccectgacceg
tgcaggctga
ttggccaggg

213> NLR5

<220>

<223> E R

tccagactcce
gagtgtttta
gcagcctcecet
attcagtggc
agatgtggca
gaccaaggtg

10

ctggetgtgt
tacaggtcca
aatctactca
agcgggtetg
gtttattact

gaaatcaaac

67

ctctgggcega
acaataggaa
tttactgggce
ggacagattt

gtcaacaata

ga

33

gagggccacc 60
cttcttaggt 120
atctacccgg 180
cactctcacc 240
ttatactact 300

342



CN 113144195 A

.1l

28/281 T

<400> 82
Asp Tle
1

Glu Arg

Ser Asn

Pro Pro
50

Pro Asp

65

Ile Ser

Tyr Tyr

Lys Arg
<210> 83

Gln
Ala
Asn
35

Asn
Arg

Ser

Thr

<212> DNA
213> NI

220>
223> &
<400> 83

JR

Met
Thr
20

Arg
Leu
Phe

Leu

Thr
100

Thr

Ile

Asn

Leu

Ser

Gln

85

Pro

Gln
Asn
Phe
Ile
Gly
70

Ala

Tyr

Ser
Cys
Leu
Tyr
55

Ser

Glu

Thr

Pro
Lys
Gly
40

Trp

Gly

Phe

Asp
Ser
25

Trp
Ala
Ser

Val

Gly
105

Ser
10

Ser
Tyr
Ser
Gly
Ala

90
Gln

Leu
Gln
Gln
Thr
Thr
75

Val

Gly

cagagtgttt tatacaggtc caacaatagg aacttc 36

<210> 84
211> 12
<212> PR

T

213> NLR5

220>
223> &
400> 84

J

Ala

Ser

Gln

60

Asp

Tyr

Thr

Gln Ser Val Leu Tyr Arg Ser Asn Asn Arg Asn Phe

1
<210> 85
211> 9

<212> DNA
213> NI

220>
223> &
<400> 85

5

68

10

Val

Val

Lys

45

Glu

Phe

Tyr

Lys

Ser

Leu

30

Pro

Ser

Thr

Cys

Val
110

Leu
15
Tyr

Gly

Gly

Leu

Gln

95
Glu

Gly
Arg
Gln
Val
Thr
80

Gln

Ile



CN 113144195 A

29/281 T

tgggcatct
<210> 86
211> 3

<212> PRT

9

213> NLR5

<220>

<223> E R

<400> 86

Trp Ala Ser

1

<210>
211>
<212>
<213>
<220>
223>
<400>

87
27
DNA

87

NILF5

=i

caacaatatt atactactcc gtacact

<210> 88

213> NLR5

<220>

<223> E R

<400> 88

27

Gln Gln Tyr Tyr Thr Thr Pro Tyr Thr

1 5
210>
211>
212>
213>
220>
223>
<400> 89

gaggtgcagce
tcctgtgceag

89
354
DNA

ccaggaaagg
gcagactccg
ctgcaaatga
aactggggaa
<210> 90

NILF5

=i

tggtggagte
cctctggatt
gactggactg
tgaagggcecg
acagcctgag
atttcgatct

tgggggaggc
cacctttaac

ggtctcaact
tttcattatt
agccgaggac

ctggggeegt

ttggtacagc
aactatgcca
attagtggta
tcccgagaca
acggccgtat
ggcaccctgg

69

ctggggggte
tgaactgggt
geggtggtac
gttccaaaca
attactgtgce
tcactgtctce

cctgagacte 60
ccgecagget 120
tacaaactac 180
cacgctgtat 240
gaaagattct 300

ctca 354



213> NLR5

70

CN 113144195 A Fo5l & 30/281 T
211> 118
<212> PRT
213> NLF3
220>
223> &I
<400> 90
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Asn Tyr
20 25 30

Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Asp Trp Val

35 40 45
Ser Thr Ile Ser Gly Ser Gly Gly Thr Thr Asn Tyr Ala Asp Ser Val

50 55 60
Lys Gly Arg Phe Ile Ile Ser Arg Asp Ser Ser Lys His 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 Asp Ser Asn Trp Gly Asn Phe Asp Leu Trp Gly Arg Gly Thr
100 105 110

Leu Val Thr Val Ser Ser

115
<210> 91
211> 339
<212> DNA
213> NLFH)
220>
223> &I
<400> 91
gacatcgtga tgacccagtc tccagactcc ctggetgtgt ctctgggega gagggecacce 60
atcaactgca agtccagcca gagtgtttta tacaggtcca acaataggaa cttcttaggt 120
tggtaccage agaaaccagg gcagcctcct aatctactca tttactggge atctacccgg 180
gaatccgggg tccctgaccg attcagtgge agegggtetg ggacagattt cactctcacce 240
atcagcagcc tgcaggcectga agatgtggea gtttattact gtcaacaata ttatactact 300
ccgtacactt ttggccaggg gaccaagetg gagatcaaa 339
<210> 92
211> 113
<212> PRT



CN 113144195 A Fo5l & 31/281 T
220>
223> &I
<400> 92
Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15
Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Leu Tyr Arg
20 25 30
Ser Asn Asn Arg Asn Phe Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln
35 40 45
Pro Pro Asn Leu Leu Ile Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val
50 55 60
Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80
Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln
85 90 95
Tyr Tyr Thr Thr Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile
100 105 110
Lys
<210> 93
211> 354
<212> DNA
213> NI
220>
223> &I
<400> 93
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt cacctttaac aactatgecca tgagetgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcaget attagtggta geggtggtac tacatactac 180
gcagactccg tgaagggcecg gttcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agccgaggac acggecgtat attactgtge gaaagattct 300
aactggggaa atttcgatct ctggggceegt ggcaccetgg tcactgtcete ctca 354
<210> 94
211> 118
<212> PRT
213> NI
220>
223> &I
<400> 94

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

71



CN 113144195 A Fo5l & 32/281 T
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Asn Tyr
20 25 30

Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Ser Gly Ser Gly Gly Thr Thr Tyr Tyr Ala Asp Ser Val

50 55 60
Lys Gly Arg Phe Thr Ile 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 Asp Ser Asn Trp Gly Asn Phe Asp Leu Trp Gly Arg Gly Thr
100 105 110

Leu Val Thr Val Ser Ser

115
<210> 95
211> 339
<212> DNA
213> NLFH)
220>
223> &I
<400> 95
gacatcgtga tgacccagtc tccagactcc ctggetgtgt ctctgggega gagggecacce 60
atcaactgca agtccagcca gagtgtttta tacaggtcca acaataggaa cttcttaget 120
tggtaccage agaaaccagg acagcctcct aagetgetca tttactggge atctacccgg 180
gaatccgggg tccctgaccg attcagtgge agegggtetg ggacagattt cactctcacce 240
atcagcagcc tgcaggcectga agatgtggea gtttattact gtcaacaata ttatactact 300
ccgtacactt ttggccaggg gaccaagetg gagatcaaa 339
<210> 96
211> 113
<212> PRT
213> NI
220>
223> &I
<400> 96

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

1

5

10

15

Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Leu Tyr Arg

20

25

72

30



CN 113144195 A F 5 * 33/281 T

Phe Leu Ala
40
Ile Tyr Trp
55
Gly Ser Gly
70
Ala Glu Asp

Trp Tyr Gln Gln Lys Pro Gly Gln

45
Glu Ser

Ser Asn Asn Arg Asn
35
Pro Pro Lys Leu
50
Pro Asp Arg Phe
65

Tle Ser Ser Leu

Leu Ala Ser Thr Arg Gly Val
60
Ser Gly Thr Asp
75
Val Ala Val
90

Gly Gln Gly

Phe Thr Thr
80

Gln

Ser Leu

Gln
85

Pro

Gln
95
Glu

Tyr Tyr Cys

Tyr Tyr Thr Thr Tyr Thr Phe Thr Lys Leu Ile

Lys

210>
211>
212>
213>
220>
223>
<400> 97

caggtgcagc

97
351
DNA

tcctgtgceag
acaggaaaag
ggctcegtga
caaatgaaca

gacgtaccct

100

NILF5)

=i

tggtgcagtc
tctetggatt
gtctggagtg
agggccgatt
gcctgagage
ttgacttctg

tgggggaggce
caccctcagt

ggtctcaget
caccatctcce
cggggacacg
gggccaggga

105

ttggtacagc
agctacgata
attggttcta
agagaaaatg
gctgtgtatt

accctggtca

110

ctggggggte
tgcactgggt
ctggtgacac
ccaagaactc
actgtgcaag

ccgtctecte

cctgagacte 60
ccgecaacct 120
atactatcca 180
cttgtatctt 240
agagggatgg 300

a 351

<210> 98
211> 117
<212> PRT
213> NLFH)
<220>
223> &I
<400> 98
Gln Val Gln Leu Val Gln Ser Gly Gly Gly Leu
1 5 10
Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe
20 25
Asp Met His Trp Val Arg Gln Pro Thr Gly Lys
35 40
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr
50 55

Val Gln Pro Gly Gly
15
Thr Leu Ser Ser Tyr
30
Gly Leu Glu Trp Val
45
Pro Gly Ser Val Lys
60

73



CN 113144195 A F 5 * 34/981 T

Gly Arg Phe Thr Ile Ser Arg Glu Asn Ala Lys Asn Ser Leu Tyr Leu
65 70 75 80
Gln Met Asn Ser Leu Arg Ala Gly Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Glu Gly Trp Asp Val Pro Phe Asp Phe Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 99
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 99
ggattcaccc tcagtagcta cgat 24
<210> 100
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 100
Gly Phe Thr Leu Ser Ser Tyr Asp
1 5
<210> 101
211> 21
<212> DNA
213> N3
220>
223> AR
<400> 101
attggttcta ctggtgacac a 21
<210> 102
Q211> 7
<212> PRT
213> NI
220>
223> AR

74



CN 113144195 A

.1l

35/281 1T

<400> 102

Ile Gly Ser Thr Gly Asp Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

103
33
DNA

103

gcaagagagg gatgggacgt accctttgac ttc

<210> 104
211> 11
<212> PRT

5

NILF5

i)

213> NLR5

<220>

<223> E R

<400> 104

33

Ala Arg Glu Gly Trp Asp Val Pro Phe Asp Phe

1

<210>
211>
<212>
<213>
<220>
223>
<400> 105

gccatccagt

105
324
DNA

atcacttgcce
gggaaagccce
cggttcagcg
gaagattttg

gggaccaagg
<210> 106

<211> 108
<212> PRT

5

NILF5

=i

tgacccagtc
gggcaagtca
ctaagctcct
gcagtggatc
caacttatta

tggagatcaa

213> NLR5

<220>

<223> E R

10

tccatcctee ctgtcectgeat
ggacattaga aatgatttag
gatctatgct gcatccagtt
tggcacagat ttcactctca
ctgtctacaa gattacaatt

acga

75

ctgtaggaga cagagtcacc
gctggtatca gcagaaacca
tacaaagtgg ggtcccatca
ccatcagcag cctgcagcect

acccgtggac gttcggccaa

60

120
180
240
300
324



CN 113144195 A

.1l

%=

36/281 1T

<400> 106

Ala Ile GIn Leu

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> 107

211> 18

<212> DNA

213> NLFH)

<220>

<223> &R

<400> 107

Thr

Ile

Gln

Ser

Thr

Thr

85
Gly

Gln
Thr
Gln
Leu
Asp
70

Tyr

Thr

caggacatta gaaatgat 18

<210> 108
211> 6

<212> PRT
213> NLF%)
<220>

<223> &R
<400> 108

Gln Asp Ile Arg Asn Asp

1
<210> 109
211> 9

<212> DNA
213> NLF%)
<220>

<223> &R
<400> 109

5

Ser
Cys
Lys
Gln
55

Phe

Tyr

Lys

Pro
Arg
Pro
40

Ser
Thr

Cys

Val

Ser
Ala
25

Gly
Gly
Leu

Leu

Glu
105

76

Ser Leu
10
Ser Gln

Lys Ala

Val Pro

Thr Ile
75

Gln Asp

90

Ile Lys

Ser
Asp
Pro
Ser
60

Ser

Tyr

Arg

Ala Ser

Ile Arg
30

Lys Leu

45

Arg Phe

Ser Leu

Asn Tyr

Val Gly
15
Asn Asp

Leu Ile
Ser Gly
Gln Pro

80

Pro Trp
95



CN 113144195 A

37/281 L

gctgcatce 9
<210> 110
211> 3

<212> PRT
213> NLFH)
220>

223> &I
<400> 110

Ala Ala Ser

1

210> 111
211> 27

<212> DNA
213> NI
220>

223> &I
<400> 111
ctacaagatt acaattaccc
210> 112
211> 9

212> PRT
213> NI
220>

223> &I
<400> 112

gtggacg

27

Leu Gln Asp Tyr Asn Tyr Pro Trp Thr

1 5
<210> 113

211> 351

<212> DNA

213> NI

220>

223> &I

<400> 113

gaggtgcagce tggtggagtc
tcctgtgecag tctctggatt
acaggaaaag gtctggagtg
ggctcecgtga agggcecgatt

caaatgaaca gcctgagagc

tgggggaggce
caccctcagt

ggtctcaget

caccatctcce

cggggacacg

ttggtacagc
agctacgata
attggttcta
agagaaaatg

gctgtgtatt

7

ctggggggtce
tgcactgggt

ctggtgacac
ccaagaactc

actgtgcaag

cctgagacte 60
ccgecaacct 120
atactatcca 180
cttgtatctt 240
agagggatgg 300



78

CN 113144195 A Fo5l & 38/281 T
gacgtaccct ttgacttctg gggccaggga accctggtca ccgtectecte a 351
<210> 114
211> 117
<212> PRT
213> NI
220>
223> AR
<400> 114
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Thr Leu Ser Ser Tyr

20 25 30
Asp Met His Trp Val Arg Gln Pro Thr Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys
50 55 60
Gly Arg Phe Thr Ile Ser Arg Glu Asn Ala Lys Asn Ser Leu Tyr Leu
65 70 75 80
Gln Met Asn Ser Leu Arg Ala Gly Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Glu Gly Trp Asp Val Pro Phe Asp Phe Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 115
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 115
gccatccaga tgacccagtc tccatcctce ctgtctgeat ctgtaggaga cagagtcacc 60
atcacttgcc gggcaagtca ggacattaga aatgatttag gctggtatca gcagaaacca 120
gggaaagccce ctaagcetcct gatctatget gecatccagtt tacaaagtgg ggtcccatca 180
cggttcageg gecagtggatce tggcacagat ttcactctca ccatcagecag cctgecageet 240
gaagattttg caacttatta ctgtctacaa gattacaatt acccgtggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 116
211> 107



79

CN 113144195 A Fo5l & 39/281 T
212> PRT
213> NI
220>
223> &I
<400> 116
Ala Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Asp Ile Arg Asn Asp
20 25 30
Leu Gly Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp Tyr Asn Tyr Pro Trp
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
210> 117
211> 351
<212> DNA
213> NI
220>
223> &I
<400> 117
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccctcagt agectacgata tgcactgggt ccgecaaget 120
acaggaaaag gtctggagtg ggtctcaget attggttcta ctggtgacac atactatcca 180
ggctcecgtga agggecgatt caccatctcc agagaaaatg ccaagaactc cttgtatctt 240
caaatgaaca gcctgagage cggggacacg getgtgtatt actgtgcaag agagggatgg 300
gacgtaccct ttgacttctg gggccaggga accctggtca ccgtetecte a 351
<210> 118
211> 117
<212> PRT
213> NLF3
220>
223> &I
<400> 118



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

1

5

10

15

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

80

CN 113144195 A Fo5l & 40/281 T
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys

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

Val Thr Val Ser Ser

115
<210> 119
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 119
gccatccaga tgacccagtc tccatcctce ctgtctgeat ctgtaggaga cagagtcacc 60
atcacttgcc gggcaagtca ggacattaga aatgatttag gctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctatget gecatccagtt tacaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tggcacagat ttcactctca ccatcagcag cctgcageet 240
gaagattttg caacttatta ctgtctacaa gattacaatt acccgtggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 120
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 120



F 5 =

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu

1

5

10

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Asp

20

25

Tyr Trp Ser Trp Phe Arg Gln Pro Pro Gly Lys

35

40

Gly Tyr Ile Tyr Tyr Ser Gly Thr Thr Asn Tyr

81

Val Lys Pro Ser Glu

15

Ser Ile Asn Thr Tyr

30

Gly Leu Glu Trp Ile

45

Asn Pro Ser Leu Lys

CN 113144195 A 41/281 1T
20 25 30
Leu Gly Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Asp Tyr Asn Tyr Pro Trp
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
210> 121
211> 384
<212> DNA
213> NLF3
220>
223> &I
<400> 121
caggtgcage tgcaggagtc ggggecagga ctggtgaage ctteggagac cctgteccte 60
acctgcactg tctctgggga ctccatcaat acttactact ggagctggtt ccggcecagece 120
ccagggaagg gactggagtg gattgggtat atctattata gtggaaccac caactacaac 180
ccecteecteca agagtcecgagt caccatatca atagacacge ccaggaacca gttctecectg 240
aagctgatct ctgtgaccge agcggacacg geecgtgtatt actgtgegag agagaggatt 300
actatgattc ggggagttac cctctactat tactcctacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtctc ctca 384
210> 122
211> 128
<212> PRT
213> NLFH)
220>
223> &I
<400> 122



CN 113144195 A F 5 * 42/981 T

50 55 60
Ser Arg Val Thr Ile Ser Ile Asp Thr Pro Arg Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Ile Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Glu Arg Ile Thr Met Ile Arg Gly Val Thr Leu Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 123
211> 24
<212> DNA
213> NTLF4
220>
223> AR
<400> 123
ggggactcca tcaatactta ctac 24
<210> 124
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 124
Gly Asp Ser Ile Asn Thr Tyr Tyr
1 5
<210> 125
211> 21
<212> DNA
213> NLFH)
220>
223> AR
<400> 125
atctattata gtggaaccac ¢ 21
<210> 126
Q211> 7
<212> PRT
213> NI
220>

82



CN 113144195 A

43/281 T

<223> E R

<400> 126

Ile Tyr Tyr Ser Gly Thr Thr

1

<210> 127
211> 66

<212> DNA

5

213> NLR5

<220>

<223> E R

<400> 127

gcgagagaga ggattactat gattcgggga gttaccctct actattactc ctacggtatg 60

gacgtc
<210> 128
211> 22
<212> PRT

213> NLR5

<220>

<223> E R

<400> 128

Ala Arg Glu Arg Ile Thr Met Ile Arg Gly Val Thr Leu Tyr Tyr Tyr

1

5

Ser Tyr Gly Met Asp Val

<210> 129
211> 324
<212> DNA

20

213> NLR5

<220>

<223> E R

<400> 129
gacatccaga
atcacttgct
gggatagccce
aggttcggceg
gaagattttg

gggaccaagg
<400> 130

tgacccagtc
gggccagtca
ctaagctcct
gcagtggatc
caacttatta

tggaaatcaa

tccatectte
ggacattagc
gatctatgct
tgggacagaa
ctgtcaacag

acga

10

ctgtctgcat
agttatttag
gcatccactt
ttcactctca
cttaatagtt

Asp Tle GIn Met Thr Gln Ser Pro Ser Phe Leu

83

15

ctgtaggaga cagagtcacc
cctggtatca gcaaaaacca
tgcaaagtgg ggtcccatca
caatcagcag cctgcagcct

accctcggac gttcggccaa

Ser Ala Ser Val Gly

66

60

120
180
240
300
324



CN 113144195 A

.1l

2.3

44/281 T

1
Asp Arg Val

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

Thr Phe Gly
<210> 131

211> 18
<212> DNA

Thr
20

Tyr
Ser
Gly

Ala

Gln
100

213> NLR5

<220>
<223> BRI
<400> 131

Ile

Gln

Thr

Thr

Thr

85
Gly

Thr Cys

Gln Lys

Leu Gln
55

Glu Phe

70

Tyr Tyr

Thr Lys

caggacatta gcagttat 18

<210> 132
211> 6
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 132

Gln Asp Ile Ser Ser Tyr

1

<210> 133
211> 9
<212> DNA

213> NLR5

<220>
<223> AR
<400> 133

gctgeatcece
<400> 134

9

5

Pro
40

Ser
Thr

Cys

Val

Ala
25

Gly
Gly
Leu

Gln

Glu
105

84

10
Ser Gln

Ile Ala

Val Pro

Thr Ile
75

Gln Leu

90

Ile Lys

15
Asp Ile Ser Ser Tyr
30
Pro Lys Leu Leu Ile
45
Ser Arg Phe Gly Gly
60
Ser Ser Leu Gln Pro
80
Asn Ser Tyr Pro Arg
95
Arg



CN 113144195 A

FF

5l %R

45/281 T

Ala Ala Ser
1

210>
211>
212>
213>
220>
223>
<400>

135
27
DNA

135

NILF5

=i

caacagctta atagttaccc tcggacg

<210> 136
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 136

Gln GIn Leu Asn Ser Tyr Pro Arg Thr

1

210>
211>
212>
213>
220>
223>
<400> 137
caggtgcagc

137
384
DNA

acctgcactg
ccagggaagg
ccctecectea
aagctgatct
actatgattc

gggaccacgg
<210> 138

211> 128
<212> PRT

5

NILF5

=i

tgcaggagtc
tctctgggga
gactggagtg
agagtcgagt
ctgtgaccgce
ggggagttac
tcaccgtcte

213> NLR5

<220>

<223> E R

ggggcecagga
ctccatcaat

gattgggtat
caccatatca
agcggacacg
cctctactat

ctca

ctggtgaagc
acttactact
atctattata
atagacacgc
gcegtgtatt

tactcctacg

85

cttcggagac
ggagctggtt
gtggaaccac
ccaggaacca
actgtgcgag
gtatggacgt

cctgtecccte
ccggeagcecc
caactacaac
gttctceetg
agagaggatt
ctggggccaa

27

60

120
180
240
300
360
384



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

1

5

10

86

15

CN 113144195 A Fo5l & 46/281 T
<400> 138
Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Asp Ser Ile Asn Thr Tyr
20 25 30
Tyr Trp Ser Trp Phe Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Tyr Ile Tyr Tyr Ser Gly Thr Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Ile Asp Thr Pro Arg Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Ile Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Glu Arg Ile Thr Met Ile Arg Gly Val Thr Leu Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 139
211> 321
<212> DNA
213> NTLF4
220>
223> AR
<400> 139
gacatccaga tgacccagtc tccatccttc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgct gggccagtca ggacattage agttatttag cctggtatca gcaaaaacca 120
gggatagccce ctaagcectcct gatctatget gecatccactt tgcaaagtgg ggtcccatca 180
aggttcggeg gcagtggatc tgggacagaa ttcactctca caatcagcag cctgcageet 240
gaagattttg caacttatta ctgtcaacag cttaatagtt accctcggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 140
211> 107
<212> PRT
213> NI
220>
223> AR
<400> 140



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

1

5

10

15

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Asp Ser Ile Asn Thr Tyr

20

25

30

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

35

40

87

45

CN 113144195 A Fo5l & 47/281 T
Asp Arg Val Thr Ile Thr Cys Trp Ala Ser Gln Asp Ile Ser Ser Tyr
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Ile Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Ala Ala Ser Thr Leu Gln Ser Gly Val Pro Ser Arg Phe Gly Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Leu Asn Ser Tyr Pro Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 141
211> 384
<212> DNA
213> NI
220>
223> &I
<400> 141
caggtgcage tgcaggagtc gggeccagga ctggtgaage ctteggagac cctgteccte 60
acctgcactg tctctgggga ctccatcaat acttactact ggagctggat ccggcecagece 120
ccagggaagg gactggagtg gattgggtat atctattata gtggaaccac caactacaac 180
cccteecteca agagtcecgagt caccatatca gtagacacgt ccaagaacca gttctececctg 240
aagctgagcet ctgtgaccge tgcggacacg gecgtgtatt actgtgegag agagaggatt 300
actatgattc ggggagttac cctctactat tactcctacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtctc ctca 384
<210> 142
211> 128
212> PRT
213> N3
220>
223> &I
<400> 142



CN 113144195 A

FF

5l %R

48/281 T

Gly Tyr Ile
50

Ser Arg Val

65

Lys Leu Ser

Arg Glu Arg

Tyr Gly Met
115
143
321
DNA

210>
211>
212>
213>
220>
223>
<400> 143
gacatccaga
atcacttgcce
gggaaagccce
aggttcagcg
gaagattttg

gggaccaagg
<210> 144

211> 107
<212> PRT

Tyr

Thr

Ser
85
Tle

100
Asp

NILF5

= dib]

tgacccagtc
gggcaagtca
ctaagcgcct
gcagtggatc
caacttatta

tggaaatcaa

213> NLR5

<220>

<223> BRI

<400> 144
Asp Ile Gln
1

Asp Arg Val

Leu Gly Trp
35
Tyr Ala Ala
50
Ser Gly Ser

Met Thr

Thr
20
Tyr

Tle
Gln
Ser

Ser

Gly Thr

Tyr Ser
Ile Ser

70
Val Thr

Thr Met

Val Trp

Gly Thr
55
Val Asp

Ala Ala

Ile Arg

Gly Gln
120

tccatectee
ggacattagc
gatctatgct
tgggacagaa
ctgtcaacag

a

Gln Ser Pro

Thr Cys Arg

Gln Lys Pro

40

Leu Gln Ser

95

Glu Phe Thr

Thr Asn Tyr

Thr Ser Lys
75
Asp Thr Ala
90
Gly Val Thr
105
Gly Thr Thr

ctgtctgcat
agttatttag
gcatccagtt
ttcactctca
cttaatagtt

Ser Ser Leu
10

Ala Ser Gln

25

Gly Lys Ala

Gly Val Pro

Leu Thr Ile

88

Asn Pro Ser
60
Asn GIn Phe

Val Tyr Tyr

Leu Tyr Tyr

110

Val Thr Val
125

ctgtaggaga
gctggtatca
tgcaaagtgg
caatcagcag

accctcggac

Ser Ala Ser

Ile Ser
30

Lys Arg

45

Arg Phe

Asp

Pro

Ser
60

Ser Ser Leu

Leu Lys

Leu
80
Ala

Ser

Cys
95
Tyr Ser

Ser Ser

cagagtcacc
gcagaaacca
ggtcccatca
cctgcagcect

gttcggccaa

Val
15

Ser

Gly

Tyr

Leu Ile

Ser Gly

Gln Pro

60

120
180
240
300
321



CN 113144195 A

FF

5l %R

49/281 T

65

70

75

80

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Leu Asn Ser Tyr Pro Arg

85

90

Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

210>
211>
212>
213>
220>
223>
<400> 145
caggtgcagc

145
378
DNA

tcctgcaagg
cctggacaag
gcacaagaac
atggagctga
gtcgttgtag
acggtcaccg
<210> 146
211> 126
<212> PRT

100

NILF5

=i

tggtgcagtc
cttctggtta
gacttgagtt
tccaggccag
ggaacctgag
cagctgctaa

tctcctceca

213> NLR5

<220>

<223> E R

<400> 146
Gln Val Gln
1
Ser Val Lys
Ile Ser
35
Trp Ile
50
Ala Arg

Gly

Gly

Gln
65
Met Glu Leu

Ala Arg Asp

Leu Val

Val
20
Trp

Ser

Val

Ser Gly

Val Thr
Asn
85
Val

Arg

Arg

Gln
Cys
Arg
Tyr
Met
70

Leu

Val

tggagctgag
cacctttacc
aatgggatgg
agtcaccatg
atctgacgac
ttactacttt

Ser Gly

Lys Ala

Gln Ala
40
Asn Gly
55
Thr Thr

Arg Ser

Val Ala

105

gtgaagaagc
aactatggta
attagtggtt
accacagaca
acggccgtat
tattctatgg

Ala Glu
10

Gly

Val

Ser
25
Pro

Gly Gln

Asn Thr Asn

Thr Ser
75
Thr

Asp

Asp
90
Ala

Asp
Ala

Asn

89

ctggggcecte
tcagctgggt
acaatggtaa
catccacgag

attactgtgce
acgtctgggg

Lys Lys Pro

Thr Phe Thr

30

Gly Leu Glu

45

Tyr Ala Gln

60

Thr Ser Thr

Ala Val Tyr

Tyr Tyr Phe

95

agtgaaggtc
gcgacaggcece
cacaaactat
cacagcctac
gagagataga

ccaagggacc

Gly Ala
15
Asn Tyr

Leu Met

Glu Leu

Ala Tyr
80
Tyr Cys
95

Tyr Ser

60

120
180
240
300
360
378



CN 113144195 A F 5 * 50/281 T

100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 147
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 147
ggttacacct ttaccaacta tggt 24
<210> 148
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 148
Gly Tyr Thr Phe Thr Asn Tyr Gly
1 5
<210> 149
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 149
attagtggtt acaatggtaa caca 24
<210> 150
211> 8
<212> PRT
213> N3
220>
223> AR
<400> 150
Ile Ser Gly Tyr Asn Gly Asn Thr
1 5
<210> 151
211> b7

90



CN 113144195 A

FF

5l %R

51/281 1T

<212> DNA

213> NLRF%)

<220>

<223> E R

<400> 151

gcgagagata gagtcgttgt agcagctget aattactact tttattctat ggacgtce

<210> 152
211> 19
<212> PRT

213> NLR%)

<220>

<223> E R

<400> 152

o7

Ala Arg Asp Arg Val Val Val Ala Ala Ala Asn Tyr Tyr Phe Tyr Ser

1

Met Asp Val

<210> 153
<211> 339
<212> DNA

5

213> NLR%)

<220>

<223> E R

<400> 153
gccatccaga
atctcctgca
tttcagcaga
tctggggtcee
agcggggtgg
cggacgttcg
<210> 154
211> 113
<212> PRT

tgacccagtc
ggtctagtca
ggccaggeca
cagacagatt
aggccgagga
gccaagggac

213> NLR%

<220>

<223> E R

<400> 154

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caaggtggaa

10

ctgtccgtca
tacagtgatg
cgcctaattt
gggtcaggca
tactactgca

atcaaacga

cccttggaca
gagacaccta
ataaggtttc
ctgctttcac

tgcaagctac

15

gcecggeetee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccet 300

339

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

1

5

10

15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser

91



CN 113144195 A

FF

5l %R

52/281 T

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

Thr His Trp

Arg

<210> 155
211> 33
<212> DNA

20
Thr

Leu

Ser

Glu

Pro
100

213> NLR5

<220>
<223> BRI
<400> 155

Tyr

Ile

Gly

Ala

85
Arg

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

Thr Phe Gly

25
Phe Gln Gln

Ser Asn Arg

Gly Thr Ala
75
Gly Val Tyr
90
Gln Gly Thr
105

caaagcctcg tatacagtga tggagacacc tac 33

<210> 156
211> 11
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 156

Gln Ser Leu Val Tyr Ser Asp Gly Asp Thr Tyr

1

<210> 157
211> 9
<212> DNA

213> NLR5

220>

223> AR
<400> 157
aaggtttct
<210> 158
211> 3

9

5

10

92

Arg Pro
45

Asp Ser

60

Phe Thr

Tyr Cys

Lys Val

30

Gly

Leu

Met

Glu
110

Gln Ser

Val Pro

Lys Ile
80

Gln Ala

95

Ile Lys



CN 113144195 A

.1l

53/281 T

<212> PRT

213> NLR5

<220>

<223> E R

<400> 158

Lys Val Ser

1

<210>
211>
<212>
<213>
<220>
223>
<400>

159
27
DNA

159

NILF5

=i

atgcaagcta cacactggcc tcggacg

<210> 160
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 160

27

Met GIn Ala Thr His Trp Pro Arg Thr

1
210>
211>
212>
213>
220>
223>
<400> 161
caggttcagce

161
378
DNA

tcctgcaagg
cctggacaag
gcacaagaac
atggagctga
gtcgttgtag
acggtcaccg
<210> 162

5

NILF5)

=i

tggtgcagtc
cttctggtta
gacttgagtt
tccaggccag
ggaacctgag
cagctgctaa

tctcctceca

tggagctgag
cacctttacc
aatgggatgg
agtcaccatg
atctgacgac
ttactacttt

gtgaagaagc
aactatggta
attagtggtt
accacagaca
acggccgtat
tattctatgg

93

ctggggcecte
tcagctgggt
acaatggtaa
catccacgag

attactgtgce
acgtctgggg

agtgaaggtc
gcgacaggcece
cacaaactat
cacagcctac
gagagataga

ccaagggacc

60

120
180
240
300
360
378



213> NLR%

94

CN 113144195 A Fo5l & 54/281 T

211> 126
212> PRT
213> NTLF4
220>
223> A
<400> 162
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Leu Met

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

Ala Arg Asp Arg Val Val Val Ala Ala Ala Asn Tyr Tyr Phe Tyr Ser

100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 163
211> 336
<212> DNA
213> NLFH)
220>
223> AR
<400> 163
gatgttgtga tgactcagtc tccactctce ctgtcecgteca cccttggaca gecggectee 60
atctcctgeca ggtctagtca aagcctcgta tacagtgatg gagacaccta cttgaattgg 120
tttcagcaga ggccaggcca atctccaagg cgectaattt ataaggtttc taaccgggac 180
tctggggtee cagacagatt cagecggecagt gggtcaggea ctgetttcac actgaaaatc 240
agcggggtgg aggeccgagga tgttggggtt tactactgceca tgcaagcetac acactggect 300
cggacgttcg gccaagggac caaggtggaa atcaaa 336
<210> 164
211> 112
<212> PRT



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

95

CN 113144195 A Fo5l & 55/281 T
220>
223> &I
<400> 164
Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Ser Val Thr Leu Gly
1 5 10 15
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asp Gly Asp Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser
35 40 45
Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Ala Phe Thr Leu Lys Ile
65 70 75 80
Ser Gly Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Thr His Trp Pro Arg Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 165
211> 378
<212> DNA
213> NLF3
220>
223> &I
<400> 165
caggttcage tggtgcagtc tggagctgag gtgaagaage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttacc aactatggta tcagetgggt gegacaggee 120
cctggacaag ggcttgagtg gatgggatgg attagtggtt acaatggtaa cacaaactat 180
gcacagaagc tccagggcag agtcaccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggecgtgt attactgtge gagagataga 300
gtcgttgtag cagctgcectaa ttactacttt tattctatgg acgtctgggg ccaagggacc 360
acggtcaccg tctccteca 378
<210> 166
211> 126
<212> PRT
213> NI
220>
223> &I
<400> 166



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

1

5

10

15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser

20

25

96

30

CN 113144195 A Fo5l & 56/281 T

1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met

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

Ala Arg Asp Arg Val Val Val Ala Ala Ala Asn Tyr Tyr Phe Tyr Ser

100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 167
211> 336
<212> DNA
213> NLFH)
220>
223> AR
<400> 167
gatgttgtga tgactcagtc tccactctce ctgececgteca ceccttggaca gecggectee 60
atctcctgeca ggtctagtca aagcctcgta tacagtgatg gagacaccta cttgaattgg 120
tttcagcaga ggccaggcca atctccaagg cgectaattt ataaggtttc taaccgggac 180
tctggggtee cagacagatt cageggecagt gggtcaggea ctgatttcac actgaaaatc 240
agcagggtgg aggctgagga tgttggggtt tattactgca tgcaagctac acactggect 300
cggacgttcg gccaagggac caaggtggaa atcaaa 336
<210> 168
211> 112
<212> PRT
213> NI
220>
223> AR
<400> 168



CN 113144195 A

FF

5l %R

57/281 1T

Asp Gly Asp Thr

35

Pro Arg Arg Leu

50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Thr His Trp Pro

<210>
211>
<212>
<213>
<220>
223>
<400> 169

caggtccact

169
375
DNA

acctgcacct
cagccceceeceg
tacagcccat
gtccttacaa
ataactgaaa
gtcaccgtct
<210> 170
211> 125
212> PRT

Tyr

Ile

Gly

Ala
85
Arg
100

NILF5

= dib]

tgaaggagtc
tctctggatt
gaaaggccct
ctctgaagag
tgaccaacat
ctagttacta

cctca

213> NLR5

<220>

<223> BRI

<400> 170

40

95

tggtcctacg
ctcactcatc
ggagtggett
caggctcacc
ggaccctgtg

cttctactac

Leu Asn Trp Phe GIn Gln
Tyr Lys Val Ser Asn Arg
Ser Gly Ser Gly Thr Asp

70
Glu Asp Val Gly Val Tyr

75

90

Thr Phe Gly Gln Gly Thr

105

ctggtgaaac
actagtggag
gcactcattt
atcaccaagg

gacacagcca

ggtatggacg

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

97

Arg Pro Gly
45

Asp Ser Gly

60

Phe Thr Leu

Tyr Cys Met

Lys Val Glu
110

ccacacagac
tgggtgtggg
attggaatgg
acacctccaa
catattactg
tctggggeca

Val Lys Pro

Ser Leu Ile
30
Gly Lys Ala
45
Arg Tyr Ser
60

Gln Ser

Val Pro
Tle
80
Ala

Lys

Gln
95

Ile Lys

cctcacgcetg
ctggattcgt
tgataagcgc
aaaccaggtg
tgcacacagg

agggaccacg

Thr Gln
15
Thr Ser

Leu Glu

Pro Ser

120
180
240
300
360
375



CN 113144195 A F 5 * 58/281 T

Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg Ile Thr Glu Thr Ser Tyr Tyr Phe Tyr Tyr Gly Met
100 105 110
Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
210> 171
211> 30
<212> DNA
213> N3
220>
223> AR
<400> 171
ggattctcac tcatcactag tggagtgggt 30
<210> 172
211> 10
<212> PRT
213> NI
220>
223> AR
<400> 172
Gly Phe Ser Leu Ile Thr Ser Gly Val Gly
1 5 10
<210> 173
211> 21
<212> DNA
213> NLFH)
220>
223> AR
<400> 173
atttattgga atggtgataa g 21
<210> 174
Q211> 7
<212> PRT
213> NI
220>
223> AR

98



CN 113144195 A

59/281 T

<400> 174

Ile Tyr Trp Asn Gly Asp Lys

1

<210>
211>
<212>
<213>
<220>
223>
<400>

175
51
DNA

175

gcacacagga taactgaaac tagttactac ttctactacg gtatggacgt c

<210> 176
211> 17
<212> PRT

5

NILF5

i)

213> NLR5

<220>

<223> E R

<400> 176

51

Ala His Arg Ile Thr Glu Thr Ser Tyr Tyr Phe Tyr Tyr Gly Met Asp

1

Val
210>
211>
212>
213>
220>
223>
<400> 177

gacatccaga

177
339
DNA

atctcctgca
tacctgcaga
tccggggtcece
agcagagtgg
ctcactttcg
<210> 178
211> 113
<212> PRT

5

NILF5)

=i

tgacccagtc
ggtctagtca
agccagggcea
ctgacaggtt
aggctgagga
gcggaggsgac

213> NLR5

<220>

tccactcetee
gagcctecctg
gtctccacag
cagtggcagt
tgttggggtt
caaggtggaa

10

ctgcceccegtcea
catagtcatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaacga

99

15

ccectggaga geeggectee 60
gatacgacta tttggattgg 120
atttgggttc taatcgggece 180
cagattttac actgaaaatc 240
tgcaagctct acaaactccg 300

339



CN 113144195 A

FF

.1l

2.3

60/281 71

<223> BRI

<400> 178
Asp Tle GIn Met

1
Glu Pro

His Gly

Pro Gln
50

Asp Arg

65

Ser Arg

Leu Gln

Arg

Ala
Tyr
35

Leu
Phe

Val

Thr

<210> 179

211> 33

<212> DNA
213> NI

<220>

<223> BRI

<400> 179

cagagcctcc tgcatagtca tggatacgac tat

<210> 180

211> 11

<212> PRT
213> NI

<220>

<223> AR

<400> 180
Gln Ser Leu Leu His Ser His Gly Tyr Asp Tyr

1

<210> 181

211> 9

<212> DNA
213> NI

<220>

Ser
20

Asp
Leu
Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85
Leu

5

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser
Cys
Asp
Leu
55

Gly

Asp

Phe

Pro
Arg
Trp
40

Gly
Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

100

Ser
10

Ser
Leu
Asn
Thr
Val

90
Gly

10

Leu

Gln

Gln

Asp
75
Tyr

Thr

33

Pro

Ser

Lys

Ala

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ala

Lys



CN 113144195 A F 5 * 61/281 T

223> &I

<400> 181

ttgggttet 9

<210> 182

211> 3

212> PRT

213> NI

220>

223> &I

<400> 182

Leu Gly Ser

1

<210> 183

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 183

atgcaagctc tacaaactcc gctcact 27

<210> 184

211> 9

212> PRT

213> NLF3

220>

223> &I

<400> 184

Met Gln Ala Leu Gln Thr Pro Leu Thr

1 5

<210> 185

211> 375

<212> DNA

223> &I

<400> 185

cagatcacct tgaaggagtc tggtcctacg ctggtgaaac ccacacagac cctcacgetg 60
acctgcacct tctctggatt ctcactcatc actagtggag tgggtgtggg ctggattcegt 120
cagccececg gaaaggecct ggagtggett geactcattt attggaatgg tgataagege 180
tacagcccat ctctgaagag caggctcacc atcaccaagg acacctccaa aaaccaggtg 240

gtccttacaa tgaccaacat ggaccctgtg gacacagcca catattactg tgcacacagg 300

101



CN 113144195 A

FF

5l %R

62/281 T

ataactgaaa ctagttacta cttctactac ggtatggacg tctggggcecca agggaccacg 360

gtcaccgtct cctca

<210> 186

211> 125

<212> PRT

213> N3

220>

223> &I

<400> 186

Gln Ile Thr Leu Lys Glu Ser Gly

1 5

Thr Leu Thr Leu Thr Cys Thr Phe

20

Gly Val Gly Val Gly Trp Ile Arg
35 40

Trp Leu Ala Leu Ile Tyr Trp Asn

50 55

Leu Lys Ser Arg Leu Thr Ile Thr

65 70

Val Leu Thr Met Thr Asn Met Asp

85
Cys Ala His Arg Ile Thr Glu Thr
100

Asp Val Trp Gly Gln Gly Thr Thr
115 120

<210> 187

211> 336

<212> DNA

213> NLFH)

220>

223> &I

<400> 187

gatattgtga tgactcagtc tccactctcce

atctcctgca ggtctagtca gagcctcecectg

tacctgcaga agccagggca gtctccacag

tccggggtece ctgacaggtt cagtggcecagt

agcagagtgg aggctgagga tgttggggtt

ctcactttcg gcggagggac caaggtggag

<210> 188

Thr
10
Gly

Pro Leu

Ser Phe
25
Gln

Pro Pro

Gly Asp Lys
Thr
75

Asp

Lys Asp

Val
90
Tyr

Pro
Ser Tyr
105
Val

Thr Val

ctgcceccegtcea
catagtcatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaa

102

Val Lys Pro
Ile
30

Ala

Ser Leu

Gly Lys

45

Arg Tyr Ser

60

Ser Lys Asn

Thr Ala Thr

Phe Tyr

110

Tyr

Ser
125

Ser

Thr
15
Thr

Leu

Pro

Gln

Tyr

95
Gly

Gln

Ser

Glu

Ser

Val

80

Tyr

Met

375

cceetggaga geeggectee 60

gatacgacta tttggattgg 120

atttgggttce
cagattttac
tgcaagctct

taatcgggee 180

actgaaaatc 240

acaaactccg 300

336



103

CN 113144195 A Fo5l & 63/281 T
211> 112
<212> PRT
220>
223> &I
<400> 188
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
His Gly Tyr Asp Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 189
211> 375
<212> DNA
213> NI
220>
223> &I
<400> 189
cagatcacct tgaaggagtc tggtcctacg ctggtgaaac ccacacagac cctcacgetg 60
acctgcacct tctctggatt ctcactcatc actagtggag tgggtgtggg ctggatcegt 120
cagcccccag gaaaggecct ggagtggett gecactcattt attggaatgg tgataagege 180
tacagcccat ctctgaagag caggctcacc atcaccaagg acacctccaa aaaccaggtg 240
gtccttacaa tgaccaacat ggaccctgtg gacacagcca catattactg tgcacacagg 300
ataactgaaa ctagttacta cttctactac ggtatggacg tctggggcecca agggaccacg 360
gtcaccgtct cctca 375
<210> 190
211> 125
<212> PRT
213> NI
220>
223> &I



CN 113144195 A Fo5l & 64/281 T
<400> 190
Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu Val Lys Pro Thr Gln
1 5 10 15
Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ile Thr Ser
20 25 30
Gly Val Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu
35 40 45
Trp Leu Ala Leu Ile Tyr Trp Asn Gly Asp Lys Arg Tyr Ser Pro Ser
50 55 60
Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg Ile Thr Glu Thr Ser Tyr Tyr Phe Tyr Tyr Gly Met
100 105 110
Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 191
211> 336
<212> DNA
213> NLF3
220>
223> AR
<400> 191
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgeca ggtctagtca gagcecctcctg catagtcatg gatacgacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct acaaactccg 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 192
211> 112
<212> PRT
213> NI
220>
223> AR
<400> 192

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

1

5

10

104

15



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

1

5

10

15

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser

20

25

30

Gly Val Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu

35

40

105

45

CN 113144195 A Fo5l & 65/281 T
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
His Gly Tyr Asp Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 193
211> 375
<212> DNA
213> NI
220>
223> AR
<400> 193
cagatcacct tgaaggagtc tggtcctact ctggtgaaac cctcacagac cctcacgetg 60
acctgcacct tctctgggtt ctcactcage actagtggag tgggtgtggg ctggatcegt 120
cagcccccag gaaaggecct ggagtggett geactcattt attggaatte tgataagege 180
tacagcccat ctctgaagag caggctcacc atcaccaagg acacctccaa aaaccaggta 240
gtccttacaa tgaccaacat ggaccctgtg gacacagcca catattactg tgcacacaga 300
catgacagct cgtcctacta cttctactac ggtatggacg tctggggeca agggatcacg 360
gtcaccgtct cctca 375
<210> 194
211> 125
212> PRT
213> N3
220>
223> AR
<400> 194
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Trp Leu Ala Leu Ile Tyr Trp Asn Ser Asp Lys Arg Tyr Ser Pro Ser
50 55 60
Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg His Asp Ser Ser Ser Tyr Tyr Phe Tyr Tyr Gly Met
100 105 110
Asp Val Trp Gly Gln Gly Ile Thr Val Thr Val Ser Ser
115 120 125
<210> 195
211> 30
<212> DNA
213> NI
220>
223> AR
<400> 195
gggttctcac tcagcactag tggagtgggt 30
<210> 196
211> 10
<212> PRT
213> NI
220>
223> AR
<400> 196
Gly Phe Ser Leu Ser Thr Ser Gly Val Gly
1 5 10
<210> 197
211> 21
<212> DNA
213> NI
220>
223> AR
<400> 197
atttattgga attctgataa g 21
<210> 198
Q211> 7
<212> PRT
213> NLF3

106
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<220>

<223> E R

<400> 198

Ile Tyr Trp Asn Ser Asp Lys

1

<210>
211>
<212>
<213>
<220>
223>
<400>

199
51
DNA

199

gcacacagac atgacagctc gtcctactac ttctactacg gtatggacgt c

<210> 200
211> 17
<212> PRT

5

NILF5

=i

213> NLR%)

<220>

<223> E R

<400> 200

51

Ala His Arg His Asp Ser Ser Ser Tyr Tyr Phe Tyr Tyr Gly Met Asp

1

Val
210>
211>
212>
213>
220>
223>
<400> 201

gacatccaga

201
339
DNA

atctcctgca
tacctgcaga
tccggggtcece
agcagagtgg
ctcactttcg
<210> 202
211> 113
<212> PRT

5

NILF5

=i

tgacccagtc
ggtctagtca
agccagggcea
ctgacaggtt
aggctgagga
gcggaggsgac

tccgetetece
gagcctccte
gtctccacaa
cagtggeggt
tgttgggatt
caaggtggag

10

ctgcceccegtcea
catagtcatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaacga

107

cccectggaga
gatacaacta
atttgggttc
cagattttac
tgcaagctct

15

gcecggectee 60
tttggattgg 120
taatcgggee 180
actgaaaatc 240
acagactcct 300

339
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213> NLR5

<220>

<223> AR

<400> 202
Asp Tle GIn Met

1
Glu Pro

His Gly

Pro Gln
50

Asp Arg

65

Ser Arg

Leu Gln

Arg

Ala
Tyr
35

Leu
Phe

Val

Thr

<210> 203

211> 33

<212> DNA
213> NI

<220>

<223> BRI

<400> 203

cagagcctcc tccatagtca tggatacaac tat

<210> 204

211> 11

<212> PRT
213> NI

<220>

<223> AR

<400> 204
Gln Ser Leu Leu His Ser His Gly Tyr Asn Tyr

1

<210> 205

211> 9

<212> DNA

Ser

20

Asn

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85
Leu

5

Gln
Ser
Leu
Tyr
Gly
70

Glu

Thr

Ser

Cys

Leu
55
Gly

Phe

Pro
Arg
Trp
40

Gly
Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

108

Ser
10

Ser
Leu
Asn
Thr
Tle

90
Gly

10

Leu

Gln

Gln

Asp
75
Tyr

Thr

33

Pro

Ser

Lys

Ala

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ala

Lys
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213> NI

220>

223> AR

<400> 205

ttgggttet 9
<210> 206

211> 3

212> PRT

213> NLF3

220>

223> AR

<400> 206

Leu Gly Ser

1

<210> 207

211> 27

<212> DNA

213> NLF3

220>

223> AR

<400> 207

atgcaagctc tacagactcc tctcact 27
<210> 208

211> 9

<212> PRT

213> NLFH)

220>

223> AR

<400> 208

Met Gln Ala Leu Gln Thr Pro Leu Thr
1 5

<210> 209

211> 375

<212> DNA

213> NI

220>

223> AR

<400> 209

cagatcacct tgaaggagtc tggtcctact ctggtgaaac cctcacagac cctcacgetg 60

109
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acctgcacct tctctgggtt ctcactcage actagtggag tgggtgtggg ctggatcegt 120
cagcccccag gaaaggecct ggagtggett geactcattt attggaattce tgataagege 180
tacagcccat ctctgaagag caggctcacc atcaccaagg acacctccaa aaaccaggta 240
gtccttacaa tgaccaacat ggaccctgtg gacacagcca catattactg tgcacacaga 300
catgacagct cgtcctacta cttctactac ggtatggacg tctggggeca agggaccacg 360
gtcaccgtct cctca 375
<210> 210
211> 125
<212> PRT
213> NI
220>
223> &I
<400> 210
Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu Val Lys Pro Ser Gln
1 5 10 15
Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser

20 25 30
Gly Val Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu
35 40 45
Trp Leu Ala Leu Ile Tyr Trp Asn Ser Asp Lys Arg Tyr Ser Pro Ser
50 55 60
Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg His Asp Ser Ser Ser Tyr Tyr Phe Tyr Tyr Gly Met
100 105 110
Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
210> 211
211> 336
<212> DNA
213> NLF3
220>
223> &I
<400> 211

gatattgtga tgactcagtc tccgetctee ctgececgtea ccecectggaga gecggectee 60

atctcctgeca ggtctagtca gagcecctccte catagtcatg gatacaacta tttggattgg 120

tacctgcaga agccagggceca gtctccacaa ctcctgatct atttgggtte taatcgggee 180

110
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tcecggggtee ctgacaggtt cagtggeggt ggatcaggeca cagattttac actgaaaatc 240

agcagagtgg aggctgagga tgttgggatt tattactgca tgcaagctct acagactcct 300

ctcactttcg gcggagggac caaggtggag atcaaa

210> 212
211> 112
212> PRT
213> NLFH)
220>
223> &I
<400> 212
Asp Ile Val Met Thr Gln Ser Pro
1 5
Glu Pro Ala Ser Ile Ser Cys Arg
20
His Gly Tyr Asn Tyr Leu Asp Trp
35 40
Pro Gln Leu Leu Ile Tyr Leu Gly
50 55
Asp Arg Phe Ser Gly Gly Gly Ser
65 70
Ser Arg Val Glu Ala Glu Asp Val
85
Leu Gln Thr Pro Leu Thr Phe Gly
100
<210> 213
211> 375
<212> DNA
213> NI
220>
223> &I
<400> 213
cagatcacct tgaaggagtc tggtcctacg
acctgcacct tctctgggtt ctcactcage
cagcccccag gaaaggcecct ggagtggett
tacagcccat ctctgaagag caggctcacc
gtccttacaa tgaccaacat ggaccctgtg
catgacagct cgtcctacta cttctactac
gtcaccgtct cctca
<210> 214

Ser Leu

10

Ser

Leu
Ser Gln
25
Tyr

Leu Gln

Ser Asn

Gly Thr Asp
75
Ile Tyr
90

Gly

Gly
Gly Thr
105

ctggtgaaac
actagtggag
gcactcattt
atcaccaagg

gacacagcca

ggtatggacg

111

Pro Val Thr

Leu
30
Gly

Ser Leu

Pro
45

Ser

Lys

Ala
60
Phe

Gly

Thr Leu

Tyr Cys Met

Val Glu

110

Lys

ccacacagac
tgggtgtggg
attggaattc
acacctccaa
catattactg
tctggggeca

336

Pro Gly
15
His Ser

Gln Ser

Val Pro
Tle
80
Ala

Lys

Gln
95

Ile Lys

cctecacgetg 60
120
180
240
tgcacacaga 300
360
375

ctggatccgt
tgataagcgc

aaaccaggtg

agggaccacg



213> NLR5

112
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211> 125
212> PRT
213> NLF3
220>
223> A
<400> 214
Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu Val Lys Pro Thr Gln
1 5 10 15
Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser
20 25 30
Gly Val Gly Val Gly Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu
35 40 45
Trp Leu Ala Leu Ile Tyr Trp Asn Ser Asp Lys Arg Tyr Ser Pro Ser
50 55 60
Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg His Asp Ser Ser Ser Tyr Tyr Phe Tyr Tyr Gly Met
100 105 110
Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 215
211> 336
<212> DNA
213> NLFH)
220>
223> AR
<400> 215
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgea ggtctagtca gagcctccte catagtcatg gatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct acagactcct 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 216
211> 112
<212> PRT
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220>
223> &I
<400> 216
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
His Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
210> 217
211> 381
<212> DNA
213> NTLF4
220>
223> &I
<400> 217

gagatgcaac tggtggagtc tgggggagge ttggtccage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt cacctttagt agtcactgga tgaagtgggt ccgecagget 120
ccagggaagg ggctggagtg ggtggeccaac ataaaccaag atggaagtga gaaatactat 180
gtggactctg tgaagggceccg attcaccatc tccagagaca acgccaagaa ctcactgttt 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatatt 300
gtactaatgg tctatgatat ggactactac tactacggta tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 218

211> 127

<212> PRT

213> NI

220>

223> &I

<400> 218

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

113
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1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser His
20 25 30
Trp Met Lys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Asn Ile Asn Gln Asp Gly Ser Glu Lys Tyr Tyr Val Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Phe
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Ile Val Leu Met Val Tyr Asp Met Asp Tyr Tyr Tyr Tyr
100 105 110
Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 219
211> 24
<212> DNA
213> NLFH)
<220>
223> AR
<400> 219
ggattcacct ttagtagtca ctgg 24
<210> 220
211> 8
<212> PRT
213> NTLF4
220>
223> AR
<400> 220

Gly Phe Thr Phe Ser Ser His Trp

1
<210> 22
211> 24

1

<212> DNA
213> NI

<220>

<223> AR

<400> 22

1

5

114
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ataaaccaag atggaagtga gaaa 24
210> 222
211> 8
<212> PRT
213> NLFH)
220>
223> &I
<400> 222
Ile Asn Gln Asp Gly Ser Glu Lys
1 5
<210> 223
211> 60
<212> DNA
213> NI
220>
223> &I
<400> 223
gcgagagata ttgtactaat ggtctatgat atggactact actactacgg tatggacgtc 60
<210> 224
211> 20
212> PRT
213> NI
220>
223> &I
<400> 224
Ala Arg Asp Ile Val Leu Met Val Tyr Asp Met Asp Tyr Tyr Tyr Tyr
1 5 10 15
Gly Met Asp Val
20
<210> 225
211> 336
<212> DNA
213> NLF3
220>
223> &I
<400> 225
gatattgtga tgactcagtc tccactctcc ctgececgteca cccetggaga gecggectee 60
atctcctgeca ggtctagtca gagcecctcctg catagtaatg gaaacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180

115
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tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240

agcagagtgg aggctgagga tgttggggtt tattactgca tgcaaactct acaaactccg 300

ctcactttcg gcggagggac caaggtggag atc

<210> 226

211> 112

<212> PRT

213> NLFH)

220>

223> AR

<400> 226

Asp Ile Val Met Thr Gln Ser Pro Leu

1 5

Glu Pro Ala Ser Ile Ser Cys Arg Ser
20 25

Asn Gly Asn Asn Tyr Leu Asp Trp Tyr

35 40
Pro Gln Leu Leu Ile Tyr Leu Gly Ser
50 55

Asp Arg Phe Ser Gly Ser Gly Ser Gly

65 70

Ser Arg Val Glu Ala Glu Asp Val Gly

85

Leu Gln Thr Pro Leu Thr Phe Gly Gly
100 105

210> 227

211> 33

<212> DNA

213> NI

220>

223> AR

<400> 227

cagagcctcc tgcatagtaa tggaaacaac tat

<210> 228

211> 11

<212> PRT

213> NLF3

220>

223> AR

<400> 228

116

aaa

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Gln

Asp
75
Tyr

Thr

33

Pro

Ser

Lys

Ala

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Thr

Lys

336
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Gln Ser Leu Leu His Ser Asn Gly Asn Asn Tyr
1 5 10
<210> 229

211> 9

<212> DNA

213> N3

220>

223> AR

<400> 229

ttgggttet 9

<210> 230

211> 3

212> PRT

213> NLF3

220>

223> AR

<400> 230

Leu Gly Ser

1

<210> 231

211> 27

<212> DNA

213> N3

220>

223> AR

<400> 231

atgcaaactc tacaaactcc gctcact 27
<210> 232

211> 9

<212> PRT

213> NI

220>

223> AR

<400> 232

Met Gln Thr Leu Gln Thr Pro Leu Thr
1 5

<210> 233

211> 381

<212> DNA

117
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213> NLR5

<220>

<223> E R

<400> 233
gaggtgcagce
tcctgtgceag
ccagggaagg
gtggactctg
ctgcaaatga
gtactaatgg
accacggtca
<210> 234
211> 127
212> PRT

tggtggagte
cctetggatt
ggctggagtg
tgaagggcecg
acagcctgag
tctatgatat

ccgtectecte

213> NLR5

<220>

<223> E R

<400> 234
Glu Val Gln
1
Ser Leu Arg
Trp Met Lys
35
Ala Asn Ile
50
Lys Gly
65

Leu Gln

Arg

Met

Ala Arg Asp

Gly Met Asp
115
<210> 235
<211> 336
<212> DNA

Leu Val
5
Leu Ser
20
Trp Val

Asn Gln

Phe Thr
Ser
85
Val

Asn

Ile
100

Val Trp

213> NLR5

<220>

Glu

Cys

Arg

Asp

Ile

70

Leu

Leu

Gly

tgggggaggce
cacctttagt

ggtggccaac
attcaccatc
agccgaggac
ggactactac

a

Ser Gly

Ala Ala

Gln Ala
40
Gly Ser
55
Ser Arg
Ala

Met Val

Gln Gly

120

ttggtccage
agtcactgga
ataaaccaag
tccagagaca
acggectgtgt
tactacggta

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Glu Lys Tyr
Ala
75

Thr

Asp Asn

Glu Asp

90
Tyr Asp Met
105
Thr

Thr Val

118

ctggggggte
tgaagtgggt
atggaagtga
acgccaagaa
attactgtgce
tggacgtctg

Val GIn Pro

Thr Phe Ser

30

Gly Leu Glu
45

Tyr Val
60

Lys

Asp

Asn Ser

Ala Val Tyr
Tyr
110

Ser

Asp Tyr

Thr Val

125

cctgagacte 60
ccgecagget 120
gaaatactat 180
ctcactgttt 240
gagagatatt 300
gggccaaggg 360

381

Gly
15

Ser

Gly
His
Val
Ser Val
Phe

80
Cys

Leu

Tyr
95
Tyr Tyr

Ser
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223> &I
<400> 235
gatattgtga tgactcagtc tccactctcc ctgececgteca cccectggaga gecggectee 60
atctcctgeca ggtctagtca gagcctcctg catagtaatg gaaacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaaactct acaaactccg 300
ctcactttcg gcggagggac caaggtggag atcaaa 336
<210> 236
211> 112
<212> PRT
213> N3
220>
223> &I
<400> 236
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Thr
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
210> 237
211> 381
<212> DNA
213> NLF3
220>
223> &I
<400> 237

gaggtgcage tggtggagtc tgggggagge ttggtccage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt cacctttagt agtcactgga tgagetgggt ccgecagget 120

ccagggaagg ggctggagtg ggtggeccaac ataaaccaag atggaagtga gaaatactat 180

119



CN 113144195 A

FF

5l %R

80/281 T

gtggactctg tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240

ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatatt 300

gtactaatgg tctatgatat ggactactac tactacggta tggacgtctg ggggcaaggg 360

accacggtca ccgtctccte a

<210> 238
211> 127

<212> PRT

213> NI
<220>

223> AR
<400> 238

Glu Val Gln Leu
1

Ser Leu

20
Trp

Leu Arg
Ser
35
Ile

Trp Met

Ala Asn Asn

50

Lys Gly Arg Phe

65
Leu Gln

Met Asn

Ala Tle
100
Val

Arg Asp

Gly Met Asp
115
239
336
DNA

NILF5

210>
211>
212>
213>
220>
223> &I
<400> 239

gatattgtga
atctcctgca
tacctgcaga

tccggggtcece
agcagagtgg

Val

Ser

Val

Gln

Thr

Ser

85

Val

Trp

Glu

Cys

Arg

Asp

Ile

70

Leu

Leu

Gly

Ser

Ala

Gln

Gly

95

Ser

Arg

Met

Gln

Gly

Ala

Ala

40

Ser

Arg

Ala

Val

Gly
120

tgactcagtc tccactctcce
ggtctagtca gagcctcctg
agccagggca gtctccacag
ctgacaggtt cagtggcagt
aggctgagga tgttggggtt

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Glu Lys Tyr
Ala
75

Thr

Asp Asn

Glu Asp
90
Tyr Asp Met
105
Thr

Thr Val

ctgcceccegtcea
catagtaatg
ctcctgatcet
ggatcaggca
tattactgca

120

Val GIn Pro

Thr Phe Ser

30

Gly Leu Glu

45

Tyr Val Asp

60
Lys

Asn Ser

Ala Val Tyr
Tyr
110

Ser

Asp Tyr

Thr Val
125

cccctggaga
gaaacaacta
atttgggttce
cagattttac

tgcaaactct

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Tyr

Ser

Gly
His
Val
Val
Tyr
80

Cys

Tyr

381

gceggectee 60
tttggattgg 120
taatcgggee 180

actgaaaatc 240

acaaactccg 300
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ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 240
211> 112
<212> PRT
213> NI
220>
223> &I
<400> 240
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser

20 25 30
Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Thr
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
210> 241
211> 381
<212> DNA
213> NLFH)
220>
223> &I
<400> 241
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag tctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecaget atatcatatg atggaagtaa taaatactat 180
gtagactccg tgaagggceccg attcaccatc tccagagaca attccaagaa aacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt ataattgtge gaaaaatatt 300
gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
210> 242
211> 127
<212> PRT



CN 113144195 A

.1l

82/281 T

213> NLR5

220>

223> AR
<400> 242
Gln Val Gln
1

Ser Leu Arg

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

Ala Lys Asn

Gly Met Asp
115
<210> 243
211> 24
<212> DNA

Leu
Leu
20

Trp
Ser
Phe
Asn
Tle

100
Val

213> NLR5

<220>
<223> BRI
<400> 243

Val

Ser

Val

Tyr

Thr

Ser

85

Val

Trp

Glu

Cys

Arg

Asp

Ile

70

Leu

Leu

Gly

Ser

Ala

Gln

Gly

95

Ser

Arg

Val

Gln

ggattcacct tcagtagcta tggc

<210> 244
211> 8
<212> PRT
213> NLF
<220>

<223> &R
<400> 244

4

Gly

Val

Ala

40

Ser

Arg

Ala

Met

Gly
120

24

Gly Phe Thr Phe Ser Ser Tyr Gly

1
<210> 245
211> 24

5

Gly
Ser
25

Pro
Asn
Asp
Glu
Tyr

105
Thr

122

Gly
10

Gly
Gly
Lys
Asn
Asp
90

Asp

Thr

Val

Phe

Lys

Tyr

Ser

75

Thr

Ile

Val

Val

Thr

Gly

Tyr

60

Lys

Ala

Asp

Thr

Gln

Phe

Leu

45

Val

Lys

Val

Tyr

Val
125

Pro
Ser

30
Glu

Asp

Thr

Tyr

His

110

Ser

Gly
15

Ser
Trp
Ser
Leu
Asn
95

Tyr

Ser

Arg
Tyr
Val
Val
Tyr
80

Cys

Tyr



CN 113144195 A F 5 * 83/281 T

<212> DNA
213> NI
220>
223> AR
<400> 245
atatcatatg atggaagtaa taaa 24
<210> 246
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 246
Ile Ser Tyr Asp Gly Ser Asn Lys
1 5
210> 247
211> 60
<212> DNA
213> NLFH)
220>
223> AR
<400> 247
gcgaaaaata ttgtactagt gatgtatgat atagactatc actactatgg gatggacgtc 60
<210> 248
211> 20
212> PRT
213> NLF3
220>
223> AR
<400> 248
Ala Lys Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr
1 5 10 15
Gly Met Asp Val
20
<210> 249
211> 336
<212> DNA
213> NI
220>

123
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223> &I
<400> 249
gatattgtga tgactcagtc tccactctcc ctgececgteca cccectggaga gecggectee 60
atctcctgeca ggtctagtca gagcecctcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacaa ctcctgatct atttgggttt taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct acaaactcct 300
ctcactttcg gecggagggac caaggtggag atcaga 336
<210> 250
211> 112
<212> PRT
213> N3
220>
223> &I
<400> 250
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Phe Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Arg
100 105 110
<210> 251
211> 33
<212> DNA
213> NLF3
220>
223> &I
<400> 251
cagagcctce tgcatagtaa tggatacaac tat 33
<210> 252
211> 11

124
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212> PRT
213> NLF3
220>

223> AR
<400> 252

Gln Ser Leu Leu His Ser Asn Gly Tyr Asn Tyr
1 5 10
<210> 253
211> 9

<212> DNA
213> NLF3
220>

223> AR
<400> 253
ttgggtttt 9
<210> 254
211> 3

<212> PRT
213> NLFH)
220>

223> AR
<400> 254

Leu Gly Phe

1

<210> 255
211> 27

<212> DNA
213> NI
220>

223> AR
<400> 255
atgcaagctc tacaaactcc tctcact 27
<210> 256
211> 9

<212> PRT
213> NLF3
220>

223> AR
<400> 256

125
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Met Gln Ala Leu Gln Thr Pro Leu Thr
1 5
<210> 257
211> 381
<212> DNA
213> N3
220>
223> &I
<400> 257
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag tctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecaget atatcatatg atggaagtaa taaatactat 180
gtagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa aacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt ataattgtge gaaaaatatt 300
gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 258
211> 127
212> PRT
213> NI
220>
223> &I
<400> 258
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Ala Ile Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Val Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Lys Thr Leu Tyr
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Asn Cys
85 90 95
Ala Lys Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr
100 105 110
Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125



213> NLR5

<220>
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CN 113144195 A Fo5l & 87/281 T
<210> 259
211> 336
<212> DNA
213> NI
220>
223> &I
<400> 259
gatattgtga tgactcagtc tccactctcc ctgeccgteca cccectggaga gecggectee 60
atctcctgeca ggtctagtca gagcectcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggca gtctccacaa ctcctgatct atttgggttt taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct acaaactcct 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 260
211> 112
<212> PRT
213> NI
220>
223> &I
<400> 260
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Phe Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 261
211> 381
<212> DNA
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223> &I
<400> 261
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecagtt atatcatatg atggaagtaa taaatactat 180
gcagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt attactgtge gaaaaatatt 300
gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg ggggcaaggg 360
accacggtca ccgtctecte a 381
<210> 262
211> 127
<212> PRT
213> NI
220>
223> &I
<400> 262
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Val Ile Ser Tyr Asp Gly Ser 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 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 Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr
100 105 110
Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 263
211> 336
<212> DNA
213> NLF3
220>
223> &I
<400> 263
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gatattgtga
atctcctgca
tacctgcaga
tccggggtcece
agcagagtgg
ctcactttcg
<210> 264
211> 112
<212> PRT

tgactcagtc
ggtctagtca
agccagggcea
ctgacaggtt
aggctgagga
gcggaggsgac

213> NLR5

<220>

<223> E R

<400> 264
Asp Ile Val
1
Glu

Pro Ala

Gly Tyr
35

Leu

Asn

Gln
50
Arg

Pro
Asp Phe
65
Ser

Arg Val

Leu GIn Thr
210>
211>
212>
213>
220>
223>
<400> 265

caggtgcagc

265
381
DNA

tcctgtgceag
ccaggcaagg
gtagactccg

ctgcaaatga

Met Thr

Ser Ile
20
Asn Tyr

Leu Ile

Ser Gly

Glu Ala
85

Pro Leu

100

NILF5

=i

tggtggagte
tctctggatt
ggctggagtg
tgaagggcecg
acagcctgag

Gln

Ser

Leu

Ser
70
Glu

Thr

tccactcetee
gagcctecctg
gtctccacag
cagtggcagt
tgttggggtt
caaggtggag

Ser Pro

Cys Arg
Trp
40
Gly

Asp

Leu
55
Gly Ser

Asp Val

Phe Gly

tgggggaggce
caccttcagt
ggtggcaget
attcaccatc

agctgaggac

ctgcceccegtcea
catagtaatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaa

Ser Leu

10

Ser

Leu
Ser Gln
25
Tyr

Leu Gln

Phe Asn

Gly Thr Asp
75
Val Tyr
90

Gly

Gly
Gly Thr
105

gtggtccagce
agctatggca
atatcatatg
tccagagaca

acggectgtgt

129

cccctggaga
gatacaacta
atttgggttt
cagattttac
tgcaagctct

Pro Val Thr

Leu
30
Gly

Ser Leu

Pro
45

Ser

Lys

Ala
60
Phe

Gly

Thr Leu

Tyr Cys Met

Val Glu

110

Lys

ctgggaggtc
tgcactgggt

atggaagtaa
attccaagaa

ataattgtgce

gcecggectee 60
tttggattgg 120
taatcgggee 180
actgaaaatc 240
acaaactcct 300

336

Pro Gly
15
His Ser

Gln Ser

Val Pro
Tle
80
Ala

Lys

Gln
95

Ile Lys

cctgagacte 60
ccgecagget 120
taaatactat 180
aacgctgtat 240
gaaaaatatt 300
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gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg gggccaaggg 360

accacggtca ccgtctccte a

<210> 266
211> 127
<212> PRT

213> NLR5

220>

223> AR
<400> 266
Gln Val Gln
1

Ser Leu Arg

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

Ala Lys Asn

Gly Met Asp
115
<210> 267
211> 24
<212> DNA

Leu
Leu
20

Trp
Ser
Phe
Asn
Tle

100
Val

213> NLR5

<220>
<223> AR
400> 267

Val

Ser

Val

Tyr

Thr

Ser

85

Val

Trp

Glu

Cys

Arg

Asp

Ile

70

Leu

Leu

Gly

Ser

Ala

Gln

Gly

95

Ser

Arg

Val

Gln

ggattcacct tcagtagcta tggc

<210> 268
211> 8
<212> PRT

213> NLR5

<220>
<223> AR

Gly

Val

Ala

40

Ser

Arg

Ala

Met

Gly
120

24

Gly
Ser
25

Pro
Asn
Asp
Glu
Tyr

105
Thr

130

Gly
10

Gly
Gly
Lys
Asn
Asp
90

Asp

Thr

Val

Phe

Lys

Tyr

Ser

75

Thr

Ile

Val

Val

Thr

Gly

Tyr

60

Lys

Ala

Asp

Thr

Gln

Phe

Leu

45

Val

Lys

Val

Tyr

Val
125

Pro
Ser
30

Glu
Asp
Thr
Tyr
His

110

Ser

Gly
15

Ser
Trp
Ser
Leu
Asn
95

Tyr

Ser

Arg
Tyr
Val
Val
Tyr
80

Cys

Tyr

381



CN 113144195 A F 5 * 91/281 T

<400> 268
Gly Phe Thr Phe Ser Ser Tyr Gly
1 5
<210> 269
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 269
atatcatatg atggaagtaa taaa 24
<210> 270
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 270
Ile Ser Tyr Asp Gly Ser Asn Lys
1 5
210> 271
211> 60
<212> DNA
213> NLF3
220>
223> AR
<400> 271
gcgaaaaata ttgtactagt gatgtatgat atagactatc actactatgg gatggacgtc 60
210> 272
211> 20
<212> PRT
213> NI
220>
223> AR
<400> 272
Ala Lys Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr
1 5 10 15
Gly Met Asp Val
20

131



213> NLR5

<220>

132

CN 113144195 A Fo5l & 92/281 T
210> 273
211> 336
<212> DNA
213> NI
220>
223> &I
<400> 273
gatattgtga tgactcagtc tccactctcc ctgeccgteca cccectggaga gecggectee 60
atctcctgeca ggtctagtca gagcectcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggca gtctccacaa ctcctgatct atttgggttt taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct acaaactcct 300
ctcactttcg gcggagggac caaggtggag atcaga 336
210> 274
211> 112
<212> PRT
213> NI
220>
223> &I
<400> 274
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Phe Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Arg
100 105 110
210> 275
211> 33
<212> DNA



CN 113144195 A F 5 * 93/281 T

223> AR

<400> 275

cagagcctce tgcatagtaa tggatacaac tat 33
<210> 276

211> 11

<212> PRT

213> NLFH)

220>

223> AR

<400> 276

Gln Ser Leu Leu His Ser Asn Gly Tyr Asn Tyr
1 5 10
210> 277

211> 9

<212> DNA

213> NI

220>

223> AR

<400> 277

ttgggtttt 9

<210> 278

211> 3

<212> PRT

213> NLF3

220>

223> AR

<400> 278

Leu Gly Phe

1

<210> 279

211> 27

<212> DNA

213> NLF3

220>

223> AR

<400> 279

atgcaagctc tacaaactcc tctcact 27
<210> 280

211> 9

133



CN 113144195 A F 5 * 94/981 T

212> PRT

213> NI

220>

223> &I

<400> 280

Met Gln Ala Leu Gln Thr Pro Leu Thr

1 5

<210> 281

211> 381

<212> DNA

213> NI

220>

223> &I

<400> 281

caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag tctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecaget atatcatatg atggaagtaa taaatactat 180
gtagactccg tgaagggccg attcaccatc tccagagaca attccaagaa aacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt ataattgtge gaaaaatatt 300
gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg gggccaaggg 360

accacggtca ccgtctecte a 381
<210> 282
211> 127
<212> PRT
213> NI
220>
223> &I
<400> 282
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Ala Ile Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Val Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Lys Thr Leu Tyr
65 70 75 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Asn Cys

134
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85 90 95

Ala Lys Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr

100 105 110
Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 283
211> 336
<212> DNA
213> NLF3
220>
223> AR
<400> 283
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgeca ggtctagtca gagcecctcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggca gtctccacaa ctcctgatct atttgggttt taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagctct acaaactcct 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 284
211> 112
212> PRT
213> NI
220>
223> AR
<400> 284
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser

20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser

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

Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100 105 110
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<210> 285
211> 381
<212> DNA
213> NI
220>
223> &I
<400> 285
caggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt agetatggea tgcactgggt ccgecagget 120
ccaggcaagg ggctggagtg ggtggecagtt atatcatatg atggaagtaa taaatactat 180
gcagactccg tgaagggcecg attcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agctgaggac acggetgtgt attactgtge gaaaaatatt 300
gtactagtga tgtatgatat agactatcac tactatggga tggacgtctg ggggcaaggg 360
accacggtca ccgtctecte a 381
<210> 286
211> 127
212> PRT
213> NLF3
220>
223> &I
<400> 286
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ala Val Ile Ser Tyr Asp Gly Ser 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 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 Asn Ile Val Leu Val Met Tyr Asp Ile Asp Tyr His Tyr Tyr
100 105 110
Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 287
211> 336
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<212> DNA
213> NI
220>
223> &I
<400> 287
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgea ggtctagtca gagcecctcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggttt taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagctct acaaactcct 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 288
211> 112
212> PRT
213> NLF3
220>
223> &I
<400> 288
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ser
20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Phe Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 289
211> 372
<212> DNA
213> NLF3
220>
223> &I
<400> 289



FF

5l %R

<210> 292

138

CN 113144195 A 98/281 1T
cagatcacct tgaaggagtc tggtcctacg ctggtaaaac ccacacagac cctcacgetg 60
acctgcacct tctctgggtt ctcactcage gectagtggag tgggtgtggg ctggtteegt 120
cagccceccag gaaaggecct ggagtggett gecactcattt attggaatga tgataagegt 180
tacagcccat ctctaaagaa cagcctcacc atcaccaagg acacctccaa aaaccaggtg 240
gtccttacaa tgaccaacat ggaccctgtg gacacagcca catattactg tgcacacaga 300
atacatctat ggtcctactt ctactacggt atggacgtct ggggccaagg gaccacggte 360
accgtctcct ca 372
<210> 290
211> 124
<212> PRT
213> NI
220>
223> &I
<400> 290
Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu Val Lys Pro Thr Gln
1 5 10 15
Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Ala Ser

20 25 30
Gly Val Gly Val Gly Trp Phe Arg Gln Pro Pro Gly Lys Ala Leu Glu
35 40 45
Trp Leu Ala Leu Ile Tyr Trp Asn Asp Asp Lys Arg Tyr Ser Pro Ser
50 55 60
Leu Lys Asn Ser Leu Thr Ile Thr Lys Asp Thr Ser Lys Asn Gln Val
65 70 75 80
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala His Arg Ile His Leu Trp Ser Tyr Phe Tyr Tyr Gly Met Asp
100 105 110
Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120
<210> 291
211> 30
<212> DNA
213> NI
220>
223> &I
<400> 291
gggttctcac tcagcgctag tggagtgggt 30



CN 113144195 A F % *

99/281 T

211> 10

212> PRT

213> NLF3

220>

223> A

<400> 292

Gly Phe Ser Leu Ser Ala Ser Gly Val Gly
1 5 10
<210> 293

211> 21

<212> DNA

213> N3

220>

223> AR

<400> 293

atttattgga atgatgataa g 21
<210> 294

Q211> 7

212> PRT

213> NI

220>

223> AR

<400> 294

Ile Tyr Trp Asn Asp Asp Lys
1 5

<210> 295

211> 48

<212> DNA

213> NLFH)

220>

223> AR

<400> 295

gcacacagaa tacatctatg gtcctacttc tactacggta tggacgtc
<210> 296

211> 16

<212> PRT

213> NI

220>

223> AR

139

48
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<400> 296

Ala His Arg Ile His Leu Trp Ser Tyr Phe Tyr Tyr Gly Met Asp Val

1
210>
211>
212>
213>
220>
223>
<400> 297
gatattgtga

297
336
DNA

atctcctgca
tacctgcaga
tccggggtcece
agcagagtgg
ctcactttcg
<210> 298
211> 112
212> PRT

5

NILF5

i)

tgactcagtc
ggtctagtca
agccagggcea
ctgacagatt
aggctgagga
gcggaggsgac

213> NLR5

<220>

<223> E R

<400> 298
Asp Ile Val
1
Glu Pro Ala
Asn Gly Tyr
35
Pro Gln Leu
50
Asp Arg
65

Ser Arg

Phe
Val
Thr

Leu Gln

<210> 299
211> 33

Met Thr GI

Ser Ile Se

20
Asn

Tyr Ph

Leu Ile Ty
Se
70

Gl

Ser Gly

Glu Ala
85
Leu

Pro Th

100

tccactcetee
gactctcctg
gtctccacag
cagtggcagt
tgttggaatt
caaggtggag

n Ser Pro

r Cys Arg
Trp
40

Gly

e Asp
Leu
55

Gly

r

r Ser

u Asp Val

r Phe Gly

10

ctgcceccegtcea
catagtaatg
ctcctgatcet
ggatcaggca
tattactgca

atcaga

Ser Leu

10

Ser

Leu
Ser Gln
25
Tyr

Leu Gln

Ser Asn

Gly Thr Asp
75
Ile Tyr
90

Gly

Gly

Gly Thr

105

140

15

cccctggaga geceggectcee
gatacaacta tttcgattgg
atttgggttc taatcgggcce
cagattttac actgaaaatc

tgcaagctct acaaactcct

Val Thr Pro Gly

15
His

Pro

Thr Leu Ser

30
Gly

Leu

Pro Gln Ser
45

Ser

Lys
Ala Val
60
Phe

Gly Pro

Thr Tle
80
Ala

Leu Lys
Gln
95
Ile

Tyr Cys Met

Val Glu

110

Lys Arg

60

120
180
240
300
336
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<212> DNA
213> NLF3
220>

223> AR
<400> 299
cagactctcc tgcatagtaa tggatacaac tat 33
<210> 300
211> 11

<212> PRT
213> NI
220>

223> AR
<400> 300

Gln Thr Leu Leu His Ser Asn Gly Tyr Asn Tyr
1 5 10
<210> 301
211> 9

<212> DNA
213> NLFH)
220>

223> AR
<400> 301
ttgggttet 9
<210> 302
211> 3

<212> PRT
213> NLF3
220>

223> AR
<400> 302

Leu Gly Ser

1

<210> 303
211> 27

<212> DNA
213> NLF3
220>

223> AR
<400> 303

141



CN 113144195 A

FF

102/281 1

atgcaagctc tacaaactcc tctcact

<210> 304
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 304

Met GIn Ala Leu Gln Thr Pro Leu Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400> 305

cagatcacct

305
372
DNA

acctgcacct
cagcccccag
tacagcccat
gtccttacaa
atacatctat
accgtctccet
<210> 306
211> 124
212> PRT

5

NILF5

=i

tgaaggagtc
tctctgggtt
gaaaggccct
ctctaaagaa
tgaccaacat
ggtcctactt

ca

213> NLR5

<220>

<223> E R

<400> 306

tggtcctacg
ctcactcagc
ggagtggcett
cagcctcacce
ggaccctgtg
ctactacggt

ctggtaaaac
gctagtggag
gcactcattt
atcaccaagg
gacacagcca

atggacgtct

Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu

1

5

10

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe
20 25
Gly Val Gly Val Gly Trp Phe Arg Gln Pro Pro
35 40
Trp Leu Ala Leu Ile Tyr Trp Asn Asp Asp Lys
50 55

142

ccacacagac
tgggtgtggg
attggaatga
acacctccaa

catattactg
ggggccaagyg

cctcacgcetg
ctggttcegt
tgataagcgt
aaaccaggtg
tgcacacaga

gaccacggtc

Val Lys Pro Thr Gln

15

Ser Leu Ser Ala Ser

30

Gly Lys Ala Leu Glu

45

Arg Tyr Ser Pro Ser

60

27

60

120
180
240
300
360
372



103/281 1

CN 113144195 A Fo5l &
Leu Lys Asn Ser Leu Thr Ile Thr Lys Asp Thr
65 70 75
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp

85 90
Cys Ala His Arg Ile His Leu Trp Ser Tyr Phe
100 105
Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser
115 120
<210> 307
211> 336
<212> DNA
213> N3
220>
223> AR
<400> 307
gatattgtga tgactcagtc tccactctcc ctgcecccegtceca
atctcctgeca ggtctagtca gactctcctg catagtaatg
tacctgcaga agccagggca gtctccacag ctcctgatct
tccggggtee ctgacagatt cagtggcagt ggatcaggca
agcagagtgg aggctgagga tgttggaatt tattactgca
ctcactttcg gcggagggac caaggtggag atcaaa
<210> 308
211> 112
212> PRT
213> NI
220>
223> AR
<400> 308
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu
1 5 10
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln
20 25
Asn Gly Tyr Asn Tyr Phe Asp Trp Tyr Leu Gln
35 40
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg
50 55
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp
65 70 75
Ser Arg Val Glu Ala Glu Asp Val Gly Ile Tyr

143

Ser Lys Asn Gln Val
80
Thr Ala Thr Tyr Tyr
95
Tyr Tyr Gly Met Asp
110

Ser

cccectggaga
gatacaacta
atttgggttc
cagattttac
tgcaagctct

Val Thr Pro Gly

15
His

Pro

Thr Leu Ser

30
Gly

Leu

Pro Gln Ser
45

Ser

Lys

Ala
60
Phe

Gly Val Pro

Thr Tle
80
Ala

Leu Lys

Tyr Cys Met Gln

gcecggectee 60
tttcgattgg 120
taatcgggee 180
actgaaaatc 240

acaaactcct 300

336



104/281 7

144

95

110

attggaatga tgataagcgc 180
acacctccaa aaaccaggtg 240
catattactg tgcacacaga 300
gggggcaagg gaccacggtc 360

372

Val Thr
15

Ala

Lys Pro Gln

Leu Ser Ser

30
Lys Ala
45
Tyr Ser

Ser

Gly Leu Glu

Arg Pro Ser

60
Ser Gln Val
80

Tyr

Lys Asn

CN 113144195 A F 3 %
85 90
Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 309
211> 372
<212> DNA
213> NI
220>
223> &I
<400> 309
cagatcacct tgaaggagtc tggtcctacg ctggtgaaac
ccacacagac cctcacgctg
60
acctgcacct tctctgggtt ctcactcage gctagtggag
tgggtgtggg ctggatecgt
120
cagcccccag gaaaggcecct ggagtggett gcecactcattt
tacagcccat ctctgaagag caggctcacc atcaccaagg
gtccttacaa tgaccaacat ggaccctgtg gacacagcca
atacatctat ggtcctactt ctactacggt atggacgtct
accgtctccet ca
<210> 310
211> 124
212> PRT
213> NI
220>
223> &I
<400> 310
Gln Ile Thr Leu Lys Glu Ser Gly Pro Thr Leu
1 5 10
Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe
20 25
Gly Val Gly Val Gly Trp Ile Arg Gln Pro Pro
35 40
Trp Leu Ala Leu Ile Tyr Trp Asn Asp Asp Lys
50 55
Leu Lys Ser Arg Leu Thr Ile Thr Lys Asp Thr
65 70 75
Val Leu Thr Met Thr Asn Met Asp Pro Val Asp

Thr Ala Thr Tyr



145
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85 90 95

Cys Ala His Arg Ile His Leu Trp Ser Tyr Phe Tyr Tyr Gly Met Asp

100 105 110
Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120

<210> 311
211> 336
<212> DNA
213> NLF3
220>
223> AR
<400> 311
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgeca ggtctagtca gactctcctg catagtaatg gatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagctct acaaactcct 300
ctcactttcg gecggagggac caaggtggag atcaaa 336
<210> 312
211> 112
212> PRT
213> NI
220>
223> AR
<400> 312
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Thr Leu Leu His Ser

20 25 30
Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser

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

Leu Gln Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100 105 110



213> NLR5

146
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<210> 313
211> 381
<212> DNA
213> NI
220>
223> &I
<400> 313
caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaacgat 180
gcacagaagt tccaggacag agtcgccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccattt attactgttc gagagatcgt 300
ttagtagtac cacctgccct taattattcc tactacgtta tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 314
211> 127
212> PRT
213> NLF3
220>
223> &I
<400> 314
Gln Val Gln Leu Val Gln Ser Gly Pro Glu Val Lys Asn Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr
20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Asp Ala Gln Lys Phe
50 55 60
Gln Asp Arg Val Ala Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Ile Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Ser Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<212> DNA
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220>

223> AR

<400> 315

ggttacacct ttaccaccta tggt 24
<210> 316

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 316

Gly Tyr Thr Phe Thr Thr Tyr Gly
1 5

<210> 317

211> 24

<212> DNA

213> NI

220>

223> AR

<400> 317

atcagcggtt acaatggtaa aaca 24
<210> 318

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 318

Ile Ser Gly Tyr Asn Gly Lys Thr
1 5

<210> 319

211> 60

<212> DNA

213> NI

220>

223> AR

<400> 319

tcgagagatc gtttagtagt accacctgecc cttaattatt cctactacgt tatggacgtc 60
<212> PRT

147
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213> NLR5

<220>

<223> E R

<400> 320

Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Ser Tyr Tyr

1

5

Val Met Asp Val

210>
211>
212>
213>
220>
223>
<400> 321

gatgttgtga

321
336
DNA

atctcctgca
tctcagcaga
tctggggtcee
agcagggtgg
tacacttttg
<210> 322
211> 112
212> PRT

20

NILF5)

=i

tgactcagtc
ggtctagtca
ggccaggtca
cagacagatt
aggctgagga
gccaggggac

213> NLR5

<220>

<223> E R

<400> 322

Asp Val Val Met Thr

1

Gln Pro Ala Ser Ile

Asp Gly Asn Thr Tyr

35

Pro Arg Arg Leu Ile

50

Asp Arg Phe Ser Gly

65

Ser Arg Val Glu Ala

5

Se
20

Le

Ty

Se

70
Gl

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

r Cys Arg
Trp
40
Val

u Asn

r Lys
55
r Gly Ser

u Asp Val

10

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

Gln Ser Pro Leu Ser Leu

10
Ser Ser Gln
25
Ser Gln Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr

148

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

Pro Val Thr

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

Tyr Cys Met

15

gcecggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300
336

Leu Gly
15
Tyr Ser

Gln Ser

Val Pro
Tle
80
Gly

Lys

Gln
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85 90 95
Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 323
211> 33
<212> DNA
213> NI
220>
223> AR
<400> 323
caaagcctcg tatacagtga tggaaacacc tac 33
<210> 324
211> 11
212> PRT
213> NLF3
220>
223> AR
<400> 324
Gln Ser Leu Val Tyr Ser Asp Gly Asn Thr Tyr
1 5 10
<210> 325
211> 9
<212> DNA
213> NLF3
220>
223> AR
<400> 325
aaggtttct 9
<210> 326
211> 3
<212> PRT
213> NI
220>
223> AR
<400> 326
Lys Val Ser
1
<210> 327
211> 27

149



CN 113144195 A
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<212> DNA

213> NLR5

<220>

<223> E R

<400> 327

atgcaaggta cacactggcc gtacact

<210> 328
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 328

27

Met Gln Gly Thr His Trp Pro Tyr Thr

1

210>
211>
212>
213>
220>
223>
<400> 329
caggttcagce

329
381
DNA

tcctgcaagg
cctggacaag
gcacagaagt
atggagctga
ttagtagtac
accacggtca
<210> 330
211> 127
<212> PRT

5

NILF5

=i

tggtgcagtc
cttctggtta
ggcttgagtg
tccaggacag
ggagcctgag
cacctgcceccet

ccgtctecte

213> NLR5

<220>

<223> E R

<400> 330

tggacctgag
cacctttacc
gatgggatgg
agtcgccatg
atctgacgac
taattattcce

a

gtgaagaacc
acctatggta
atcagcggtt
accacagaca
acggccattt
tactacgtta

ctggggcecte
tcagttgggt
acaatggtaa
catccacgag
attactgttc
tggacgtctg

agtgaaggtc
acgacaggcce
aacaaacgat
cacagcctac
gagagatcgt
gggccaaggyg

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

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr

150

120
180
240
300
360
381
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20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Asp Ala Gln Lys Phe
50 55 60
Gln Asp Arg Val Ala Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Ile Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Ser Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 331
211> 336
<212> DNA
213> NI
220>
223> &I
<400> 331
gatgttgtga tgactcagtc tccactctce ctgececgteca cccttggaca gecggectee 60
atctcctgeca ggtctagtca aagcctcgta tacagtgatg gaaacaccta cttgaattgg 120
tctcagcaga ggccaggtca atctccaagg cgectaattt ataaggtttc taaccgggac 180
tctggggtee cagacagatt cageggecagt gggtcaggea ctgatttcac actgaaaatc 240
agcagggtgg aggctgagga tgttggggtt tattactgca tgcaaggtac acactggecg 300
tacacttttg gccaggggac caagctggag atcaaa 336
<210> 332
211> 112
212> PRT
213> N3
220>
223> &I
<400> 332

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

1

5

10

15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser

20

25

30

Asp Gly Asn Thr Tyr Leu Asn Trp Ser Gln Gln Arg Pro Gly Gln Ser

35

40

151

45
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Pro Arg Arg Leu

50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Thr His Trp Pro

210>
211>
212>
213>
220>
223>
<400> 333
caggttcagce

333
381
DNA

tcctgcaagg
cctggacaag
gcacagaagc
atggagctga
ttagtagtac
accacggtca
<210> 334
211> 127
<212> PRT

85

100

NILF5)

=i

tggtgcagtc
cttctggtta
ggcttgagtg
tccagggcag
ggagcctgag
cacctgcceccet

ccgtctecte

213> NLR5

<220>

<223> E R

<400> 334

Gln Val Gln Leu Val Gln

1

Ser Val Lys Val Ser Cys

Gly Ile Ser Trp Val Arg

35

Gly Trp Ile Ser Gly Tyr

50

Gln Gly Arg Val Thr Met
70

65

5

20

95

Tyr Thr Phe Gly Gln Gly

tggagctgag
cacctttacc
gatgggatgg
agtcaccatg
atctgacgac
taattattce

a

Ser Gly

Lys Ala

Gln Ala
40

Asn Gly

55

Thr Thr

Ile Tyr Lys Val Ser Asn Arg

Gly Ser Gly Ser Gly Thr Asp
70
Ala Glu Asp Val Gly Val Tyr

75

90
Thr
105

gtgaagaagc
acctatggta
atcagcggtt
accacagaca
acggccegtgt
tactacgtta

Ala Glu Val
10

Ser Gly Tyr

25

Pro Gly Gln

Lys Thr Asn

Asp Thr Ser
75

152

Asp Ser Gly
60

Val Pro

Phe Thr Leu Lys Ile

Tyr Cys Met

Lys Leu Glu
110

ctggggcecte
tcagctgggt
acaatggtaa
catccacgag
attactgttc
tggacgtctg

Lys Lys Pro

Thr Phe Thr
30

Leu Glu

45

Ala Gln

Gly

Tyr
60

Thr Ser Thr

80
Gln Gly
95
Ile Lys

agtgaaggtc
gcgacaggcece
aacaaactat
cacagcctac
gagagatcgt
ggggcaaggy

Gly Ala
15
Thr Tyr

Trp Met

Lys Leu

Ala Tyr

80

120
180
240
300
360
381
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153

95

gcecggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300

336

Leu Gly
15
Tyr Ser

Gln Ser

Val Pro
Tle
80
Gly

Lys

Gln
95
Tle

CN 113144195 A F 3 %
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
85 90

Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Ser Tyr Tyr
100 105 110

Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 335

211> 336

<212> DNA

213> NI

220>

223> &I

<400> 335

gatgttgtga tgactcagtc tccactctcc ctgeccecgtca cccttggaca

atctcctgca ggtctagtca aagcctcgta tacagtgatg gaaacaccta

tttcagcaga ggccaggcca atctccaagg cgcctaattt ataaggtttce

tctggggtce cagacagatt cagcggcagt gggtcaggceca ctgatttcac

agcagggtgg aggctgagga tgttggggtt tattactgca tgcaaggtac

tacacttttg gccaggggac caagctggag atcaaa

<210> 336

211> 112

<212> PRT

213> NI

220>

223> &I

<400> 336

Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu 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 Asn Trp Phe Gln Gln Arg Pro Gly

35 40 45
Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp Ser Gly
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser 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 His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu

Lys
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100 105 110
<210> 337
211> 354
<212> DNA
213> NLFH)
220>
223> &I
<400> 337
gaggtgcage tggtggagtc tgggggagge ctggtcaage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt agectatageca tggactgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcatce attagtagta gtagtagtta catatactac 180
gcagactctg tgaagggccg attcaccatc tccagagaca ccgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agacgaggac acggetgttt attactgtge gagagaggge 300
agtagcagac tttttgacta ctggggccag ggaaccctgg tcaccgtctce ctca 354
<210> 338
211> 118
212> PRT
213> N3
220>
223> &I
<400> 338
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr

20 25 30
Ser Met Asp Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

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

Ala Arg Glu Gly Ser Ser Arg Leu Phe Asp Tyr Trp Gly Gln Gly Thr

100 105 110
Leu Val Thr Val Ser Ser

115

<210> 339
211> 24



CN 113144195 A F 5 * 115/281 7

<212> DNA

213> NLF3

220>

223> AR

<400> 339

ggattcacct tcagtagcta tagc 24
<210> 340

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 340

Gly Phe Thr Phe Ser Ser Tyr Ser
1 5

<210> 341

211> 24

<212> DNA

213> NLFH)

220>

223> AR

<400> 341

attagtagta gtagtagtta cata 24
<210> 342

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 342

Ile Ser Ser Ser Ser Ser Tyr Ile
1 5

<210> 343

211> 33

<212> DNA

213> NI

220>

223> AR

<400> 343

155
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gcgagagagg gcagtagcag actttttgac tac 33
<210> 344

211> 11

<212> PRT

213> N3

220>

223> &I

<400> 344

Ala Arg Glu Gly Ser Ser Arg Leu Phe Asp Tyr
1 5 10
<210> 345

211> 321

<212> DNA

213> NLF3

220>

223> &I

<400> 345

gacatccaga
atcacttgcce
gggaaagccce
aggttcagcg
gaggattttg

gggaccaagce

tgacccagtc
gggccagtca
ctaagctcct
gcagtggatc
caacttatta

tggagatcaa

tccttccace ctgtcectgeat

gagtattagt agctggttgg

gatctataag gcgtctagtt

tgggacagaa ttcactctca

ctgccaacag tataatagtt

a

<210> 346

211> 107

<212> PRT

213> NLF3

220>

223> &I

<400> 346

Asp Tle GIn Met

1

Asp Arg Val Thr

20

Leu Ala Trp Tyr
35

Tyr Lys Ala Ser

50
Ser Gly Ser Gly

Thr

Ile

Gln

Ser

Thr

Gln Ser Pro

Thr Cys Arg

Gln Arg Pro

40

Leu Glu Gly
55

Glu Phe Thr

Ser
Ala
25

Gly
Gly

Leu

156

Thr Leu
10

Ser Gln
Lys Ala

Val Pro

Thr Tle

ctgtaggaga
cctggtatca
tagaaggtgg
ccatcagcag

attggtacac

Ser Ala Ser

Ile Ser
30

Lys Leu

45

Arg Phe

Ser

Pro

Ser
60

Ser Ser Leu

cagagtcacc 60
gcagagacca 120
agtcccatca 180
cctgeageet 240
ttttggecag 300

321

Val
15

Ser

Gly

Trp

Leu Ile

Ser Gly

Gln Pro
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65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ser Tyr Trp Tyr
85 90 95
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105
<210> 347
211> 18
<212> DNA
213> NLF3
220>
223> AR
<400> 347
cagagtatta gtagctgg 18
<210> 348
211> 6
<212> PRT
213> NI
220>
223> AR
<400> 348
Gln Ser Ile Ser Ser Trp
1 5
<210> 349
211> 9
<212> DNA
213> NLFH)
220>
223> AR
<400> 349
aaggcgtct 9
<210> 350
211> 3
<212> PRT
213> NI
220>
223> AR
<400> 350
Lys Ala Ser
1

157



CN 113144195 A

FF

5l %R

118/281 1L

<210>
211>
<212>
<213>
<220>
223>
<400>

351
27
DNA

351

NILF5

=i

caacagtata atagttattg gtacact

<210> 352
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 352

Gln Gln Tyr Asn Ser Tyr Trp Tyr Thr

1

210>
211>
212>
213>
220>
223>
<400> 353
gaggtgcagce
tcctgtgceag
ccagggaagg
gcagactctg

353
354
DNA

ctgcaaatga
agtagcagac
<210> 354
211> 118
<212> PRT

5

NILF5)

=i

tggtggagtc
cctetggatt
ggctggagtg
tgaagggccg
acagcctgag
tttttgacta

213> NLR5

<220>

<223> E R

<400> 354

tgggggaggce
caccttcagt

ggtctcatcce
attcaccatc
agacgaggac

ctggggccag

ctggtcaagc
agctatagca
attagtagta
tccagagaca
acggectgttt
ggaaccctgg

ctggggggtce
tggactgggt
gtagtagtta
ccgccaagaa
attactgtgce

tcaccgtcte

cctgagactce
ccgccagget
catatactac
ctcactgtat
gagagagggc
ctca

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

1

5

10

158

15

27

60

120
180
240
300
354
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr

20 25 30
Ser Met Asp Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

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

Ala Arg Glu Gly Ser Ser Arg Leu Phe Asp Tyr Trp Gly Gln Gly Thr

100 105 110
Leu Val Thr Val Ser Ser

115

<210> 355
211> 321
<212> DNA
213> NLF3
220>
223> &I
<400> 355
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagagacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaggtgg agtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gaggattttg caacttatta ctgccaacag tataatagtt attggtacac ttttggccag 300
gggaccaagc tggagatcaa a 321
<210> 356
211> 107
<212> PRT
213> NI
220>
223> &I
<400> 356
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp

20 25 30

Leu Ala Trp Tyr Gln Gln Arg Pro Gly Lys Ala Pro Lys Leu Leu Ile

159
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FF

5l %R
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35

Tyr Lys Ala Ser

50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gln

210>
211>
212>
213>
220>
223>
<400> 357
gaggtgcagc
tcctgtgceag
ccagggaagg
gcagactcag

357
354
DNA

ctgcaaatga
agtagcagac
<210> 358
211> 118
<212> PRT

85

100

NILF5

=i

tggtggagte
cctctggatt
ggctggagtg
tgaagggcecg
acagcctgag
tttttgacta

213> NLR5

<220>

<223> E R

<400> 358

40

95

tgggggaggce
caccttcagt

ggtctcatcce
attcaccatc
agccgaggac

ctggggccaa

Glu Val Gln Leu Val Glu Ser Gly

1

5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ser Met Asn Trp Val Arg Gln Ala

35

40

Ser Ser Ile Ser Ser Ser Ser Ser

50

95

Lys Gly Arg Phe Thr Ile Ser Arg

65

70

Ser Leu Glu Gly Gly Val Pro

Thr Glu Phe Thr Leu Thr Ile
70
Thr Tyr Tyr Cys Gln Gln Tyr

75

90

Gly Thr Lys Leu Glu Ile Lys

105

ctggtcaagc
agctatagca
attagtagta
tccagagaca
acggectgtgt
ggaaccctgg

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Tyr Ile Tyr
Ala

75

Asp Asn

160

45

Ser Arg Phe Ser Gly

60

Ser Ser Leu Gln Pro

80

Asn Ser Tyr Trp Tyr

ctggggggtce
tgaactgggt

gtagtagtta
acgccaagaa
attactgtgce

tcaccgtcte

Val

Thr

30

Gly

45

Tyr
60

Lys

Lys Pro

Phe Ser

Leu Glu

Ala Asp

Asn Ser

95

cctgagactc
ccgeccagget
catatactac
ctcactgtat
gagagagggc
ctca

Gly
15

Ser

Gly
Tyr
Trp Val
Val

Ser

Tyr
80

Leu

60

120
180
240
300
354
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.1l
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Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

85

90

95

Ala Arg Glu Gly Ser Ser Arg Leu Phe Asp Tyr Trp Gly Gln Gly Thr

100

Leu Val Thr Val Ser Ser

115
359
321
DNA

210>
211>
212>
213>
220>
223>
<400> 359

gacatccaga
atcacttgcce
gggaaagccce
aggttcagcg
gatgattttg
gggaccaagc
<210> 360

211> 107

<212> PRT

NILF5

= dib]

tgacccagtc
gggccagtca
ctaagctcct

gcagtggatc

105

tccttccace ctgtcectgeat

gagtattagt agctggttgg

gatctataag gcgtctagtt

tgggacagaa ttcactctca

caacttatta ctgccaacag tataatagtt

tggagatcaa

213> NLR5

<220>

<223> BRI

<400> 360
Asp Ile Gln
1

Asp Arg Val

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

Thr Phe Gly

Met Thr Gl
Thr
20

Tyr

Tle Th

Gln Gl

Ser Ser Le

Thr G1
70

Ty

Gly
Ala Thr
85
Gly

Gln Th

a

n Ser

r Cys

n Lys

Glu

55
Phe

u

u

r Tyr

T Lys

Pro
Arg
Pro
40

Ser
Thr

Cys

Leu

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu

161

Thr
10

Ser

Lys

Val

Thr

Gln

90
Ile

Leu

Gln

Ala

Pro

Ile

75

Tyr

Lys

110

ctgtaggaga cagagtcacc 60

cctggtatca gcagaaacca 120

tagaaagtgg ggtcccatca 180

ccatcagcag cctgecageet 240

attggtacac ttttggccag 300

Ser Ala Ser

Ser Ile Ser
30
Pro Lys Leu

45
Ser Arg
60

Ser Ser

Phe

Leu

Asn Ser Tyr

Val
15

Ser

Gly

Trp

Leu Ile

Ser Gly

Gln Pro
80
Trp Tyr

95

321
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100 105
<210> 361
211> 384
<212> DNA
213> NLFH)
220>
223> &I
<400> 361
caggtgcacc tggtggagtc tgggggagge ttggtcaage ctggagggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt gaccactaca tgagetggat ccgecagget 120
ccagggaagg ggctggagtg gatttcatac attagtaatg atggtggtac caaatactat 180
gtggactctg tggagggcecg attcatcatt tccagggaca acgccaagaa ctcattgtat 240
ctacatatga acagcctcag agccgacgac acggeegtgt attactgtge gagagatcag 300
ggatatattg gctacgactc gtattattac tattcctacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtcge ctca 384
<210> 362
211> 128
<212> PRT
213> NLFH)
220>
223> &I
<400> 362
Gln Val His Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His

20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile

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

Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser

100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ala Ser

115 120 125

<210> 363



CN 113144195 A F 5 * 123/281

211> 24

<212> DNA

213> NI

220>

223> A

<400> 363

ggattcacct tcagtgacca ctac 24
<210> 364

211> 8

<212> PRT

213> NLF3

220>

223> AR

<400> 364

Gly Phe Thr Phe Ser Asp His Tyr
1 5

<210> 365

211> 24

<212> DNA

213> NLF3

220>

223> AR

<400> 365

attagtaatg atggtggtac caaa 24
<210> 366

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 366

Ile Ser Asn Asp Gly Gly Thr Lys
1 5

<210> 367

211> 63

<212> DNA

213> NI

220>

223> AR

163
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<400> 367

gcgagagatc agggatatat tggctacgac tcgtattatt actattccta cggtatggac 60

gtc

210>
211>
212>
213>
220>
223>
<400>

368
21
PRT

368

NILF5

i)

Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser

1

5

Tyr Gly Met Asp Val

210>
211>
212>
213>
220>
223>
<400> 369
aaaattgtgt

369
321
DNA

ctctcectgta
tctggccagg
gacaggttca
cctgaagatt
gggaccaagg
<210> 370
211> 107
<212> PRT

20

NILF5)

=i

tgacgcagtc
gggccagtca
ctcccagget
gtggcagtgg
ttgaagtgta
tggagatcaa

213> NLR5

<220>

<223> E R

<400> 370

tccaggcacc
gagtgttaac
cctcatctat
gtctgggacc
ttattgtcaa

g

10

ctgeectttgt ttccagggga
aacaaattct tagcctggta
ggtgcatcca gcagggcecac
gacttcactc tcaccatcag

gtatatggta actcactcac

15

aagagccacc
ccagcagaaa
tggcatccca
cggactggag
tctcggegga

Lys Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Pro Leu Phe Pro Gly

1

5

10

15

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

20

25

30

Phe Leu Ala Trp Tyr Gln GIln Lys Ser Gly Gln Ala Pro Arg Leu Leu

164

63

60

120
180
240
300
321
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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 Gly Leu Glu
65 70 75 80
Pro Glu Asp Phe Glu Val Tyr Tyr Cys Gln Val Tyr Gly Asn Ser Leu
85 90 95
Thr Leu Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 371
211> 21
<212> DNA
213> NTLF4
220>
223> AR
<400> 371
cagagtgtta acaacaaatt ¢ 21
<210> 372
Q211> 7
<212> PRT
213> NI
220>
223> AR
<400> 372
Gln Ser Val Asn Asn Lys Phe
1 5
<210> 373
211> 9
<212> DNA
213> NLFH)
220>
223> AR
<400> 373
ggtgcatce 9
<210> 374
211> 3
<212> PRT
213> NI
220>

165
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<223> E R

<400> 374

Gly Ala Ser

1

<210>
211>
<212>
<213>
<220>
223>
<400>

375
24
DNA

375

NILF5)

=i

caagtatatg gtaactcact cact

<210> 376
211> 8
<212> PRT

213> NLR5

<220>

<223> E R

<400> 376

Gln Val Tyr Gly Asn Ser Leu Thr

1

210>
211>
212>
213>
220>
223>
<400> 377
caggtgcagc

377
384
DNA

tcctgtgceag
ccagggaagg
gtggactctg
ctacatatga
ggatatattg
gggaccacgg
<210> 378
211> 128
<212> PRT

5

NILF5)

=i

tggtggagte
cctctggatt
ggctggagtg
tggagggcceg
acagcctcag
gctacgactce

tcaccgtcte

213> NLR5

tgggggaggce
caccttcagt

gatttcatac
attcatcatt
agccgacgac
gtattattac

ctca

ttggtcaagc
gaccactaca
attagtaatg
tccagggaca
acggccegtgt
tattcctacg

166

ctggagggtc
tgagctggat
atggtggtac
acgccaagaa
attactgtgce
gtatggacgt

cctgagactce
ccgccagget
caaatactat
ctcattgtat
gagagatcag
ctggggccaa

24

120
180
240
300
360
384
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220>
223> &I
<400> 378
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His
20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Ser Tyr Ile Ser Asn Asp Gly Gly Thr Lys Tyr Tyr Val Asp Ser Val
50 55 60
Glu Gly Arg Phe Ile Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80
Leu His Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 379
211> 321
<212> DNA
213> NI
220>
223> &I
<400> 379
gaaattgtgt tgacgcagtc tccaggcacc ctgectttgt ttccagggga aagagccacc 60
ctctectgta gggecagtca gagtgttaac aacaaattct tagcctggta ccagcagaaa 120
tctggecagg ctcccagget cctcatctat ggtgecatcca gecagggecac tggecatccca 180
gacaggttca gtggcagtgg gtctgggacce gacttcactc tcaccatcag cggactggag 240
cctgaagatt ttgaagtgta ttattgtcaa gtatatggta actcactcac tctcggegga 300
gggaccaagg tggagatcaa a 321
<210> 380
211> 107
<212> PRT
213> NLF3
220>
223> &I
<400> 380



CN 113144195 A Fo5l & 128/281 7
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Pro Leu Phe Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Asn Asn Lys
20 25 30
Phe Leu Ala Trp Tyr Gln GIn Lys Ser 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 Gly Leu Glu
65 70 75 80
Pro Glu Asp Phe Glu Val Tyr Tyr Cys Gln Val Tyr Gly Asn Ser Leu
85 90 95
Thr Leu Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 381
211> 384
<212> DNA
213> NTLF4
220>
223> &I
<400> 381
caggtgcage tggtggagtc tgggggagge ttggtcaage
ctggagggtc cctgagactc
60
tcctgtgecag cctectggatt caccttcagt gaccactaca
tgagctggat ccgccagget
120
ccagggaagg ggctggagtg ggtttcatac attagtaatg atggtggtac caaatactac 180
gcagactctg tgaagggccg attcaccatc tccagggaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggeegtgt attactgtge gagagatcag 300
ggatatattg gctacgactc gtattattac tattcctacg gtatggacgt ctgggggcaa 360
gggaccacgg tcaccgtctc ctca 384
<210> 382
211> 128
<212> PRT
213> NTLF4
220>
223> &I
<400> 382

168



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 Asn Asn Lys

169
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Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His
20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Tyr Ile Ser Asn Asp Gly Gly Thr Lys Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 383
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 383
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttaac aacaaattct tagectggta ccagcagaaa 120
cctggecagg ctecccagget cctecatctat ggtgeatcca gecagggecac tggeatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcaa gtatatggta actcactcac tttcggegga 300
gggaccaagg tggagatcaa a 321
<210> 384
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 384



Glu Val Gln Lys Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe

20

25

Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr

50

95

170

Val Lys Pro Gly Gly

15

Thr Phe Ser Thr Tyr

30

Gly Leu Glu Trp Val

45

Tyr Ala Asp Ser Val

60

CN 113144195 A Fo5l & 130/281 7
20 25 30
Phe 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 Val Tyr Gly Asn Ser Leu
85 90 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 385
211> 360
<212> DNA
213> NI
220>
223> &I
<400> 385
gaggtgcaga aggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240
ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360
<210> 386
211> 120
212> PRT
213> NI
220>
223> &I
<400> 386



CN 113144195 A

FF

5l %R

131/281 1

Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Asp Gly
100
Gly Thr Leu Val
115
387
24
DNA

NILF5)

<210>
211>
<212>
<213>
<220>
223>
<400>

=
387

ggattcacct tcagtactta taac

<210> 388
211> 8

<212> PRT

213> NI
<220>

<223> &R
<400> 388

Gly Phe Thr Phe
1
210>
211>
212>
213>
<220>
<223>
<400>

389
24
DNA

NILF5

=
389

Thr Ile Ser Arg
70

Ser Leu Arg Ala

85

Ser Ser Trp Tyr

Thr Val Ser Ser
120

24

Ser Thr Tyr Asn
5

attaggagta gtagtaatta cata 24

<210> 390
211> 8

<212> PRT
213> NI
<220>

<223> &R

Asp Asn Ala Lys Asn Ser Leu Tyr
75 80
Asp Asp Thr Ala Val Tyr Tyr Cys
90 95
Asp Tyr Ser Asp Tyr Trp Gly Gln
105 110

171



CN 113144195 A

F 5l

132/281 1

<400> 390

Ile Arg Ser Ser Ser Asn Tyr Ile

1

<210>
211>
<212>
<213>
<220>
223>
<400>

391
39
DNA

391

5

NILF5

i)

gcgagagatg gcagcagttg gtacgactac tctgactac

<210> 392
211> 13
<212> PRT

213> NLR5

<220>

<223> E R

<400> 392

39

Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr

1

<210>
211>
<212>
<213>
<220>
223>
<400> 393

gacatccaga

393
321
DNA

atcacttgcce
gggaaagccce
aggttcagcg
gatgattttg

gggaccaagg
<210> 394

211> 107
<212> PRT

5

NILF5

=i

tgacccagtc
gggccagtca
ctaaactcct
gcagtggatc
caacttatta

tggaaatcaa

213> NLR5

<220>

<223> E R

10

tccttccace ctgtcectgeat
gagtattagt agctggttgg
gatctataag gcgtctagtt
tgggacagaa ttcactctca
ctgccaacag tatattagtt

a

172

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



CN 113144195 A

.1l

133/281 1L

<400> 394

Asp Tle
1
Asp Arg

Leu Ala

Tyr Lys
50

Ser Gly

65

Asp Asp

Thr Phe

Gln
Val
Trp
35

Ala
Ser

Phe

Gly

<210> 395

211> 18

<212> DNA
213> NLFH)

<220>

<223> AR

<400> 395
cagagtatta gtagctgg 18
<210> 396

211> 6

<212> PRT
213> NI

<220>

<223> BRI

<400> 396
Gln Ser Ile Ser Ser Trp

1

<210> 397

211> 9

<212> DNA
213> NI

<220>

<223> AR

<400> 397

Met
Thr
20

Tyr
Ser
Gly

Ala

Gln
100

Thr

Ile

Gln

Ser

Thr

Thr

85
Gly

5

Gln

Thr

Gln

Leu

Glu

70

Tyr

Thr

Ser
Cys
Tle
Glu
55

Phe

Tyr

Lys

Pro
Arg
Pro
40

Asn
Thr

Cys

Val

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

173

Thr Leu
10
Ser Gln

Lys Ala

Val Pro

Ile Ile
75

Gln Tyr

90

Ile Lys

Ser

Ser

Pro

Ser

60

Ser

Ile

Ala
Tle
Lys
45

Arg

Ser

Ser

Ser
Ser
30

Leu
Phe

Leu

Tyr

Val

15

Ser

Leu

Ser

Gln

Ser
95

Gly

Trp

Ile

Gly

Pro

80
Arg



CN 113144195 A F 5 * 134/281 T

aaggcgtct 9

<210> 398

211> 3

<212> PRT

213> NLFH)

220>

223> &I

<400> 398

Lys Ala Ser

1

<210> 399

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 399

caacagtata ttagttattc tcggacg 27

<210> 400

211> 9

212> PRT

213> NI

220>

223> &I

<400> 400

Gln Gln Tyr Ile Ser Tyr Ser Arg Thr

1 5

<210> 401

211> 360

<212> DNA

213> NI

220>

223> &I

<400> 401

gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240

ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300

174
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agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360

<210> 402

211> 120

<212> PRT

213> NLFH)

220>

223> &I

<400> 402

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Thr Ala

20

Asn Met Asn Trp Val Arg Gln Ala
35 40

Ser Ser Ile Arg Ser Ser Ser Asn

50 55

Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Leu Gln Met Asn Ser Leu Arg Ala

85
Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 403

211> 321

<212> DNA

213> NI

220>

223> &I

<400> 403

gacatccaga tgacccagtc tccttccacc

atcacttgcc gggccagtca gagtattagt

gggaaagccce ctaaactcct gatctataag

aggttcagcg gcagtggatc tgggacagaa

gatgattttg caacttatta ctgccaacag

gggaccaagg tggaaatcaa a

<210> 404

211> 107

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Tyr Ile Tyr
Ala
75

Thr

Asp Asn

Asp
90
Tyr

Asp
Asp Ser
105

ctgtectgcecat
agctggttgg
gcgtctagtt
ttcactctca
tatattagtt

175

Val Lys Pro

Thr Phe Ser

30

Gly Leu Glu

45

Tyr Ala

60

Lys Asn Ser

Ala Val Tyr

Tyr Trp

110

Asp

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

Gly
15
Thr

Gly

Tyr

Trp Val

Ser Val

Tyr
80
Cys

Leu

Tyr
95

Gly Gln

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



176
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212> PRT
213> NI
220>
223> &I
<400> 404
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30
Leu Ala Trp Tyr Gln Gln Ile Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Asn Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Ile Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 405
211> 360
<212> DNA
213> NI
220>
223> &I
<400> 405
gaggtgcage tggtggagtc tgggggagge ctggtcaage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt acttataaca tgaactgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcatce attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccaaggaa ccctggtcac cgtctectca 360
<210> 406
211> 120
<212> PRT
213> NLF3
220>
223> &I
<400> 406



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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp

177

CN 113144195 A Fo5l & 137/281
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr
20 25 30
Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr Trp Gly Gln
100 105 110
Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 407
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 407
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gatgattttg caacttatta ctgccaacag tatattagtt attctcggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 408
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 408



Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe

20

25

Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr

50

95

178

Val Lys Pro Gly Gly

15

Thr Phe Ser Thr Tyr

30

Gly Leu Glu Trp Val

45

Tyr Ala Asp Ser Val

60

CN 113144195 A Fo5l & 138/281 7
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 409
211> 360
<212> DNA
213> NLF3
220>
223> &I
<400> 409
gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240
ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360
<210> 410
211> 120
212> PRT
213> NI
220>
223> &I
<400> 410



FF

CN 113144195 A

5l %R

139/281 1

Lys Gly Arg Phe
65
Leu Gln Met Asn

Thr Ile Ser Arg
70

Ser Leu Arg Ala

85

Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val

115
411
24

DNA
NTLF3

Thr Val Ser Ser
120

210>

211>

212>

213>

220>

223> AR

<400> 411

ggattcacct tcagtactta taac

<210> 412

211> 8

<212> PRT

213> NLF3

220>

223> AR

<400> 412

Gly Phe Thr Phe Ser Thr Tyr Asn

1 5

<210> 413

211> 24

<212> DNA

213> N3

220>

223> AR

<400> 413

attaggagta gtagtaatta cata 24

<210> 414

211> 8

<212> PRT

213> NI

220>

223> AR

24

Asp Asn Ala Lys Asn Ser Leu Tyr
75 80
Asp Asp Thr Ala Val Tyr Tyr Cys
90 95
Asp Tyr Ser Asp Tyr Trp Gly Gln
105 110

179



CN 113144195 A

F 5l

140/281 1

<400> 414

Ile Arg Ser Ser Ser Asn Tyr Ile

1

<210>
211>
<212>
<213>
<220>
223>
<400>

415
39
DNA

415

5

NILF5

i)

gcgagagatg gcagcagttg gtacgactac tctgactac

<210> 416
211> 13
<212> PRT

213> NLR5

<220>

<223> E R

<400> 416

39

Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr

1

<210>
211>
<212>
<213>
<220>
223>
<400> 417

gacatccaga

417
321
DNA

atcacttgcce
gggaaagccce
aggttcagcg
gatgattttg

gggaccaagg
<210> 418

211> 107
<212> PRT

5

NILF5

=i

tgacccagtc
gggccagtca
ctaaactcct
gcagtggatc
caacttatta

tggaaatcaa

213> NLR5

<220>

<223> E R

10

tccttccace ctgtcectgeat
gagtattagt agctggttgg
gatctataag gcgtctagtt
tgggacagaa ttcactctca
ctgccaacag tatattagtt

a

180

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



CN 113144195 A

.1l
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141/281 1

<400> 418
Asp Ile Gln
1

Asp Arg Val

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

Thr Phe Gly
<210> 419

211> 18
<212> DNA

Met
Thr
20

Tyr
Ser
Gly

Ala

Gln
100

213> NLR5

<220>
<223> AR
<400> 419

Thr

Ile

Gln

Ser

Thr

Thr

85
Gly

cagagtatta gtagctgg

<210> 420
211> 6
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 420

Gln

Thr

Gln

Leu

Glu

70

Tyr

Thr

Gln Ser Ile Ser Ser Trp

1

<210> 421
211> 9
<212> DNA

213> NLR5

<220>
<223> AR
<400> 421

5

Ser
Cys
Tle
Glu
55

Phe

Tyr

Lys

Pro
Arg
Pro
40

Asn
Thr

Cys

Val

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

181

Thr Leu
10
Ser Gln

Lys Ala

Val Pro

Ile Ile
75

Gln Tyr

90

Ile Lys

Ser

Ser

Pro

Ser

60

Ser

Ile

Ala
Tle
Lys
45

Arg

Ser

Ser

Ser
Ser
30

Leu
Phe

Leu

Tyr

Val Gly
15
Ser Trp

Leu Ile
Ser Gly
Gln Pro

80

Ser Arg
95

18



CN 113144195 A F 5 * 142/281 T

aaggcgtct 9

210> 422

211> 3

<212> PRT

213> NLFH)

220>

223> &I

<400> 422

Lys Ala Ser

1

<210> 423

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 423

caacagtata ttagttattc tcggacg 27

<210> 424

211> 9

212> PRT

213> NI

220>

223> &I

<400> 424

Gln Gln Tyr Ile Ser Tyr Ser Arg Thr

1 5

<210> 425

211> 360

<212> DNA

213> NI

220>

223> &I

<400> 425

gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240

ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300

182
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agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360

<210> 426

211> 120

<212> PRT

213> NLFH)

220>

223> &I

<400> 426

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Thr Ala

20

Asn Met Asn Trp Val Arg Gln Ala
35 40

Ser Ser Ile Arg Ser Ser Ser Asn

50 55

Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Leu Gln Met Asn Ser Leu Arg Ala

85
Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val Thr Val Ser Ser
115 120

210> 427

211> 321

<212> DNA

213> NI

220>

223> &I

<400> 427

gacatccaga tgacccagtc tccttccacc

atcacttgcc gggccagtca gagtattagt

gggaaagccce ctaaactcct gatctataag

aggttcagcg gcagtggatc tgggacagaa

gatgattttg caacttatta ctgccaacag

gggaccaagg tggaaatcaa a 321

<210> 428

211> 107

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Tyr Ile Tyr
Ala
75

Thr

Asp Asn

Asp
90
Tyr

Asp
Asp Ser
105

ctgtectgcecat
agctggttgg
gcgtctagtt
ttcactctca
tatattagtt

183

Val Lys Pro

Thr Phe Ser

30

Gly Leu Glu

45

Tyr Ala

60

Lys Asn Ser

Ala Val Tyr

Tyr Trp

110

Asp

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

Gly
15
Thr

Gly

Tyr

Trp Val

Ser Val

Tyr
80
Cys

Leu

Tyr
95

Gly Gln

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300



184
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212> PRT
213> NI
220>
223> &I
<400> 428
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30
Leu Ala Trp Tyr Gln Gln Ile Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Asn Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Ile Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 429
211> 360
<212> DNA
213> NI
220>
223> &I
<400> 429
gaggtgcage tggtggagtc tgggggagge ctggtcaage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt acttataaca tgaactgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcatce attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccaaggaa ccctggtcac cgtctectca 360
<210> 430
211> 120
<212> PRT
213> NLF3
220>
223> &I
<400> 430



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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp

185
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Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr
20 25 30
Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr Trp Gly Gln
100 105 110
Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 431
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 431
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gatgattttg caacttatta ctgccaacag tatattagtt attctcggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 432
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 432



Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe

20

25

Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr

50

95

186

Val Lys Pro Gly Gly

15

Thr Phe Ser Thr Tyr

30

Gly Leu Glu Trp Val

45

Tyr Ala Asp Ser Val

60

CN 113144195 A Fo5l & 146/281 7
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 433
211> 360
<212> DNA
213> NLF3
220>
223> &I
<400> 433
gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagag ttcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360
<210> 434
211> 120
212> PRT
213> NI
220>
223> &I
<400> 434



FF

CN 113144195 A

5l %R

147/281 7

Lys Gly Arg Phe
65
Leu Gln Met Asn

Thr Ile Ser Arg
70

Ser Leu Arg Ala

85

Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val

115

435

24

DNA

NILF5)

Thr Val Ser Ser
120

210>

211>

212>

213>

220>

223> AR

<400> 435

ggattcacct tcagtactta taac

<210> 436

211> 8

<212> PRT

213> NLF3

220>

223> AR

<400> 436

Gly Phe Thr Phe Ser Thr Tyr Asn

1 5

<210> 437

211> 24

<212> DNA

213> N3

220>

223> AR

<400> 437

attaggagta gtagtaatta cata 24

<210> 438

211> 8

<212> PRT

213> NI

220>

223> AR

24

Asp Asn Ala Lys Ser Ser Leu Tyr
75 80
Glu Asp Thr Ala Val Tyr Tyr Cys
90 95
Asp Tyr Ser Asp Tyr Trp Gly Gln
105 110

187



CN 113144195 A

F 5l

148/281 1

<400> 438

Ile Arg Ser Ser Ser Asn Tyr Ile

1

<210>
211>
<212>
<213>
<220>
223>
<400>

439
39
DNA

439

5

NILF5

i)

gcgagagatg gcagcagttg gtacgactac tctgactac

<210> 440
211> 13
<212> PRT

213> NLR5

<220>

<223> E R

<400> 440

39

Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr

1

<210>
211>
<212>
<213>
<220>
223>
<400> 441

gacatccaga

441
321
DNA

atcacttgcce
gggaaagccce
aggttcagcg
gatgattttg

gggaccaagg
<210> 442

211> 107
<212> PRT

5

NILF5

=i

tgacccagtc
gggccagtca
ctaaactcct
gcagtggatc
caacttatta

tggaaatcaa

213> NLR5

<220>

<223> E R

10

tccttccace ctgtcectgeat
gagtattagt agctggttgg
gatctataag gcgtctagtt
tgggacagaa ttcactctca
ctgccaacag tatattagtt

a

188

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

cagagtcacc
acaggtacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



CN 113144195 A

.1l

149/281 1

<400> 442

Asp Tle
1
Asp Arg

Leu Ala

Tyr Lys
50

Ser Gly

65

Asp Asp

Thr Phe

Gln
Val
Trp
35

Ala
Ser

Phe

Gly

<210> 443

211> 18

<212> DNA
213> NLFH)

<220>

<223> AR

<400> 443
cagagtatta gtagctgg 18
<210> 444

211> 6

<212> PRT
213> NI

<220>

<223> BRI

<400> 444
Gln Ser Ile Ser Ser Trp

1

<210> 445

211> 9

<212> DNA
213> NI

<220>

<223> AR

<400> 445

Met
Thr
20

Tyr
Ser
Gly

Ala

Gln
100

Thr

Ile

Gln

Ser

Thr

Thr

85
Gly

5

Gln

Thr

Gln

Leu

Glu

70

Tyr

Thr

Ser
Cys
Val
Glu
55

Phe

Tyr

Lys

Pro
Arg
Pro
40

Asn
Thr

Cys

Val

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

189

Thr Leu
10
Ser Gln

Lys Ala

Val Pro

Ile Ile
75

Gln Tyr

90

Ile Lys

Ser

Ser

Pro

Ser

60

Ser

Ile

Ala
Tle
Lys
45

Arg

Ser

Ser

Ser
Ser
30

Leu
Phe

Leu

Tyr

Val

15

Ser

Leu

Ser

Gln

Ser
95

Gly

Trp

Ile

Gly

Pro

80
Arg



CN 113144195 A F 5 * 150/281

aaggcgtct 9

<210> 446

211> 3

<212> PRT

213> NLFH)

220>

223> &I

<400> 446

Lys Ala Ser

1

<210> 447

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 447

caacagtata ttagttattc tcggacg 27

<210> 448

211> 9

212> PRT

213> NI

220>

223> &I

<400> 448

Gln Gln Tyr Ile Ser Tyr Ser Arg Thr

1 5

<210> 449

211> 360

<212> DNA

213> NI

220>

223> &I

<400> 449

gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagag ttcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300

190



CN 113144195 A

FF

5l %R

151/281 1

agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360

<210> 450

211> 120

<212> PRT

213> NLFH)

220>

223> &I

<400> 450

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Thr Ala

20

Asn Met Asn Trp Val Arg Gln Ala
35 40

Ser Ser Ile Arg Ser Ser Ser Asn

50 55

Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Leu Gln Met Asn Ser Leu Arg Ala

85
Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 451

211> 321

<212> DNA

213> NI

220>

223> &I

<400> 451

gacatccaga tgacccagtc tccttccacc

atcacttgcc gggccagtca gagtattagt

gggaaagccce ctaaactcct gatctataag

aggttcagcg gcagtggatc tgggacagaa

gatgattttg caacttatta ctgccaacag

gggaccaagg tggaaatcaa a

<210> 452

211> 107

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Tyr Ile Tyr
Ala
75

Thr

Asp Asn

Glu Asp
90
Tyr

Asp Ser

105

ctgtectgcecat
agctggttgg
gcgtctagtt
ttcactctca
tatattagtt

191

Val Lys Pro

Thr Phe Ser

30

Gly Leu Glu

45

Tyr Ala

60

Lys Ser Ser

Ala Val Tyr

Tyr Trp

110

Asp

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

Gly
15
Thr

Gly

Tyr

Trp Val

Ser Val

Tyr
80
Cys

Leu

Tyr
95

Gly Gln

cagagtcacc
acaggtacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



192

CN 113144195 A Fo5l & 152/281 1
212> PRT
213> NI
220>
223> &I
<400> 452
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30
Leu Ala Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Asn Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Ile Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 453
211> 360
<212> DNA
213> NI
220>
223> &I
<400> 453
gaggtgcage tggtggagtc tgggggagge ctggtcaage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt acttataaca tgaactgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcatce attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360
<210> 454
211> 120
<212> PRT
213> NLF3
220>
223> &I
<400> 454



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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp

193

CN 113144195 A Fo5l & 153/281 7
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr
20 25 30
Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr Trp Gly Gln
100 105 110
Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 455
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 455
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gatgattttg caacttatta ctgccaacag tatattagtt attctcggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 456
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 456



Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe

20

25

Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys

35

40

Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr

50

95

194

Val Lys Pro Gly Gly

15

Thr Phe Ser Thr Tyr

30

Gly Leu Glu Trp Val

45

Tyr Ala Asp Ser Val

60

CN 113144195 A Fo5l & 154/281 7
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 457
211> 360
<212> DNA
213> NLF3
220>
223> &I
<400> 457
gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240
ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360
<210> 458
211> 120
212> PRT
213> NI
220>
223> &I
<400> 458



CN 113144195 A

FF

5l %R

155/281 1L

Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Asp Gly
100
Gly Thr Leu Val
115
459
24
DNA

NILF5)

<210>
211>
<212>
<213>
<220>
223>
<400>

=
459

ggattcacct tcagtactta taac

<210> 460
211> 8

<212> PRT

213> NI
<220>

<223> &R
<400> 460

Gly Phe Thr Phe
1
210>
211>
212>
213>
<220>
<223>
<400>

461
24
DNA

NILF5

R
461

Thr Ile Ser Arg
70

Ser Leu Arg Ala

85

Ser Ser Trp Tyr

Thr Val Ser Ser
120

24

Ser Thr Tyr Asn
5

attaggagta gtagtaatta cata 24

<210> 462
211> 8

<212> PRT
213> NI
<220>

<223> &R

Asp Asn Ala Lys Asn Ser Leu Tyr
75 80
Asp Asp Thr Ala Val Tyr Tyr Cys
90 95
Asp Tyr Ser Asp Tyr Trp Gly Gln
105 110

195



CN 113144195 A

F 5l

156/281 1

<400> 462

Ile Arg Ser Ser Ser Asn Tyr Ile

1

<210>
211>
<212>
<213>
<220>
223>
<400>

463
39
DNA

463

5

NILF5

i)

gcgagagatg gcagcagttg gtacgactac tctgactac

<210> 464
211> 13
<212> PRT

213> NLR5

<220>

<223> E R

<400> 464

39

Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr

1

<210>
211>
<212>
<213>
<220>
223>
<400> 465

gacatccaga

465
321
DNA

atcacttgcce
gggaaagccce
aggttcagcg
gatgattttg

gggaccaagg
<210> 466

211> 107
<212> PRT

5

NILF5

=i

tgacccagtc
gggccagtca
ctaaactcct
gcagtggatc
caacttatta

tggaaatcaa

213> NLR5

<220>

<223> E R

10

tccttccace ctgtcectgeat
gagtattagt agctggttgg
gatctataag gcgtctagtt
tgggacagaa ttcactctca
ctgccaacag tatattagtt

a

196

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



CN 113144195 A

.1l

2.3

157/281 1

<400> 466
Asp Ile Gln
1

Asp Arg Val

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

Thr Phe Gly
<210> 467

211> 18
<212> DNA

Met
Thr
20

Tyr
Ser
Gly

Ala

Gln
100

213> NLR5

<220>
<223> AR
400> 467

Thr

Ile

Gln

Ser

Thr

Thr

85
Gly

cagagtatta gtagctgg

<210> 468
211> 6
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 468

Gln

Thr

Gln

Leu

Glu

70

Tyr

Thr

Gln Ser Ile Ser Ser Trp

1

<210> 469
211> 9
<212> DNA

213> NLR5

<220>
<223> AR
<400> 469

5

Ser
Cys
Tle
Glu
55

Phe

Tyr

Lys

Pro
Arg
Pro
40

Asn
Thr

Cys

Val

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

197

Thr Leu
10
Ser Gln

Lys Ala

Val Pro

Ile Ile
75

Gln Tyr

90

Ile Lys

Ser

Ser

Pro

Ser

60

Ser

Ile

Ala
Tle
Lys
45

Arg

Ser

Ser

Ser
Ser
30

Leu
Phe

Leu

Tyr

Val Gly
15
Ser Trp

Leu Ile
Ser Gly
Gln Pro

80

Ser Arg
95

18



CN 113144195 A F 5 * 158/281 T

aaggcgtct 9

<210> 470

211> 3

<212> PRT

213> NLFH)

220>

223> &I

<400> 470

Lys Ala Ser

1

210> 471

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 471

caacagtata ttagttattc tcggacg 27

210> 472

211> 9

212> PRT

213> NI

220>

223> &I

<400> 472

Gln Gln Tyr Ile Ser Tyr Ser Arg Thr

1 5

<210> 473

211> 360

<212> DNA

213> NI

220>

223> &I

<400> 473

gaggtgcage tggtggagtc tgggggagge ctggtcaage cgggggggte cctgagacte 60
tcctgtacag cctetggatt caccttcagt acttataaca tgaattgggt ccgecagget 120
ccagggaagg gactggagtg ggtctcatcc attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 240

ctgcaaatga acagcctgag agccgatgac acggetgtgt attactgtge gagagatgge 300

198



CN 113144195 A
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5l %R

159/281 1

agcagttggt acgactactc tgactactgg ggccagggaa ccctggtcac cgtctectca 360

210> 474

211> 120

<212> PRT

213> NLFH)

220>

223> &I

<400> 474

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Thr Ala

20

Asn Met Asn Trp Val Arg Gln Ala
35 40

Ser Ser Ile Arg Ser Ser Ser Asn

50 55

Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Leu Gln Met Asn Ser Leu Arg Ala

85
Ala Arg Asp Gly Ser Ser Trp Tyr
100

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 475

211> 321

<212> DNA

213> NI

220>

223> &I

<400> 475

gacatccaga tgacccagtc tccttccacc

atcacttgcc gggccagtca gagtattagt

gggaaagccce ctaaactcct gatctataag

aggttcagcg gcagtggatc tgggacagaa

gatgattttg caacttatta ctgccaacag

gggaccaagg tggaaatcaa a

<210> 476

211> 107

Gly Gly
10

Gly

Leu
Ser Phe
25
Pro

Gly Lys

Tyr Ile Tyr
Ala
75

Thr

Asp Asn

Asp
90
Tyr

Asp
Asp Ser
105

ctgtectgcecat
agctggttgg
gcgtctagtt
ttcactctca
tatattagtt

199

Val Lys Pro

Thr Phe Ser

30

Gly Leu Glu

45

Tyr Ala

60

Lys Asn Ser

Ala Val Tyr

Tyr Trp

110

Asp

ctgtaggaga
cctggtatca
tagaaaatgg
tcatcagcag

attctcggac

Gly
15
Thr

Gly

Tyr

Trp Val

Ser Val

Tyr
80
Cys

Leu

Tyr
95

Gly Gln

cagagtcacc
acagatacca
ggtcccatca
cctgcagcect

gttcggccaa

60

120
180
240
300
321



200

CN 113144195 A Fo5l & 160/281 7
212> PRT
213> NI
220>
223> &I
<400> 476
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30
Leu Ala Trp Tyr Gln Gln Ile Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Asn Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Ile Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
210> 477
211> 360
<212> DNA
213> NI
220>
223> &I
<400> 477
gaggtgcage tggtggagtc tgggggagge ctggtcaage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt acttataaca tgaactgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcatce attaggagta gtagtaatta catatactac 180
gcagactcag tgaagggccg attcaccatc tccagagaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggetgtgt attactgtge gagagatgge 300
agcagttggt acgactactc tgactactgg ggccaaggaa ccctggtcac cgtctectca 360
<210> 478
211> 120
<212> PRT
213> NLF3
220>
223> &I
<400> 478



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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp

201

CN 113144195 A Fo5l & 161/281 7
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr
20 25 30
Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ser Ile Arg Ser Ser Ser Asn Tyr Ile Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gly Ser Ser Trp Tyr Asp Tyr Ser Asp Tyr Trp Gly Gln
100 105 110
Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 479
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 479
gacatccaga tgacccagtc tccttccacc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctataag gegtctagtt tagaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgecageet 240
gatgattttg caacttatta ctgccaacag tatattagtt attctcggac gttcggccaa 300
gggaccaagg tggaaatcaa a 321
<210> 480
211> 107
<212> PRT
213> NLF3
220>
223> AR
<400> 480



Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1

5

10

Ser Leu Arg Leu Ser Cys Val Val Ser Gly Phe

20

25

Asp Met His Trp Val Arg Gln Ala Thr Gly Arg

35

40

Ser Gly Ile Ala Pro Ala Gly Asp Thr Ser Tyr

50

95

202

CN 113144195 A Fo5l & 162/281 T
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile Ser Tyr Ser Arg
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 481
211> 354
<212> DNA
213> NLF3
220>
223> &I
<400> 481
gaggtgcaac tagtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgtag tctetggatt cacctteggt gactacgaca tgcactgggt ccgtcaaget 120
acaggaagag gtctggagtg ggtctcaggt attgetcctg ctggtgacac atcctataca 180
ggctcegtga agggecgatt caccatctcc agagagaatg ccaagaactc cttgcatctt 240
caaatgaaca gcctgacaac cggggacacg gctatatatt attgtgectag agaggatata 300
gcagtgectg gttttgatta ctggggccag ggaaccctgg tcaccgtcete ctca 354
<210> 482
211> 118
212> PRT
213> NLFH)
220>
223> &I
<400> 482

Val Gln Pro Gly Gly

15

Thr Phe Gly Asp Tyr

30

Gly Leu Glu Trp Val

45

Thr Gly Ser Val Lys

60
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Gly Arg Phe Thr Ile Ser Arg Glu Asn Ala Lys Asn Ser Leu His Leu
65 70 75 80
Gln Met Asn Ser Leu Thr Thr Gly Asp Thr Ala Ile Tyr Tyr Cys Ala
85 90 95
Arg Glu Asp Ile Ala Val Pro Gly Phe Asp Tyr Trp Gly Gln Gly Thr
100 105 110
Leu Val Thr Val Ser Ser
115
<210> 483
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 483
ggattcacct tcggtgacta cgac 24
<210> 484
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 484
Gly Phe Thr Phe Gly Asp Tyr Asp
1 5
<210> 485
211> 21
<212> DNA
213> NLFH)
220>
223> AR
<400> 485
attgctcctg ctggtgacac a 21
<210> 486
Q211> 7
<212> PRT
213> NI
220>
223> AR

203



CN 113144195 A

.1l
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<400> 486

Ile Ala Pro Ala Gly Asp Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

487
36
DNA

487

5

NILF5

i)

gctagagagg atatagcagt gcctggtttt gattac 36

<210> 488
211> 12
<212> PRT

213> NLR5

<220>

<223> E R

<400> 488

Ala Arg Glu Asp Ile Ala Val Pro Gly Phe Asp Tyr

1

210>
211>
212>
213>
220>
223>
<400> 489
gaaatagtga

489
324
DNA

ctctcectgea
ggccaggcectce
aggttcagtg
gaagattttg
cctgggacca
<210> 490
211> 108
<212> PRT

5

NILF5

=i

tgacgcagtc
gggccagtca
ccagactcct
gcagtgggte
cagtttatta
aagtggattt

213> NLR5

<220>

<223> E R

10

tccagccacce ctgtctgtgt ctccagggga

gagtgttagc agcaacttag cctggtacca

gggccactgg
ccatcagcag

catctatggt

tgggacagag
ctgtcagcag

gcatccacga
ttcactctca
tataataagt ggcctccgtt

Ccaaa

204

acgaggcacc
gcagaaacct
cttcccagece
cctgcagtct
cactttcggce

60

120
180
240
300
324
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<400> 49
Glu Ile

1

Glu Arg

Leu Ala

Tyr Gly
50

Ser Gly

65

Glu Asp

Phe Thr

<210> 49
211> 18

0
Val

Gly

Trp

35

Ala

Ser

Phe

Phe

1

<212> DNA
213> NLFH)

<220>

<223> AR

<400> 49

1

Met
Thr
20

Tyr
Ser
Gly

Ala

Gly
100

Thr

Leu

Gln

Thr

Thr

Val

85

Pro

Gln

Ser

Gln

Glu
70
Tyr

Gly

cagagtgtta gcagcaac 18

<210> 49
211> 6
<212> PR

2

T

213> NLR5

<220>

<223> BRI

<400> 49

2

Gln Ser Val Ser Ser Asn

1
<210> 49
211> 9

3

<212> DNA
213> NI

<220>

<223> AR

<400> 49

3

5

Ser
Cys
Lys
Ala
55

Phe

Tyr

Thr

Pro
Arg
Pro
40

Thr
Thr

Cys

Lys

Ala
Ala
25

Gly
Gly
Leu

Gln

Val
105

205

Thr Leu
10
Ser Gln

Gln Ala

Phe Pro

Thr Ile
75

Gln Tyr

90

Asp Phe

Ser

Ser

Pro

Ala

60

Ser

Asn

Lys

Val
Val
Arg
45

Arg

Ser

Lys

Ser
Ser
30

Leu
Phe

Leu

Trp

Pro

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Asn

Ile

Gly

Ser

80

Pro
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ggtgcatce 9

<210> 494

211> 3

<212> PRT

213> NLFH)

220>

223> &I

<400> 494

Gly Ala Ser

1

<210> 495

211> 30

<212> DNA

213> NI

220>

223> &I

<400> 495

cagcagtata ataagtggcc tccgttcact 30
<210> 496

211> 10

212> PRT

213> NI

220>

223> &I

<400> 496

Gln Gln Tyr Asn Lys Trp Pro Pro Phe Thr

1 5 10
<210> 497

211> 354

<212> DNA

213> NI

220>

223> &I

<400> 497

gaggtgcaac tagtggagtc tgggggagge ttggtacage
tcctgtgtag tctctggatt caccttcggt gactacgaca
acaggaagag gtctggagtg ggtctcaggt attgctectg
ggctcecgtga agggcecgatt caccatctcc agagagaatg

caaatgaaca gcctgacaac cggggacacg gctatatatt

206

ctggggggtce
tgcactgggt

ctggtgacac
ccaagaactc

attgtgctag

cctgagacte 60
ccgtcaaget 120
atcctataca 180
cttgecatctt 240
agaggatata 300
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gcagtgectg gttttgatta ctggggccag ggaaccctgg tcaccgtcete ctca

<210> 498
211> 118
<212> PRT

213> NLR5

<220>

<223> E R

<400> 498
Glu Val Gln
1
Ser Leu Arg
His
35
Ile

Asp Met

Gly
50
Arg

Ser

Gly
65
Gln

Phe

Met Asn

Arg Glu Asp
Leu Val Thr
115
499
324

DNA

210>
211>
212>
213>
220>
223>
<400> 499

gaaatagtga
ctctcectgea
ggccaggcectce
aggttcagtg
gaagattttg
cctgggacca
<210> 500

211> 108

Leu Val

Leu Ser
20
Trp Val

Ala Pro

Thr Tle
Leu
85

Ala

Ser

Ile
100

Val Ser

NILF5)

=i

tgacgcagtc
gggccagtca
ccagactcct
gcagtgggtce
cagtttatta
aagtggatat

Glu
Cys
Arg
Ala
Ser
70

Thr

Val

Ser Gly

Val Val

Gln Ala
40
Gly Asp
55
Arg Glu

Thr Gly

Pro Gly

Ser

tccagccacc
gagtgttagce
catctatggt
tgggacagag
ctgtcagcag

caaa 32

Gly Gly
10

Gly

Leu

Ser Phe

25
Thr

Gly Arg

Thr Ser Tyr

Ala Lys
75
Ala

Asn

Thr
90
Asp

Asp

Phe
105

Tyr

ctgtctgtgt

agcaacttag

gcatccacga

ttcactctca

tataataagt
4

207

Val GIn Pro

Thr Phe Gly
30
Leu Glu
45

Gly

Gly

Thr
60

Asn

Ser

Ser Leu

Ile Tyr Tyr
Gln

110

Trp Gly

ctccagggga
cctggtacca
gggccactgg
ccatcagcag

ggccteegtt

Gly
15
Asp

Gly

Tyr

Trp Val

Val Lys

His Leu
80
Cys Ala
95

Gly Thr

acgaggcacc
gcagaaacct
cttcccagece
cctgcagtct
cactttcggce

354

60

120
180
240
300



208
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212> PRT
213> NI
220>
223> &I
<400> 500
Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly
1 5 10 15
Glu Arg Gly Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Asn
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Phe Pro Ala Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Lys Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 501
211> 354
<212> DNA
213> NI
220>
223> &I
<400> 501
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt cacctteggt gactacgaca tgcactgggt ccgecaaget 120
acaggaaaag gtctggagtg ggtctcaget attgetcctg ctggtgacac atactatcca 180
ggctcecgtga agggecgatt caccatctcc agagaaaatg ccaagaactc cttgtatctt 240
caaatgaaca gcctgagage cggggacacg getgtgtatt actgtgetag agaggatata 300
gcagtgectg gttttgatta ctggggccaa ggaaccctgg tcaccgtcte ctca 354
<210> 502
211> 118
<212> PRT
213> NLF3
220>
223> &I
<400> 502



Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly

1

5

10

15

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

209

CN 113144195 A Fo5l & 169/281 7
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Asp Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Ala Pro Ala Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys

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

Leu Val Thr Val Ser Ser

115
<210> 503
211> 324
<212> DNA
213> NI
220>
223> AR
<400> 503
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage agcaacttag cctggtacca gecagaaacct 120
ggccaggetce ccaggetecet catctatggt gecatccacca gggecactgg tatcccagee 180
aggttcagtg gcagtgggtc tgggacagag ttcactctca ccatcagcag cctgecagtcet 240
gaagattttg cagtttatta ctgtcagcag tataataagt ggcctccgtt cactttcgge 300
cctgggacca aagtggatat caaa 324
<210> 504
211> 108
<212> PRT
213> NLF3
220>
223> AR
<400> 504



Gln Ile Leu Leu Val Gln Ser Gly Pro Glu Val

1

5

10

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr

20

25

Ala Ile Ser Trp Val Arg Gln Val Pro Gly Gln

35

40

Gly Trp Val Ser Ala Tyr Asn Gly His Thr Asn

210

Lys Glu Pro Gly Ala

15

Thr Phe Thr Asn Tyr

30

Gly Leu Glu Trp Met

45

Tyr Ala His Glu Val

CN 113144195 A Fo5l & 170/281 7
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Lys Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 505
211> 378
<212> DNA
213> NLF3
220>
223> &I
<400> 505
caaattctge tggtgcaatc tggacctgag gtgaaggage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace aactacgeta tcagetgggt gegacaggte 120
cctggacaag ggcttgagtg gatgggatgg gtcagegett acaatggtca cacaaactat 180
gcacatgaag tccagggcag agtcaccatg accacagaca catccacgac cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccatgt attactgtge gagagggggt 300
gtagtcgtge cagttgcetce ccacttctac aacggtatgg acgtctgggg ccaagggacce 360
acggtcaccg tctccteca 378
<210> 506
211> 126
<212> PRT
213> NLFH)
220>
223> &I
<400> 506
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50 55 60
Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Thr Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Met Tyr Tyr Cys
85 90 95
Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly
100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 507
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 507
ggttacacct ttaccaacta cgct 24
<210> 508
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 508
Gly Tyr Thr Phe Thr Asn Tyr Ala
1 5
<210> 509
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 509
gtcagcgett acaatggtca caca 24
<210> 510
211> 8
<212> PRT
213> NI
220>

211



CN 113144195 A
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<223> E R

<400> 510

Val Ser Ala Tyr Asn Gly His Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

511
o7
DNA

511

gcgagagggg gtgtagtegt geccagttget ccccacttet acaacggtat ggacgtce

<210> 512
211> 19
<212> PRT

5

NILF5)

=i

213> NLR5

<220>

<223> E R

<400> 512

o7

Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly

1

Met Asp Val
<210> 513
211> 336
<212> DNA

5

213> NLR5

<220>

<223> E R

<400> 513
gatattgtga
atctcctgca
tacctaaaga
tccggggtcee
agcagagtgg
tggacgttag
<210> 514
211> 112
<212> PRT

tgactcagtt
ggtctagtca
agccagggcea
ctgacaggtt
aggctgagga
gccaagggac

213> NLR5

tccactcetee
gagcctecctg
gtctccacag
cagtggcagt
tgttggggte
caaggtggaa

10

ctgcceccegtcea
catattaatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaa

212

15

ccectggaga geeggectee 60
aatacaacta tttggattgg 120
atttgggttt taatcgggcece 180
cagattttac actgaaaatc 240
tgcaagctct tcaaactccg 300

336
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FF

.1l

2.3

173/281 1

<220>

223> AR
<400> 514
Asp Ile Val
1

Glu Pro Ala

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

Leu Gln Thr
<210> 515

211> 33
<212> DNA

Met

Ser

20

Asn

Leu

Ser

Glu

Pro
100

213> NLR5

<220>
<223> BRI
<400> 515

cagagcctcc tgcatattaa tgaatacaac tat

<210> 516
211> 11
<212> PRT

213> NLR5

<220>
<223> AR
<400> 516

Thr

Ile

Tyr

Ile

Gly

Ala

85
Trp

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Phe
Cys
Asp
Leu
55

Gly

Asp

Leu

Pro
Arg
Trp
40

Gly
Ser

Val

Gly

Leu
Ser
25

Tyr
Phe
Gly

Gly

Gln
105

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Lys

Arg

33

Gln Ser Leu Leu His Ile Asn Glu Tyr Asn Tyr

1

<210> 517
211> 9
<212> DNA

213> NLR5

<220>

5

213

10

Pro

Ser

Lys

Ala

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ile
Ser
Pro
Ile
80

Ala

Lys
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223> &I

<400> 517

ttgggtttt 9

<210> 518

211> 3

212> PRT

213> NI

220>

223> &I

<400> 518

Leu Gly Phe

1

<210> 519

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 519

atgcaagctc ttcaaactcc gtggacg 27
<210> 520

211> 9

212> PRT

213> NLF3

220>

223> &I

<400> 520

Met GIn Ala Leu Gln Thr Pro Trp Thr

1 5

<210> 521

211> 378

<212> DNA

213> NLF3

220>

223> &I

<400> 521

caggttcage tggtgcagtc tggacctgag gtgaaggage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace aactacgeta tcagetgggt gegacaggte 120
cctggacaag ggcttgagtg gatgggatgg gtcagegett acaatggtca cacaaactat 180

214
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gcacatgaag tccagggcag agtcaccatg accacagaca catccacgac cacagcctac 240

atggagctga ggagcctgag atctgacgac acggceccatgt attactgtge gagagggggt 300

gtagtcgtge cagttgcetce ccacttctac aacggtatgg acgtctgggg ccaagggacce 360

acggtcaccg tctcctca

<210> 522

211> 126

212> PRT

213> NI

220>

223> &I

<400> 522

Gln Val GIn Leu Val Gln Ser Gly

1 5

Ser Val Lys Val Ser Cys Lys Ala

20

Ala Tle Ser Trp Val Arg Gln Val
35 40

Gly Trp Val Ser Ala Tyr Asn Gly

50 55

Gln Gly Arg Val Thr Met Thr Thr

65 70

Met Glu Leu Arg Ser Leu Arg Ser

85
Ala Arg Gly Gly Val Val Val Pro
100

Met Asp Val Trp Gly Gln Gly Thr
115 120

<210> 523

211> 336

<212> DNA

213> NI

220>

223> &I

<400> 523

gatattgtga tgactcagtc tccactctcce

atctcctgca ggtctagtca gagcctcctg

tacctaaaga agccagggca gtctccacag

tccggggtece ctgacaggtt cagtggcecagt

agcagagtgg aggctgagga tgttggggtce

Glu
10
Gly

Pro Val

Ser Tyr
25
Pro

Gly Gln

His Thr Asn

Thr Ser
75
Thr

Asp

Asp
90
Ala

Asp

Val
105
Thr

Pro

Val Thr

ctgcceccegtcea
catattaatg
ctcctgatcet
ggatcaggca
tattactgca

215

Lys Glu Pro

Thr Thr
30
Glu

Phe
Gly Leu
45
Tyr Ala His
60
Thr

Thr Thr

Ala Met Tyr

His Phe Tyr
110
Ser

Val Ser

125

cccctggaga
aatacaacta
atttgggttt
cagattttac
tgcaagctct

Gly
15

Asn
Trp
Glu

Ala

Tyr
95

Asn

Ala
Tyr
Met
Val
Tyr
80

Cys

Gly

378

gceggectee 60
tttggattgg 120
taatcgggee 180

actgaaaatc 240

tcaaactccg 300
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tggacgttag gccaagggac caaggtggaa atcaaa 336
<210> 524
211> 112
<212> PRT
213> NI
220>

223> &I
<400> 524

Asp
1
Glu
Asn
Pro
Asp
65

Ser

Leu

<210>
211>
<212>
<213>

Tle Val Met

Pro Ala Ser
20
Glu Tyr Asn
35
Gln Leu Leu
50
Arg Phe Ser

Arg Val Glu

Gln Thr Pro
100

525

378

DNA

NILF5

<220>

223>
<400>

=
525

Thr

Ile

Tyr

Ile

Gly

Ala

85
Trp

Gln Ser

Ser Cys

Leu Asp
Leu
55

Gly

Tyr

Ser
70
Glu Asp

Thr Leu

Pro
Arg
Trp
40

Gly
Ser

Val

Gly

caggttcagc
tcctgcaagg
cctggacaag
gcacagaagc
atggagctga
gtagtcgtgce
acggtcaccg
<210> 526

211> 126

<212> PRT

tggtgcagtc
cttctggtta
ggcttgagtg
tccagggcag
ggagcctgag
cagttgctcce

tctcctceca

tggagctgag
cacctttacc
gatgggatgg
agtcaccatg
atctgacgac

ccacttctac

Ser Leu

10

Ser

Leu
Ser Gln
25
Tyr

Leu Lys

Phe Asn

Gly Thr Asp
75
Val Tyr
90

Gly

Gly
Gln Thr
105

gtgaagaagc
aactacgcta
gtcagcecgcett
accacagaca
acggccegtgt
aacggtatgg

216

Pro Val

Ser Leu

Pro
45
Ala Ser
60
Phe

Lys

Thr

Tyr Cys

Lys Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ile
Ser
Pro
Ile
80

Ala

Lys

ctggggcecte
tcagctgggt
acaatggtca
catccacgag

attactgtgce
acgtctggsg

agtgaaggtc
gcgacaggcece
cacaaactat
cacagcctac
gagagggggt
gcaagggacc

60

120
180
240
300
360
378



217
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213> NI
220>
223> &I
<400> 526
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met

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

Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly

100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 527
211> 336
<212> DNA
213> NLF3
220>
223> &I
<400> 527
gatattgtga tgactcagtc tccactctcc ctgececgteca cccectggaga gecggectee 60
atctcctgeca ggtctagtca gagcecctcctg catattaatg aatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct tcaaactccg 300
tggacgttcg gccaagggac caaggtggaa atcaaa 336
<210> 528
211> 112
<212> PRT
213> NI
220>
223> &I



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

1

5

10

15

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

20

25

218

30

CN 113144195 A Fo5l & 178/281 1
<400> 528
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ile
20 25 30
Asn Glu Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 529
211> 351
<212> DNA
213> NLFH)
220>
223> &I
<400> 529
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccctaagt agctacgaca tgcactgggt ccgecaagea 120
acaggaaaag gtctggagtg ggtctcaget attggcagta ctggtgacac atactataca 180
ggctcegtga tgggecgatt caccatctce agagacgetg ccaaaaactc cttctatctt 240
gaaatgaaca gcctgagagt cggggacacg getgtatatt actgtgcaag agagggaata 300
agaacaccct atgattattg gggccaggga gcccgggtca ccgtetecte a 351
<210> 530
211> 117
<212> PRT
213> NI
220>
223> &I
<400> 530



CN 113144195 A

F 5 =

179/281 7

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

Arg Glu Gly Ile
100

Val Thr Val Ser
115

<210> 531

211> 24

<212> DNA

213> NI

<220>

<223> &R

<400> 531

Val
Ser
Ile
Leu
85

Arg

Ser

Arg Gln Ala Thr Gly Lys
40
Thr Gly Asp Thr Tyr Tyr
55
Ser Arg Asp Ala Ala Lys
70 75
Arg Val Gly Asp Thr Ala
90
Thr Pro Tyr Asp Tyr Trp
105

ggattcaccc taagtagcta cgac

<210> 532
211> 8

<212> PRT
213> NI
<220>

<223> &R
<400> 532

Gly Phe Thr Leu Ser Ser Tyr Asp

1
<210> 533
211> 21

<212> DNA
213> NI
<220>

<223> &R
<400> 533

5

attggcagta ctggtgacac a 21

<210> 534
211> 7

219

Gly Leu Glu
45

Thr Gly Ser

60

Asn Ser Phe

Val Tyr Tyr

Gly Gln Gly
110

Trp

Val

Tyr

Cys

95
Ala

Val
Met
Leu
80

Ala

Arg

24



CN 113144195 A

.1l

180/281

<212> PRT

213> NLR5

<220>

<223> E R

<400> 534

Ile Gly Ser Thr Gly Asp Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

535
33
DNA

535

gcaagagagg gaataagaac accctatgat tat

<210> 536
211> 11
<212> PRT

5

NILF5

=i

213> NLR5

<220>

<223> E R

<400> 536

33

Ala Arg Glu Gly Ile Arg Thr Pro Tyr Asp Tyr

1
210>
211>
212>
213>
220>
223>
<400> 537
gaaatagtga

537
324
DNA

ctctcectgea
ggccaggcectce
aggttcagtg
gaagattttg
cctgggacca
<210> 538

211> 108

5

NILF5)

=i

tgacgcagtc
gggccagtca
ccaggctccet
gcagtgggtce
cagtttatta
aagtggatat

tccagccacc
gagtgttagce
catctatggt
tgggacagaa
ctgtcagcag
caaa 324

10

ctgtctgtgt
agcaatgtag
gcatccacca
ttcactctca
tataataatt

220

ctccagggga
cctggtacca
gggccactgg
ccatcagcag

ggcctccatt

aagagccacc
gcagaaacct
tatcccagcce
cctgcagtct
cactttcggce

60

120
180
240
300



CN 113144195 A

.1l

181/281 1

<212> PRT

213> NLR5

220>

223> AR
<400> 538
Glu Ile Val
1

Glu Arg Ala

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

Phe Thr Phe
<210> 539

211> 18
<212> DNA

Met
Thr
20

Tyr
Ser
Gly

Ala

Gly
100

213> NLR5

<220>
<223> BRI
<400> 539

Thr

Leu

Gln

Thr

Thr

Val

85

Pro

Gln

Ser

Gln

Glu
70
Tyr

Gly

cagagtgtta gcagcaat 18

<210> 540
211> 6
<212> PRT

213> NLR5

<220>
<223> AR
<400> 540

Gln Ser Val Ser Ser Asn

1

<210> 541
211> 9
<212> DNA

5

Ser
Cys
Lys
Ala
55

Phe

Tyr

Thr

Pro
Arg
Pro
40

Thr
Thr

Cys

Lys

Ala
Ala
25

Gly
Gly
Leu

Gln

Val
105

221

Thr
10

Ser

Gln

Ile

Thr

Gln

90
Asp

Leu

Gln

Ala

Pro

Ile

75

Tyr

Ile

Ser

Ser

Pro

Ala

60

Ser

Asn

Lys

Val
Val
Arg
45

Arg

Ser

Asn

Ser
Ser
30

Leu
Phe

Leu

Trp

Pro

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Asn

Ile

Gly

Ser

80

Pro



CN 113144195 A F 5 * 182/281 T

213> NI
220>

223> AR
<400> 541
ggtgcatce 9
<210> 542
211> 3

<212> PRT
213> NLF3
220>

223> AR
<400> 542

Gly Ala Ser

1

<210> 543
211> 30

<212> DNA
213> NLF3
220>

223> AR
<400> 543
cagcagtata ataattggcc tccattcact 30
<210> 544
211> 10

<212> PRT
213> N3
220>

223> AR
<400> 544

Gln Gln Tyr Asn Asn Trp Pro Pro Phe Thr
1 5 10
<210> 545
211> 351
<212> DNA
213> NLF3
220>

223> AR
<400> 545

gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60

222



CN 113144195 A F 5 * 183/281 T

tcectgtgeag cctetggatt caccctaagt agctacgaca tgcactgggt ccgecaagea 120
acaggaaaag gtctggagtg ggtctcaget attggcagta ctggtgacac atactataca 180
ggctcegtga tgggecgatt caccatctce agagacgetg ccaaaaactc cttctatctt 240
gaaatgaaca gcctgagagt cggggacacg getgtatatt actgtgcaag agagggaata 300
agaacaccct atgattattg gggccaggga accctggtca ccgtctcecte a 351
<210> 546
211> 117
212> PRT
213> NLF3
220>
223> &I
<400> 546
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Thr Gly Ser Val Met

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

Val Thr Val Ser Ser

115
<210> 547
211> 324
<212> DNA
213> NI
220>
223> &I
<400> 547
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage agcaatgtag cctggtacca gecagaaacct 120
ggccaggetce ccaggetecet catctatggt gecatccacca gggecactgg tatcccagee 180
aggttcagtg gcagtgggtc tgggacagaa ttcactctca ccatcagcag cctgecagtcet 240

223



CN 113144195 A

FF

5l %R

184/281 1

gaagattttg cagtttatta ctgtcagcag tataataatt ggcctccatt cactttcgge 300

cctgggacca aagtggatat caaa

<210> 548
<211> 108
<212> PRT

213> NLR5

<220>

<223> E R

<400> 548

Glu Ile Val Met

1
Glu Arg
Val Ala
35
Gly
50

Gly

Tyr

Ser
65
Glu Asp

Phe Thr
210>
211>
212>
213>
220>
223>
<400> 549
gaggtgcagce
tcctgtgceag

549
351
DNA

acaggaaaag
ggctcegtga
caaatgaaca
agaacaccct
<210> 550
211> 117
<212> PRT

Ala Thr

Trp Tyr

Ala Ser

Ser Gly

Phe Ala

Phe Gly

Thr

Leu
20
Gln

Thr

Thr

Val

85

Pro
100

NILF5

=i

tggtggagtc
cctetggatt
gtctggagtg
agggccgatt
gcctgagage
atgattattg

Gln

Ser

Gln

Arg

Glu

70

Gly

Ser Pro

Cys Arg

Pro
40
Thr

Lys

Ala
55
Phe Thr

Tyr Cys

Thr Lys

tgggggaggce
caccctaagt

ggtctcaget
caccatctcce
cggggacacg
gggccaagga

Ala Thr
10

Ser

Leu

Ala
25
Gly

Gln

Gln Ala

Gly Ile Pro

Thr Tle

75

Leu
Gln Gln
90
Val Asp

105

Ile

ttggtacagc
agctacgaca
attggcagta
agagaaaatg
gctgtgtatt

accctggtca

224

Ser Val Ser

Val Ser
30

Leu

Ser
Pro Arg
45
Ala Arg
60

Ser

Phe

Ser Leu

Asn Asn Trp

Lys

ctggggggte
tgcactgggt
ctggtgacac
ccaagaactc
actgtgcaag

ccgtctecte

324

Pro Gly
15
Ser Asn

Leu Ile

Ser Gly

Gln Ser
80
Pro Pro

95

cctgagacte 60
ccgecaaget 120
atactatcca 180
cttgtatctt 240
agagggaata 300

a 351



CN 113144195 A Fo5l & 185/281 7
213> NI
220>
223> &I
<400> 550
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Pro Gly Ser Val Lys

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

Val Thr Val Ser Ser

115
<210> 551
211> 324
<212> DNA
213> NLF3
220>
223> &I
<400> 551
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage agcaatttag cctggtacca gecagaaacct 120
ggccaggetce ccaggeteet catctatggt gecatccacca gggecactgg tatcccagee 180
aggttcagtg gcagtgggtc tgggacagag ttcactctca ccatcagcag cctgecagtcet 240
gaagattttg cagtttatta ctgtcagcag tataataatt ggcctccatt cactttcgge 300
cctgggacca aagtggatat caaa 324
<210> 552
211> 108
<212> PRT
213> NI
220>
223> &I

225



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

1

5

10

15

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

20

25

226

30

CN 113144195 A Fo5l & 186/281 7
<400> 552
Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Asn
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Asn Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 553
211> 351
<212> DNA
213> NLFH)
220>
223> &I
<400> 553
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccctaagt agctacgaca tgcactgggt ccgecaagea 120
acaggaaaag gtctggagtg ggtctcaget attggcagta ctggtgacac atactataca 180
ggctcegtga tgggecgatt caccatctce agagacgetg ccaaaaactc cttctatctt 240
gaaatgaaca gcctgagagt cggggacacg getgtatatt actgtgcaag agagggaata 300
agaacaccct atgattattg gggccaggga gcccgggtca ccgtetecte a 351
<210> 554
211> 117
<212> PRT
213> NI
220>
223> &I
<400> 554



CN 113144195 A

F 5 =

187/281 1

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

Arg Glu Gly Ile
100

Val Thr Val Ser
115

<210> 555

211> 24

<212> DNA

213> NI

<220>

<223> &R

<400> 555

Val
Ser
Ile
Leu
85

Arg

Ser

Arg Gln Ala Thr Gly Lys
40
Thr Gly Asp Thr Tyr Tyr
55
Ser Arg Asp Ala Ala Lys
70 75
Arg Val Gly Asp Thr Ala
90
Thr Pro Tyr Asp Tyr Trp
105

ggattcaccc taagtagcta cgac 24

<210> 556
211> 8

<212> PRT
213> NI
<220>

<223> &R
<400> 556

Gly Phe Thr Leu Ser Ser Tyr Asp

1
<210> 557
211> 21

<212> DNA
213> NI
<220>

<223> &R
<400> 557

5

attggcagta ctggtgacac a 21

<210> 558
211> 7

227

Gly Leu Glu
45

Thr Gly Ser

60

Asn Ser Phe

Val Tyr Tyr

Gly Gln Gly
110

Trp

Val

Tyr

Cys

95
Ala

Val
Met
Leu
80

Ala

Arg



CN 113144195 A

.1l

188/281 1L

<212> PRT

213> NLR5

<220>

<223> E R

<400> 558

Ile Gly Ser Thr Gly Asp Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

559
33
DNA

559

gcaagagagg gaataagaac accctatgat tat

<210> 560
211> 11
<212> PRT

5

NILF5

=i

213> NLR5

<220>

<223> E R

<400> 560

33

Ala Arg Glu Gly Ile Arg Thr Pro Tyr Asp Tyr

1
210>
211>
212>
213>
220>
223>
<400> 561
gaaatagtga

561
324
DNA

ctctcectgea
ggccaggcectce
aggttcagtg
gaagattttg

cctgggacca

5

NILF5)

=i

tgacgcagtc
gggccagtca
ccaggctccet
gcagtgggtce
cagtttatta
aagtggatat

<223> E R

<400> 562

tccagccacc
gagtgttagce
catctatggt
tgggacagaa
ctgtcagcag

Ccaaa

10

60

120
180
240
300
324

ctgtctgtgt ctccagggga aagagccacce

agcaatgtag cctggtacca

gggccactgg
ccatcagcag

gcagaaacct
gcatccacca tatcccagcce
ttcactctca

tataataatt

cctgcagtct

ggcctccatt cactttegge

228



CN 113144195 A

5l %R

189/281 1

Glu Ile
1
Glu Arg

Val Ala

Tyr Gly
50

Ser Gly

65

Glu Asp

Phe Thr

<210> 56
211> 18

Val

Ala

Trp

35

Ala

Ser

Phe

Phe

3

<212> DNA
213> NI

<220>

<223> BRI

<400> 56

3

Met
Thr

20
Tyr
Ser
Gly

Ala

Gly
100

Thr

Leu

Gln

Thr

Thr

Val

85

Pro

Gln Ser

Ser Cys

Gln Lys

Arg Ala
55

Glu Phe

70

Tyr Tyr

Gly Thr

cagagtgtta gcagcaat 18

<210> 56
211> 6
<212> PR

1

T

213> NLR5

<220>

<223> E R

<400> 56

1

Gln Ser Val Ser Ser Asn

1

<210> 56
211> 9
<212> DN

5

A

213> NLR5

<220>

<223> BRI

<400> 56
ggtgcatc

5

C

9

5

Pro

40
Thr
Thr

Cys

Lys

Ala Thr Leu
10
Ala Ser Gln
25
Gly Gln Ala

Gly Ile Pro

Leu Thr Ile
75
Gln Gln Tyr
90
Val Asp Ile
105

229

Ser

Ser

Pro

Ala

60

Ser

Asn

Lys

Val
Val
Arg

45
Arg

Ser

Asn

Ser
Ser

30
Leu
Phe

Leu

Trp

Pro

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Asn

Ile

Gly

Ser

80

Pro



CN 113144195 A

FF

5l %R

190/281 1

<223> E R

<400> 566
Gly Ala Ser
1
210>
211>
212>
213>
220>
223>
<400>

567
30
DNA

567

NILF5)

=i

cagcagtata ataattggcc tccattcact

<210> 568
211> 10
<212> PRT

213> NLR5

<220>

<223> E R

<400> 568

Gln Gln Tyr Asn Asn Trp Pro Pro Phe Thr

1

210>
211>
212>
213>
220>
223>
<400> 569
gaggtgcagc
tcctgtgceag

569
351
DNA

acaggaaaag
ggctcegtga
gaaatgaaca
agaacaccct
<210> 570
211> 117
<212> PRT

5

NILF5)

=i

tggtggagte
cctctggatt
gtctggagtg
tgggccgatt
gcctgagagt
atgattattg

213> NLR5

<220>

tgggggaggce
caccctaagt

ggtctcaget
caccatctcce
cggggacacg
gggccaggga

10

ttggtacagc
agctacgaca
attggcagta
agagacgctg
gctgtatatt

accctggtca

230

ctggggggtce
tgcactgggt

ctggtgacac
ccaaaaactc
actgtgcaag

ccgtctecte

cctgagactce
ccgccaagea
atactataca
cttctatctt
agagggaata

a

30

60

120
180
240
300
351



CN 113144195 A Fo5l & 191/281 7
223> AR
<400> 570
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Leu Ser Ser Tyr
20 25 30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35 40 45
Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr Thr Gly Ser Val Met

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

Val Thr Val Ser Ser

115
<210> 571
211> 324
<212> DNA
213> NI
220>
223> AR
<400> 571
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage agcaatgtag cctggtacca gecagaaacct 120
ggccaggetce ccaggetcet catctatggt gecatccacca gggecactgg tatcccagee 180
aggttcagtg gcagtgggtc tgggacagaa ttcactctca ccatcagcag cctgecagtcet 240
gaagattttg cagtttatta ctgtcagcag tataataatt ggcctccatt cactttcgge 300
cctgggacca aagtggatat caaa 324
<210> 572
211> 108
<212> PRT
213> NI
220>
223> AR
<400> 572

Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly

231



CN 113144195 A Fo5l & 192/281 7
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Asn
20 25 30
Val Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Asn Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 573
211> 351
<212> DNA
213> NI
220>
223> &I
<400> 573
gaggtgcage tggtggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt caccctaagt agctacgaca tgcactgggt ccgecaaget 120
acaggaaaag gtctggagtg ggtctcaget attggcagta ctggtgacac atactatcca 180
ggctcegtga agggecgatt caccatctcc agagaaaatg ccaagaactc cttgtatctt 240
caaatgaaca gcctgagage cggggacacg getgtgtatt actgtgcaag agagggaata 300
agaacaccct atgattattg gggccaagga accctggtca ccgtctcecte a 351
<210> 574
211> 117
212> PRT
213> N3
220>
223> &I
<400> 574

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

1

5

10

15

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

20

25

30

Asp Met His Trp Val Arg Gln Ala Thr Gly Lys Gly Leu Glu Trp Val

35

40

232

45



CN 113144195 A

FF

5l %R

193/281 1

Ser Ala Ile Gly Ser Thr Gly Asp Thr Tyr Tyr
50 55
Gly Arg Phe Thr Ile Ser Arg Glu Asn Ala Lys
65 70 75
Gln Met Asn Ser Leu Arg Ala Gly Asp Thr Ala
85 90
Arg Glu Gly Ile Arg Thr Pro Tyr Asp Tyr Trp
100 105
Val Thr Val Ser Ser
115
<210> 575
211> 324
<212> DNA
213> NI
220>
223> AR
<400> 575
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt
ctctcectgea gggeccagtca gagtgttage agcaatttag
ggccaggectc ccaggectect catctatggt gcatccacca
aggttcagtg gcagtgggtc tgggacagag ttcactctca
gaagattttg cagtttatta ctgtcagcag tataataatt
cctgggacca aagtggatat caaa
<210> 576
211> 108
212> PRT
213> NLF3
220>
223> AR
<400> 576
Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu
1 5 10
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln
20 25
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala
35 40
Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro
50 55
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile

233

Pro Gly Ser
60

Asn Ser Leu

Val Tyr Tyr

Gly Gln Gly
110

ctccagggga
cctggtacca
gggccactgg
ccatcagcag

ggcctccatt

Ser Val Ser

Val Ser
30

Arg Leu

45

Arg Phe

Ser

Pro

Ala
60

Ser Ser Leu

Val Lys

Tyr Leu
80

Cys Ala

95

Thr Leu

aagagccacc
gcagaaacct
tatcccagcce
cctgcagtct
cactttcggce

Pro Gly
15

Ser Asn

Leu Ile

Ser Gly

Gln Ser

60

120
180
240
300
324



194/281 7

234

CN 113144195 A F 3 %
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Asn Trp Pro Pro
85 90 95
Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 577
211> 363
<212> DNA
213> NLF3
220>
223> &I
<400> 577
gaagtgcagec tggtggagtc tgggggagge ttggtacage ctggcaggtc cctgagactce
tcctgtgecag cctectggatt cacctttgat gattatgecca tgcactgggt ccggcaagcet
ccagggaagg gcctggagtg ggtctcaggt attaattgga acagtggtag cataggctat
gcggactctg tgaagggcecg attcaccatc tccagagaca acgccaagceca ctccecctgtat
ctgcaaatga acagtctgag acctgaggac acggccttgt attactgtgt aaaagaggtg
actacgggat actactacgg tatggacgtc tggggccaag ggaccacggt caccgtctcece
tca
<210> 578
211> 121
<212> PRT
213> NI
220>
223> &I
<400> 578
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 Asn Trp Asn Ser Gly Ser Ile Gly Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys His Ser Leu Tyr
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr Ala Leu Tyr Tyr Cys
85 90 95
Val Lys Glu Val Thr Thr Gly Tyr Tyr Tyr Gly Met Asp Val Trp Gly

120
180
240
300
360
363



CN 113144195 A F 5 * 195/281 T

100 105 110
Gln Gly Thr Thr Val Thr Val Ser Ser
115 120
<210> 579
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 579
ggattcacct ttgatgatta tgcc 24
<210> 580
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 580
Gly Phe Thr Phe Asp Asp Tyr Ala
1 5
<210> 581
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 581
attaattgga acagtggtag cata 24
<210> 582
211> 8
<212> PRT
213> N3
220>
223> AR
<400> 582
Ile Asn Trp Asn Ser Gly Ser Ile
1 5
<210> 583
211> 42

235



CN 113144195 A

FF

5l %R

196/281 7

<212> DNA

213> NLR5

<220>

<223> E R

<400> 583

gtaaaagagg tgactacggg atactactac ggtatggacg tc

<210> 584
211> 14
<212> PRT

213> NLR5

<220>

<223> E R

<400> 584

42

Val Lys Glu Val Thr Thr Gly Tyr Tyr Tyr Gly Met Asp Val

1

<210>
211>
<212>
<213>
<220>
223>
<400> 585

gacatccagt

585
321
DNA

atcacttgct
gggaaagccce
aggttcagcg
gaagattttg
gggaccaaag
<210> 586
211> 107
<212> PRT

5

NILF5

=i

tgacccagtc
gggccagtca
ctaacctcct
gcagtggatc
caacttatta

tggatatcaa

213> NLR5

<220>

<223> E R

<400> 586

tccatectte
gggcattagce
gatctatgat
tgggacagaa
ctgtcaacag

a

10

ctgtctgcat
agttatttag
gcatccactt
ttcactctca
cttaatattt

ctgtaggaga cagagtcacc 60
cctggtatca gaaaaaacca 120
tgcaaagtgg ggtcccatca 180
cactcagcag cctgecageet 240
acccattcac tttcggceet 300
321

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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Trp Ala Ser Gln Gly Ile Ser Ser Tyr

20

25

236

30



CN 113144195 A F 5 * 197/281 T

Leu Ala Trp Tyr Gln Lys Lys Pro Gly Lys Ala Pro Asn Leu Leu Ile
35 40 45
Tyr Asp Ala Ser Thr Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Leu Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Leu Asn Ile Tyr Pro Phe
85 90 95
Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 587
211> 18
<212> DNA
213> NI
220>
223> AR
<400> 587
cagggcatta gcagttat 18
<210> 588
211> 6
<212> PRT
213> NI
220>
223> AR
<400> 588
Gln Gly Ile Ser Ser Tyr
1 5
<210> 589
211> 9
<212> DNA
213> NI
220>
223> AR
<400> 589
gatgcatcc 9
<210> 590
211> 3
<212> PRT
213> NLF3

237



CN 113144195 A

198/281 1

<220>

<223> E R

<400> 590

Asp Ala Ser

1

<210>
211>
<212>
<213>
<220>
223>
<400>

591
27
DNA

591

NILF5

=i

caacagctta atatttaccc attcact

<210> 592
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 592

27

Gln Gln Leu Asn Ile Tyr Pro Phe Thr

1

210>
211>
212>
213>
220>
223>
<400> 593
gaagtgcagc

593
363
DNA

tcctgtgceag
ccagggaagg
gcggactetg
ctgcaaatga
actacgggat
tca

<210> 594
211> 121
<212> PRT

5

NILF5

=i

tggtggagtce
cctctggatt
gcetggagtg
tgaagggccg
acagtctgag

actactacgg

tgggggaggce
cacctttgat

ggtctcaggt
attcaccatc
acctgaggac

tatggacgtc

ttggtacagc
gattatgcca
attaattgga
tccagagaca

acggccttgt
tggggccaag

238

ctggcaggtce
tgcactgggt
acagtggtag
acgccaagca
attactgtgt
ggaccacggt

cctgagactce
ccggcaaget
cataggctat
ctccetgtat
aaaagaggtg

caccgtctce

120
180
240
300
360
363



239

CN 113144195 A Fo5l & 199/281 7
213> NI
220>
223> AR
<400> 594
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 Asn Trp Asn Ser Gly Ser Ile Gly Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys His Ser Leu Tyr
65 70 75 80
Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr Ala Leu Tyr Tyr Cys
85 90 95
Val Lys Glu Val Thr Thr Gly Tyr Tyr Tyr Gly Met Asp Val Trp Gly
100 105 110
Gln Gly Thr Thr Val Thr Val Ser Ser
115 120
<210> 595
211> 321
<212> DNA
213> NLF3
220>
223> AR
<400> 595
gacatccagt tgacccagtc tccatccttc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgct gggccagtca gggecattage agttatttag cctggtatca gaaaaaacca 120
gggaaagccce ctaacctcct gatctatgat gcatccactt tgcaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca cactcagcag cctgcageet 240
gaagattttg caacttatta ctgtcaacag cttaatattt acccattcac tttcggccct 300
gggaccaaag tggatatcaa a 321
<210> 596
211> 107
<212> PRT
213> NI
220>
223> AR



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

240

CN 113144195 A Fo5l & 200/281 T
<400> 596
Asp Ile Gln Leu Thr Gln Ser Pro Ser Phe Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Trp Ala Ser Gln Gly Ile Ser Ser Tyr
20 25 30
Leu Ala Trp Tyr Gln Lys Lys Pro Gly Lys Ala Pro Asn Leu Leu Ile
35 40 45
Tyr Asp Ala Ser Thr Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Leu Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Leu Asn Ile Tyr Pro Phe
85 90 95
Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys
100 105
<210> 597
211> 363
<212> DNA
213> NLFH)
220>
223> &I
<400> 597
gaagtgcage tggtggagtc tgggggagge ttggtacage ctggecaggte cctgagacte 60
tcectgtgeag cctetggatt cacctttgat gattatgeca tgcactgggt ccggecaaget 120
ccagggaagg gcctggagtg ggtctcaggt attaattgga acagtggtag cataggetat 180
gcggactctg tgaagggcecg attcaccatc tccagagaca acgccaagaa ctccctgtat 240
ctgcaaatga acagtctgag agctgaggac acggecttgt attactgtgt aaaagaggtg 300
actacgggat actactacgg tatggacgtc tgggggcaag ggaccacggt caccgtctcee 360
tca 363
<210> 598
211> 121
<212> PRT
213> NLF3
220>
223> &I
<400> 598



CN 113144195 A Fo5l & 201/281 1
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 Asn Trp Asn Ser Gly Ser Ile 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
Val Lys Glu Val Thr Thr Gly Tyr Tyr Tyr Gly Met Asp Val Trp Gly
100 105 110
Gln Gly Thr Thr Val Thr Val Ser Ser
115 120
<210> 599
211> 321
<212> DNA
213> NI
220>
223> AR
<400> 599
gacatccagt tgacccagtc tccatccttc ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc gggceccagtca gggecattage agttatttag cctggtatca gcaaaaacca 120
gggaaagccce ctaagcectcct gatctatgat gcatccactt tgcaaagtgg ggtcccatca 180
aggttcagcg gcagtggatc tgggacagaa ttcactctca caatcagcag cctgcageet 240
gaagattttg caacttatta ctgtcaacag cttaatattt acccattcac tttcggccct 300
gggaccaaag tggatatcaa a 321
<210> 600
211> 107
212> PRT
213> N3
220>
223> AR
<400> 600

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

1

5

10

15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Ser Ser Tyr

20

25

30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile

35

40

241

45
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FF

5l %R

202/281 T

Tyr Asp Ala Ser

50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Pro

210>
211>
212>
213>
220>
223>
<400> 601

gaggtgcagt
tcctgtgceag
ccagggaagg
gcagactccg

601
366
DNA

gtgcaaatgc
tattacgatt
tcetea

<210> 602
211> 122
<212> PRT

85

100

NILF5)

=i

tgttggagtc
cctctggatt
ggctggattg
tgaagggccg
acagcctgag

tttggeggses

213> NLR5

<220>

<223> E R

<400> 602

95

tgggggaggce
cacgtttagt

ggtctcaggt
gttcaccatc
agtcgaggac
gaatttcgat

Glu Val Gln Leu Leu Glu Ser Gly

1

5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Met Asn Trp Val Arg Gln Ala

35

40

Ser Gly Ile Ser Gly Asn Gly Gly

50

95

Lys Gly Arg Phe Thr Ile Ser Arg

65

70

Thr Leu Gln Ser Gly Val Pro

Thr Glu Phe Thr Leu Thr Ile
70
Thr Tyr Tyr Cys Gln Gln Leu

75

90

Gly Thr Lys Val Asp Ile Lys

105

ttggtacagc
agctatgcca
atcagtggta
tccagagaca
acggecegttt
ctctggggece

Gly Gly
10

Gly

Leu

Ser Phe

25

Pro Gly Lys

Ser Thr Tyr

Ile Ser

75

Asp

242

Ser Arg Phe Ser Gly

60

Ser Ser Leu Gln Pro

80

Asn Ile Tyr Pro Phe

ctggggggte
tgaactgggt
atggtggtag
tttccaagaa
actactgtgce

gtggcaccca

Val

Thr

30

Gly

45

Tyr
60

Lys

Gln Pro

Phe Ser

Leu Asp

Ala Asp

Asn Thr

95

cctgagactce
ccgeccagget
cacctactac
cacgctgtat
gaaagcccgt

ggtcactgtce

Gly
15

Ser

Gly
Tyr
Trp Val
Val

Ser

Tyr
80

Leu

120
180
240
300
360
366
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Val Gln Met His Ser Leu Arg Val Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Ala Arg Tyr Tyr Asp Phe Trp Gly Gly Asn Phe Asp Leu Trp
100 105 110
Gly Arg Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 603
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 603
ggattcacgt ttagtagcta tgcc 24
<210> 604
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 604
Gly Phe Thr Phe Ser Ser Tyr Ala
1 5
<210> 605
211> 24
<212> DNA
213> NLF3
220>
223> AR
<400> 605
atcagtggta atggtggtag cacc 24
<210> 606
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 606
Ile Ser Gly Asn Gly Gly Ser Thr

243



CN 113144195 A

FF

5l %R

204/281 T

1

<210>
211>
<212>
<213>
<220>
223>
<400>

607
45
DNA

607

gcgaaagccce gttattacga tttttggggg gggaattteg atctce

<210> 608
211> 15
<212> PRT

NILF5)

=i

213> NLR5

<220>

<223> E R

<400> 608

45

Ala Lys Ala Arg Tyr Tyr Asp Phe Trp Gly Gly Asn Phe Asp Leu

1

210>
211>
212>
213>
220>
223>
<400> 609
gaaattgtgt

609
324
DNA

ctctcectgea
cctggeccagg
gacaggttca
cctgaagatt

ggagggacca
<210> 610

<211> 108
<212> PRT

5

NILF5)

=i

tgacgcagtc
gggccagtca
ctcccagget
gtgtcagtgt
ttgcagtcta
aggtggagat

213> NLR5

<220>

<223> E R

<400> 610

tccaggcacc
gagtgttagce
cctcatctat
gtctgggaca
ttactgtcag

Ccaaa

10

ctgtctttgt
atcaggtact
ggtgcatcca
gacttcactc

caatatggta

15

60

120
180
240
300
324

ctccagggga aagagccacc
tagcctggta tcagcagaaa
gcagggccac tggcatccca
tcaccatcac tagactggag

gttcaccget cactttegge

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly

244



CN 113144195 A

.1l

2.3

205/281 T

1

Glu Arg Ala Thr
20

Tyr Leu Ala Trp

35
Ile Tyr Gly Ala
50

Val Ser Val Ser

65

Pro Glu Asp Phe

Leu Thr Phe Gly
100

<210> 611

211> 21

<212> DNA

213> NTF5)

<220>

223> A H)

<400> 611

5
Leu

Tyr

Ser

Gly

Ala

85
Gly

Ser Cys

Gln Gln

Ser Arg
55

Thr Asp

70

Val Tyr

Gly Thr

cagagtgtta gcatcaggta c¢ 21

<210> 612
Q11> 7

<212> PRT
213> NI
<220>

<223> &R
<400> 612

Gln Ser Val Ser Ile Arg Tyr

1

<210> 613
211> 9

<212> DNA
213> NI
220>

223> AR
<400> 613
ggtgcatce 9
<210> 614

5

Arg
Lys
40

Ala
Phe

Tyr

Lys

Ala
25

Pro

Thr

Thr

Cys

Val
105

245

10
Ser Gln Ser Val Ser
30
Gly Gln Ala Pro Arg
45
Gly Ile Pro Asp Arg
60
Leu Thr Ile Thr Arg
75
Gln Gln Tyr Gly Ser
90
Glu Ile Lys

15
Ile Arg

Leu Leu
Phe Ser
Leu Glu

80

Ser Pro
95



CN 113144195 A

.1l

206/281 7

211> 3
<212> PRT

213> NLR5

<220>

<223> E R

<400> 614

Gly Ala Ser

1

<210>
211>
<212>
<213>
<220>
223>
<400>

615
27
DNA

615

NILF5)

=i

cagcaatatg gtagttcacc gctcact

<210> 616
211> 9
<212> PRT

213> NLR5

<220>

<223> E R

<400> 616

27

Gln Gln Tyr Gly Ser Ser Pro Leu Thr

1

210>
211>
212>
213>
220>
223>
<400> 617
gaggtgcagt
tcctgtgceag
ccagggaagg
gcagactccg

617
366
DNA

gtgcaaatgc
tattacgatt

tcctea

5

NILF5

=i

tgttggagtc
cctctggatt
ggctggattg
tgaagggccg
acagcctgag

tttggeggssg

tgggggaggce
cacgtttagt

ggtctcaggt
gttcaccatc
agtcgaggac
gaatttcgat

ttggtacagc
agctatgcca
atcagtggta
tccagagaca
acggecegttt
ctctggggece

246

ctggggggte
tgaactgggt
atggtggtag
tttccaagaa
actactgtgce
gtggcaccct

cctgagactce
ccgeccagget
cacctactac
cacgctgtat
gaaagcccgt

ggtcactgtce

120
180
240
300
360
366
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<210> 618
211> 122
<212> PRT
213> NI
220>
223> &I
<400> 618
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 Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Asp Trp Val
35 40 45
Ser Gly Ile Ser Gly Asn Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Ile Ser Lys Asn Thr Leu Tyr
65 70 75 80
Val Gln Met His Ser Leu Arg Val Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Lys Ala Arg Tyr Tyr Asp Phe Trp Gly Gly Asn Phe Asp Leu Trp
100 105 110
Gly Arg Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 619
211> 324
<212> DNA
213> NLF3
220>
223> &I
<400> 619
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage atcaggtact tagectggta tcagcagaaa 120
cctggecagg ctecccagget cctecatctat ggtgeatcca gecagggecac tggeatccca 180
gacaggttca gtgtcagtgt gtctgggaca gacttcactc tcaccatcac tagactggag 240
cctgaagatt ttgcagtcta ttactgtcag caatatggta gttcaccget cactttegge 300
ggagggacca aggtggagat caaa 324
<210> 620
211> 108
<212> PRT



248
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213> NI
220>
223> &I
<400> 620
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 Ile Arg
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
Val Ser Val Ser Gly Thr Asp Phe Thr Leu Thr Ile Thr 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
Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 621
211> 366
<212> DNA
213> NI
220>
223> &I
<400> 621
gaggtgcage tgttggagtc tgggggagge ttggtacage ctggggggte cctgagacte 60
tcectgtgeag cctetggatt cacgtttagt agetatgeca tgagetgggt ccgecagget 120
ccagggaagg ggctggagtg ggtctcaget atcagtggta atggtggtag cacctactac 180
gcagactccg tgaagggcecg gttcaccatc tccagagaca attccaagaa cacgctgtat 240
ctgcaaatga acagcctgag agccgaggac acggecgtat attactgtge gaaagecegt 300
tattacgatt tttggggggg gaatttcgat ctcetggggee gtggecaccet ggtcactgte 360
tcetea 366
<210> 622
211> 122
<212> PRT
213> NTLFF4
220>
223> &I
<400> 622



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 Ile Arg

249
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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 Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ala Ile Ser Gly Asn Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile 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 Ala Arg Tyr Tyr Asp Phe Trp Gly Gly Asn Phe Asp Leu Trp
100 105 110
Gly Arg Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 623
211> 324
<212> DNA
213> NI
220>
223> &I
<400> 623
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttage atcaggtact tagectggta ccagcagaaa 120
cctggecagg ctecccagget cctecatctat ggtgeatcca gecagggecac tggeatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcag caatatggta gttcaccget cactttegge 300
ggagggacca aggtggagat caaa 324
<210> 624
211> 108
<212> PRT
213> NLF3
220>
223> &I
<400> 624



Gln Val Gln Leu Val Gln Ser Gly Pro Glu Val

1

5

10

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr

20

25

Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln

35

40

Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn

250

Lys Asn Pro Gly Ala

15

Thr Phe Thr Thr Tyr

30

Gly Leu Glu Trp Met

45

Asp Ala Gln Lys Phe

CN 113144195 A Fo5l & 210/281 T
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
Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 625
211> 381
<212> DNA
213> NLF3
220>
223> &I
<400> 625
caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaacgat 180
gcacagaagt tccaggacag agtcgccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccattt attactgttc gagagatcgt 300
ttagtagtac cacctgccct ttattattcc tactacgtta tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 626
211> 127
<212> PRT
213> NLFH)
220>
223> &I
<400> 626



CN 113144195 A F 5 * 211/281 T

50 55 60
Gln Asp Arg Val Ala Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Ile Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Tyr Tyr Ser Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 627
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 627
ggttacacct ttaccaccta tggt 24
<210> 628
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 628
Gly Tyr Thr Phe Thr Thr Tyr Gly
1 5
<210> 629
211> 24
<212> DNA
213> N3
220>
223> AR
<400> 629
atcagcggtt acaatggtaa aaca 24
<210> 630
211> 8
<212> PRT
213> NI
220>

251



CN 113144195 A

5l %R

212/281 T

<223> E R

<400> 630

Ile Ser Gly Tyr Asn Gly Lys Thr

1

<210> 631
<211> 60

<212> DNA

5

213> NLR5

<220>

<223> E R

<400> 631

tcgagagatc gtttagtagt accacctgecc ctttattatt cctactacgt tatggacgtc 60

<210> 632
211> 20
<212> PRT

213> NLR5

<220>

<223> E R

<400> 632

Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Tyr Tyr Ser Tyr Tyr

1

5

Val Met Asp Val

<210> 633
<211> 336
<212> DNA

20

213> NLR5

<220>

<223> E R

<400> 633
gatgttgtga
atctcctgca
tttcagcaga
tctggggtcee
agcagggtgg
tacacttttg
<210> 634
211> 112
<212> PRT

tgactcagtc
ggtctagtca
ggccaggtca
cagacagatt
aggctgagga
gccaggggac

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

10

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

252

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

15

gcecggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300

336
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FF

.1l
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213/281 T

213> NLR5

<220>

<223> AR

<400> 634

Asp Val
1
Gln Pro

Asp Gly

Pro Arg
50

Asp Arg

65

Ser Arg

Thr His

Val
Ala
Asn
35

Arg
Phe

Val

Trp

<210> 635

211> 33

<212> DNA
213> NI

<220>

<223> BRI

<400> 635

caaagcctcg tatacagtga tggaaacacc tac

<210> 636

211> 11

<212> PRT
213> NI

<220>

<223> BRI

<400> 636
Gln Ser Leu Val Tyr Ser Asp Gly Asn Thr Tyr

1

<210> 637

211> 9

<212> DNA
213> NI

Met

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

5

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser

Cys

Asn

Lys

55
Gly

Phe

Pro

Arg

40

Val

Ser

Val

Gly

Leu
Ser
25

Phe
Ser
Gly

Gly

Gln
105

253

Ser
10

Ser

Gln

Asn

Thr

Val

90
Gly

10

Leu

Gln

Gln

Asp
75
Tyr

Thr

33

Pro
Ser
Arg
Asp
60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu
15
Tyr

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Gly

Lys



CN 113144195 A F 5 * 214/281 T

220>

223> AR

<400> 637

aaggtttct 9

<210> 638

211> 3

212> PRT

213> NI

220>

223> AR

<400> 638

Lys Val Ser

1

<210> 639

211> 27

<212> DNA

213> NI

220>

223> AR

<400> 639

atgcaaggta cacactggcc gtacact 27
<210> 640

211> 9

212> PRT

213> NI

220>

223> AR

<400> 640

Met Gln Gly Thr His Trp Pro Tyr Thr
1 5

<210> 641

211> 381

<212> DNA

213> NI

220>

223> AR

<400> 641

caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120

254
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cctggacaag

gcacagaagt

atggagctga

ttagtagtac

accacggtca
<210> 642
211> 127
212> PRT
213> NLF3
220>
223> &I
<400> 642
Gln Val GIn Leu

1

Ser
Gly
Gly
Gln
65

Met

Ser

Val

<210>
211>
<212>
<213>

Val
Ile
Trp
50

Asp
Glu

Arg

Met

<220>

223>
<400>

Lys
Ser
35

Ile
Arg
Leu

Asp

Asp
115

643
336
DNA

NILF5

ggcttgagtg gatgggatgg atcagcecggtt
tccaggacag agtcgccatg accacagaca

ggagcctgag atctgacgac acggccattt

cacctgcecet ttattattcc tactacgtta

ccgtctecte a

Val
20

Trp
Ser
Val
Arg
Arg

100
Val

=
643

Val

Ser

Val

Gly

Ala

Ser

85

Leu

Trp

Gln

Cys

Arg

Tyr

Met

70

Leu

Val

Gly

Ser

Lys

Gln

Asn

95

Thr

Arg

Val

Gln

Gly

Ala

Ala

40

Gly

Thr

Ser

Pro

Gly
120

Pro
Ser
25

Pro
Lys
Asp
Asp
Pro

105
Thr

Glu
10

Gly
Gly
Thr
Thr
Asp
90

Ala

Thr

Val

Tyr

Gln

Asn

Ser

75

Thr

Leu

Val

gatgttgtga tgactcagtc tccactctcc ctgecccegtcea

atctcctgeca ggtctagtca aagcctcgta tacagtgatg

tttcagcaga ggccaggtca atctccaagg cgcctaattt

tctggggtce cagacagatt cagcggcagt gggtcaggca

255

acaatggtaa aacaaacgat 180

catccacgag cacagcctac 240

attactgttc gagagatcgt 300

tggacgtctg gggccaaggg 360

Lys

Thr

Gly

Asp

60

Thr

Ala

Tyr

Thr

Asn

Phe

Leu

45

Ala

Ser

Ile

Tyr

Val
125

Pro
Thr
30

Glu
Gln
Thr
Tyr
Ser

110

Ser

Gly
15

Thr
Trp
Lys
Ala
Tyr
95

Tyr

Ser

Ala

Tyr

Met

Phe

Tyr

80

Cys

Tyr

381

cccttggaca geeggectee 60

gaaacaccta cttgaattgg 120

ataaggtttc taaccgggac 180

ctgatttcac actgaaaatc 240
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agcagggtgg aggctgagga tgttggggtt tattactgca tgcaaggtac acactggecg 300

tacacttttg gccaggggac caagctggag atcaaa

<210> 644
211> 112
<212> PRT

213> NLR5

<220>

<223> E R

<400> 644
Asp Val Val
1
Gln

Pro Ala

Gly Asn
35

Arg

Asp

Arg
50
Arg

Pro
Asp Phe
65
Ser

Arg Val

Thr His Trp
<210> 645
<211> 381

<212> DNA

Met Thr

Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly

Glu Ala
85
Pro Tyr

100

<223> E R

<400> 645
caggttcagce
tcctgcaagg
cctggacaag
gcacagaagc
atggagctga
ttagtagtac
accacggtca
<210> 646
211> 127
<212> PRT

tggtgcagtc
cttctggtta
ggcttgagtg
tccagggcag
ggagcctgag
cacctgcceccet

ccgtectecte

213> NLR5

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser Pro

Cys Arg
Trp
40
Val

Asn

Lys
55
Gly Ser

Asp Val

Phe Gly

tggagctgag
cacctttacc
gatgggatgg
agtcaccatg
atctgacgac
ttattattce

a

Ser Leu

10

Ser

Leu
Ser Gln
25
Phe

Gln Gln

Ser Asn Arg

Gly Thr
Val
90
Gly

Gly

Gln
105

Thr

gtgaagaagc
acctatggta
atcagcggtt
accacagaca
acggccegtgt
tactacgtta

256

Pro Val Thr
Val
30

Gly

Ser Leu

Pro
45
Asp Ser Gly
60
Phe

Thr Leu

Tyr Cys Met
Glu

110

Lys Leu

ctggggcecte
tcagctgggt
acaatggtaa
catccacgag
attactgttc
tggacgtctg

Leu Gly
15
Tyr Ser

Gln Ser

Val Pro
Tle
80
Gly

Lys

Gln
95

Ile Lys

agtgaaggtc
gcgacaggcece
aacaaactat
cacagcctac
gagagatcgt
ggggcaaggy

336

120
180
240
300
360
381
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<220>

<223> BRI

<400> 646
Gln Val Gln
1
Ser

Val Lys

Gly Ile Ser
35

Gly Trp Ile
50

Gln Gly

65

Met

Arg

Glu Leu

Ser Arg Asp

Val Met Asp
115
647
336
DNA

210>
211>
212>
213>
220>
223>
<400> 647

gatgttgtga
atctcctgca
tttcagcaga
tctggggtcee
agcagggtgg
tacacttttg
<210> 648

211> 112

<212> PRT

Leu Val

Val
20
Trp

Ser

Val

Ser Gly

Val Thr

Ser
85
Leu

Arg

Arg
100

Val Trp

NILF5

= dib]

tgactcagtc
ggtctagtca
ggccaggeca
cagacagatt
aggctgagga
gccagggsgac

<223> AR

<400> 648

Gln

Cys

Arg

Tyr

Met

70

Leu

Val

Gly

Ser Gly

Lys Ala

Gln Ala
40
Asn Gly
55
Thr Thr

Arg Ser

Val Pro

Gln Gly
120

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

Ala Glu
10

Gly

Val
Ser Tyr
25
Pro

Gly Gln

Lys Thr Asn

Thr Ser
75
Thr

Asp

Asp
90
Ala

Asp
Pro Leu
105
Thr

Thr Val

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu

1

5

10

257

Lys Lys Pro

Thr Thr
30
Glu

Phe

Gly Leu

45
Tyr Ala Gln
60
Thr

Ser Thr

Ala Val Tyr

Ser
110

Ser

Tyr Tyr

Thr Val
125

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

Pro Val Thr

Gly Ala
15
Thr Tyr

Trp Met

Lys Leu

Ala Tyr
80
Tyr Cys
95
Tyr Tyr

Ser

gceggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300

336

Leu Gly
15



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

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr

20

25

30

Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met

35

40

258

45

CN 113144195 A Fo5l & 218/281 T
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asp Gly Asn Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser
35 40 45
Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Gly
85 90 95
Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 649
211> 381
<212> DNA
213> NI
220>
223> &I
<400> 649
caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaacgat 180
gcacagaagt tccaggacag agtcgccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccattt attactgttc gagagatcgt 300
ttagtagtac cacctgccct taattattac tactacgtta tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 650
211> 127
212> PRT
213> N3
220>
223> &I
<400> 650



CN 113144195 A F 5 * 219/281 T

Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Asp Ala Gln Lys Phe
50 55 60
Gln Asp Arg Val Ala Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Ile Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Tyr Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 651
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 651
ggttacacct ttaccaccta tggt 24
<210> 652
211> 8
<212> PRT
213> NI
220>
223> AR
<400> 652
Gly Tyr Thr Phe Thr Thr Tyr Gly
1 5
<210> 653
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 653
atcagcggtt acaatggtaa aaca 24
<210> 654
211> 8
<212> PRT
213> NLF3

259



CN 113144195 A

.1l

220/281 T

<220>

<223> E R

<400> 654

Ile Ser Gly Tyr Asn Gly Lys Thr

1

<210> 655
<211> 60

<212> DNA

5

213> NLR5

<220>

223> A HI
tcgagagatc gtttagtagt accacctgecc cttaattatt actactacgt tatggacgtc 60

<210> 656
211> 20
<212> PRT

213> NLR5

<220>

<223> E R

<400> 656

Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Tyr Tyr Tyr

1

5

Val Met Asp Val

210>
211>
212>
213>
220>
223>
<400> 657

gatgttgtga

657
336
DNA

atctcctgca
tttcagcaga
tctggggtcee
agcagggtgg
tacacttttg
<210> 658
211> 112
<212> PRT

20

NILF5

=i

tgactcagtc
ggtctagtca
ggccaggtca
cagacagatt
aggctgagga
gccaggggac

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

10

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

260

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

15

gcecggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300

336



CN 113144195 A F % *
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213> NI

220>

223> AR

<400> 658

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

1 5 10

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser

20 25
Asp Gly Asn Thr Tyr Leu Asn Trp Phe Gln Gln Arg
35 40

Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe

65 70 75

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr

85 90
Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys
100 105

211> 33

<212> DNA

213> NLF3

220>

223> AR

<400> 659

caaagcctcg tatacagtga tggaaacacc tac 33

<210> 660

211> 11

<212> PRT

213> NI

220>

223> AR

<400> 660

Gln Ser Leu Val Tyr Ser Asp Gly Asn Thr Tyr

1 5 10

<210> 661

211> 9

<212> DNA

213> NI

220>

261

Val

Leu

Pro

45

Ser

Thr

Cys

Leu

Thr
Val

30
Gly
Gly
Leu

Met

Glu
110

Leu
15
Tyr

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Gly

Lys



CN 113144195 A F 5 * 222/281 T

223> &I

<400> 661

aaggtttct 9

<210> 662

211> 3

212> PRT

213> NI

220>

223> &I

<400> 662

Lys Val Ser

1

<210> 663

211> 27

<212> DNA

213> NI

220>

223> &I

<400> 663

atgcaaggta cacactggcc gtacact 27
<210> 664

<212> PRT

213> NI

220>

223> &I

<400> 664

Met Gln Gly Thr His Trp Pro Tyr Thr
1 5

<210> 665

211> 381

<212> DNA

213> NI

220>

223> &I

<400> 665

caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaacgat 180

gcacagaagt tccaggacag agtcgccatg accacagaca catccacgag cacagcctac 240

262
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atggagctga ggagcctgag atctgacgac acggceccattt attactgttc gagagatcgt 300

ttagtagtac cacctgccct taattattac tactacgtta tggacgtctg gggccaaggg 360

accacggtca ccgtctccte a

<210> 666
211> 127
<212> PRT

213> NLR5

<220>

<223> E R

<400> 666
Gln Val Gln
1
Ser

Val Lys

Gly Ile Ser
35

Gly Trp Ile
50

Gln Asp

65

Met

Arg

Glu Leu

Ser Arg Asp

Val Met Asp
115
667
336

DNA

210>
211>
212>
213>
220>
223>
<400> 667

gatgttgtga
atctcctgca
tttcagcaga
tctggggtcee
agcagggtgg
tacacttttg

Leu Val

Val
20
Trp

Ser
Val
Ser Gly
Val Ala

Ser
85
Leu

Arg

Arg
100

Val Trp

NILF5)

=i

tgactcagtc
ggtctagtca
ggccaggtca
cagacagatt
aggctgagga
gccaggggac

Gln

Cys

Arg

Tyr

Met

70

Leu

Val

Gly

Ser Gly

Lys Ala

Gln Ala
40
Asn Gly
55
Thr Thr

Arg Ser

Val Pro

Gln Gly
120

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

Glu
10
Gly

Pro Val

Ser
25

Pro

Tyr

Gly Gln

Lys Thr Asn

Thr Ser
75
Thr

Asp

Asp
90
Ala

Asp
Pro Leu
105
Thr

Thr Val

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

263

Lys Asn Pro

Thr Phe Thr

30

Gly Leu Glu

45
Asp Ala Gln
60
Thr

Ser Thr

Ala Ile Tyr
Tyr
110

Ser

Asn Tyr

Thr Val
125

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

381

Gly Ala
15
Thr Tyr

Trp Met

Lys Phe

Ala Tyr
80
Tyr Cys
95
Tyr Tyr

Ser

gceggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300

336



213> NLR5

264
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<210> 668
211> 112
<212> PRT
213> NI
220>
223> &I
<400> 668
Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Leu Gly
1 5 10 15
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asp Gly Asn Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser
35 40 45
Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Gly
85 90 95
Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 669
211> 381
<212> DNA
213> NI
220>
223> &I
<400> 669
caggttcage tggtgcagtc tggagctgag gtgaagaage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagetgggt gegacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaactat 180
gcacagaagc tccagggcag agtcaccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggecgtgt attactgttc gagagatcgt 300
ttagtagtac cacctgccct taattattac tactacgtta tggacgtctg ggggcaaggg 360
accacggtca ccgtctecte a 381
<210> 670
211> 127
<212> PRT



265
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220>
223> &I
<400> 670
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr
20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Tyr Ala Gln Lys Leu
50 55 60
Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Asn Tyr Tyr Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 671
211> 336
<212> DNA
213> NI
220>
223> &I
<400> 671
gatgttgtga tgactcagtc tccactctce ctgececgteca ceccttggaca gecggectee 60
atctcctgeca ggtctagtca aagcctcgta tacagtgatg gaaacaccta cttgaattgg 120
tttcagcaga ggccaggcca atctccaagg cgectaattt ataaggtttc taaccgggac 180
tctggggtee cagacagatt cageggecagt gggtcaggea ctgatttcac actgaaaatc 240
agcagggtgg aggctgagga tgttggggtt tattactgca tgcaaggtac acactggecg 300
tacacttttg gccaggggac caagctggag atcaaa 336
<210> 672
211> 112
<212> PRT
213> NLF3
220>
223> &I
<400> 672



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

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr

20

25

266

30

CN 113144195 A Fo5l & 226/281 T
Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Leu Gly
1 5 10 15
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asp Gly Asn Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser
35 40 45
Pro Arg Arg Leu Ile Tyr Lys Val Ser Asn Arg Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Gly
85 90 95
Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 673
211> 381
<212> DNA
213> NI
220>
223> &I
<400> 673
caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
cctggacaag ggcttgagtg gatgggatgg atcageggtt acaatggtaa aacaaacgat 180
gcacagaagt tccaggacag agtcgccatg accacagaca catccacgag cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccattt attactgttc gagagatcgt 300
ttagtagtac cacctgccct ttattattac tactacgtta tggacgtctg gggccaaggg 360
accacggtca ccgtctecte a 381
<210> 674
211> 127
<212> PRT
213> NI
220>
223> &I
<400> 674



CN 113144195 A F 5 * 227/281 T

Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Asp Ala Gln Lys Phe
50 55 60
Gln Asp Arg Val Ala Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Ile Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Tyr Tyr Tyr Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 675
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 675
ggttacacct ttaccaccta tggt 24
<210> 676
211> 8
<212> PRT
213> NLF3
220>
223> AR
<400> 676
Gly Tyr Thr Phe Thr Thr Tyr Gly
1 5
210> 677
211> 24
<212> DNA
213> NLF3
220>
223> AR
<400> 677
atcagcggtt acaatggtaa aaca 24
<210> 678
211> 8
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<212> PRT

213> NLR5

<220>

<223> E R

<400> 678

Ile Ser Gly Tyr Asn Gly Lys Thr

1

<210> 679
<211> 60

<212> DNA

5

213> NLR5

<220>

<223> E R

<400> 679

tcgagagatc gtttagtagt accacctgec ctttattatt actactacgt tatggacgtc 60

<210> 680
211> 20
<212> PRT

213> NLR5

<220>

<223> E R

<400> 680

Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Tyr Tyr Tyr Tyr Tyr

1

5

Val Met Asp Val

<210> 681
211> 336
<212> DNA

20

213> NLR5

<220>

<223> E R

<400> 681

gatgttgtga
atctcctgca
tttcagcaga
tctggggtcee
agcagggtgg
tacacttttg

tgactcagtc
ggtctagtca
ggccaggtca
cagacagatt
aggctgagga
gccaggggac

tccactcetee
aagcctcgta
atctccaagg
cagcggcagt
tgttggggtt
caagctggag

10

ctgcceccegtcea
tacagtgatg
cgcctaattt
gggtcaggca
tattactgca

atcaaa

268

cccttggaca
gaaacaccta
ataaggtttc
ctgatttcac
tgcaaggtac

15

gceggectee 60
cttgaattgg 120
taaccgggac 180
actgaaaatc 240
acactggccg 300
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<210> 682
211> 112
<212> PRT
213> NI

<220>

<223> BRI

<400> 682
Asp Val Val Met

1
Gln Pro

Asp Gly

Pro Arg
50

Asp Arg

65

Ser Arg

Thr His

Ala
Asn
35

Arg
Phe

Val

Trp

<210> 683

211> 33

<212> DNA
213> NI

<220>

<223> BRI

<400> 683

caaagcctcg tatacagtga tggaaacacc tac

<210> 684

211> 11

<212> PRT
213> NI

<220>

<223> AR

<400> 684
Gln Ser Leu Val Tyr Ser Asp Gly Asn Thr Tyr

1

<210> 685

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

5

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser

Cys

Asn

Lys

55
Gly

Phe

Pro

Arg

40

Val

Ser

Val

Gly

Leu
Ser
25

Phe
Ser
Gly

Gly

Gln
105

269

Ser
10

Ser

Gln

Asn

Thr

Val

90
Gly

10

Leu

Gln

Gln

Asp
75
Tyr

Thr

33

Pro
Ser
Arg
Asp
60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Leu

Thr
Val
30

Gly
Gly
Leu

Met

Glu
110

Leu
15
Tyr

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Gly

Lys
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211> 9

<212> DNA

213> NLF3

220>

223> A

<400> 685

aaggtttct 9

<210> 686

211> 3

<212> PRT

213> NI

220>

223> AR

<400> 686

Lys Val Ser

1

<210> 687

211> 27

<212> DNA

213> NI

220>

223> AR

<400> 687

atgcaaggta cacactggcc gtacact 27
<210> 688

211> 9

212> PRT

213> NI

220>

223> AR

<400> 688

Met Gln Gly Thr His Trp Pro Tyr Thr
1 5

<210> 689

211> 381

<212> DNA

<400> 689

caggttcage tggtgcagtc tggacctgag gtgaagaacc ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace acctatggta tcagttgggt acgacaggee 120
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cctggacaag

gcacagaagt

atggagctga

ttagtagtac

accacggtca
<210> 690
211> 127
212> PRT
213> NLF3
220>
223> &I
<400> 690
Gln Val GIn Leu

1

Ser
Gly
Gly
Gln
65

Met

Ser

Val

<210>
211>
<212>
<213>

Val
Ile
Trp
50

Asp
Glu

Arg

Met

<220>

223>
<400>

Lys
Ser
35

Ile
Arg
Leu

Asp

Asp
115

691
336
DNA

NILF5

ggcttgagtg gatgggatgg atcagcecggtt
tccaggacag agtcgccatg accacagaca

ggagcctgag atctgacgac acggccattt

cacctgcecet ttattattac tactacgtta

ccgtctecte a

Val
20

Trp
Ser
Val
Arg
Arg

100
Val

=
691

Val

Ser

Val

Gly

Ala

Ser

85

Leu

Trp

Gln

Cys

Arg

Tyr

Met

70

Leu

Val

Gly

Ser

Lys

Gln

Asn

95

Thr

Arg

Val

Gln

Gly

Ala

Ala

40

Gly

Thr

Ser

Pro

Gly
120

Pro
Ser
25

Pro
Lys
Asp
Asp
Pro

105
Thr

Glu
10

Gly
Gly
Thr
Thr
Asp
90

Ala

Thr

Val

Tyr

Gln

Asn

Ser

75

Thr

Leu

Val

gatgttgtga tgactcagtc tccactctcc ctgecccegtcea

atctcctgeca ggtctagtca aagcctcgta tacagtgatg

tttcagcaga ggccaggtca atctccaagg cgcctaattt

tctggggtce cagacagatt cagcggcagt gggtcaggca

271

acaatggtaa aacaaacgat 180

catccacgag cacagcctac 240

attactgttc gagagatcgt 300

tggacgtctg gggccaaggg 360

Lys

Thr

Gly

Asp

60

Thr

Ala

Tyr

Thr

Asn

Phe

Leu

45

Ala

Ser

Ile

Tyr

Val
125

Pro
Thr
30

Glu
Gln
Thr
Tyr
Tyr

110

Ser

Gly
15

Thr
Trp
Lys
Ala
Tyr
95

Tyr

Ser

Ala

Tyr

Met

Phe

Tyr

80

Cys

Tyr

381

cccttggaca geeggectee 60

gaaacaccta cttgaattgg 120

ataaggtttc taaccgggac 180

ctgatttcac actgaaaatc 240



CN 113144195 A
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232/281 T

agcagggtgg aggctgagga tgttggggtt tattactgca

tacacttttg gccaggggac caagctggag atcaaa

<210> 692
211> 112
<212> PRT
<400> 692
Asp Val Val
1
Gln

Pro Ala

Gly Asn
35

Arg

Asp
Pro Arg
50
Asp Arg Phe
65
Ser

Arg Val

Thr His Trp
210>
211>
212>
213>
220>
223>
<400> 693
caggttcagce

693
381
DNA

tcctgcaagg
cctggacaag
gcacagaagc
atggagctga
ttagtagtac
accacggtca
<210> 694
211> 127
<212> PRT

Met Thr

Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly

Glu Ala
85
Pro Tyr

100

NILF5

=i

tggtgcagtc
cttctggtta
ggcttgagtg
tccagggcag
ggagcctgag
cacctgcceccet

ccgtectecte

213> NLR5

<220>

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser Pro

Cys Arg
Trp
40
Val

Asn

Lys
55
Gly Ser

Asp Val

Phe Gly

tggagctgag
cacctttacc
gatgggatgg
agtcaccatg
atctgacgac
ttattattac

a

Ser Leu

10

Ser

Leu
Ser Gln
25
Phe

Gln Gln

Ser Asn Arg

Gly Thr
Val
90
Gly

Gly

Gln
105

Thr

gtgaagaagc
acctatggta
atcagcggtt
accacagaca
acggccegtgt
tactacgtta

272

tgcaaggtac acactggccg 300

Pro Val Thr
Val
30

Gly

Ser Leu

Pro
45

Ser

Arg
Asp Gly
60
Phe

Thr Leu

Tyr Cys Met
Glu

110

Lys Leu

ctggggcecte
tcagctgggt
acaatggtaa
catccacgag
attactgttc
tggacgtctg

Leu Gly
15
Tyr Ser

Gln Ser

Val Pro
Tle
80
Gly

Lys

Gln
95

Ile Lys

agtgaaggtc
gcgacaggcece
aacaaactat
cacagcctac
gagagatcgt
ggggcaaggyg

336

120
180
240
300
360
381



CN 113144195 A Fo5l & 233/281 T
223> AR
<400> 694
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr
20 25 30
Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Ser Gly Tyr Asn Gly Lys Thr Asn Tyr Ala Gln Lys Leu
50 55 60
Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ser Arg Asp Arg Leu Val Val Pro Pro Ala Leu Tyr Tyr Tyr Tyr Tyr
100 105 110
Val Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 695
211> 336
<212> DNA
213> NI
220>
223> AR
<400> 695
gatgttgtga tgactcagtc tccactctce ctgececgteca ceccttggaca gecggectee 60
atctcctgeca ggtctagtca aagcctcgta tacagtgatg gaaacaccta cttgaattgg 120
tttcagcaga ggccaggcca atctccaagg cgectaattt ataaggtttc taaccgggac 180
tctggggtee cagacagatt cageggecagt gggtcaggea ctgatttcac actgaaaatc 240
agcagggtgg aggctgagga tgttggggtt tattactgca tgcaaggtac acactggecg 300
tacacttttg gccaggggac caagctggag atcaaa 336
<210> 696
211> 112
<212> PRT
213> NI
220>
223> AR
<400> 696

Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Leu Gly
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1 5 10 15
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser

20 25 30
Asp Gly Asn Thr Tyr Leu Asn Trp Phe Gln Gln Arg Pro Gly Gln Ser

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

Thr His Trp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys

100 105 110
<210> 697
211> 384
<212> DNA
213> NI
220>
223> &I
<400> 697
caggtgcacc tggtggagtc tgggggagge ttggtcaage ctggagggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt gaccactaca tgagetggat ccgecagget 120
ccagggaagg ggctggagtg gatttcatac attagtaatg atggtggtac caaatactat 180
gtggactctg tggagggcecg attcatcatt tccagggaca acgccaagaa ctcattgtat 240
ctacatatga acagcctcag agccgacgac acggeegtgt attactgtge gagagatcag 300
ggatatattg gctacgactc gtattattac tattcctacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtcge ctca 384
<210> 698
211> 128
<212> PRT
213> NI
220>
223> &I
<400> 698
Gln Val His Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His

20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile
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35

Ser Tyr Ile Ser Asn Asp Gly

50 55

Glu Gly Arg Phe Ile Ile Ser

65 70

Leu His Met Asn Ser Leu Arg

85
Ala Arg Asp Gln Gly Tyr Ile
100

Tyr Gly Met Asp Val Trp Gly
115

<210> 699

211> 24

<212> DNA

213> NLF3

220>

223> AR

<400> 699

ggattcacct tcagtgacca ctac

<210> 700

211> 8

<212> PRT

213> NI

220>

223> AR

<400> 700

Gly Phe Thr Phe Ser Asp His

1 5

<210> 701

211> 24

<212> DNA

213> NI

220>

223> AR

attagtaatg atggtggtac caaa

<210> 702

211> 8

<212> PRT

213> NLF3

Gln
120

24

Tyr

24

Thr Lys Tyr

Asp Asn Ala
75
Asp Asp Thr
90
Tyr Asp Ser
105
Gly Thr Thr

275

Tyr
60

Lys
Ala

Tyr

Val

45
Val

Asn

Val

Tyr

Thr
125

Asp

Ser

Tyr

Tyr

110
Val

Ser
Leu
Tyr
95

Tyr

Ala

Val
Tyr
80

Cys

Ser

Ser



CN 113144195 A

.1l

236/281 T

<220>

<223> E R

<400> 702

Ile Ser Asn Asp Gly Gly Thr Lys

1

<210>
211>
<212>
<213>
<220>
223>
<400>

703
63
DNA

703

5

NILF5

=i

gcgagagatc agggatatat tggctacgac tcgtattatt actattccta cggtatggac 60

gtc 63
<210> 704
211> 21
<212> PRT

213> NLR5

<220>

<223> E R

<400> 704

Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser

1

5

Tyr Gly Met Asp Val

210>
211>
212>
213>
220>
223>
<400> 705
aaaattgtgt

705
321
DNA

ctctcectgta
tctggccagg
gacaggttca
cctgaagatt

gggaccaagg
<212> PRT

20

NILF5

=i

tgacgcagtc
gggccagtca
ctcccagget
gtggcagtgg
ttgaagtgta
tggagatcaa

tccaggcacc
gagtgttaac
cctcatctat
gtctgggacc
ttattgtcaa

g

10

ctgectttgt ttccagggga
aacaaattct tagcctggta
ggtgcatcca gcagggcecac
gacttcactc tcaccatcag

gtatatggta actcactcac

276

15

aagagccacc
ccagcagaaa
tggcatccca
cggactggag
tttcggegga

60

120
180
240
300
321
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213> NLR5

220>

223> AR
<400> 706
Lys Ile Val
1

Glu Arg Ala

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

Thr Phe Gly
<210> 707

211> 21
<212> DNA

Leu
Thr
20

Trp
Ala
Ser

Phe

Gly
100

213> NLR5

<220>
<223> BRI
<400> 707

Thr

Leu

Tyr

Ser

Gly

Glu

85
Gly

Gln

Ser

Gln

Ser

Thr

70

Val

Thr

Ser

Cys

Gln

95

Asp

Tyr

Lys

cagagtgtta acaacaaatt ¢ 21

<210> 708
211> 7
<212> PRT

213> NLR5

<220>
<223> BRI
<400> 708

Gln Ser Val Asn Asn Lys Phe

1

<210> 709
211> 9
<212> DNA

213> NLR5

5

Pro
Arg
Lys
40

Ala
Phe

Tyr

Val

Gly
Ala
25

Ser
Thr
Thr

Cys

Glu
105

277

Thr
10

Ser

Gly

Gly

Leu

Gln

90
Ile

Leu Pro Leu Phe

Gln Ser Val Asn
30

Gln Ala Pro Arg

45
Ile Pro Asp Arg
60

Thr Ile Ser Gly

75

Val Tyr Gly Asn

Lys

Pro

15

Asn

Leu

Phe

Leu

Ser
95

Gly

Lys

Leu

Ser

Glu

80
Leu
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220>

223> &I

<400> 709

ggtgcatce 9

212> PRT

213> N3

220>

223> &I

<400> 710

Gly Ala Ser

1

210> 711

211> 24

<212> DNA

213> NLF3

220>

223> &I

<400> 711

caagtatatg gtaactcact cact 24

210> 712

211> 8

<212> PRT

213> NI

220>

223> &I

<400> 712

Gln Val Tyr Gly Asn Ser Leu Thr

1 5

210> 713

211> 384

<212> DNA

213> NI

220>

223> &I

<400> 713

caggtgcage tggtggagtc tgggggagge ttggtcaage ctggagggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt gaccactaca tgagetggat ccgecagget 120
ccagggaagg ggctggagtg gatttcatac attagtaatg atggtggtac caaatactat 180
gtggactctg tggagggcecg attcatcatt tccagggaca acgccaagaa ctcattgtat 240

278
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ctacatatga acagcctcag agccgacgac acggeegtgt attactgtge gagagatcag 300
ggatatattg gctacgactc gtattattac tattcctacg gtatggacgt ctggggccaa 360
gggaccacgg tcaccgtctc ctca 384
210> 714
211> 128
212> PRT
213> NI
220>
223> &I
<400> 714
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His
20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Ser Tyr Ile Ser Asn Asp Gly Gly Thr Lys Tyr Tyr Val Asp Ser Val
50 55 60
Glu Gly Arg Phe Ile Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80
Leu His Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 715
211> 321
<212> DNA
213> N3
220>
223> &I
<400> 715
gaaattgtgt tgacgcagtc tccaggcacc ctgectttgt ttccagggga aagagccacc 60
ctctectgta gggecagtca gagtgttaac aacaaattct tagcctggta ccagcagaaa 120
tctggecagg ctcccagget cctcatctat ggtgecatcca gecagggecac tggecatccca 180
gacaggttca gtggcagtgg gtctgggacc gacttcactc tcaccatcag cggactggag 240
cctgaagatt ttgaagtgta ttattgtcaa gtatatggta actcactcac tttcggegga 300
gggaccaagg tggagatcaa a 321
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<210> 716
211> 107
<212> PRT
213> NTLF4
220>
223> &I
<400> 716
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Pro Leu Phe Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Asn Asn Lys
20 25 30
Phe Leu Ala Trp Tyr Gln GIln Lys Ser 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 Gly Leu Glu
65 70 75 80
Pro Glu Asp Phe Glu Val Tyr Tyr Cys Gln Val Tyr Gly Asn Ser Leu
85 90 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
210> 717
211> 384
<212> DNA
213> NI
220>
223> &I
<400> 717
caggtgcage tggtggagtc tgggggagge ttggtcaage ctggagggte cctgagacte 60
tcectgtgeag cctetggatt caccttcagt gaccactaca tgagetggat ccgecagget 120
ccagggaagg ggctggagtg ggtttcatac attagtaatg atggtggtac caaatactac 180
gcagactctg tgaagggccg attcaccatc tccagggaca acgccaagaa ctcactgtat 240
ctgcaaatga acagcctgag agccgaggac acggeegtgt attactgtge gagagatcag 300
ggatatattg gctacgactc gtattattac tattcctacg gtatggacgt ctgggggcaa 360
gggaccacgg tcaccgtctc ctca 384
<210> 718
211> 128
<212> PRT
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CN 113144195 A Fo5l & 241/281
220>
223> &I
<400> 718
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp His
20 25 30
Tyr Met Ser Trp Ile Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Tyr Ile Ser Asn Asp Gly Gly Thr Lys Tyr 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 Val Tyr Tyr Cys
85 90 95
Ala Arg Asp Gln Gly Tyr Ile Gly Tyr Asp Ser Tyr Tyr Tyr Tyr Ser
100 105 110
Tyr Gly Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 719
211> 321
<212> DNA
213> NI
220>
223> &I
<400> 719
gaaattgtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 60
ctctectgea gggecagtca gagtgttaac aacaaattct tagecctggta ccagcagaaa 120
cctggecagg ctecccagget cctecatctat ggtgeatcca gecagggecac tggeatccca 180
gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 240
cctgaagatt ttgcagtgta ttactgtcaa gtatatggta actcactcac tttcggegga 300
gggaccaagg tggagatcaa a 321
<210> 720
211> 107
<212> PRT
213> NLF3
220>
223> &I
<400> 720



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

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20

25

282
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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 Asn Asn Lys
20 25 30
Phe Leu Ala Trp Tyr Gln GIn 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 Val Tyr Gly Asn Ser Leu
85 90 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
210> 721
211> 378
<212> DNA
213> NI
220>
223> &I
<400> 721
caaattctge tggtgcaatc tggacctgag gtgaaggage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttace aactacgeta tcagetgggt gegacaggte 120
cctggacaag ggcttgagtg gatgggatgg gtcagegett acaatggtca cacaaactat 180
gcacatgaag tccagggcag agtcaccatg accacagaca catccacgac cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccatgt attactgtge gagagggggt 300
gtagtcgtge cagttgetce ccacttctac aacggtatgg acgtctgggg ccaagggacce 360
acggtcaccg tctccteca 378
210> 722
211> 126
<212> PRT
213> NI
220>
223> &I
<400> 722
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Ala Ile Ser Trp Val Arg Gln Val Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Val Ser Ala Tyr Asn Gly His Thr Asn Tyr Ala His Glu Val
50 55 60
Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Thr Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Met Tyr Tyr Cys
85 90 95
Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly
100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 723
211> 24
<212> DNA
213> NI
220>
223> AR
<400> 723
ggttacacct ttaccaacta cgct 24
<210> 724
211> 8
<212> PRT
213> NTLF4
220>
223> AR
<400> 724
Gly Tyr Thr Phe Thr Asn Tyr Ala
1 5
<210> 725
211> 24
<212> DNA
213> NTLF4
220>
223> AR
<400> 725
gtcagcgett acaatggtca caca 24
<210> 726
211> 8
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<212> PRT

213> NLR5

<220>

<223> E R

<400> 726

Val Ser Ala Tyr Asn Gly His Thr

1

<210>
211>
<212>
<213>
<220>
223>
<400>

127
o7
DNA

127

gcgagagggg gtgtagtegt geccagttget ccccacttet acaacggtat ggacgte

<210> 728
211> 19
<212> PRT

5

NILF5

=i

213> NLR5

<220>

<223> E R

<400> 728

o7

Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly

1

Met Asp Val
<210> 729
211> 336
<212> DNA

5

213> NLR5

<220>

<223> E R

<400> 729

gatattgtga
atctcctgca
tacctaaaga
tccggggtcece
agcagagtgg
tggacgttcg
<210> 730

tgactcagtt
ggtctagtca
agccagggcea
ctgacaggtt
aggctgagga
gccaagggac

tccactcetee
gagcctectg
gtctccacag
cagtggcagt
tgttggggte
caaggtggaa

10

ctgcceccegtcea
catattaatg
ctcctgatcet
ggatcaggca
tattactgca

atcaaa

284

15

cceetggaga geeggectee 60
aatacaacta tttggattgg 120
atttgggttt taatcgggcece 180
cagattttac actgaaaatc 240
tgcaagctct tcaaactccg 300
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211> 112

<212> PRT

213> NLF3

220>

223> A

<400> 730

Asp Ile Val Met Thr

1 5

Glu Pro Ala Ser Ile

20

Asn Glu Tyr Asn Tyr
35

Pro Gln Leu Leu Ile

50

Asp Arg Phe Ser Gly

65

Ser Arg Val Glu Ala

85
Leu Gln Thr Pro Trp
100

<210> 731

211> 33

<212> DNA

213> NLF3

220>

223> AR

<400> 731

cagagcctcc tgcatattaa tgaatacaac tat

<210> 732
211> 11

<212> PRT
213> NLF%)
<220>

<223> &R
<400> 732

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Phe
Cys
Asp
Leu
55

Gly

Asp

Phe

Pro
Arg
Trp
40

Gly
Ser

Val

Gly

Leu

Ser

25

Phe

Gly

Gly

Gln
105

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Lys

Arg

33

Gln Ser Leu Leu His Ile Asn Glu Tyr Asn Tyr

1 5
<210> 733
211> 9

285

10

Pro

Ser

Lys

Ala

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ile
Ser
Pro
Ile
80

Ala

Lys
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<212> DNA
213> NLF%)
<220>

<223> &R
<400> 733
ttgggtttt 9
<210> 734
211> 3

<212> PRT
213> NI
<220>

<223> &R
<400> 734

Leu Gly Phe

1

<210> 735
Q211> 27

<212> DNA
213> NLFH)
<220>

<223> &R
<400> 735

atgcaagctc ttcaaactcc gtggacg 27

<210> 736
211> 9

<212> PRT
213> NLF%)
<220>

<223> &R
<400> 736

Met GIn Ala Leu Gln Thr Pro Trp Thr

1
<210> 737
<211> 378
<212> DNA
213> NLF%)
<220>

<223> &R
<400> 737

5
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caggttcage tggtgcagtc tggacctgag gtgaaggage ctggggecte agtgaaggte 60
tcctgecaagg cttetggtta cacctttacce aactacgeta tcagetgggt gegacaggte 120
cctggacaag ggcttgagtg gatgggatgg gtcagegett acaatggtca cacaaactat 180
gcacatgaag tccagggcag agtcaccatg accacagaca catccacgac cacagcctac 240
atggagctga ggagcctgag atctgacgac acggceccatgt attactgtge gagagggggt 300
gtagtcgtge cagttgcetce ccacttctac aacggtatgg acgtctgggg ccaagggacce 360
acggtcaccg tctccteca 378
<210> 738
211> 126
<212> PRT
213> NI
220>
223> &I
<400> 738
Gln Val Gln Leu Val Gln Ser Gly Pro Glu Val Lys Glu Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Ala Ile Ser Trp Val Arg Gln Val Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Trp Val Ser Ala Tyr Asn Gly His Thr Asn Tyr Ala His Glu Val
50 55 60
Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Thr Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Met Tyr Tyr Cys
85 90 95
Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly
100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
115 120 125
<210> 739
211> 336
<212> DNA
213> NI
220>
223> &I
<400> 739

gatattgtga tgactcagtc tccactctcc ctgececgteca cccectggaga gecggectee 60

atctcctgeca ggtctagtca gagcctcctg catattaatg aatacaacta tttggattgg 120
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tacctaaaga agccagggca gtctccacag ctcctgatct atttgggttt taatcgggee 180

tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240

agcagagtgg aggctgagga tgttggggtc tattactgca tgcaagcectct tcaaactccg 300

tggacgttcg gccaagggac caaggtggaa atcaaa

Leu
Ser
25

Tyr
Phe
Gly

Gly

Gln

Ser
10

Ser
Leu
Asn

Thr

Val
90
Gly

Leu

Gln

Lys

Asp
75
Tyr

Thr

Pro Val

Ser Leu

Pro
45
Ala Ser
60
Phe

Lys

Thr

Tyr Cys

Lys Val

Thr
Leu
30

Gly
Gly
Leu

Met

Glu

<210> 740

211> 112

212> PRT

213> NLFH)

220>

223> &I

<400> 740

Asp Ile Val Met Thr Gln Ser Pro

1 5

Glu Pro Ala Ser Ile Ser Cys Arg

20

Asn Glu Tyr Asn Tyr Leu Asp Trp
35 40

Pro Gln Leu Leu Ile Tyr Leu Gly

50 55

Asp Arg Phe Ser Gly Ser Gly Ser

65 70

Ser Arg Val Glu Ala Glu Asp Val

85
Leu Gln Thr Pro Trp Thr Phe Gly
100

210> 741

211> 378

<212> DNA

213> NLFH)

220>

223> &I

<400> 741

caggttcagce tggtgcagtc tggagctgag

tcctgcaagg cttctggtta cacctttacce

cctggacaag ggcttgagtg gatgggatgg

gcacagaagc tccagggcag agtcaccatg

atggagctga ggagcctgag atctgacgac

gtagtcgtge cagttgectcece ccacttctac

acggtcaccg tctcctca

105

gtgaagaagc
aactacgcta
gtcagcecgcett
accacagaca
acggccegtgt
aacggtatgg

288

110

ctggggcecte
tcagctgggt
acaatggtca
catccacgag

attactgtgce
acgtctgggg

336
Pro Gly
15
His Ile
Gln Ser
Val Pro
Lys Ile
80
Gln Ala
95
Ile Lys
agtgaaggtc 60
gcgacaggee 120
cacaaactat 180
cacagcctac 240
gagagggggt 300
gcaagggacc 360
378
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210> 742
211> 126
<212> PRT
213> NI
220>
223> AR
<400> 742
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met

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

Ala Arg Gly Gly Val Val Val Pro Val Ala Pro His Phe Tyr Asn Gly

100 105 110
Met Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser

115 120 125

<210> 743
211> 336
<212> DNA
213> NLF3
220>
223> AR
<400> 743
gatattgtga tgactcagtc tccactctcc ctgececgteca ccecectggaga gecggectee 60
atctcctgeca ggtctagtca gagcctcctg catattaatg aatacaacta tttggattgg 120
tacctgcaga agccagggceca gtctccacag ctcctgatct atttgggtte taatcgggee 180
tcecggggtee ctgacaggtt cagtggecagt ggatcaggeca cagattttac actgaaaatc 240
agcagagtgg aggctgagga tgttggggtt tattactgca tgcaagcectct tcaaactccg 300
tggacgttcg gccaagggac caaggtggaa atcaaa 336
210> 744
211> 112
<212> PRT
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213> NI
220>
223> AR
<400> 744
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 10 15
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu His Ile
20 25 30
Asn Glu Tyr Asn Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met Gln Ala
85 90 95
Leu Gln Thr Pro Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 745
211> 8
<212> PRT
213> NI
<220>
223> AR
220>
<221> B4k
222> (1) ...(®)

<223> Xaa = R ER

<400> 745

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1
<210> 746
211> 8
<212> PRT
213> NLF
<220>

<223> &R
<220>

221> ARk

4

5

290
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<222> (1) ...(8)
<223> Xaa - fEfTEER
<400> 746

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1 5
<210> 747

211> 20

<212> PRT

213> NI 75

<220>

<223> &R

<220>

<221> Apfk

<222> (1) ...(20)

<223> Xaa = [LfTHIER
<400> 747

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1 5

Xaa Xaa Xaa Xaa
20

<210> 748

Q211> 12

<212> PRT

213> NTIF5)

<220>

223> A H)

<220>

<221> Apfk

222> (1)...(12)

223> Xaa = [LfTHIER

<400> 748

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1 5
<210> 749

211> 3

<212> PRT

213> NI 75
<220>

<223> &R
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<220>

<221> AFfk
<222> (1) ...13)

<223> Xaa = fEfaER

<400> 749

Xaa Xaa Xaa

1

<210> 750
211> 9

<212> PRT
213> NI 75
<220>

223> A H)
<220>

<221> Apfk
<222> (1) ...(9

<223> Xaa = fEfaER

<400> 750

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1

<210> 751

<211> 330

<212> PRT

213> NTLF4

220>

223> AR

<400> 751

Ala Ser Thr Lys

1

Ser Thr Ser Gly

20

Phe Pro Glu Pro
35

Gly Val His Thr

50

Leu Ser Ser Val

65

Tyr Ile Cys Asn

5

Gly

Gly

Val

Phe

Val

Val
85

Pro

Thr

Thr

Pro

Thr

70

Asn

Ser

Ala

Val

Ala

95

Val

His

Val
Ala
Ser
40

Val

Pro

Lys

Phe
Leu
25

Trp
Leu

Ser

Pro

292

Pro
10

Gly
Asn
Gln

Ser

Ser
90

Leu

Cys

Ser

Ser

Ser

75

Asn

Ala Pro

Leu Val

Gly Ala
45

Ser Gly

60

Leu Gly

Thr Lys

Ser
Lys
30

Leu
Leu

Thr

Val

Ser
15

Asp
Thr
Tyr

Gln

Asp
95

Lys

Tyr

Ser

Ser

Thr

80
Lys
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Lys

Pro

Lys

Val

145

Tyr

Glu

His

Lys

Gln

225

Leu

Pro

Asn

Leu

Val

305
Gln

<210>
211>
<212>
<213>

Val
Ala
Pro
130
Val
Val
Gln
Gln
Ala
210
Pro
Thr
Ser
Tyr
Tyr
290

Phe

Lys

<220>

223>
<400>

Glu
Pro
115
Lys
Val
Asp
Tyr
Asp
195
Leu
Arg
Lys
Asp
Lys
275
Ser

Ser

Ser

752
327
PRT
NTLF3

R
752

Pro
100
Glu
Asp
Asp
Gly
Asn
180
Trp
Pro
Glu
Asn
Tle
260
Thr
Lys

Cys

Leu

Lys

Leu

Thr

Val

Val

165

Ser

Leu

Ala

Pro

Gln

245

Ala

Thr

Leu

Ser

Ser
325

Ser

Leu

Leu

Ser

150

Glu

Thr

Asn

Pro

Gln

230

Val

Val

Pro

Thr

Val

310
Leu

Cys
Gly
Met
135
His
Val
Tyr
Gly
Tle
215
Val
Ser
Glu
Pro
Val
295

Met

Ser

Asp
Gly
120
Ile
Glu
His
Arg
Lys
200
Glu
Tyr
Leu
Trp
Val
280
Asp
His

Pro

Lys
105
Pro
Ser
Asp
Asn
Val
185
Glu
Lys
Thr
Thr
Glu
265
Leu
Lys

Glu

Gly

Thr His

Ser Val

Arg Thr

Pro Glu
155

Ala Lys

170

Val Ser

Tyr Lys

Thr Tle

Leu Pro

235
Cys Leu
250

Ser Asn
Asp Ser
Ser Arg
Ala Leu

315

Lys
330

Thr
Phe
Pro
140
Val
Thr
Val
Cys
Ser
220
Pro
Val
Gly
Asp
Trp

300
His

Cys
Leu
125
Glu
Lys
Lys
Leu
Lys
205
Lys
Ser
Lys
Gln
Gly
285

Gln

Asn

Pro
110
Phe
Val
Phe
Pro
Thr
190

Val

Ala

Gly
Pro
270
Ser

Gln

His

Pro
Pro
Thr
Asn
Arg
175
Val
Ser
Lys
Asp
Phe
255
Glu
Phe

Gly

Tyr

Cys

Pro

Cys

Trp

160

Glu

Leu

Asn

Gly

Glu

240

Tyr

Asn

Phe

Asn

Thr
320

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg

1

5

293

10

15
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Ser
Phe
Gly
Leu
65

Tyr
Arg
Glu
Asp
Asp
145
Gly
Asn
Trp
Pro
Glu
225
Asn
Ile
Thr
Arg
Cys

305
Leu

Thr

Pro

Val

50

Ser

Thr

Val

Phe

Thr

130

Val

Val

Ser

Leu

Ser

210

Pro

Gln

Ala

Thr

Leu

290

Ser

Ser

Ser
Glu
35

His
Ser
Cys
Glu
Leu
115
Leu
Ser
Glu
Thr
Asn
195
Ser
Gln
Val
Val
Pro
275
Thr

Val

Leu

Glu
20

Pro
Thr
Val
Asn
Ser
100
Gly
Met
Gln
Val
Tyr
180
Gly
Tle
Val
Ser
Glu
260
Pro
Val

Met

Ser

Ser

Val

Phe

Val

Val

85

Lys

Gly

Ile

Glu

His

165

Arg

Lys

Glu

Tyr

Leu

245

Trp

Val

Asp

His

Leu

Thr
Thr
Pro
Thr
70

Asp
Tyr
Pro
Ser
Asp
150
Asn
Val
Glu
Lys
Thr
230
Thr
Glu
Leu
Lys
Glu

310
Gly

Ala
Val
Ala
55

Val
His
Gly
Ser
Arg
135
Pro
Ala
Val
Tyr
Thr
215
Leu
Cys
Ser
Asp
Ser
295

Ala

Lys

Ala
Ser
40

Val
Pro
Lys
Pro
Val
120
Thr
Glu
Lys
Ser
Lys
200
Tle
Pro
Leu
Asn
Ser
280

Arg

Leu

Leu
25

Trp
Leu
Ser
Pro
Pro
105
Phe
Pro
Val
Thr
Val
185
Cys
Ser
Pro
Val
Gly
265
Asp

Trp

His

294

Gly Cys

Asn Ser

Gln Ser

Ser Ser
75
Ser Asn

90
Cys Pro

Leu Phe

Glu Val

Gln Phe
155

Lys Pro

170

Leu Thr

Lys Val
Lys Ala
Ser Gln
235
Lys Gly
250
Gln Pro
Gly Ser

Gln Glu

Asn His
315

Leu
Gly
Ser
60

Leu
Thr
Ser
Pro
Thr
140
Asn
Arg
Val
Ser
Lys
220
Glu
Phe
Glu
Phe
Gly

300
Tyr

Val
Ala
45

Gly
Gly
Lys
Cys
Pro
125
Cys
Trp
Glu
Leu
Asn
205
Gly
Glu
Tyr
Asn
Phe
285

Asn

Thr

Lys
30

Leu
Leu
Thr
Val
Pro
110
Lys
Val
Tyr
Glu
His
190
Lys
Gln
Met
Pro
Asn
270
Leu

Val

Gln

Asp
Thr
Tyr
Lys
Asp
95

Ala
Pro
Val
Val
Gln
175
Gln
Gly
Pro
Thr
Ser
255
Tyr
Tyr

Phe

Lys

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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<210>
211>
<212>
<213>

<220>

223>
<400>

753
327
PRT
NTLF3

=
753

Ala Ser Thr Lys

1

Ser
Phe
Gly
Leu
65

Tyr
Arg
Glu
Asp
Asp
145
Gly
Asn
Trp
Pro
Glu

225

Asn

Thr

Pro

Val

50

Ser

Thr

Val

Phe

Thr

130

Val

Val

Ser

Leu

Ser

210

Pro

Gln

Ser
Glu
35

His
Ser
Cys
Glu
Leu
115
Leu
Ser
Glu
Thr
Asn
195
Ser

Gln

Val

Glu
20

Pro
Thr
Val
Asn
Ser
100
Gly
Met
Gln
Val
Tyr
180
Gly
Tle

Val

Ser

325

Gly

Ser

Val

Phe

Val

Val

85

Lys

Gly

Ile

Glu

His

165

Arg

Lys

Glu

Tyr

Leu

Pro

Thr

Thr

Pro

Thr

70

Asp

Tyr

Pro

Ser

150

Asn

Val

Glu

Lys

Thr

230
Thr

Ser
Ala
Val
Ala
55

Val
His
Gly
Ser
Arg
135
Pro
Ala
Val
Tyr
Thr
215

Leu

Cys

Val

Ala

Ser

40

Val

Pro

Lys

Pro

Val

120

Thr

Glu

Lys

Ser

Lys

200

Ile

Pro

Leu

Phe
Leu
25

Trp
Leu
Ser
Pro
Pro
105
Phe
Pro
Val
Thr
Val
185
Cys
Ser
Pro

Val

295

Pro
10

Gly
Asn
Gln
Ser
Ser
90

Cys
Leu
Glu
Gln
Lys
170
Leu
Lys
Lys

Ser

Lys

Leu
Cys
Ser
Ser
Ser
75

Asn
Pro
Phe
Val
Phe
155
Pro
Thr
Val
Ala
Gln

235
Gly

Ala
Leu
Gly
Ser
60

Leu
Thr
Pro
Pro
Thr
140
Asn
Arg
Val
Ser
Lys
220

Glu

Phe

Pro
Val
Ala
45

Gly
Gly
Lys
Cys
Pro
125
Cys
Trp
Glu
Leu
Asn
205
Gly

Glu

Tyr

Cys
Lys
30

Leu
Leu
Thr
Val
Pro
110
Lys
Val
Tyr
Glu
His
190
Lys
Gln

Met

Pro

Ser
15

Asp
Thr
Tyr
Lys
Asp
95

Ala
Pro
Val
Val
Gln
175
Gln
Gly
Pro

Thr

Ser

Arg
Tyr
Ser
Ser
Thr
80

Lys
Pro
Lys
Val
Asp
160
Phe
Asp
Leu
Arg
Lys

240
Asp
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245
Trp

250
Gly Gln Pro
265
Asp Gly Ser

255

Glu Asn Asn Tyr
270
Phe Phe Leu Tyr
285

Gly Asn Val Phe
300
Tyr Thr Gln Lys

Tle Ala Val Glu
260

Pro

Glu Ser Asn Lys

Thr Thr Pro Val

275
Leu Thr
290

Ser Val

Ser Ser

280
Arg

Leu Asp

Val Ser Trp Gln Glu Ser

295
Ala

Arg Asp Lys
Glu
310

Gly

His His Asn His

315

Ser
320

Cys Met Leu

305

Leu Ser Leu Ser Leu Lys

<210> 754

211> 2076
<212> DNA

213> BN
<400> 754

atgggcaccg
ctgcteectgg
ctggtgctag
acagccacct
gtgctgaagg
caggctgccce
ggcttcetgg
gactacatcg
attacccctce
gaggtgtatc
atggtcaccg
agcaagtgtg
gtggccaagg
gttagcggca
gggcecactgg
tgccagcecgcece
gatgcctgece
gceccaggace
ctctttgecece
tcacagagtg
tctgccgage
aaagatgtca

gtggccegecece

325

tcagctccag
gtceegeggg
ccttgegtte
tccaccgetg
aggagaccca
gececggggata
tgaagatgag
aggaggactc
cacggtaccg
tcctagacac
acttcgagaa
acagtcatgg
gtgccagcat
ccctcatagg
tggtgctget
tggcgagggce
tctactccecee
agccggtgac
caggggagga
ggacatcaca
cggagctcac
tcaatgaggc

tgcccecccag

geggtectgg
cgeeegtgeg
cgaggaggac
cgccaaggat
cctctecgeag
cctcaccaag
tggcgacctg
ctetgtettt
ggcggatgaa
cagcatacag
tgtgcccgag
cacccacctg
gcgcecagectg
cctggagttt
gceeetggeg
tggggtegty
agcctcaget
cctggggact
catcattggt
ggctgetgee
cctggecgag
ctggttceet

cacccatggg

tggcegetge
caggaggacg
ggecetggeceg
ccgtggaggt
tcagagcgca
atcctgcatg
ctggagetgg
gceccagagcea
taccagcccce
agtgaccacc
gaggacggga
gcaggggtgg
cgegtgetcea
attcggaaaa
ggtgggtaca
ctggtcaccg
cccgaggtcea
ttggggacca
gccteccageg
cacgtggctg
ttgaggcaga
gaggaccagc

geaggttgge

296

cactgctget
aggacggcga
aagcacccga
tgcectggeac
ctgcceegeceg
tcttccatgg
ccttgaagtt
tccegtggaa
ccgacggagg
gggaaatcga
ccecgetteca
tcagcggecg
actgccaagg
gccagetggt
gcegegtecet
ctgccggceaa
tcacagttgg
actttggcceg
actgcagcac
gcattgcagce
gactgatcca
gggtactgac
agctgttttg

gctgetgetg
ctacgaggag
gcacggaacc
ctacgtggtg
cctgecaggece
ccttetteet
gcecccatgte
cctggagegg
cagcctggtg
gggcagggte
cagacaggcc
ggatgccecggce
gaagggcacg
ccagcctgtg
caacgccgece
cttccgggac
ggccaccaat
ctgtgtggac
ctgetttgtg
catgatgctg
cttctctgee
ccccaacctg

caggactgtg

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380



CN 113144195 A

FF

5l %R

257/281 T

tggtcagcac
gaggagctgc
gaggcccaag
tacgccattg
ccagctgagg
ggctgcaget
ccacgaggtc
tgccatgecce
caggtgaccg
acctcccacg
gtcagcacta
agccggeace
<210> 755
211> 692
<212> PRT
213> HA
<400> 755
Met Gly Thr
1
Leu

Leu Leu

Glu Asp
35
Gly

Asp

Glu

50
His Arg
65
Val

Cys

Leu Lys

Arg Leu Gln

His Val Phe

115

Leu Leu

130

Asp

Glu
145
Tle

Ser

Thr Pro

actcggggcece
tgagectgcete
ggggcaagcet
ccaggtgctg
ccagcatggg
cccactggga
agcccaacca
caggtctgga
tggccectgega
tcetggggge

caggcagceac

tggcgeaggce

Val Ser

Leu Leu
20
Gly Asp

Leu Ala

Ala Lys

Glu Glu
85

Ala Gln
100
His Gly

Glu Leu

Ser Val

Ser

Leu

Tyr

Glu

Asp

70

Thr

Ala

Leu

Ala

Phe

tacacggatg
cagtttctcce
ggtctgecegg
cctgectacce
gacccgtgte
ggtggaggac
gtgegtgggce
atgcaaagtc
ggagggcetgg
ctacgccgta
cagcgaagag

ctcccaggag

Arg Arg

Leu Gly

Glu Glu
40
Ala Pro
55
Pro Trp

His Leu

Ala Arg

Pro
120
Lys

Leu

Leu
135

Ala Gln

150

Pro Arg

165

Tyr

Arg Ala

gccacageca
aggagtggga
gceccacaacg
caggccaact
cactgccacc
cttggcaccce
cacagggagg
aaggagcatg
accctgactg
gacaacacgt
gccgtgacag

ctccag

Ser Trp
10

Ala

Trp
Pro Gly
25

Leu

Val Leu

Glu His Gly
Pro
75

Ser

Arg Leu
Gln
90
Gly

Ser

Arg Tyr

105

Gly Phe Leu

Leu Pro His

Ile Pro

155

Ser

Glu
170

Asp

297

tcgeecgetg
agcggegess
cttttggggg
gcagcgtcca
aacagggcca
acaagccgcece
ccagcatcca
gaatcccggce
gctgcagtge
gtgtagtcag
ccgttgccat

Pro Leu Pro

Ala Ala
30

Arg

Arg
Ala Leu
45
Thr Thr
60

Gly

Ala

Thr

Glu Arg Thr

Leu Thr Lys

110

Val Lys Met
125

Val Asp
140

Trp

Tyr

Asn Leu

Gln Pro Pro

cgccccagat
cgagcgcatg
tgagggtgte
cacagctcca
cgtcctcaca
tgtgctgagg
cgcttectge
ccctcaggag
ccteceetggg
gagccggsgac
ctgctgeegg

Leu Leu
15
Gln Glu

Ser Glu

Thr Phe

Val Val
80
Ala Arg
95
Ile Leu

Ser Gly

Ile Glu
Glu

160
Asp Gly

175

1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2076
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Gly
His
Pro
Ser
225
Val
Gly
Lys
Leu
Ala
305
Asp
Gly
Thr
Tle
Thr
385
Ser
His
Gln
His
Ser

465
Glu

Ser
Arg
Glu
210
His
Ala
Lys
Ser
Ala
290
Arg
Ala
Ala
Asn
Gly
370
Ser
Ala
Phe
Arg
Gly
450

Gly

Glu

Leu
Glu
195
Glu
Gly
Lys
Gly
Gln
275
Gly
Ala
Cys
Thr
Phe
355
Ala
Gln
Glu
Ser
Val
435
Ala

Pro

Leu

Val
180
Ile
Asp
Thr
Gly
Thr
260
Leu
Gly
Gly
Leu
Asn
340
Gly
Ser
Ala
Pro
Ala
420
Leu
Gly

Thr

Leu

Glu

Glu

Gly

His

Ala

245

Val

Val

Tyr

Val

Tyr

325

Ala

Arg

Ser

Ala

Glu

405

Lys

Thr

Trp

Arg

Ser

Val
Gly
Thr
Leu
230
Ser
Ser
Gln
Ser
Val
310
Ser
Gln
Cys
Asp
Ala
390
Leu
Asp
Pro
Gln
Met

470
Cys

Tyr
Arg
Arg
215
Ala
Met
Gly
Pro
Arg
295
Leu
Pro
Asp
Val
Cys
375
His
Thr
Val
Asn
Leu
455

Ala

Ser

Leu
Val
200
Phe
Gly
Arg
Thr
Val
280
Val
Val
Ala
Gln
Asp
360
Ser
Val
Leu
Tle
Leu
440
Phe

Thr

Ser

Leu
185
Met
His
Val
Ser
Leu
265
Gly
Leu
Thr
Ser
Pro
345
Leu
Thr
Ala
Ala
Asn
425
Val
Cys
Ala

Phe

298

Asp

Val

Arg

Val

Leu

250

Ile

Pro

Asn

Ala

Ala

330

Val

Phe

Cys

Gly

Glu

410

Glu

Ala

Arg

Ile

Ser

Thr
Thr
Gln
Ser
235
Arg
Gly
Leu
Ala
Ala
315
Pro
Thr
Ala
Phe
Tle
395
Leu
Ala
Ala
Thr
Ala

475
Arg

Ser
Asp
Ala
220
Gly
Val
Leu
Val
Ala
300
Gly
Glu
Leu
Pro
Val
380
Ala
Arg
Trp
Leu
Val
460

Arg

Ser

Tle
Phe
205
Ser
Arg
Leu
Glu
Val
285
Cys
Asn
Val
Gly
Gly
365
Ser
Ala
Gln
Phe
Pro
445
Trp

Cys

Gly

Gln
190
Glu
Lys
Asp
Asn
Phe
270
Leu
Gln
Phe
Tle
Thr
350
Glu
Gln
Met
Arg
Pro
430
Pro
Ser

Ala

Lys

Ser

Asn

Cys

Ala

Cys

255

Ile

Leu

Arg

Arg

Thr

335

Leu

Asp

Ser

Met

Leu

415

Glu

Ser

Ala

Pro

Arg

Asp
Val
Asp
Gly
240
Gln
Arg
Pro
Leu
Asp
320
Val
Gly
Ile
Gly
Leu
400
Ile
Asp
Thr
His
Asp

480
Arg
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485 490 495
Gly Glu Arg Met Glu Ala Gln Gly Gly Lys Leu Val Cys Arg Ala His
500 505 510
Asn Ala Phe Gly Gly Glu Gly Val Tyr Ala Ile Ala Arg Cys Cys Leu
515 520 525
Leu Pro Gln Ala Asn Cys Ser Val His Thr Ala Pro Pro Ala Glu Ala
530 535 540
Ser Met Gly Thr Arg Val His Cys His Gln Gln Gly His Val Leu Thr
545 550 555 560
Gly Cys Ser Ser His Trp Glu Val Glu Asp Leu Gly Thr His Lys Pro
565 570 575
Pro Val Leu Arg Pro Arg Gly Gln Pro Asn Gln Cys Val Gly His Arg
580 585 590
Glu Ala Ser Ile His Ala Ser Cys Cys His Ala Pro Gly Leu Glu Cys
595 600 605
Lys Val Lys Glu His Gly Ile Pro Ala Pro Gln Glu Gln Val Thr Val
610 615 620
Ala Cys Glu Glu Gly Trp Thr Leu Thr Gly Cys Ser Ala Leu Pro Gly
625 630 635 640
Thr Ser His Val Leu Gly Ala Tyr Ala Val Asp Asn Thr Cys Val Val
645 650 655
Arg Ser Arg Asp Val Ser Thr Thr Gly Ser Thr Ser Glu Glu Ala Val
660 665 670
Thr Ala Val Ala Ile Cys Cys Arg Ser Arg His Leu Ala Gln Ala Ser
675 680 685
Gln Glu Leu Gln
690
<210> 756
<211> 692
<212> PRT
213> HAE
<400> 756
Met Gly Thr Val Ser Ser Arg Arg Ser Trp Trp Pro Leu Pro Leu Pro
1 5 10 15
Leu Leu Leu Leu Leu Leu Leu Gly Pro Ala Gly Ala Arg Ala Gln Glu
20 25 30
Asp Glu Asp Gly Asp Tyr Glu Glu Leu Val Leu Ala Leu Arg Ser Glu
35 40 45
Glu Asp Gly Leu Ala Asp Ala Pro Glu His Gly Ala Thr Ala Thr Phe

299
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His
65

Val
Arg
His
Asp
Glu
145
Ile
Gly
His
Pro
Ser
225
Val
Gly
Lys
Leu
Ala
305
Asp

Gly

Thr

50
Arg

Leu
Leu
Val
Leu
130
Asp
Thr
Ser
Arg
Glu
210
His
Ala
Lys
Ser
Ala
290
Arg
Ala

Ala

Asn

Cys
Lys
Gln
Phe
115
Leu
Ser
Pro
Leu
Glu
195
Glu
Gly
Lys
Gly
Gln
275
Gly
Ala
Cys

Thr

Phe
355

Ala
Glu
Ala
100
His
Glu
Ser
Ala
Val
180
Tle
Asp
Thr
Gly
Thr
260
Leu
Gly
Gly
Leu
Asn

340
Gly

Lys
Glu
85

Gln
His
Leu
Val
Arg
165
Glu
Glu
Gly
His
Ala
245
Val
Val
Tyr
Val
Tyr
325

Ala

Arg

Asp
70

Thr
Ala
Leu
Ala
Phe
150
Tyr
Val
Gly
Thr
Leu
230
Gly
Ser
Gln
Ser
Val
310
Ser

Gln

Cys

95

Pro
His
Ala
Leu
Leu
135
Ala
Arg
Tyr
Arg
Arg
215
Ala
Leu
Gly
Pro
Arg
295
Leu
Pro

Asp

Val

Trp
Arg
Arg
Pro
120
Lys
Gln
Ala
Leu
Val
200
Phe
Gly
Arg
Thr
Val
280
Val
Val
Ala

Gln

Asp
360

Arg Leu Pro

Ser
Arg
105
Gly
Leu
Ser
Asp
Leu
185
Met
His
Val
Ser
Leu
265
Gly
Phe
Thr
Ser
Pro

345
Leu

300

Gln
90

Gly
Phe
Pro
Tle
Glu
170
Asp
Val
Arg
Val
Leu
250
Tle
Pro
Asn
Ala
Ala
330

Val

Phe

75

Ser
Tyr
Leu
His
Pro
155
Tyr
Thr
Thr
Gln
Ser
235
Arg
Gly
Leu
Ala
Ala
315
Pro

Thr

Ala

60
Gly

Glu
Leu
Val
Val
140
Trp
Gln
Ser
Asp
Ala
220
Gly
Val
Leu
Val
Ala
300
Gly
Glu

Leu

Pro

Thr
Arg
Thr
Lys
125
Asp
Asn
Pro
Ile
Phe
205
Ser
Arg
Leu
Glu
Val
285
Cys
Asn
Val

Gly

Gly
365

Tyr
Thr
Lys
110
Met
Tyr
Leu
Pro
Gln
190
Glu
Lys
Asp
Asn
Phe
270
Leu
Gln
Phe
Ile
Thr

350
Glu

Val
Ala
95

Tle
Ser
Tle
Glu
Lys
175
Ser
Ser
Cys
Ala
Cys
255

Ile

Leu

Thr
335
Leu

Asp

Val
80

Arg
Leu
Gly
Glu
Arg
160
Gly
Asp
Val
Asp
Gly
240
Gln
Arg
Pro
Leu
Asp
320
Val

Gly

Ile
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Tle
Thr
385
Ser
His
Gln
His
Ser
465
Glu
Gly
Asn
Leu
Ser
545
Gly
Pro
Glu
Lys
Ala
625
Thr

Arg

Ala

Gly
370
Ser
Ala
Phe
Arg
Arg
450
Gly
Glu
Glu
Ala
Pro
530
Met
Cys
Val
Ala
Val
610
Cys
Ser

Ser

Ala

Ala

Gln

Glu

Ser

Val

435

Ala

Pro

Leu

Arg

Phe

515

Gln

Gly

Ser

Leu

Ser

595

Lys

Glu

His

Arg

Val

Ser
Ala
Pro
Ala
420
Leu
Gly
Thr
Leu
Tle
500
Gly
Val
Thr
Ser
Arg
580
Tle
Glu
Asp
Val
Asp

660
Ala

Ser
Ala
Glu
405
Lys
Thr
Trp
Arg
Ser
485
Glu
Gly
Asn
Arg
His
565
Pro
His
His
Gly
Leu
645

Val

Ile

Asp
Ala
390
Leu
Asp
Pro
Gln
Met
470
Cys
Ala
Glu
Cys
Val
550
Trp
Arg
Ala
Gly
Trp
630
Gly

Ser

Cys

Cys
375
His
Thr
Val
Asn
Leu
455
Ala
Ser
Gln
Gly
Ser
535
His
Glu
Gly
Ser
Tle
615
Thr
Ala

Thr

Cys

Ser

Val

Leu

Ile

Leu

440

Phe

Thr

Ser

Gly

Val

520

Val

Cys

Val

Gln

Cys

600

Pro

Leu

Tyr

Thr

Arg

Thr Cys Phe

Ala
Ala
Asn
425
Val
Cys
Ala
Phe
Gly
505
Tyr
His
His
Glu
Pro
585
Cys
Ala
Thr
Ala
Gly
665

Ser

301

Gly
Glu
410
Glu
Ala
Arg
Val
Ser
490
Lys
Ala
Thr
Gln
Asp
570
Asn
His
Pro
Gly
Val
650

Ser

Arg

Tle
395
Leu
Ala
Ala
Thr
Ala
475
Arg
Arg
Tle
Ala
Gln
555
Leu
Gln
Ala
Gln
Cys
635
Asp

Thr

His

Val
380
Ala
Arg
Trp
Leu
Val
460
Arg
Ser
Val
Ala
Pro
540
Gly
Gly
Cys
Pro
Glu
620
Ser
Asn

Ser

Leu

Ser

Ala

Gln

Phe

Pro

445

Trp

Cys

Gly

Cys

Arg

525

Pro

His

Thr

Val

Gly

605

Gln

Pro

Thr

Lys

Val

Arg
Met
Arg
Pro
430
Pro
Ser
Ala
Lys
Arg
510
Cys
Ala
Val
His
Gly
590
Leu
Val
Leu
Cys
Glu

670
Gln

Ser
Met
Leu
415
Glu
Ser
Ala
Gln
Arg
495
Ala
Cys
Gly
Leu
Lys
575
His
Glu
Tle
Pro
Val
655

Ala

Ala

Gly
Leu
400
Ile
Asp
Thr
His
Asp
480
Arg
His
Leu
Ala
Thr
560
Pro
Arg
Cys
Val
Gly
640
Val

Val

Ser
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675

Gln Glu Leu Gln

690

<210> 757
<211> 694
<212> PRT
213> /IR
<400> 757

Met Gly
1

Leu Pro

Gly Ala

Pro Ser
50

Ala Thr

65

Tyr Ile

Thr Ala

Lys Val

Met Ser
130

Tyr Ile

145

Leu Glu

Pro Asp
Gln Gly

Asn Ser
210

Lys Cys

225

Asp Ala

Thr
Pro
Gln
35

Gln
Phe
Val
His
Leu
115

Ser

Glu

Gly
Ala
195
Val

Asp

Gly

His
Leu
20

Asp
Glu
Arg
Val
Arg
100
His
Asp
Glu

Ile

Ser
His

Pro

Ser

Val

Cys

Leu

Glu

Arg

Leu
85
Leu

Ile

Leu

Tle
165
Ser

Arg

Glu

His

Ala
245

Ser
Leu
Asp
Gly
Cys
70

Met
Gln
Phe
Leu
Ser
150

Pro

Gln
Glu

Glu
Gly

230
Lys

Ala
Leu
Gly
Leu
55

Ser

Glu

Thr

Gly
135
Phe

Ala

Val
Tle

Asp
215
Thr

Gly

680

Trp
Leu
Asp
40

Ala
Lys
Glu
Arg
Asp
120
Leu
Val
Trp
Glu
Glu
200
Gly
His

Thr

Leu
Leu
25

Tyr
Asp
Glu
Thr
Ala
105
Leu
Ala
Phe
His

Val
Gly

Thr

Leu

Ser

302

10
Leu

Glu

Glu

Ala

Gln

90

Ala

Phe

Leu

Ala

Gln

170

Tyr

Arg

Ala

Leu
250

Leu

Glu

Ala

Pro
Lys
Gln

155
Thr

Leu
Val

Phe
Gly

235
His

Pro
Cys
Leu
Ala
60

Arg
Leu
Arg
Gly
Leu
140
Ser

Glu

Leu
Thr

His
220
Val

Ser

685

Leu
Pro
Met
45

His
Leu
Gln
Gly
Phe
125
Pro
Tle
Glu
Asp
Tle
205
Arg

Val

Leu

Leu
Thr
30

Leu
Val
Pro
Tle
Tyr
110
Leu
His
Pro

Asp

Thr
Thr

Gln

Ser

Arg

Pro
15

Gly
Ala
Ala
Gly
Glu
95

Val
Val
Val
Trp
Arg
175
Ser
Asp
Ala

Gly

Val
255

Leu
Ala
Leu
Thr
Thr
80

Gln
Tle
Lys
Glu
Asn
160

Ser

Tle
Phe

Ser
Arg

240
Leu
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Asn
Phe
Leu
Arg
305
Phe
Ile
Thr
Lys
Gln
385
Arg
Arg
Pro
Pro
Ser
465
Ala
Arg
Lys
Cys
Ala

545
Val

Cys
Tle
Leu
290
His
Arg
Thr
Leu
Asp
370
Ser
Met
Leu
Glu
Ser
450
Ala
Pro
Arg
Ala
Cys
530

Arg

Leu

Gln
Arg
275
Pro
Leu
Asp
Val
Gly
355
Ile
Gly
Leu
Ile
Asp
435
Thr
His
Glu
Arg
Leu
515
Leu

Ala

Thr

Gly
260
Lys
Leu
Ala
Asp
Gly
340
Thr
Tle
Thr
Ser
His
420
Gln
His
Ser
Glu
Gly
500
Asn
Val

Gly

Gly

Lys

Ser

Ala

Arg

Ala

325

Ala

Asn

Gly

Ser

Arg

405

Phe

Gln

Glu

Gly

Glu

485

Asp

Ala

Pro

Leu

Cys

Gly
Gln
Gly
Thr
310
Cys
Thr
Phe
Ala
Gln
390
Glu
Ser
Val
Thr
Pro
470
Leu
Trp
Phe
Arg
Glu

550

Ser

Thr
Leu
Gly
295
Gly
Leu
Asn
Gly
Ser
375
Ala
Pro
Thr
Leu
Gly
455
Thr
Leu
Tle
Gly
Ala
535

Thr

Phe

Val
Ile
280
Tyr
Val
Tyr
Ala
Arg
360
Ser
Ala
Thr
Lys
Thr
440
Gly
Arg
Ser
Glu
Gly
520
Asn
His

His

Ser
265
Gln
Ser
Val
Ser
Gln
345
Cys
Asp
Ala
Leu
Asp
425
Pro
Gln
Thr
Cys
Ala
505
Glu
Cys
Val

Trp

303

Gly

Pro

Arg

Leu

Pro

330

Asp

Val

Cys

His

Thr

410

Val

Asn

Leu

Ala

Ser

490

Ile

Gly

Ser

His

Glu

Thr
Ser
Tle
Val
315
Ala
Gln
Asp
Ser
Val
395
Leu
Tle
Leu
Leu
Thr
475
Ser
Gly
Val
Tle
Cys

555
Val

Leu
Gly
Leu
300
Ala
Ser
Pro
Leu
Thr
380
Ala
Ala
Asn
Val
Cys
460
Ala
Phe
Gly
Tyr
His
540
His

Glu

Tle
Pro
285
Asn
Ala
Ala
Val
Phe
365
Cys
Gly
Glu
Met
Ala
445
Arg
Thr
Ser
Gln
Ala
525
Asn

Gln

Asp

Gly
270
Leu
Ala
Ala
Pro
Thr
350
Ala
Phe
Tle
Leu
Ala
430
Thr
Thr
Ala
Arg
Gln
510
Val
Thr

Lys

Leu

Leu

Val

Ala

Gly

Glu

335

Leu

Pro

Met

Val

Arg

415

Trp

Leu

Val

Arg

Ser

495

Val

Ala

Pro

Asp

Ser

Glu
Val
Cys
Asn
320
Val
Gly
Gly
Ser
Ala
400
Gln
Phe
Pro
Trp
Cys
480
Gly
Cys
Arg
Ala
His

560
Val
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Arg Arg

Gly His

Leu Glu
610

Val Thr

625

Leu Pro

Cys Val
Glu Ala

Lys Ala
690

Gln

Gln
595
Cys

Val

Gly

Ala
Thr
675

Ser

<210> 758
<211> 653
<212> PRT
213> N
<400> 758

Glu Phe
1
Asp Ser

Val Leu

Ile Pro
50

Ser Asp

65

Asp Ser

Cys Ile

Lys Ser

Phe Gln
130

Arg
Asp
Thr
35

Gln
Glu
Ser
His
Asp

115
Cys

Pro
580
Ala
Lys
Ala

Ala

Arg
Val

Trp

Cys
Arg
20

Cys
Leu
Trp
Pro
Ser
100

Glu

Ser

565
Ala

Ala
Tle
Cys
Ser
645
Val

Ala

Val

His

Asp

Gly

Trp

Pro

Cys

85

Ser

Glu

Asp

Leu
Ser
Lys
Glu
630

Leu

His
Ala

Gln

Asp

Cys

Pro

Ala

Gln

70

Ser

Trp

Asn

Gly

Val
Glu
615
Ala

Thr

Ala

Gly

Leu

Ala

Cys

95

Arg

Ala

Arg

Cys

Asn
135

Ser
Tyr
600
His
Gly
Leu
Thr

Ile
680

Lys
Asp
Ser
40

Asp
Cys
Phe
Cys
Ala

120
Cys

Arg
585
Ala
Gly
Trp

Gly

Ala
Cys

Cys
Gly
25

Phe
Asn
Arg
Glu
Asp
105

Val

Ile

304

570

Ser
Ile
Thr
Ala
650

Arg
Cys

Ile
10

Ser
Gln
Asp
Gly
Phe
90

Gly

Ala

His

Gln
Cys
Ser
Leu
635

Tyr

Ala
Arg

Ser

Asp

Cys

Pro

Leu

75

His

Gly

Thr

Gly

Pro
Cys
Gly
620
Thr

Ser

Asp

Ser

Arg

Glu

Asn

Asp

60

Tyr

Cys

Pro

Cys

Ser
140

Gly
His
605
Pro
Gly
Val
Arg

Arg
685

Gln
Ala
Ser
45

Cys
Val
Leu
Asp
Arg

125
Arg

Gln
590
Ala
Ser
Cys

Asp

Thr

Pro

Phe
Ser
30

Ser
Glu
Phe
Ser
Cys
110

Pro

Gln

575
Cys

Pro
Glu
Asn
Asn
655

Ser

Ser

Val
15

Cys
Thr
Asp
Gln
Gly
95

Lys

Asp

Cys

Val
Gly
Gln
Val
640

Leu

Gly
Ala

Cys

Pro

Cys

Gly

Gly

80

Glu

Asp

Glu

Asp
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Arg Glu Tyr

145
Val

Cys
Trp
Asn
Glu
225
Glu
Val
Leu
Leu
Ser
305
Asp
Arg
Tyr
Val
Thr
385
Arg
Gly

Gly

Gln

Thr

Ile

Ser

Asn

210

Cys

Asp

Asn

Asp

Phe

290

Glu

Thr

Met

Asp

Asp
Val

Glu

Phe

Gly

Trp
450

Leu
Thr
Asp
195
Gly
Leu
Tle
Leu
Pro
275
Phe
Tyr
Glu
Tle
Thr
355
Trp
Ser
Asn
Met
Leu

435

Pro

Asp
Cys
Leu
180
Glu
Gly
Cys
Asp
Glu
260
His
Thr
Thr
Val
Cys
340

Val

Tle
Val

Gly
Tyr
420

Asn

Asn

Cys
Glu
165
Asp
Pro
Cys
Pro
Glu
245
Gly
Thr
Asn
Ser
Ala
325
Ser

Ile

His
Ala

Ser
405
Trp

Gly

Gly

Lys
150
Gly
Lys
Tle
Ser
Asp
230
Cys
Gly
Lys
Arg
Leu
310
Ser
Thr
Ser
Ser
Asp
390
Lys
Thr

Val

Ile

Asp

Pro

Val

Lys

His

215

Gly

Gln

Tyr

Ala

His

295

Ile

Asn

Gln

Arg

Asn
Thr

Pro

Asp

Asp

Thr
455

Met
Asn
Cys
Glu
200
Val
Phe
Asp
Lys
Cys
280
Glu
Pro
Arg
Leu
Asp
360
Tle
Lys
Arg
Trp
Tle

440
Leu

Ser Asp Glu

Lys
Asn
185
Cys
Cys
Gln
Pro
Cys
265
Lys
Val
Asn
Tle
Asp
345

Ile

Tyr
Gly

Ala
Gly
425

Tyr

Asp

305

Phe
170
Met
Gly
Asn
Leu
Asp
250
Gln
Ala
Arg
Leu
Tyr
330
Arg

Gln

Trp
Val

Tle
410
Thr

Ser

Leu

155
Lys

Ala
Thr
Asp
Val
235
Thr
Cys
Val
Lys
Arg
315
Trp
Ala
Ala
Thr
Lys
395
Val
Pro

Leu

Leu

Val

Cys

Arg

Asn

Leu

220

Ala

Cys

Glu

Gly

Met

300

Asn

Ser

His

Pro

Asp
Arg

Val

Ala

Val

Ser
460

Gly
His
Asp
Glu
205
Lys
Gln
Ser
Glu
Ser
285
Thr
Val
Asp
Gly
Asp
365
Ser
Lys
Asp
Lys
Thr

445
Gly

Cys
Ser
Cys
190
Cys
Tle
Arg
Gln
Gly
270
Tle
Leu
Val
Leu
Val
350

Gly

Val
Thr

Pro
Tle
430

Glu

Arg

Val
Gly
175
Arg
Leu
Gly
Arg
Leu
255
Phe
Ala
Asp
Ala
Ser
335
Ser

Leu

Leu
Leu

Val
415
Lys

Asn

Leu

Asn
160
Glu
Asp
Asp
Tyr
Cys
240
Cys
Gln
Tyr
Arg
Leu
320
Gln
Ser
Ala
Gly
Phe
400
His
Lys

Ile

Tyr
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Trp Val Asp
465
Gly Asn Arg

Phe Ser Leu

Asn Glu Ala
515
Leu Leu Ala
530
Asn Leu Thr
545
Ser Asn Gly

Pro His Ser

Ala Arg Asp
595
Thr Gln Glu
610
Arg Thr Gln
625
Pro Gly Ala

<210> 759
211> 753
<212> PRT
213> BN
<400> 759
Met Glu Arg
1

Cys Ala Trp

Asn Glu Trp
35
Ile Ala Glu
50
Glu Asn His
65

Ser
Lys
Ala
500
Tle
Glu
Gln
Gly
Pro
580
Met
Thr
His

Thr

Arg
Cys
20

Ala

Glu

Tyr

Lys
Thr
485
Val
Phe
Asn
Pro
Cys
565
Lys
Arg
Ser

Thr

Pro
645

Ala

Ala

Ala

Leu

Leu

Leu
470
Tle
Phe
Ser
Leu
Arg
550
Gln
Phe
Ser
Thr
Thr

630
Gly

Trp

Leu

Glu

Gly

Phe
70

His
Leu
Glu
Ala
Leu
535
Gly
Tyr
Thr
Cys
Val
615

Thr

Leu

Ser

Asn

Ile

Tyr

55
Lys

Ser
Glu
Asp
Asn
520
Ser
Val
Leu
Cys
Leu

600
Arg

Thr

Leu
Ser
Pro
40

Asp

His

Tle Ser Ser

Asp
Lys
505
Arg
Pro
Asn
Cys
Ala
585
Thr
Leu

Pro

Thr

Gln
Ala
25

Gly

Leu

Lys

306

Glu
490
Val

Leu

Glu

Leu
570
Cys
Glu
Lys

Val

Val
650

Cys
10

Lys
Gly

Leu

Asn

475
Lys

Phe

Thr

Asp

Cys

955

Pro

Pro

Ala

Val

Pro

635
Glu

Thr

Ala

Pro

Gly

His
75

Ile
Arg
Trp
Gly
Met
540
Glu
Ala
Asp
Glu
Ser
620

Asp

Ile

Ala

Lys

Glu

Gln

60

Pro

Asp
Leu
Thr
Ser
525
Val
Arg
Pro
Gly
Ala
605
Ser

Thr

Val

Phe
Arg
Ala
45

Ile

Arg

Val
Ala
Asp
510
Asp
Leu
Thr
Gln
Met
590
Ala

Thr

Ser

Val
Gln
30

Ala

Gly

Arg

Asn
His
495
Tle
Val
Phe
Thr
Tle
575
Leu
Val

Ala

Arg

Leu
15

Phe
Ser

Ser

Ser

Gly
480
Pro
Tle
Asn
His
Leu
560
Asn
Leu
Ala

Val

Leu
640

Phe

Val

Ala

Leu

Arg
80
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Arg
Ile
Leu
Gln
Asp
145
Val
Ile
Asp
Gly
Cys
225
Leu
Asn
Asp
Glu
Trp
305
Gly
Gln
Thr

Asp

Ala
385

Ser

Trp

Arg

Trp
Leu

Val
Tyr
His
Thr
210
Gly
Asp
Pro
Gly
Tyr
290
Ala
Tyr
Gly
Ser
Leu

370

Pro

Ala
Ala
Asp
115
Tyr
His
Ile
Ala
Asp
195
Arg
Val
Gly
Gly
Lys
275
Gly
Ser
Thr
Leu
Tyr
355
His

Leu

Phe
Glu
100

Ser

Leu
Val

Thr
Asn
180
Pro
Cys
Gly
Tle
His
260
Thr
Val
Gly
Asp
Ser
340

Ser

Asn

Ala

His
85

Gln
Ala

Gln
Tle

Val
165
Tyr
Phe
Ala
Val
Val
245
Val
Val
Lys
Asn
Ser
325
Pro
Ser

Asp

Ala

Ile
Gln
Leu
Asp
Pro
150
Leu
Asp
Pro
Gly
Ala
230
Thr
Asp
Glu
Gln
Gly
310
Ile
Trp
Gly

Cys

Gly
390

Thr

Tyr

Asn

Thr
Val

Asp
Pro
Arg
Glu
215
Tyr
Asp
Ile
Gly
Gly
295
Gly
Tyr
Tyr
Asp
Thr

375
Ile

Lys
Glu
Leu
120
Arg
Trp
Asp
Glu
Tyr
200
Ile
Asn
Ala
Tyr
Pro
280
Arg
Arg
Thr
Ala
Tyr
360

Glu

Phe

Arg
Lys
105
Phe

Met
Gln

Gly
Ala
185
Asp
Ala
Ser
Tle
Ser
265
Gly
Gln
Gln
Tle
Glu
345
Thr

Thr

Ala

307

Leu
90
Glu

Asn

Thr
Lys

Leu
170
Ser
Pro
Met
Lys
Glu
250
Ala
Arg
Gly
Gly
Ser
330
Lys
Asp
His

Leu

Ser
Arg
Asp
Ala
Gly
155
Glu
Tyr
Thr
Gln
Val
235
Ala
Ser
Leu
Lys
Asp
315
Tle
Cys
Gln

Thr

Ala
395

Asp

Ser

Pro

Ala
Tle

Trp
Asp
Asn
Ala
220
Gly
Ser
Trp
Ala
Gly
300
Asn
Ser
Ser
Arg
Gly

380
Leu

Asp
Lys
Met
125
Leu
Thr
Asn
Phe
Glu
205
Asn
Gly
Ser
Gly
Gln
285
Ser
Cys
Ser
Ser
Tle
365

Thr

Glu

Asp
Arg
110

Trp

Pro
Gly

His
Asn
190
Asn
Asn
Tle
Tle
Pro
270
Lys
Tle
Asp
Ala
Thr
350
Thr

Ser

Ala

Arg
95
Ser

Asn

Lys
Lys

Thr
175
Asp
Lys
His
Arg
Gly
255
Asn
Ala
Phe
Cys
Ser
335
Leu
Ser

Ala

Asn

Val
Ala
Gln
Leu
Gly
160
Asp
Asn
His
Lys
Met
240
Phe
Asp
Phe
Val
Asp
320
Gln
Ala
Ala

Ser

Pro
400
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Asn Leu Thr

Tyr
Leu
Leu
Lys
465
Ala
Gln
Tle
Ala
Pro
545
Glu
Arg
Gly
Ser
Asp
625
Leu
Glu
Ser

Pro

Glu
705

Asp
Met
Val
450
Glu
Asn
Glu
Glu
Gly
530
Asn
Asn
Tle

Thr

Tyr

Pro

Val

Leu

Ala

Ser

690
Lys

Pro
Val
435
Asp
Cys
Gly
Asn
Tyr
515
Thr
Gly
Pro
Gln
Ser
595
Asn
Gly
Ser
Glu
Phe
675

Ala

Leu

Trp
Leu
420
Asn
Leu
Val
Glu
Ala
500
Ser
Ser
Phe
Tle
Asn
580

Ser

Thr
Glu

Lys
Glu
660
Ser

Lys

Asn

Arg
405
Ala
Ser
Ala
Val
Val
485
Tle
Arg
Thr
Lys
Gly
565
Glu

Gln

Val
Glu

Ser
645
Gly
Lys

Leu

Lys

Asp
Asn
Arg
Asp
Lys
470
Tle
Lys
Arg
Val
Asn
550
Thr
Gly
Pro
Gln
Gln
630
Pro
Ala
Asn

Asn

Pro
710

Met

Asn

Phe

Pro

455

Asp

Ile

Ser

Gly

Leu

535

Trp

Trp

Arg

Glu

Asn

Pro

Ser

Pro

Ser

Ile

695

Ser

Gln
Pro
Gly
440
Arg
Asn
Glu
Leu
Asp
520
Leu
Asp
Thr
Tle
His
600
Asp
Thr
Ser
Ser
Pro
680

Pro

Gln

His Leu Val

Gly
425
Phe
Thr
Asp
Tle
Glu
505
Leu
Ala
Phe
Leu
Val
585

Met

Arg
Gln

Ser

Gln
665
Pro

Tyr

Leu

308

410
Trp

Gly
Trp
Phe
Pro
490
His
His
Glu
Met
Arg
570
Asn

Lys

Arg
Glu

Ser
650
Ala
Lys

Glu

Lys

Lys
Leu
Arg
Glu
475
Thr
Val
Val
Arg
Ser
555
Tle
Trp
Gln
Gly
Asn
635
Val
Met
Gln

Asn

Asp
715

Val

Lys

Leu

Ser

460

Pro

Arg

Gln

Thr

Glu

540

Val

Thr

Lys

Pro

Val

Pro

Gly

Leu

Ser

Phe

700

Ser

Trp
Asn
Asn
445
Val
Arg
Ala
Phe
Leu
525
Arg
His
Asp
Leu
Arg
605
Glu
Lys
Gly
Arg
Pro
685

Tyr

Glu

Thr
Gly
430
Ala
Pro
Ala
Cys
Glu
510
Thr
Asp
Thr
Met
Tle
590

Val

Lys
Glu

Arg
Leu
670
Lys

Glu

Asp

Ser
415
Ala
Lys
Glu
Leu
Glu
495
Ala
Ser
Thr
Trp
Ser
575
Leu

Tyr

Met

Asn
Arg
655
Leu
Lys

Ala

Ser

Glu
Gly
Ala
Lys
Lys
480
Gly
Thr
Ala
Ser
Gly
560
Gly
His
Thr
Val
Thr
640
Asp
Gln
Ser

Leu

Leu
720
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Tyr Asn Asp Tyr Val Asp Val Phe

725

Arg Asp Asp Arg Leu Leu Gln Ala

Asn

<210> 760
<211> 785
<212> PRT
213> A
<400> 760
Met Pro Lys

1

Leu Pro Thr

Pro
Thr
Gly
65

Ala
Leu
Tle
Trp
Phe
145
Ser
Thr
Thr

Leu

Gly

Trp
Gly
50

Glu
Gly
Phe
Arg
His
130
Asn
Pro
Gly
Tle
Asn

210

Asn

Val
35

Gly
Glu
Leu

Val

Gln
115

Ser
Asp
Gly
Arg
Gln
195

Ser

His

740

Gly
Cys
20

Met
Pro
Glu
Val
Gln
100
Gln
Glu
Pro
Arg
Gly
180
Asp

Asn

His

Arg

Leu

Gly

Ser

Thr

Asn

85

Pro

Val

Gln

Lys

Asp

165

Val

Ile

Asp

Gly

Gln

Trp

Leu

Trp

Leu

70

Ala

Ala

Glu

Arg

Tyr

150

Ile

Thr

Ala

Pro

Thr

Lys

Leu

Ala

Ala

95

Glu

Gly

Gly

Ala

Leu

135

Pro

Asn

Val

Pro

Asp
215

Val
Glu
Gly
40

Val

Gln

His
Val
120
Leu
Gln
Val
Val
Asn
200

Pro

Cys

Tyr Asn Thr Lys Pro Tyr Lys His

730

735

Leu Val Asp Ile Leu Asn Glu Glu

745

Pro
Leu
25

Thr
His
Gln
Tle
Arg

105
Leu

Gln
Thr
Val
185
Tyr
Met

Ala

309

His
10

Ala
Gly
Leu
Ala
Gly
90

Pro
Ala
Arg
Trp
Gly
170
Val
Ser

Pro

Gly

Leu

Gly

Gly

Glu

Asp

75

Glu

Ala

Gly

Ala

His

155

Val

Asp

Pro

His

Glu

Asp
Leu
Pro
Ser
60

Ala
Leu
Leu
His
Lys
140
Leu
Trp
Asp
Glu
Pro

220
Ile

Ala
Phe
Asp
45

Leu
Leu
Gln
Glu
Glu
125
Arg
Asn
Glu
Gly
Gly
205

Asp

Ala

750

Pro
Leu
30

Gly
Glu
Ala
Gly
Val
110
Ala
Ser
Asn
Arg
Val
190
Ser

Val

Ala

Leu
15

Leu
Gln
Gly
Gln
His
95

Glu
Val
Val
Arg
Asn
175
Glu
Tyr

Glu

Val

Gly

Val

Gly

Asp

Ala

80

Tyr

Ala

Arg

His

Arg

160

Val

His

Asp

Asn

Pro
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225

Asn

Gly
Ala

Gly
Lys
305
Ser
Cys
Ala
Ser
Tle
385
Gly
Ala
His
Trp
Gly
465
Ser
Lys
Ser

Ala

Lys

Asn

Tle
Phe

Pro
290
Ala
Tle
Asn
Val
Met
370
Val
His
Leu
Tle
Val
450
Leu
Val
Ala
Arg
Val

530
Leu

Ser
Arg
Asn
275
Asp
Ala
Phe
Tyr
Asp
355
Leu
Thr
Thr
Met
Tle
435
Thr
Leu
Pro
Tle
Met
515

Thr

Phe

Phe

Val
Lys

Asp
Leu
Val
Asp
340
Glu
Ala
Thr
Gly
Leu
420
Val
Asn
Asn
Tyr
Pro
500
Asp

Val

Cys

Cys
245
Leu
His
Asp
Gln
Val
325
Gly
Glu
Val
Asp
Thr
405
Gln
Phe
Glu
Ala
Leu
485
Gln
Leu

Ser

Pro

230
Ala

Asp
Tyr

Gly
His
310
Ala
Tyr
Gly
Thr
Trp
390
Ser
Val
Thr
Ala
Trp
470
Ala
Ser
Glu

Ile

Ser

Val

Gly
Gln

Lys
295
Gly
Ser
Ala
Arg
Phe
375
Asp
Ala
Arg
Ala
Gly
455
Arg
Ser
Pro
Met
Thr

535
Gly

Gly
Pro
Tle
280
Thr
Val
Gly
Asn
Met
360
Ser
Leu
Ala
Pro
Thr
440
Phe
Leu
Tyr
Arg
Ser
520
His

Met

Val

Leu

Asn
Val
Tle
Asn
Ser
345
Pro
Gly
Gln
Ala
Cys
425
Arg
Ser
Val
Val
Ser
505
Gly
Pro

Met

310

Ala
250
Thr
Asp
Asp
Ala
Gly
330
Tle
Phe
Gly
Lys
Pro
410
Leu
Tyr
His
Asn
Ser
490
Leu
Leu

Arg

Ser

235
Tyr

Asp
Ile

Gly
Gly
315
Gly
Tyr
Tyr
Asp
Gly
395
Leu
Thr
Glu
Ser
Ala
475
Pro
Glu
Lys

Arg

Leu

Gly

Ser

Tyr
Pro
300
Arg
Gln
Thr
Ala
Lys
380
Thr
Ala
Trp
Asp
His
460
Ala
Val
Val
Thr
Gly

540
Ile

Ser
Met
Ser
285
His
Gln
His
Val
Glu
365
Met
Gly
Ala
Arg
Arg
445
Gln
Lys
Leu
Leu
Leu
525

Ser

Gly

Arg

Glu
Cys

Gln
Gly
Asn
Thr
350
Glu
Leu
Cys
Gly
Asp
430
Arg
His
Tle
Lys
Trp
510
Glu

Leu

Ala

Tle
255
Ala
Ser
Leu
Phe
Asp
335
Tle
Cys
Arg
Thr
Met
415
Val
Ala
Gly
Trp
Glu
495
Asn
His
Glu

Pro

240
Ala

Val
Trp

Gly
Gly
320
Asn
Gly
Ala
Ser
Glu
400
Tle
Gln
Glu
Phe
Thr
480
Asn
Val
Val

Leu

Arg
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545

Ser Met Asp

Val
Arg
Gln
Arg
625
Asp
Gly
Cys
Ser
His
705

Glu

Glu
Leu

Cys

Cys
785

Arg
Asp
Leu
610
Gln
Phe
Tyr
Phe
Gln
690
Trp

Ser

Ser
Glu

Pro
770

Cys

Val
595
Thr

Arg
Ala
Thr
Thr
675
Arg
Pro
Val
Arg
Gln

755
His

<210> 761
211> 692
<212> PRT

213> A

<400> 761
Met Gly Thr Val Ser Ser Arg Arg Ser Trp Trp Pro Leu Pro Leu Pro

1

Ser
Trp
580
Gly
Leu
Leu
Leu
Tle
660
Val
Asn
His
Pro

Gly
Gly

Gln

Asp
565
Gly
Asp
Tyr
Leu
Pro
645
Thr
Phe
Val
Arg
Leu
725
Pro

Asp

His

5

550

Pro
Glu
Glu
Gly
Glu
630
Cys
Pro
Trp
Ala
Ser
710

Cys

Pro

Trp

Leu

Asn
Arg
Ser
Ser
615
Ser
Pro
Asn
Thr
Ser
695
Arg

Ser

Thr

Ser

Asp
775

Gly
Ala
Phe
600
Val
Ala
Pro
Thr
Val
680
Asn
Lys
Ser
Thr
Leu

760
Val

Phe
Arg
585
Gln
Trp
Met
Gly
Leu
665
Tyr
Gln
Ala

Lys

Ser

Ser

Pro

Asn
570
Gly
Val
Ser
Ser
Leu
650
Lys
Tyr
Val
Lys
Asp
730
Asp

Gln

His

10

555
Asp

Thr
Gly
Ala
Gly
635
Lys
Thr
Met
Cys
Glu
715

Pro

Leu

Asn

Gly

Trp
Tyr
Tle
Val
620
Lys
Tle
Leu
Leu
Arg
700
Glu

Asp

Leu

Lys

Lys
780

Thr
Arg
Leu
605
Asp
Tyr
Pro
Val
Glu
685
Ser
Gly
Glu
Ala
Ser

765
Glu

Phe
Leu
590
Arg
Tle
Leu
Glu
Leu
670
Val
Gly
Thr

Val

Pro
Ala

Glu

Ser
575
Val
Gln
Arg
His
Glu
655
Val
Tyr
Pro
Glu
Glu
735
Asp

Leu

Gln

15

560
Thr

Ile
Trp
Asp
Asp
640
Asp
Gly
Leu
Cys
Leu
720

Thr

Leu

Asp

Ile

Leu Leu Leu Leu Leu Leu Leu Gly Pro Ala Gly Ala Arg Ala Gln Glu

20

25

311

30
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Asp Glu Asp

Glu
His
65

Val
Arg
His
Asp
Glu
145
Tle
Gly
His
Pro
Ser
225
Val
Gly
Lys
Leu
Ala
305

Asp

Gly

Asp
50

Arg
Leu
Leu
Val
Leu
130
Asp
Thr
Ser
Arg
Glu
210
His
Ala
Lys
Ser
Ala
290
Arg

Ala

Ala

35
Gly

Cys
Lys
Gln
Phe
115
Leu
Ser
Pro
Leu
Glu
195
Glu
Gly
Lys
Gly
Gln
275
Gly
Ala

Cys

Thr

Gly

Leu

Ala

Glu

Ala

100

His

Glu

Ser

Ala

Val

180

Ile

Asp

Thr

Gly

Thr

260

Leu

Gly

Gly

Leu

Asn

Asp
Ala
Lys
Glu
85

Gln
His
Leu
Val
Arg
165
Glu
Glu
Gly
His
Ala
245
Val
Val
Tyr
Val
Tyr

325
Ala

Tyr
Asp
Asp
70

Thr
Ala
Leu
Ala
Phe
150
Tyr
Val
Gly
Thr
Leu
230
Gly
Ser
Gln
Ser
Val
310

Ser

Gln

Glu
Ala
55

Pro
His
Ala
Leu
Leu
135
Ala
Arg
Tyr
Arg
Arg
215
Ala
Leu
Gly
Pro
Arg
295
Leu

Pro

Asp

Glu
40

Pro
Trp
Arg
Arg
Pro
120
Lys
Gln
Ala
Leu
Val
200
Phe
Gly
Arg
Thr
Val
280
Val
Val

Ala

Gln

Leu Val Leu

Glu

Arg

Ser

Arg

105

Gly

Leu

Ser

Asp

Leu

185

Met

His

Val

Ser

Leu

265

Gly

Phe

Thr

Ser

Pro

312

His
Leu
Gln
90

Gly
Phe
Pro
Tle
Glu
170
Asp
Val
Arg
Val
Leu
250
Tle
Pro
Asn
Ala
Ala

330
Val

Gly
Pro
75

Ser
Tyr
Leu
His
Pro
155
Tyr
Thr
Thr
Gln
Ser
235
Arg
Gly
Leu
Ala
Ala
315

Pro

Thr

Ala
Ala
60

Gly
Glu
Leu
Val
Val
140
Trp
Gln
Ser
Asp
Ala
220
Gly
Val
Leu
Val
Ala
300
Gly

Glu

Leu

Leu
45

Thr
Thr
Arg
Thr
Lys
125
Asp
Asn
Pro
Tle
Phe
205
Ser
Arg
Leu
Glu
Val
285
Cys
Asn

Val

Gly

Arg

Ala

Tyr

Thr

Lys

110

Met

Tyr

Leu

Pro

Gln

190

Glu

Lys

Asp

Asn

Phe

270

Leu

Gln

Phe

Ile

Thr

Ser
Thr
Val
Ala
95

Tle
Ser
Tle
Glu
Lys
175
Ser
Ser
Cys
Ala
Cys
255

Ile

Leu

Thr
335
Leu

Glu
Phe
Val
80

Arg
Leu
Gly
Glu
Arg
160
Gly
Asp
Val
Asp
Gly
240
Gln
Arg
Pro
Leu
Asp
320

Val

Gly
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Thr
Tle
Thr
385
Ser
His
Gln
His
Ser
465
Glu
Gly
Asn
Leu
Ser
545
Gly
Pro
Glu
Lys
Ala

625
Thr

Asn
Gly
370
Ser
Ala
Phe
Arg
Arg
450
Gly
Glu
Glu
Ala
Pro
530
Met
Cys
Val
Ala
Val
610

Cys

Ser

Phe
355
Ala
Gln
Glu
Ser
Val
435
Ala
Pro
Leu
Arg
Phe
515
Gln
Gly
Ser
Leu
Ser
595
Lys

Glu

His

340
Gly

Ser
Ala
Pro
Ala
420
Leu
Gly
Thr
Leu
Tle
500
Gly
Val
Thr
Ser
Arg
580
Tle
Glu

Asp

Val

Arg
Ser
Ala
Glu
405
Lys
Thr
Trp
Arg
Ser
485
Glu
Gly
Asn
Arg
His
565
Pro
His
His
Gly

Leu
645

Cys
Asp
Ala
390
Leu
Asp
Pro
Gln
Met
470
Cys
Ala
Glu
Cys
Val
550
Trp
Arg
Ala
Gly
Trp

630
Gly

Val
Cys
375
His
Thr
Val
Asn
Leu
455
Ala
Ser
Gln
Gly
Ser
535
His
Glu
Gly
Ser
Tle
615

Thr

Ala

Asp
360
Ser
Val
Leu
Tle
Leu
440
Phe
Thr
Ser
Gly
Val
520
Val
Cys
Val
Gln
Cys
600
Pro

Leu

Tyr

345

Leu Phe Ala

Thr
Ala
Ala
Asn
425
Val
Cys
Ala
Phe
Gly
505
Tyr
His
His
Glu
Pro
585
Cys
Ala

Thr

Ala

313

Cys
Gly
Glu
410
Glu
Ala
Arg
Val
Ser
490
Lys
Ala
Thr
Gln
Asp
570
Asn
His
Pro

Gly

Val
650

Phe
Tle
395
Leu
Ala
Ala
Thr
Ala
475
Arg
Arg
Tle
Ala
Gln
555
Leu
Gln
Ala
Gln
Cys

635
Asp

Pro
Val
380
Ala
Arg
Trp
Leu
Val
460
Arg
Ser
Val
Ala
Pro
540
Gly
Gly
Cys
Pro
Glu
620

Ser

Asn

Gly
365
Ser
Ala
Gln
Phe
Pro
445
Trp
Cys
Gly
Cys
Arg
525
Pro
His
Thr
Val
Gly
605
Gln

Ala

Thr

350
Glu

Arg
Met
Arg
Pro
430
Pro
Ser
Ala
Lys
Arg
510
Cys
Ala
Val
His
Gly
590
Leu
Val

Leu

Cys

Asp
Ser
Met
Leu
415
Glu
Ser
Ala
Gln
Arg
495
Ala
Cys
Gly
Leu
Lys
575
His
Glu
Ile

Pro

Val
655

Ile
Gly
Leu
400
Ile
Asp
Thr
His
Asp
480
Arg
His
Leu
Ala
Thr
560
Pro
Arg
Cys
Val
Gly

640
Val
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Arg Ser Arg Asp Val Ser Thr Thr

660

Ala Ala Val Ala Ile Cys Cys Arg

675

Gln Glu Leu Gln

690

<210> 762
<211> 698
<212> PRT

213> 4%

(o

<400> 762

Met Gly
1

Leu Leu

Glu Asp

Asp Gly

50
Ala Phe
Ile Val

Met His

ITle Gln

Ser Ser
130

Ile Glu

145

Asp Arg

Arg Lys

Thr Ser

Thr Asp

210
Gln Ala

Thr

Leu

Ala
35
Leu

His
Met

Arg
His
115
Asp
Glu
Ile
Val
Ile
195

Phe

Ser

Ser
Leu
20

Glu

Ala

Arg
Leu

Leu
100
Tle
Leu
Asp
Tle
Pro
180
Gln

Asn

Lys

Cys

Leu

Tyr

Cys
Ala
85

Gln
Phe
Leu
Ser
Pro
165
Ser
Ser

Ser

Cys

Ser

Leu

Glu

Glu

Pro
Glu

Thr

Tyr

Leu
150
Ala
Gly
Asp

Val

Asp

Ala
Leu
Glu
Thr
55

Glu
Glu
Gln
Asp
Leu
135
Val
Gly
Ser
His
Pro

215

Ser

680

Arg

Leu
40
Asp

Glu
Ala

Ala
Phe
120
Ala
Phe
Arg
Gly
Arg
200

Glu

His

Gly Ser Thr Ser Glu Glu Ala Val

665

670

Ser Arg His Leu Val Gln Ala Ser

Pro
Tyr
25

Met

Glu

Ala
Gln

Ala
105
Leu
Leu
Ala
Gln
Gln
185
Glu
Glu

Gly

314

10
Met

Leu

Ala

Pro

Lys

Gln

Ala

170

Val

Ile

Asp

Thr

Trp

Gly

Thr

Pro

Arg
Val

Arg

Ala

Leu

Ser

155

Gln

Glu

Glu

Gly

His

Leu
Ala
Leu
Gln
60

Val
His
Gly
Phe
Pro
140
Tle
Glu
Val
Gly
Thr

220
Leu

685

Leu
Ser
Gln
45

Gly

Pro
Tle

Tyr
Val
125
His
Pro
Tyr
Tyr
Arg
205

Arg

Ala

Ser
Ala
30

Ser

Ala

Gly
Glu

Val
110
Val
Val
Trp
Ser
Leu
190
Val

Phe

Gly

Pro
15

Gln
Gln
Thr
Thr
Gln
95

Tle
Lys
Lys
Asn
Ser
175
Leu
Thr
His

Val

Leu

Asp

Asp

Ala

Tyr
Thr

Lys

Met

Tyr

Leu

160

Ser

Val

Arg

Val
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225

Ser Gly Arg

Arg
Gly
Gln
Thr
305
Ala
Pro
Thr
Ala
Phe
385
Tle
Leu
Ala
Thr
Thr
465
Ala
Arg

Gln

Val

Val
Leu
Val
290
Ala
Gly
Glu
Leu
Pro
370
Met
Val
Arg
Trp
Leu
450
Val
Arg
Ser

Val

Ala
530

Leu
Glu
275
Val
Cys
Asn
Val
Gly
355
Gly
Ser
Ala
Gln
Phe
435
Pro
Trp
Cys
Gly
Cys

515
Arg

Asp
Asn
260
Phe
Leu
Gln
Phe
Tle
340
Thr
Lys
Gln
Met
Arg
420
Pro
Pro
Ser
Ala
Arg
500

Lys

Cys

Ala
245
Cys
Tle
Leu
His
Arg
325
Thr
Leu
Asp
Ser
Met
405
Leu
Glu
Ser
Ala
Pro
485
Arg

Ala

Cys

230
Gly

Gln
Trp
Pro
Leu
310
Asp
Val
Gly
Ile
Gly
390
Leu
Ile
Asp
Thr
His
470
Gly
Arg

Leu

Leu

Val
Gly
Lys
Leu
295
Ala
Asp
Gly
Thr
Ile
375
Thr
Thr
His
Gln
His
455
Ser
Glu
Gly

Asn

Leu
535

Ala
Lys
Ser
280
Ala
Arg
Ala
Ala
Asn
360
Gly
Ser
Leu
Phe
Arg
440
Gly
Gly
Glu
Asp
Ala

520

Pro

Lys
Gly
265
Gln
Gly
Thr
Cys
Thr
345
Phe
Ala
Gln
Glu
Ser
425
Val
Thr
Pro
Leu
Arg
505

Phe

Arg

315

Gly
250
Tle
Leu
Arg
Gly
Leu
330
Asp
Gly
Ser
Ala
Pro
410
Thr
Leu
Gly
Thr
Leu
490
Tle

Gly

Ala

235
Thr

Val
Met
Tyr
Val
315
Tyr
Val
Arg
Ser
Ala
395
Glu
Lys
Thr
Gly
Arg
475
Ser
Glu

Gly

Asn

Tle
Ser
Gln
Ser
300
Val
Ser
Gln
Cys
Asp
380
Ala
Leu
Asp
Pro
Gln
460
Ala
Cys
Ala

Glu

Cys
540

Leu
Gly
Pro
285
Arg
Leu
Pro
Asp
Val
365
Cys
His
Thr
Ala
Asn
445
Leu
Ala
Ser
Ala
Gly

525

Ser

His
Tle
270
Ser
Val
Val
Ala
Gln
350
Asp
Ser
Val
Leu
Tle
430
Leu
Leu
Thr
Ser
Gly
510

Val

Ile

Gly
255
Leu
Gly
Leu
Ala
Ser
335
Pro
Leu
Ala
Ala
Thr
415
Asn
Val
Cys
Ala
Phe
495
Thr

Tyr

His

240
Leu

Thr
Pro
Asn
Ala
320
Ala
Val
Phe
Cys
Gly
400
Glu
Met
Ala
Arg
Thr
480
Ser
Gln

Ala

Thr
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Thr
Lys

Ile

Gln

Ala

Ala

625

Cys

Asp

Thr

Pro

Pro

Asp

Gly

Cys

Pro

610

Glu

Asn

Asn

Gly

Ser
690

Ala
His

Val
Thr
595
Gly
Gln
Val
Thr
Glu

675
Ala

<210> 763
<211> 691
<212> PRT

213> KR,

<400> 763
Met Gly Ile Arg

1

Leu Leu Leu

Glu
Asp
Arg
65

Leu

Leu

Val

Asp
Ser
50

Cys
Met

Gln

Phe

Gly
35

Leu
Ser
Glu

Thr

Tyr

Ala
Val

Gln
580
Gly
Leu
Val
Leu
Cys
660

Glu

Lys

Leu
20
Asp

Val

Lys

Glu

Trp

100
Asp

Arg
Leu
565
Pro
His
Glu
Thr
Pro
645
Val

Ala

Ala

Cys

Leu

Tyr

Asp

Glu

Thr

85

Ala

Leu

Thr
Thr

Leu

Arg

Cys

Val

630

Gly

Ala

Thr

Ser

Ser

Leu

Glu

Glu

Ala

70

Gln

Ala

Phe

Ser
Gly

Ala

Glu

Lys

615

Ala

Ala

Arg

Val

Trp
695

Thr

Leu

Glu

Ala

95

Arg

Arg

Pro

Leu

Cys
Val
Ala
600
Ile
Cys
Phe
Ser
Ala

680
Val

Trp

Cys

Leu

40

Ser

Arg

Leu

Arg

Gly

Glu

Ser
Leu
585
Ser
Lys
Glu
Tle
Arg
665

Ala

His

Leu
Pro
25

Met
His
Leu
Gln
Gly
105

Phe

316

Thr
Leu
570
Arg
Val
Glu
Ala
Thr
650
Val

Ala

Gln

Arg
10
Thr

Leu
Val
Pro
Val
90

Tyr

Leu

His
His

Ser

His

His

Gly

635

Leu

Thr

Ile

Trp

Gly

Ala

Ala

Gly

75

Glu

Val

Val

Ala
Trp

Arg

Ala

Gly

620

Trp

Gly

Asp

Cys

Pro

Ser

Leu

Thr

60

Thr

Gln

Ile

Lys

His
Glu

His

Ser

605

Ile

Thr

Ala

Thr

Cys
685

Leu

Arg

Pro

45

Ala

Tyr

Thr

Lys

Met

Cys
Val

Gln
590
Cys
Ser
Leu
Tyr
Ala

670
Arg

Ser

Ala
30

Ser

Thr

Val

Ala

Val

110

Ser

His
Glu
575
Pro
Cys
Gly
Thr
Ala
655

Gly

Asn

Pro
15

Gln
Gln
Phe
Val
His
95

Leu

Ser

Gln
Gly

Gly

His

Pro

Gly

640

Val

Arg

Arg

Gln

Asp

Glu

Arg

Val

80

Arg

His

Asp
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Leu
Asp
145
Tle
Ser
Arg
Glu
His
225
Ala
Lys
Ser
Ala
Arg
305
Ala
Ala
Asn
Gly
Ser
385

Arg

Phe

Leu
130
Ser
Pro
Gln
Glu
Glu
210
Gly
Lys
Gly
Gln
Gly
290
Thr
Cys
Thr
Phe
Ala
370
Gln

Asp

Ser

115
Gly

Leu

Ala

Val

Ile

195

Thr

Gly

Thr

Leu

275

Gly

Gly

Leu

Asn

Gly

355

Ser

Ala

Pro

Thr

Leu
Val
Trp
Glu
180
Glu
Gly
His
Thr
Val
260
Tle

Tyr

Val

Ala
340
Arg
Ser
Ala

Ala

Lys
420

Ala
Phe
Gln
165
Val
Gly
Thr
Leu
Ser
245
Ser
Gln
Ser
Val
Ser
325
Gln
Cys
Asp
Ala
Leu

405
Asp

Leu
Ala
150
Gln
Tyr
Arg
Arg
Ala
230
Leu
Gly
Pro
Arg
Leu
310
Pro
Asp
Val
Cys
His
390

Thr

Val

Lys
135
Gln
Thr
Leu
Val
Phe
215
Gly
His
Thr
Ser
Tle
295
Val
Ala
Gln
Asp
Ser
375
Val

Leu

Ile

120
Leu

Ser
Glu
Leu
Thr
200
His
Val
Ser
Leu
Gly
280
Leu
Ala
Ser
Pro
Leu
360
Thr
Ala

Ala

Asn

Pro His Val

Tle
Glu
Asp
185
Tle
Arg
Val
Leu
Tle
265
Pro
Asn
Ala
Ala
Val
345
Phe
Cys
Gly

Glu

Met
425

317

Pro
Asp
170
Thr
Thr
Gln
Ser
Arg
250
Gly
Leu
Thr
Ala
Pro
330
Thr
Ala
Tyr
Tle
Leu

410
Ala

Trp
155
Ser
Ser
Asp
Ala
Gly
235
Val
Leu
Val
Ala
Gly
315
Glu
Leu
Pro
Met
Val
395

Arg

Trp

Glu
140
Asn
Ser
Tle
Phe
Ser
220
Arg
Leu
Glu
Val
Cys
300
Asn
Val
Gly
Gly
Ser
380
Ala

Gln

Phe

125

Leu
Pro
Gln
Asn
205
Lys
Asp
Asn
Phe
Leu
285
Gln
Phe
Tle
Thr
Lys
365
Gln
Met

Arg

Pro

Ile

Glu

Ser
190
Ser
Cys
Ala
Cys
Ile
270

Leu

Arg

Thr
Leu
350
Asp
Ser
Met

Leu

Glu
430

Glu
Arg
Gly
175
Gly
Val
Asp
Gly
Gln
255
Arg
Pro
Leu
Asp
Val
335
Gly
Ile
Gly
Leu
Ile

415
Asp

Glu
Tle
160
Ser
His
Pro
Ser
Val
240
Gly
Lys
Leu
Ala
Asp
320
Gly
Thr
Tle
Thr
Asn
400

Leu

Gln
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Arg Val Leu Thr Pro Asn Arg Val Ala Thr Leu

435 440
Glu Thr Gly Gly Gln Leu Leu Cys Arg
450 455
Gly Pro Thr Arg Thr Ala Thr Ala Thr
465 470
Glu Leu Leu Ser Cys Ser Ser Phe Ser
485
Asp Arg Ile Glu Ala Ile Gly Gly Gln
500 505
Ala Phe Gly Gly Glu Gly Val Tyr Ala
515 520
Pro Arg Val Asn Cys Ser Ile His Asn
530 535
Pro Gln Thr Pro Val His Cys His Gln
545 550
Cys Ser Phe His Trp Glu Val Glu Asn
565
Leu Leu Arg Ser Arg His Gln Pro Gly
580 585
Ala Ser Val His Ala Ser Cys Cys His
595 600
Ile Lys Glu His Gly Ile Ala Gly Pro
610 615
Cys Glu Ala Gly Trp Thr Leu Thr Gly
625 630
Ser Leu Pro Leu Gly Ala Tyr Ser Val
645
Ile Arg Asp Ala Gly Arg Ala Asp Arg
660 665
Ala Ala Ala Ile Cys Cys Arg Ser Arg
675 680
Val His Gln
690
<210> 764
211> 447
<212> PRT
213> NLF3
220>

318

Thr
Ala
Arg
490
Gln
Val
Thr
Lys
Leu
570
Gln
Ala
Ala
Cys
Asp
650

Thr

Pro

Val
Arg
475
Ser
Val
Ala
Pro
Asp
555
Arg
Cys
Pro
Glu
Asn
635
Asn

Ser

Ser

Pro
Trp
460
Cys
Gly
Cys
Arg
Ala
540
His
Ala
Val
Gly
Gln
620
Val
Val

Glu

Ala

Pro
445
Ser
Ala
Arg
Lys
Cys
525
Ala
Val
Gln
Gly
Leu
605
Val
Leu
Cys

Glu

Lys
685

Ser
Ala
Pro
Arg
Ala
510
Cys
Arg
Leu
Gln
His
590
Glu
Thr
Pro
Val
Ala

670
Ala

Thr
His
Glu
Arg
495
Leu
Leu
Ala
Thr
Gln
575
Gln
Cys
Val
Gly
Ala
655

Thr

Ser

Gln
Ser
Glu
480
Gly
Asn
Leu
Gly
Gly
560
Pro
Glu
Lys
Ala
Ala
640
Arg

Val

Trp
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<223> BRI

<400> 764
Glu Val Gln Leu Val

1

Ser Leu

Ala Met

Ser Thr
50

Lys Gly

65

Leu Gln

Ala Lys
Leu Val
Leu Ala
130
Cys Leu
145
Ser Gly
Ser Ser
Ser Leu
Asn Thr
210
His Thr
225
Val Phe
Thr Pro

Glu Val

Lys Thr

Arg
Asn
35

Ile
Arg
Met
Asp
Thr
115
Pro
Val
Ala
Gly
Gly
195
Lys
Cys
Leu
Glu
Lys

275
Lys

Leu
20

Trp
Ser
Phe
Asn
Ser
100
Val
Ser
Lys
Leu
Leu
180
Thr
Val
Pro
Phe
Val
260

Phe

Pro

5

Ser
Val
Gly
Tle
Ser
85

Asn
Ser
Ser
Asp
Thr
165
Tyr
Gln
Asp
Pro
Pro
245
Thr

Asn

Arg

Glu
Cys
Arg
Ser
Tle
70

Leu
Trp
Ser
Lys
Tyr
150
Ser
Ser
Thr
Lys
Cys
230
Pro
Cys

Trp

Glu

Ser
Ala
Gln
Gly
55

Ser
Arg
Gly
Ala
Ser
135
Phe
Gly
Leu
Tyr
Lys
215
Pro
Lys
Val

Tyr

Glu

Gly
Ala
Ala
40

Gly
Arg
Ala
Asn
Ser
120
Thr
Pro
Val
Ser
Tle
200
Val
Ala
Pro
Val
Val

280
Gln

Gly
Ser
25

Pro
Thr
Asp
Glu
Phe
105
Thr
Ser
Glu
His
Ser
185
Cys
Glu
Pro
Lys
Val
265
Asp

Tyr

319

Gly
10

Gly
Gly
Thr
Ser
Asp
90

Asp
Lys
Gly
Pro
Thr
170
Val
Asn
Pro
Glu
Asp
250
Asp

Gly

Asn

Leu
Phe
Lys
Asn
Ser
75

Thr
Leu
Gly
Gly
Val
155
Phe
Val
Val
Lys
Leu
235
Thr
Val

Val

Ser

Val
Thr
Gly
Tyr
60

Lys

Ala

Pro
Thr
140
Thr
Pro
Thr
Asn
Ser
220
Leu
Leu
Ser

Glu

Thr

Gln
Phe
Leu
45

Ala
His
Val
Gly
Ser
125
Ala
Val
Ala
Val
His
205
Cys
Gly
Met
His
Val

285
Tyr

Pro
Asn
30

Asp
Asp
Thr
Tyr
Arg
110
Val
Ala
Ser
Val
Pro
190
Lys
Asp
Gly
Ile
Glu
270
His

Arg

Gly
15

Asn
Trp
Ser
Leu
Tyr
95

Gly
Phe
Leu
Trp
Leu
175
Ser
Pro
Lys
Pro
Ser
255
Asp

Asn

Val

Gly

Tyr

Val

Val

80

Cys

Thr

Pro

Gly

Asn

160

Gln

Ser

Ser

Thr

Ser

240

Arg

Pro

Ala

Val
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Ser
305
Lys
Tle
Pro
Leu
Asn
385
Ser

Arg

Leu

<210>
211>
<212>
<213>

290
Val

Cys

Ser

Pro

Val

370

Gly

Asp

Trp

His

<220>

223>
<400>

Leu

Lys

Lys

Ser

355

Lys

Gln

Gly

Gln

Asn
435

765
220
PRT

NILF5

=
765

Thr
Val
Ala
340
Arg
Gly
Pro
Ser
Gln

420
His

Asp Tle Val Met

1
Glu

Ser
Pro
Pro
65

Ile

Tyr

Arg
Asn
Pro
50

Asp

Ser

Tyr

Ala
Asn
35

Asn
Arg

Ser

Thr

Thr
20

Arg
Leu
Phe

Leu

Thr

Val
Ser
325
Lys
Asp
Phe
Glu
Phe
405

Gly

Tyr

Thr

Ile

Asn

Leu

Ser

Gln

85

Pro

Leu
310
Asn
Gly
Glu
Tyr
Asn
390
Phe

Asn

Thr

Gln
Asn
Phe
Ile
Gly
70

Ala

Tyr

295
His

Lys

Gln

Leu

Pro

375

Asn

Leu

Val

Gln

Ser
Cys
Leu
Tyr
55

Ser

Glu

Thr

Gln
Ala
Pro
Thr
360

Ser

Tyr

Phe

Lys
440

Pro
Lys
Gly
40

Trp
Gly

Asp

Phe

Asp Trp Leu

Leu
Arg
345
Lys
Asp
Lys
Ser
Ser

425

Ser

Asp

Ser

25

Trp

Ala

Ser

Val

Gly

320

Pro
330
Glu
Asn
Tle
Thr
Lys
410

Cys

Leu

Ser
10

Ser
Tyr
Ser
Gly
Ala

90
Gln

315
Ala

Pro

Gln

Ala

Thr

395

Leu

Ser

Ser

Leu
Gln
Gln
Thr
Thr
75

Val

Gly

300

Asn

Pro

Gln

Val

Val

380

Pro

Thr

Val

Leu

Ala
Ser
Gln
Arg
60

Asp

Tyr

Thr

Gly

Ile

Val

Ser

365

Glu

Pro

Val

Met

Ser
445

Val
Val
Lys
45

Glu
Phe

Tyr

Lys

Lys
Glu
Tyr
350
Leu
Trp
Val
Asp
His

430

Pro

Ser
Leu
30

Pro
Ser
Thr

Cys

Leu

Glu
Lys
335
Thr
Thr
Glu
Leu
Lys
415

Glu

Gly

Leu
15
Tyr

Gly

Gly

Leu

Gln

95
Glu

Tyr
320
Thr
Leu
Cys
Ser
Asp
400

Ser

Ala

Gly
Arg
Gln
Val
Thr
80

Gln

Ile
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Lys

Glu

Phe

145

Gln

Ser

Glu
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