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SR PR -MYBIA 7 A=K ZR A5 5 1 9 AT ]
LA e X HdERE Bt 748 )
.2019, CGETH] ,A006-123.

HER X

WANERF2T P 531700
FHIR205T0  FHE61TT

(54) X FR&FR

PP AL IR MO TT DAt AL
RHIEROBR IO i
(57) &

AR TV B AT VAR PRl e Bl 4 5 S AT
JIRFE LN A AU (DAO) , Horf ik DAOYE W
B K (GAG) &5 5 S Myt £ 25 28 /b — /N SUSERR
{45 . A 4 TR 5 B4 TR DAOTE Ja Y 151 Bk 41 iz
R HOFRE T , 4 B O AE MR AR 7 M o, 5
U B MO E S OSSP o A SRR L
PESERRRS I R B A R S 48 AR M
o [ 45 AL rD R  SR B 4 MR LI
RN 2 RE RIS £ B E (MCAS) <4
= IR TR SRR L M BRR I

785052 B

PEREABILAE A PR FH i o
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LA S (DAO) |, Bk B 20\ e Sl (L g (DAO) S5 AH R (18 A A\ DAOAHLEL,
A AR R 45 Ao A, Forp Bk B2 40 ADAOYES % SEQ 1D NO: 114 S TR IR
Wi (GAG) &5 G531 55568 - 575 [ 2 AR T & A BT HE R S AL PR B2k I R568S
K575TR568S+R571T . R568S+K575THIRG68S+R571T+C123A.

2 FEHEAUR B R 1 iR (1) B 46 DAO, fifr ik B 4H DAOE 55 2 FE G e #1SEQ 1D NO: 10,113k
16.

3. HAH A AL (DAO) |, Frik 5541 A DAOLEAUH) Bk 1 fir ik 1) B 41\ DAOTK iy 3R
EZHSEQ 1D NO: THAE 851 230 S TR IR AT K IDE 2R (cys123) bR AR, Horh
cys123# N ZAFRHAR .

4 FRHEAUR) ER 1B 3AT A FE 4 ADAO, H S35 SEQ D NO: 17E 5 1681734 {U &N 1681
SASETREAR o

5.0 2K, Bk il 22 B SRR Bk 1 = AP A T— TR 11 55 41 ADAOFI A TgGik A
I FEE A (HSA) FOFc i Aiin, Horb Bk il 22 IO B B4 A DAOR DIAE TS 14

6. SRR R Bk 1 = AT — AT IR O 4L ADAO 43 B A H IR 8], At Az IR
HIAIEFAISEQ ID NO: 18-19.21.24.26-27.295532.,

7 AR ER 6 PIr i OAZ R e S S A 3R, iR (A2 40 BT B IR 25 AL
Ykl FLEh ik A

8. Fek &, TR ek S U S AR K 6 iR FAZ IR Fe 41, FIrsd A IR e 471 Pl i A b
BRI,

9. AU SRR B R AT — TR TR i HE 4 A DAOI B2 7 E 4l i - 4nfin &, Hop
Rk 1 E4ifiaade 1 LA NI s 4 : CHOAHIE  Vero 2 i \MDCK I  BeA R BE4R i L SFO4H
iap

10. KK ARG, Frik ik R G0 SRR R TR 1 AR AR 5K 8 it 1) 2k A
AR ER ORI 78 E A sk e R4 & .

11 TP AARSE AR R 1 2 4R AR ) FE 2 A DAOR /5, FIT il i AR DL R A8

i BB RR B R 1 AT — T Ak A0 B2 20 A\ DAORUAZ R e A1) e b Bl ek sl

i1 TR AT A 2 40,

i1 fEFORATARE L ADAOISE P RSFREEL I ME 411,

iv. INfE S AiRs 4y S Rk FE 2 A DAO.

12 ARPEACF EER L LR ATl (g EE 20 ADAOFY J5 72, 20 R i vy, i 40 ff i 1 = 4 i M
i F AR TR YR o B AR HE4H ADAO.

13 ARHEACR SR 1 15k 120 fir R (1) EE 4 DAOIK) J5 1, Frak 35 2H A DAOIY) J5 i A4k v . 4
{LATIR HE 4L ADAO,

14. 255, Pk 290 G0 0 S BUR K L A 4T — T Flr R 1) 2 40 A\ DAOAT—Fif
ol Z PRI o

15 . ARAEAR) K 1 & AP AT — 5 i F 55 20 A DAO FHT-illi 25 70 gk, Fimak 25 7 T
TETT S YEAR N P o

16 . ARAEAR) ok 1 2 AP A — 5 AT F 55 20 A DAO T illi 25 70 s, Fmak 25 7 T
HEIT U, I BUEAR TS B SRE « BVE SRS S R R AR P 58 AR N 4G

2
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#hEH _RRENE R EATT IS BERAIERN R RN IR

B GuE

[0001] 7RG WITb Ko FLAT I AR IR MR Jie 58 Wl &5 5 S5 AR 1 I B2 i e AL B8 (diamine
oxidase) (DAO) , HH T R DAOTE N 28 Wi (glycosaminoglycan) (GAG) &5 & 45 Mgl oo &
DR EERIE

[0002] AL WA KPR DAOTEIGST 51 1 2H FEAH DGR E T, e I B AE IR 7 1 AR
YRR HAN/ S AR T = S iR F |, BERE M 75 7 e BSOSO S el PR AR v 8 M SRS
APESTIRRZ Wy AR AR 1 S A AR MEZE B AR I g S S0 R M R R AR MR
I3~ NE R A IE A IR AN RGE 255 AE (MCAS) eIk TGRS I A
PR AR AT ~ R PERE AHIBC I RE HH A FH

EREAR

[0003] iz (2- (1H-BRME-4-05) ) & — ML E S G, B2 5 R s N, #
“piE A BRI EE T B e M B RE AN E A B A G S 5 RAE RN )T B B E R
FET BUIAZ M FH o VE 50 INRI IR R G2 SN R — 557 , 2Rk g ik 2 g DA M i
TEMTE g a2 2 L I B R gl Ae o B AR TS AU A7 AR NE 4 R A i 11 41 i
(S ek, Horbe w7 BRI 20 i tho T AT 2R 1o A% Hh R v Fh P 248 it AT i
AR o AEHORE RS , 4O SR A BR AR EE AN T, H S ER N2 AR 40 -3
RV AR (H,-H) 255 Al S H AR S S 2 A E R R 455 5 s SV 2 NI,
P o MR AR AN, 1 QA BB 0 S s IR I AR oA SR EE R 00 1 P IR R e P e
Wit s A PEAMEVE TR FB RN, AR A 8OO, 491140 Hh 259 OCHOE DAk Rkt
ST ~ A AR sl me e B3OS 5 S PO 1 B3OS R, FR I R ) 2 R MR A A B e 2 i A
S, MR T RR A o1, e A e B A i 2 — A s SRR s e U
N, — BSOS N, H AT I N S B BORINTR, [ R AR IR 5 S U982 5 LT (R
LT s PERE OFE) /OBl ol (Ralbk =) 5 a2 b (B0 s i s (AR 5 _E R AR 5
AL MK s JIETS 5 95057 5 106 0 s AR AN SR A5 o i 0P ik 5t A4 O 10ng/ml 5 FEARAEL 2
3ng/mlFFIR) 215 M A= o MR R ZI100ng/ml [ ZH 1 B T RE 850 U RS o A S A 4
BRIUIA], = 2R T A RS SR E IR ACAE , 5 A0 IR TR~ F SRR 7 AN e )
It (Brew O.#NSullivan M.H.F.,J.Reprod.Immunol.,72(2006) ,94-107 ,Maintz L.Z¢: A,
Human Reproduction Update,14,5,2008,485-495) ,

[0004] TR 2w FNPE AR 4 i B AT VR 2 AN R DO RE Y S5 2R et o RV itk K
YU AN AE 1VF 2250 Hh e oG T A E T, PR s QB R A s 255 41F WMCAS (B, ok
MR} 52 Z1375 B W5 A& Bl At B v i 2R M 5 A0 SRR PP i 8 R g IR AN 52) ARe A R %%
(MR R 5, — B JRs) BRGNS 2 (BN sk NI e B (e ST
s WP A R A A B ) TH ARz (Fh 20 R TE TROBE A [ e 1 B el 45
ARG A55) FRIR VAL S5 T BEAE DA A RT Fl M2 2 I S5 A0 o AE SRS 45 1
I ARG Mk A AT E R R S 1 A S R TR T LUK S B -



CN 113785052 B ﬁ'ﬁ HH :I:; 2/31 71

[0005]  jHbAh, 4 th T DA W N sl IR (94, aiaed e N 2 A B, 8 A0 3 A < A
HES AR 2E) MANTBIENAAR N o 1 PT DA A A= A i A e 7 A

[0006] XU e sz fRH FIH, S PRI dl i 25 ] ] T JLH4F, A I Bade A
TR W QAT S DA M B JR AR R B RO IR T T AT 3 « DU e 25 0 BRI H
2z — JE I, MR B AT ETE R R R, SR S DO A R ER SR
SEZPRIN AN, 2925 % g VESTRRE BN Dl e 29 e il S AR AT e » TP
W& 259077 U N B )2 S, (R e B 1 D38l , O F BLAE— 2 S rh s R e = 1)
3o T U N F P A TEHERE T T A EH S AR A TR YT, RO s A uE I AN TS 2 o A
SN BOUSON HR A AL H, S A B, R & T RERE DAL .

[0007]  Hp e 25X Mz R DO A E D AR o 5 T O R E 4 o, rdl e 25
e FELIT 228 3% 38 N i) 4 fae ik ROV P, AEL 224 20 Jig ke i 3 IR ok P ok i P 3 e /N
2% o A BSOS BGHE S N R D ER A R ZH e P A L A R BRBE DA S 10055 HL
MR AN IS 2 B R R B 2 SRS AE B 45 N IE R AN G 20 R B+
2155 155 MG I AL S O/ « HARABE R B IR fRt 20 11 Ak , I HL A FREIR
MR R G P2 IS R

[0008] 1M L B4 A= W A v, & Ji o 9 g e e - e S AR il (i S {8, DAO L EC
1.4.3.6) FlZi i -N- FF R 520 (HNMT Bk 5 FRNMT,EC 2.1.1.8) NMTHE{LN-FFE: Ak yN-FH
F-AH iz,

[0009]  McGrath AP%: A (Biochemistry,2009,48(41) ,9810-9822) H1£7Ak T ADAO[ 4544
FOAHIVE FH - DAOE {4 Jie S X i 2 2l KW 2T  DAO T W) 8 46 i g MDTTREE ) il AT JDE A
tm TS R NI A R T ELIR M e Pl 4 e (Best CH., J.Physiol.,1929,67,256-
263) o Fifi i , B 5 N S A B 1 BT PR S BRI A (amiloride) 85685 1, HLAN
Ve AR ) P A A ORI Na S - — S SO 5 AOC LHE & W ABPL . JiUfE# (Novotny
WFZ: A\, J.Biol.Chem.,1994,269,9921-9925) 5 K4 H DAOAIABP13fR | & [A—FheE A5,
FIriR A ER R T ATE R Tl , o T 751 s SR AR EL 10 85 1 T« £ 404 B e 4 it
SCHR T H# 20 ADAO (hDAO) (3 1k (Elmore BO.%: A, J.Biol.Inorg.Chem.,2002,7,565-
579) « AREImore S Nt —2PARIE T DAOS I Z 45 G A7 741 (7 2E568-575) , HAEE M
I EERHE S AT R 45 S I B E S5 A AT 2 1228 4K (mer) FF R0 1K £95nm (50 AD I H.
DAOH B JEAT 2 45 & 45 I U B 2 2025 A2 1258 4R 194y -1 = 284%12=3408Da .. LMWH A
DA ZE &, (H HAT5000Da (18 HHERA) 1) 1340005 « HATHMWH S5 DA0ZE &, FF 3501
T 415000Da , {HX R T-7E—1TH115000/284 =52/

[0010] ki HEAHhDAOM A FVE (1S AR A AR VA e HACLE i) , Sl HRON e i
Pl o LAY, 28 JFE RN 1 - IR A Jle o ] 20— e 2 0 S IO G » 25 2 B AR A T LAY
R USRS SRS e ) HR R — AR R 3L DA hDAOSE T B N 4 %
M HT 280, JF A O B R BEAR I DAO/K Y 5 4L i A 52 HEeAH < (Maintz L. 55 A,
Am.J.Clin.Nutr.,2007,85,1185-1196) - O\ 484 Z M IR IR T A0 G anbi b < Sk
A B e A SR = R RS) & BIDAORTE MER#E (Maintz L., %55 A, 2008) .

[0011] 1B IHiEH , DAOS [FARIR B Fh AL , DAkt So AN PR 37 Sy A O 52 15 Hh ok FE G i
SE AW B T AR ISR IDIRIAN , DAOF i DA K PRI LT VR AE 1 2 @ AR sl 22 A7

5
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1F Boehm T.%¢ A ,Clinical Biochemistry 50,2017,444-451) {EEEYRIATR], DAOTE R 24 b1
10015

[0012] WO 02/43745F AT 14 Bl FAEPDIRDAOLLIG Y AL S5 « S 1f , FH T4
R I 5, E S TW0 02/43745 AT 19 S RMEY A w1 S T s
52, PR WA B 03 S B T T 2 — A K R

[0013] WO 2006/003213A1%k T ¥kt el F 20 = A O DAO R AR A it FH B il i o
[0014]  Gludovacz E.% A (J Biotechnol.2016,227:120-130) /NG | /ECHOZR i rh B 4H
By AR (wt) A (rh) DAOFSRIAFNA L R it , ZE R FRHY, wt - rhDAOFasy A -2 /N T-10
3Bl L T SO AR T O I 80 % o B - TR I 3/ N o A= Wil 77 MK BB
ANHEFIEL N 7294 %58, I LA, 40wt DAOIKIPK 28 A 5l IR i AING R T % - DAOTH)
SRR D R HREE R AN FEPKI &L Gludovacz E.SE A
(J.Biol.Chem.2018,293(3) ,1070-1087) /7 I ZEMHSAT N DAOI Kk MG PRI 52N o
[0015]  %JE4EUniProt & 5G63QJ02,2011,XP-002792064 /T T 3K [ KIEME (Gorilla
gorilla) P AT 4.

[0016]  %(JiZEUniProt B 5Q9SXW5, 20008 Tk Hii e (Pisum sativum) [ JZ58 4
SIS I

[0017] WO 2012/028891A14HE | oK FIAEPIR AL RS K BB LA Re e i i 25
AT 3G BE T 5 A, R P il i A e et s (R I AT 7 T2 it 52 e A A
JFE U B 1 R SR A 25 2 A o VT 22 B T 2 B N 2R ek FE R 8 NI o A BSOSO AT R
B e BE AT e R e D 5 A PR S TR] , 2R e ) - S 2= g

[0018] PRIt , W T-e (1 g kB A AR S R TR TY AR i AR 2 I FR K

b ES

[0019]  Fep B4 T, Hmn ] STl 25 AT e A foad s (1 4 i B i 24 oK
S AT T ARSI G M A RE R HAR /R & 5 1EESET .

[0020] AR HHI—A> HIRE PRt T bRt m 41 DA IG5 FIT B 4 s 5 15 A
PHEIGE T 5

[0021] KA HH 38 i P £ 3 4 248 AR I DAO LA B N/ A 47k PN 5 M DAO A 3k B M 1T - 31 465 B
o S AR R P SRR R ik E T

[0022] A HrR 1 HE 40 A DAOF Tt FH AT DAAE 2k SV P 1@ P A T S P S i
R AL, TR A s T A s B B DAL A A R DA S i A ik
FERE T T 1 AR o XN A B A 2 BT T ARy T e B

[0023]  ARHEAK A, B4 T FELH N AL (DAO) |, HL S ARN B A= 7 A DAOIGAGES & 5%
AL FA RIS R (GAG) &5 A1, Frh iR DAOLE M i J M (GAG) &515 4544
S B D — N AR B , i B BB AT IR GAGE: & 254382 %% SEQ 1D NO: 14 5 7E 26
568-5750 U S AT 2 LR o

[0024]  HE5lH, GAGH: & G5 Il I 22 /iR LI Z2 45 A S5 eI

[0025] R0, SR IEER B 15 S B DAOMIGAGES & 25 A1 TR, IR PR B X 2 e i i
Yo
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[0026]  ARHE— AN FRSIHE T 2, TR DAOIIGAGEE & G5 Ik 19 5 /D — A LR (81 2 2 3L
FRHU VI RN B G 12758 (R

[0027]  ARAA A AN — A FARS7 5, A B HE ZHDAOLEGAGE, & &5 Ayt A0 52,3
4,56 TE8 NSRRI o I L, T il S PR PR Il Fo M S PR PR AL IR, , 5 B S 2 R
AR 22 5 R B 5 2R HUAX

[0028] AR AR AT &, Tk EEAIDAOFL 5 2 IR T 41X LFX2X 3XALPX5[HGAGES &
S, Ho

[0029] X1 PJDLBATA R , K5 B HODASKS , SRR AL NS

[0030]  X2R[DISEATA 248, F5 B MK

[0031]  X3F[PLBATMT R , 5 B HODASKT, SR AN T,

[0032]  X4F[DIEARA 250, F5 B MK, - H.

[0033]  X5H]PLEATA AR , 45 B HONKER T, BRI LN T,

[0034]  F X —N AR 40, Firdk 35 20 DAOF 53 [ DA N T 2H s 110 2H 1K) 2 8
%1 : SFKAKLPK (SEQ ID NO:33) \AFKAKLPT (SEQ ID NO:34) AFKTKLPK (SEQ ID NO:35) -
SFKTKLPK (SEQ 1D NO:36) -AFKTKLPT (SEQ ID NO:37) .SFKAKLPK (SEQ 1D NO:38) .

[0035]  ARAfE—ANEARSE S 58, WIARSCA I ELIDAOZE—2 P 5274 SEQ 1D No. 114
S B 1235 KRR A AT 77 P M O 2R (cys123) A/ D—ANMEM , Hr B A AR - Dk 52
FR B M S LR AR B Ak 5l S0 3By 8 o

[0036]  7F — ANl STy &b, HRHEDAOIISEQ 1D 11M4 5, cys 12345 PN &l AL
(cysl23ala,C123A) .

[0037] A& WP DAOKR I M 7~ M I 2R 1T B 2R B AT A K BH R B B2 (i T EE41DAO, iy
A FEZDAO S B A= FUDAOAH L H AT I 28 38 i i 28 2 A, e 0 b i i 2= 3 1 5 7 A= FRIDAO
AHEEIE DL 55 R E D 2fE.

[0038] YRR X — 505 ZE v, FITRDAO 5 B AE TUDAOAHEL LA 2 /D 10 A5 39 I AuC.,
[0039]  ARHEASCHRALI — A0t 75 5, 58 A RUDAOAHEL , P BZ 4Rt 52 20 DAOIT) PN A ik
DED10% . 25% +50% 60 % 70 % 80 % 4 190 % .

[0040] AR5 X —N Skt /5 5, 5 HF AR TUDAOAHEL , A A SC AT [rIDAOII GAGE, 37 Il T W IRy
2=/ TRIR BT 245 55 A 100 2 /D 10% <25 % 50 % 60 % 70 % 80 % 5 Al /2
90%

[0041]  ASCibRFE M 1 F 2 DAOEL H IhRERT AWl 2 , HAU & 2 S8R P #IISEQ 1D NO:
2.3.4.5.6.78+9.10.11.12.13.14. 15551655 5SEQ ID NO:2.3.4.5.6.7.8.9.10.11.12.
13,14, 158 16 AR —AEAT /090 % 17 A1 [F]— 1

[0042]  ADAOILHAT ZAN-BEEEAAT B, FAE PN 5T P R R 53 SR 5E B R AR T 4 1)
Hh1, FEAsn - 1684 [ BN 1= Tl A fi A 2 DU fid £ 03 S METRIRR AL

[0043]  ARAE—NoIE T 5, AR AR ) B DAOE—25 A0 58 M, K5 HI 2 2% SEQ 1D NO
LR 168 ) 2 LR B, o 5 B M , B 81 & A 2B 16812 11 B 1517 o BEAR I B, AsnffiG1n
TR 5 ) b, 3R A8 415 184 N A S Al AR [P DAOKIPK o B A 1 3, Tk DAO £ 25 2 B PR F 411 SEQ
ID NO: 106.

[0044]  ZARSCAFEAE T EEAHDAOSR HLIhREAT AL Mk 2y, Ho i SEQ 1D NO:17.18.19.20.

]
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21.22.23.24.25.26.27.28.29.30. 315 32FH [JfE— Pk 5SEQ ID NO:17.18.,19.20.21.
22.23.24.,25.26.27.28.29.30. 31532 [T — A FAT 090 % 1 7 A [H]— P bt o
[0045]  ARSCAFRBE T 4l UnAS SRk FIDAOER L THRE Ml T A=W 3 S R TR
HI|, R A5 FEAISEQ ID NO:17.18.19420.21.22.23.24.25.26.27.28.29.30.315§32
BB

[0046]  ARHEA A A — AN FAR S J7 28, ASCER T RS 20K, ik il G 2 B 25 AL
FIT IR [P B4 DAOFI A TG AIMIG F145 1 (HSA) [Fe g Mgt al L F B, b prdk it & 22
AR TR 4 DAOT Dh BTG 14

[0047]  ASGATREE 7RG 2K, Ak il & 2 I B 2 A S TR 1 5L 41 DAOM A TgGI¥)Fe 45 44
18, Fridk S Z KA SEQ 1D No: 56 =70 fE—~8k5SEQ 1D NO: 56 =701 fifE—"H
HZEDI% T R FH1

[0048]  ASGATREE TRLG 2K, Ak il & 2 I B 2 A S HTIAR 1 HE 41 DAOM A TgGI¥)Fe 45 44
I THRERT A=Wk 2, Frik it 5 22K ISEQ 1D NO: 722 10271 i F— ek 5 SEQ 1D
NO: 72Z 102FR [E— A D90 % (197 A1 [l— PR A o

[0049]  ASCHE— U Ptk 7 E A A, Bk iR A1 3 AU S ARSI IR AL TR 41, e 5l 3
PR B AR A AT TR R IR 25 R sl LBl Ak A

[0050]  ARHE—A0E T 2, AR T RIA S I BB G S rdZ H IR 741, ik %
TR 41 T B E b F2 A e

[0051] AR S0 5, ASCERME T 4 B BE IR 55 AE P sl FLEh P i) 41
i AN A &R S AR E4LDAO0,, A BT 1 = gt B b 5 DL T
TIZH A1 2H  CHO4R i  Vero i Jitd JMDCK4H NI « EeRihE (Pichia pastoris) U AISFOANII
[0052] At DHRM T3k ARG, Bk Rk R Gt S iR s Rl plr s 250k AN A S
W TE E ANk 2 4ni &

[0053] AR —ASHhE T 26, ASGATR B T A2 AR I EE 4 DAOIA /5 ik, Firik 5 ik
AL NP

[0054] i KiZmbs TR DAOIIAZ TR Iy 4l vl B Sk sl R

[0055]  ii.FHFTIREARL AT A4,

[0056]  iii.{FFikTIRDAOIISA: I ESFREEAL I A5 -4,

[0057]  iv. \JE 4l 7Y T BRIk DAO , AT b 1o o Ml Pk s = 4l , DA R AT
Hh

[0058]  v.4li{¥ffriRDAO.

[0059] AR 0E T 5, Tttt T Z9Wdl 5, Firidk 25 50 5 2 B iR EE 41 DAOFIM T 28
H— Pk Z RIE 1 -

[0060] R0, Frak 254020 ST LA ik iy LSRR B ek 28l Hoftb 14 15 o0t FH & 2 a0
IS A Sl PN R R o

[0061]  /E M —ANS0E 5 S, Sefit 7 FrR B2 41 DAO ] T+l 25 29l i i

[0062]  HERI M, Brk B A DAOR AR (7R Yy 5 B A AR DR , R T R T 18
AR N P50 i 5 20 T Il DAOTE VR BARAR S 5ms , BEARS B ] 9097 i B  B
PERTC S VEEIE A VSIS VNG RN AR N PR S 8 AR N R SRR A A e Sk

8
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T~ R PR 7 96 98 M B R AN G 225 B R ANEEGE 275 AE (MCAS) Je Ik ~ ST gl
L A ORI SR RERE ABUITLAE o

[0063]  FEACE A —N St 7 S v, BTk 552 DAOI) FH i fu Ff Tl ask 25551, BT ik 2455750 1)
TIRIT Sk A AR AE , R A T I S R A R MR 5 5 2 e Ik DAOTE P
B AR S 5 , BRI 9697 S U B s AR v B RS  VE SRS
Wit A A AR R P B 48 VAR I PR M 58 2 Jle Fh B SR SRR R B 4R 8 M IR AT i
ZNE PRI 255 E (MCAS) Sk T TR AT L= A 502 BRI I R e
AR -

[0064] BTN S, ASCHR B T HEEE R VERCAAR , B AR S MR B AR S 1 4
H R DAOIIGAGES & G5k, KR 2 855 £ 25 SEQ 1D No. 1194515 55568- 575/ [ 2 5L
I — k2.

[0065]  AIEFARHE , ASCHRAE 1 HERE S R RC R, iR R S B AR R S A I 25 /R &
Pt 22 25 & ZEDAOINGAGE, S &5 A3, R B/ 855 2 25 SEQ 1D No. 114 511 55568-575/1
HIE SRR AR — 2

[0066]  FERIHY, FrikFc Rk F A N BIAL A AL AZR /N -l sl i 4 5 8 1
[0067]  fr— AR S, FrR i oe P 45 68 A, Rl st B R DA N I d sk
2 .

[0068]  -Huikulkboih B, i WA NI4T E : Fab; Fd s scFv s SUASTI ; — RS Fvld g
A SO PR U FRES AT, 2VH L VHH L TgNAREKV -NAR

[00691 - HUAARIIY, ¥ WiAdnectins' ' Affibodies®. Affilins®. Affimers®. Affitin.o
PR 8K Anticalin.Avimer,DARPins®. Fynomers®.Kunitz£5 Fg I Ik . B A& B NanoCLAMPS ;
57

[0070] - — AR T & A5 DU G A I e A I Bl A 2
[0071]  ARHE— ST 58, ASCERHE T -2 e 15 Ik DAORI I = &5 A Itk G T
7 HAREDL PR

[0072]  (a) #4973 FHDAOSFHISEQ ID No. 1FZIEMR I A AL FRE S HIGAGE, & &5 A3 T
R,

[0073]
[0074]

b) 1 % T PA N A A T3 R e B A E R AL S

1) Ri 531 P B R e &,

[0075] (i) /Ny Bl fe e B 5, LA e

[0076]  (iii) A SR MRS T

[0077]  (c) RHFHHFBAEFT R G 5 CACHE & S ) T M USRI 2 [ 3 T A5 2
FrffE , AR AR T = 45 S & Fi ik A SR e B dpe IMEAB AL s LK

[0078] () PP AT IR D SRR SRR IR L W ST 22/ IR S BEAT 2= 45 5 254
S RIS , TIPS S5 TR T 2R 45 S sk e

~ o~ o~ o~

B 1352 AR
(00791  [&]1 . B A= FUDAOANERAZ 1 HIDAOR 2 SE R RIAZ R Fr- A1 « 27 2 FE IR Fr A1) ML
BT IR Swt PP AIAHEL A N IR B3R 0 IS 5 s HUARHA T B fiaF e LA RHA

9
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H M7 B HRR H TG U BEIX (4K 7415

[0080]  [X]2. Hid] A\DAORFA=RURIT 2/ Il ST 22 AR AR M 25 - B IR B h 2% 5
[0081]  [&]3:5DA0_WTAHLL , PAMIK50 % FOER IR EE MU 25 - B s BiHepmut 1 AFNTAZ /A
[0082]  [K]4: / 55DA0_WTHHepmut A {A— L IF 75 7 SK-Hep 1 410 24Vl 25 11 B ER 2 5
[0083]  [&]5:5DA0_WTAHLL , Hepmut44Z A i /s H 55 SK -Hep LA RI 45 5 ) 5

[0084]  [&]6:DAO_WT/HHepmut 415 & Ak ;

[0085]  [X|7 . ~H T 2RME: () Flllog yv-FifE (b) o ik N ) Img/kg DAOARIASS , 5HpA: 7Y
DAOZE FIAHEL , Hepmut 4fHAUC (Hh£% AR B bt 1947 ;

[0086]  [KI8: AN ST , H9DA0_WTER I AHLE , Hepmu t 4 AUCKE I 1 16£% 5

[0087]  [&]9. 14 Ff{1mg/kg DAOHFA=TURHIA[Fi]He pmut 28 AN 1K 34E 5

[0088] 10: 5 PA1mg/ ket I IDAORY A= U SR T AHLL , 25 /iR L e 3R 45 & a5 At 28
L RHTE RN ;

[0089]  [&]11: 5DAOKTAERUEE FIAHLL R 45 5 5 A S R TR T g 5

[0090]  [&12: 5L 1mg/keits FHIIDAORY A=A FAAHLL , I 2R 45 S IR S R RIS g
[0091] 13: 5 PA1mg/ kit I IDAORY A= U S FIAHLL , 22 45 & S5 I oS AR TH R 12 -
LVhy - bR

[0092] 14: 5P 1mg/ kit I IDAORY A= U5 FUAHLL , 2R 45 & S5 I oS AR TH R 12 -
A THT902 8T Sk y - FlbRIE 5

[0093] 15: 503 BlfE6 k4 SRR LA 1mg / kg it T F ¢ -Hepmu t 44HEE , Fe - DAOY A= HU 1)
THPRUGHE o T VB AR 22  ZePEy - BlbRE

[0094] 16: 53 BlfE6 k4 SRR EA 1mg / kg it I F ¢ -Hepmu t 44HEL , Fe - DAORY A= HU 1)
THERUGHE o~ T VP AR R 22 s Log - FPRIE

[0095] 17:Fc-DAO-Hepmut4 < H T AEREIK A e 1mg / kg Jr AUCTHI SR ZUBE TN ; Log v - FbR

i
[0096]  [K]18:Fc-DAO-Hepmut4 <t | AEnf kN i H Img / kg i AUCH SR 2138 I 5 Ze ey - Bl
B

[0097]  [&]19: DAOZAZ A 25 [ BT ENIE 5
[0098]  [&]20:DA0_WT5cys1235847 2 [AIDAOTE PR A A2 5+

BASLiE A

[00991  ERAESIEFE REkE X, A3 WA I T A ARE ) BAT A AR A b (g 2
SRR BARN FUR B TE I o P12 AR HE T, 7 dnSambrook S A, “Molecular
Cloning:A Laboratory Manual” (582hR) , 25 1-34, ¥ SR 500G == kit (Cold Spring
Harbor Laboratory Press) (1989) ;Lewin, “Genes IV”, 4~ K H kit (Oxford
University Press) ,4H%J, (1990) , fllJanewayZE A, “Immunobiology” (585 k51 # ik
AN, Garland Science,ZH%],2001) .

[0100] AR BRI RBUEAALS S A ad ek sl A = e 2 A =it i g i, ik s
FEAn AT U R SR (P A= 20) 7 S AR A o RV 55 R AR G5 P BEA 7 A — & R BE I P A ) — 12k
BN 385y BRAG , AR WIRIA KL T3 A0 g (an, s B2 F8 07 B AR I A1) S B 1R 7 41

10
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Rl A5 FE A 3 A AR AR A R 4 RN B R (4 ) S “ s 7 s Ay, 9 B
PRSI “ L SRIEII 1o 45

[0101] QAT Y, AGE “Ca” &7 “HAG7 M “E4E” 7] DR S I BN gl
TR E , SR H e R sk B 2 . “H . . A R PR E R R e P
PRE, Hrh s EAth B R R, S B 2R EE A . AL PR

[0102] ARl FHIRTE “40” & $aARIR B sk AR 2= 45 e (B 1 +/ - 5 % HI{E

[0103] A DAOR RS 297514 A IR I HIE R A BRRE P 19 — Z8 R « AEDAO — R AR Ty
LA e, HrP 1042 5S-STERIT HAMN RS 55 B, s iR 12351633 A% 5
“REITER .

[0104]  GuASCRT Y, SR 48 7S DU R = RS - Zm A i — PR SR A7 AE D S 3k
TR o X 20 P FEFR T LAY A F i FEL T « L FEL AT AR 671 AT 28 TR -

[0105]  "NHZRH T “Hid” GBS R HAT N ) = BRI R R R 1 -

[0106]  PH4AIR: (Ala,A) B, b,

[0107] KA : (Asn,N) Bt bk

[0108] sk : (Cys,C) AR, Atk ;

[0109]  AEABEIZ: (Gln,Q) M, s

[0110]  HE(R: (Gly,G) AEMME, itk

[0111]  SFadfiR: (Tle, I) AR, ik

(01121 =548 . (Leu, L) RN, P,

[0113]  FHRREG : (Met,M) JERLIE, bk,

[0114]  ZEPISAR : (Phe,F) JEARIE, it

[0115]  Jili%i : (Pro,P) JEMME, bk,

[0116]  22541% . (Ser,S) Mk, ok

[0117]  F500% . (Thr, D) B, ks

[0118] %R : (Trp, W) FEARME, ik

[0119]  P&5AI% : (Tyr, ) B, Hs

[0120]  Z5i5A% . (Val,V) SRR, i s

[0121] %% : (His, B ARVE, 1E (10%) ik (90%) -

[0122]  “HFIE” LA s R T -

[0123]  F55dlR: (Arg,R) Mk, 1F ;s A1

[0124]  Hi%AF% . (Lys,K) &M, 1E.

[0125]  “Hy 7" IR B SR A -

[0126]  RAGAR : (Asp,D) AR ME, 615 11

[0127]  W54R . (Glu,E) #bE, £,

[0128] A& HADAOIIAIE “UE4H” S FRATAT LR Fr FI MO , B HA PR T S S PR B
I BRI S FHEN AR P DU 2 e BB - I 2B T DR S I E &
s, HAREERIA 2 B e e I8z, Bk oy rh i 2 D — AN A Uit
RE AT DA A GIRIE T AL, 3 A EAPR T 5 H R B AR O S T
[~ 2 - TR ARILEIE 3~ 75 PR G 2K PRI 0L~ St U 5 SRR i T &(2h \PTAD \Na 104 £k PLP

11



CN 113785052 B ﬁ'ﬁ HH :I:; 9/31 71

(A
(01291 7 B W AR AR D BAE 26 11 TR T b, o LT b2 e B Ve 184 2 1 S o
PRI b, 75 USRI R O 2B HTIDAOK 5 123 F16 335 LB o7 ) Cy s S VA A T R4 1) o it it
B MR T B ey 5123, B B 2B Koy s 123583 Kalal 23, Q= LENIDAOAS A
VE T B S B0 0 B S R i s At 4> TR 7 P ZECHOZE i P 3855 FR41DAOST , —
T 17 EEIIDAO Y - (920 % 230 %) AMUIE A 2R 4K, 111 HR DU ZR 4 L 7S B AT 2/ \
S XS T N B AR AR L ELFT DA A & F AT AR AR I IR e o AN 2
TR AT B FUNERFEIZ 5 2 AR S FLAS WA S A NSRS R B, 76 2 — i e
I NER S PR B o VS IR, 330 Y S AR 5 1 S5 A s A ST 38 110 £ 2 DAO AR
Pl 1) 23K Al  FRAE AR AL NG B 2 o T35 (EDAOSR AT 1 PO YA AT A Fr 4 bk
SRR SR 5 A A B Cy s 1235835 , 76 75 2= 400 e 1 S CHOZMIaI) 1 3 i s S & BHDA0 —
=

[0130] 54k, MRS —AN B S 7 58 , 7 556335 Mo 7 10 b Sel i th AT DA AR S 41t
cys1 23R BEF TG . Cys633 A% 5 — Bkt TE ik «

(01311 ZERRMESE T, P IR aa R i 5 T DUk 25 00 T-IX DA™ A e h S Ak A7, Pk e
ER SRR S FL T G 0 S e 0 R M) ST o FE S8 LR, T Bk - W o
SR TR B BB B BRI T o S ST e S B 5 AN — BRI R
R, E 8 B E =R 00— ek o S o T R — B A KB B, 2 - B A e
13- F 5k - 4- BYILIERRAD BB TR U D E b A% S R PR LA A P et 5
T 1T RS R PR L SR o AR R IR, 330 5 J87 T DAL= A TS 4 i 22
W) s KRR I A DR 5 CA 1 - 5 P TsI)

(01321 FEARTFHEAMIPN , 6 A4 FHAE K AR S EERR B RAR S 5L IR o 38 T 1 28 T AN A
RARGAEERR 0, T AT AE PR P07 AR R gt s 0, e R AR A4 B rh o o
| ER IR AL T DA 11 (ERPR D - S 5L [ P A 5L N R BL 5 B8 o L 4 385 B
LR B AIER | B I JR S EE R  ACHC | R ol T SR , R I S 1 3C N/ sk 1 BNJET B
(), B BB - 2 R - MR R (3-SR 6- LR . 7- 2 T M VAR . O
PR e P L (P P00 P e« — PR - J e R I S S L P P L - i 3 - k-
AR IF S RS R A

[0133]  QASSCAIT A, R IB “CAGES & 45 Rl JE H5 H A DAOIIIX B, HE 5 15 S5 A4 U ol iz
S OB 22/ BRR S W 2 R 22/ i T 22 L e £ 26 1R T ) 110485 5 A
FAE S 2 /B O BT 21045 S R R0 A T I R4 h B B 47
LEF S URATA4NE -, % v B 4ni.

[0134]  JRIB “GAGES15” T HEDA0 LM ISt , A MR 5 I 22 R £ TR T 22 YA 1R FHH/
L8  GAG F L3 3 7 6 L AT B 5k L RIS S5 2 1 T Ph oty LE T A S e 2
A E PR S 2 R 2R I R S5 £ T £ 45 A 2 AN AT DLl B AR A RO T
i 75 1A « ST 5 1T T AT GAG - 25 11 A R T, O HL— B 2K A 11 B 4
BBl DL 0 R 1 TR S A SRR GAGHE G S I 20) Bl b3
T4 o PRI B8 1 S P A T 425 5 (R 28 PR, 9 EL W BT T B B 1 5Kk A
B AT A P2 /D I NaC LR B 4 2 Tl A, LB 41 4910 7= 10 MAK A (75 A= P

12
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ERUR N R AT A E) o A IRSEATT (107110 W) (85 A B4R “IEH 45145 (0. 15M
NaCl) NAGEEENFTE0.3-0.5M NaCLKPEMi. I/ i3 TGAG-E5 A BAH B /E 2 e 4
FHERBRE, H BLAE L R FIGAGES 585 (I AT LASR AR S A 1A o AR5 TR TT A
SEAHRPE TS AR F Uk A AR 20 [ e Ve LS5 ELTSA DS AN B T B ot
T R A e AL SO CERC WNMR R TS B AR Y 2%, E N e e it
LRI (AHUEAE] ASTAZ] | A Cp [BE/RIVAAR V] 5 B 122 550 (GG AR 2 %)
DA MAEGAG- 5 [ UM T AE T A i -2 il R i 40 P 8 s (Esko JD. %5 A Essentials of
Glycobiology, 283k, 8538%%,2017) »

[0135]  R§ M, AnASCRTAR FIDAOR AR PR FAT Ik 35 1 el il o HH AR S5 T 2280/ sk &
W 2B 456 - R, 5B A TUDAOAHLL , BT ik EELIDAOHI T & /IR ORI R 45 5 3% A1
/D ZED10% .25% 50 % 60 % 70 % 80 %  J35 I /Z90 % o A FEr e 5 1k, i T 2 - B fig e
R E S5 G o AT, FOAP A EARER e B N YR 75 DAOAE PRI LRI R 4k 15 14 In i e e JBE 445
HADAOES I (f5 FAE280nmAb MR ' EE I Ft) ki B PP B DAOF mMER 1 i o

[0136] 5l AL T AEFIDAOAHLEE , A B DA — 25 {7 HH BRI 1 P R 4t Fh i P
U R RIHE, 557 A= TUDAOKHLEL , # PN R AN AL 2D 22010 % 25 % 50 % 60 % 70 %
80% 57 E90%

[0137]  F§HIME, GAGES & 453245 SEQ 1D NO: 114 5 1L 58568-5750 £ 5 Sl AR o /L FIT
RESFIH PN, AT DB 23,456 TNk T 2 018 o

[0138]  DAOFAAE — IR T 1 FH 25 A7 24 B R M4 4 RS 22, Hoh Ko 1E 01
R b H A R RS S BRI P BE S 5 R 456 o[ 7 45/ 55568 - 5750 I S LR 1Y
GAGES & &5 4033 2 A, /EDAOFR T _F i HAth i s R sl 2 th Pl e 2 5 22 /TR G %

+ A
e

[0139] X0 i SR A / SO S R P (1) — bl 25 PP (2 1 T LAt — 22 [ AT iR B 2H DAOT
2/ R OB 2555

[0140]  DAORYATE ‘WG " & HE TR 22 i A et (B sl 4 ) e (i 2 56y
AL | RS I RE T o IS TR I PR B EHR AR W IDAO B S5 A B B A= U DAOAH ] 5k
FECAROBES M o Dy R RS MR ) 2 /D80 % R I 57090 9% (MBI T B e Dy 55 A= 284DAO
ARCAPI RS 12 o

[0141] Ty 1 #ffiiE DAORIRERE M , A] DA FH A S, B AR AT 5 1k o 1 28 5 7 n] DL AR
T TR S (HRP) A SR S LI E (Bartko J. 5 A, Alcohol.20164F8
H;54:51-9) ; WHolmstedt B.0.fITham R. (Acta Physiol.Scand.,1959,45,152-163) fl
Bardsley W.G.% A, Biochem.J.1972,127,875-879) ATk 10 Y66 1k i ik
(Gludovacz E.ZE A, 2016) ; AKIN K12 (Okuyama T.#1Kobayashi Y.,Archives
Biochem.Biophys.,19661,95,242-250) 5 i il e 22 GHNRE A=W el R PRI RE U5 1%
(Zeller EA.,The enzymes, (J.B.SumnerflIK Maybick 4g#5) 55 1145, AFl4y, 55536 11,
Academic Press,Z1#J1951;Shore P.A.%: A\, J.Pharmacol.,Exptl.Therap.127,1959,
182;Ahlark A.,Acta Physiol.Scand.Suppl.,1944,28,9) .

[0142]  ORGE “DhERARAR” ok “DhRBIG AR AR 38 B AE RIRAAAE SRR B R AR A, DAL M SRR
ST AR AR R IRAEAE AR R QARG 2RI , S50 B R A A AR sl I B OB,

13
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FHIEAE T A — AR — B A SRR I U R I sk in, HR AR FANK
AT AZIR B 2 K A= DR «

[0143]  ThfRARAAT] DA I 20 IR sk A HF R e A1) e A1 e, A9 anii o — ek 25/ s Ak
AT, FHor Y 5AR IHALE IR, 721 2802 R BA sl s AR R 1 2 I IR 7 21 1 1)
BB o 2P A AR P DLEFEEANBR T (PRAF) BRSNS RO SR AN o ST B A
MR 2R BSOS FE IR S PN & AE U o I 2R S B 22 EL A B M T
PEMGE T EAR I IR AMVEE A EAR A5 R A BE AT FLAT AR MU /M B o R S 24 2
78

[0144] ;5 AR B M B R N A2 IR 1 T AR , H S B IA XA & 5 41, T
WAL A1 5 AE T AR B I SRR 7 A AN 2 A AE 16 T AR 2 R B Bk A 4 B
KEFHN— N Z R — (RESD) sOBI AR -

[0145]  fE— AR5 S, v] AR I 55 4 T BoAE 20 K N AT AT o7 B R GAG 45 5 45 44
155 | NDAOH AR £ K 7] DL R S 3508 P 41 X IFX2X3XALPXS A A, X LT 2 kiR, 4 ) 2
ABES, BRI HES ; X2 R AT SR, Fr K X3 R ATAT SRR , KRl B Ak T, BRI &
T, XGE R SEER , FrREK, I H X5 BATA 250 , K LEKER T, SRR BIHUE T A — Ak
ST T D, 53 LR R 5 SFKAKLPK (SEQ TD NO: 33) AFKAKLPT (SEQ TD NO:34) .AFKTKLPK
(SEQ ID NO:35) .SFKTKLPK (SEQ ID NO:36) \AFKTKLPT (SEQ ID NO:37) .SFKAKLPK (SEQ ID
NO: 38) [ — N2 AN 5 I AASCHRAIDAOZ Ik«

[0146]  GnA ST FHBIARIE “Fr A A — 1k RO P S 5L/ e A1) 2 TRl sl A R
A 2 [AIFRARSE , I sl Fe A [l — P ek 5 41 B AMAE O R R A o S AR AT R ok S 3k
PR FIAHLL , 28 R [P ek B A R R P R e A1 R —PEFE s A ek 58 2 A e A R IR — 1442
JE o PRI B B 25 N S S5 - 51 AT DAE AR A ¥ L AR A sl R AT I S B PR TR 3L, 1F — e R
I, K100 % o IS BRCE AN IR Fr 51 AT DAAEAR A i E A AR el PR AT FOBRSENS , 75—
ERERE I, mik100% .

[0147]  JFAIFEEER 28— P T % B (Flan, 2/050%) 540 Ve AR
(A L AT AE T o 228l T 3 AR PR 22 T FLUZ I 4BLAST JFASTAFITHMMER

[0148]  FF B ARCAIA: 48 25 T DA b A ok s ARMDA VR AR S i R REL e O Ze ot i 2 AR
PER % e 1 2R R AR 1 ek AR o [P IR A T DA 4 LA R , HAE A B
ANFI A AR P RARIR] 85 5T, BTN RIAS ) A Rk sl b b 2528 1 O AR AR

[0149] T #E PN HANT AN EAME % , BN 2 — 0 I HANFH, 2R
Je T AE DA BB M S B AN % TR 85— 41 5 88 AL 3 81 2 TRl IR —1E %
[0150] ST ASCHTIRRIEASETR 74 « IR RI LA (R IR T —1E 20 bE (%) 7 3 0E X
NAEREXS A3 HLS NS (AT 5D DA i K A 2 Bu e SR — 15 HAS S FE AR AT R
SFERAE R A TRl — VR — 30 I , 53 Fe 47 Fh S5 R A 22 I e 471 Fh ) S8 SR PR AT R U 2
SERRFE I E 23 bl o ARG ER N SUR] DU F T M0 EE S 1 Y S8, B0 T Ewtt
B A2 K E S KR T s B AR 5k

[0151] T ASCRT R H I, BN 24 8 1R 7 41 2 [R] 1 7 51 ] — PR HINCBT BLASTAE T
2.2.290% (201441 H06 H) ki , Hiblastpide & LA T sl S48 27 :blastp, 7
K6, W .10, Hitlist k/N:100,Gapcosts: 11. 1, %0/% : BLOSUM62 , o JE 77 H . F, mif%

14
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A1, E RN 40,180 21, B T R St < 2,

[0152] ST F A, IR 7y - sk 8553, Fe ol 52 a ASDNAFT A1 1 “[rl— 1 1 47
bt (%) 7 8 SOAAELE AT A HL 5 N2 (AR T2 LSS K B 29 B e AR — 10 HL
AN FEATAT PR SFEUAE N 3 A0 TRl — PR —3500 i , 5 deDNAF- 41 v 55 DNAF 1 R (R AZ R AR
[ AZH R Y 1 79 Bl o P A RAAS ST AR A 19 2% 75 =X, 490 s 2 AT R o S
KT T E ARy A R —1E B 43 bE B BRI EE A « ARG E AR GrT P e F -
PO I8 M 288, B3N T AR b BRI T I 4 K b SEE e R BT i i B A A Bk
[0153] bt AT DA F T EE 0 e A AR AR S SR e, Firads S g A BRI A 451
SR AE S - IRRF R (Smi th-Waterman) 59k JE#E 2 - T (Needleman-Wunsch) ik 5
T2 - S (Burrows-Wheeler) FEH 5Bk (i, B2 27 1 - S LE X #5) \ClustalW,
Clustal X.BLAT.Novoalign (Novocraft Technologies;H]ijj[inovocraft.com) ELAND
(I11umina, S5, IIFIFEEALM) ~SOAP (A[j[A]soap. genomies . org. cn) FiMaqg (] 5[]
maq . sourceforge.net) .

[0154]  QASCRTIR FEIDAO F] LA & 24 25 FR 7 71ISEQ 1D NO: 22 16/15SEQ 1D NO: 22 161
HIE—HA90% 95 % 99 % 197 A1 A — PRI HATA DR AR k.

[0155]  FiriR Hi41DAO S5 B A= RUDAOAHEE H AT HG I I Y- 200, 5 A ik e 2 0] 5 A
HIDAOAHLEIE I ZE /D 1. 5% R e 2=/ D2f% .

[0156]  Z5WiE T sk WA A IR ST TRL e AR R P T 0] o 62 A8 AR PN e 4 L kT 2
29Ik B B R D — I TR I TR] B o 251 -2 I i A S I R skl s Fh i 254
A I W IR Bk - A T 25 DI 2 sl i s vh RS A 20 5 o0 -]
BE MR B IHIR , 5l e PTLARA 2 55— FVAR PR =, W a4 i, sl e n] AR I
BN o IR WP R 25t PR OB 15 B , O HL 25 & M B R G 2L Fh R o A R R o A 4
o

[0157] KGR - A28 T AR (AUC) S 1 it FH— 771 25% (B, A Hr s i 7
ZHDAO) JE XS 29It Sbs S g 20 H A png/min/ml oo b 2% B AU 2590 AR N
TR 2 ATt FH ) B o SRR I 2591 5L T DAk MU PRI (e FH 259 Tal) 2100
FELFSF 1) , SR A I T T B PR T S 1R B A D s R 0 SR oAy o I S B B B AR TE IR e
FAF R 45 55 Y 2 G £t 2D 1IN, AUC S 7 1 EEL « AUC 5 2505 R 22 ik ) L
BT R sy , 29 e AR IA R IS TR, T FLIM 2R Z5WIk B B sl o ERTIEE , A2 X Ry
BN T2 B R R AR - B TRl 2 S T AR N

[0158]  E5Hp /L UDAOAHEL , WA SR R EE LI DAO LA /D 2f% . 2 /D5 % 1065 /D 1545
F/D20f% . /02565 E D 30RFHIIIIAUC,

[0159] Ry “Feik” 4% UA b5 PR« & Rk 71 (G anASC AT iR rfh & 25 1) 1O FT
i RIS 7 A IAZIR 53 - P LA T3k H 1 o PS8 Fp A A sl AL g T e A 4
ISIRE 5T o0 T SR, AT LUK SRR AR G B0 o AR AR R 5 AR 1T, AHOCDNA A LSR5 21 4
TR R B, PR R TR FRAE A T T 380 e AR T O HL S TN TE E4iie e
SNRDNAZAS AR 1 BN S 45 B I S 4RI AR A= A8

[0160]  ZRiDNAE it E 2 K ok & [ TR E S 2 7 21 [IDNA T 41« JA 2l DNASE IS
o) AT B LA 5 5 T Bl b il 4 A DNATK) 222K [ DNAF 41 o JE Bl F-DNAMI B DNA R A K

15
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H [l — SR sk B AR EA, I H TPk A AR soA R AE Yk o B 21 v R 2k ki i
WE— DT Rk E R RS — NS TR R rok B (lan, ik
ZPUE) 1bRid s — R ENF S (NLS) Fil— ek 2Lk &

[0161] QAR P “Fok A w2 E SOh v PRI B AAZ IR 741 (B, FE 4 L) (e %
S HmRNATE 18 1 1 B A AR I BRI TS IDNAFT A1) o DRy T 3RAF 30K , SRR 2 i i Ay
BEIFRIE T G AR [RIDAOFT A1) Iy M e B 2 2 T4 S = N B sh Ik
R B I AR R AN EUAZ SR B AU BRI « T T HE SRR M 2k 1 J3 211X
TR o B, 5 R S B I U TRk A A A Al AL 2 T, 244k
PN it FF s 2 - L R Y Ny, mT DA T2 s B S 2h sk is S R Bh 1, Bk T3k >
Yot B & - 54N, e e de )| 2RI LUE 3SR B 1o Ja sl 118 nT LA R S ik
WA T, BN S N e Gal 4 S S et A lackH s ¥ I N oA « 38508 B Bl 5
Fek G B A S A g 4R B 32 2 I s B R A S A — N e 2k
FEbrid (B, 2 3508 & i L PR k7 6 1 AT S 45 2% (zeocin) R RE 3R G418k i1 as 3%
BT Z PRI SEIN) A Z PR IVERE DA i BB 1 5 2D A AL SR 2k -, ik 4l
oy AR EE B —

[0162]  “SRIR T EARGMISZE R P DNAZ I 7 &1 sk DNALX B, ] DL PR E R i 132
RN A Sk SRR A S T I PR ek SR N IE B DA R, 7
T PARDNAIR) — Ak 2 AN BRI S AL Fi NN SRDNA, I HL AR I FR 28 A 55 T A5 4% 11 2L DNA—
ECHES 27 = 4o o EAAHE N SR DN DNATIDNAL B sk e 41, i85 dnae ks aik , th il DARERR
N “DNAFG A

[0163]  fRAn G id )4 AN sk 4 2 A DA 38k se v IE AT & BIE  IS Um AN
(I ZHDAO L A, FE4H 7 = 40 i ] DAk [ CHOZm it  COS 2t Vero 2 it JMDCK 40 . Herfi
LRI SFOANAE A Zifi A 1 WHEK FHeLa .

[0164] QA HT FHIOARTE “Bi” (5 H = E IR 7 2 DA R H B S IR T
Al o — i DL AR ISR “ToTks” |, JBURLE e — e SOBBEDNASY 1~ BTk 43 F- AT DAY
Gy sz 5N (FhK) DNAJ ELRT IR 73— AT DA Z Ml 5 TN ids (4 L A b« ook 244
WS A Y DNARIS 25F-DNA, - HHA — ANk 21 F T NS SR DNAF SR AR 67 15 o 2R
IR, ARG Btk (vector) ” Bk “Bokr” S H5—FhaifAk (vehicle) , 1l Fril #4A& n] UKFDNAL,
RNASF A1 (540, AL ) 5INAE g b LA 7 20 F BARE ST P A 0 2k (151
W, BN R AR A 21 4n i rh I F BAERSE Fe A O8N DNART DA [ i EE 41 4
BRI SEIN A b, w5 T AR 55 AN i o R 50, BTk A 41 R R R 55 AE 0k
WL Bk B .

[0165] AT DL FH TR RAZ R 41 51 NJE “E A AT L R e o X 28 G FE A
TR ESHE T  BRIBE I U A ST R L 5 L A G L IR BT TG B W BRDNA | JTORT 24 5
BRI B S =) DA K4 v IR 2 R 41 DNA L DNA | 15 i DNA sl HC AR A h ke st
TS I NTE E 4 i AR AP RS R0 5 7 (S 0L, Sambrook 5 A) o

[0166]  THTFLBNH) IR AR B~ 0 FE s 25 2  pSV AT CMY R A JETkr B A AT
SR 3 AR L KI5 75 o 1 4Htsps 25 (CMV) FISVAORY o 2011l o FH T L sy e 1k ik
DASRZD LR ek o iR LRI 2 ARR 85 )5 301, i Qe R 1~ (BF) - 1E3h-
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(01671 i Fl]_I- iR alpAhn e 4t , AL BHRAL T FT AR = B A DAOIY T3 72, ik 77 T
LA NI 25 B - 44 DAOTIAZ IR o 41 v I8 1) SRk A b, P P e (A A s 1 At
KR FLsh4nits , 7r FGEDAOI 4511 N REFR AL 18 40, W Ag =4t reth o0 B
DAO, ATt o 47 i = Al sl M4 R 70 LT3 73 BIDAO, - AT b i1 .DAO .
[0168] L4k | —FZgndi S, H A A SR I B 4H DAO o AR M — N HAR ST 7
2, B E WA TR DA S H DA PRIM S 2ol & TG S A i CReale
AL Ing/mL L) ARIHIAEATRAE , Fr 3 30 F Va7 I8 AR N MR , SR 51 ]
TR T U AR TS NEVE SIS SV E SIS B R A AR R R B 58 VAR R
SEIBLA A A I JRRE VX OBl S RIS < CEER S VR R B 48 28 MR  JE
KRAMEIE 25 B R AIEBGE 255 1E (MCAS) eIk -9 S BEgR A 5= s ez TR 1R
I~ IR FEREANBILAE o

[0169]  HpRIHE, T2 Wi sl 7 AN, ASCHTIAR I 25 G ndt— P B8 255 bl e
(ARSI, A9 A5 16 1 791 5X 28 25 A0 5 P DARR B A G WA e v S ko ok
W S T o 2 T i 255t T B 25 A AR TS IT A R

[0170] 2427 | AT AR iE 5 A R W HR L DA AE BRAZ AR AR [P AT A i
HIER TS 23 BT JoT ~ EAK S FIR ISR R 5 o 2777 1 A B 2 IR Rk 1 E A A5 - B3 45 e B
IR ERIK IRBRER LR P b /K AT et « Hh CFF 55 DL

(01711 HANTI 255 b Rl F 52 10 R e A& 2 R r) 9 B 6140, Remington’ s
Pharmaceutical Sciences (Gennaro, AR%w%:, Mack Publishing Co, 1985) . JAARRC il i Al
VU I LI T, T HL AT AR S R, v s 7 770 S S 77 S 21 1R 7910 3 Je 77
ik SepilR

(01721 gnHT- 1 B AN B 7~ AR B il Ay B s & DA ania s s SLIR s B i B
BN LN B ik N S

[0173]  ASCRTIRFIDAOKS B LATG 7 A R0 e ], Biraddia 7 A 3o s is M e T sz il
(B, FEAT R ) IN R LA AR AT a sl BRI 45 R (BRI PR &5 50 ny s okis 1k« IR
A 38 a L] SCRH TN TS 552 o A 3808 B AR TR 2 LAIRTT S IS sl A il e 2
S PRSI S

[0174]  BEnh i T 28 Rom e 54 (B, AR R F FE41DAO) e AR TE 25 A A 2= 1 AL
&, Frak R 208 AP 4s T I 29l A G100« Z9nme il ot i i 128 S e el B ) 220 L i v
7 IS B 1 B & R W BTy AT DA R AR SHE B AR G A E -

[0175]  ARPEA LW — A BRI 7 5, $2 it TRl 20K, Hoh B ZHDA0 S 5 B0 48
A, TR 8 s T DUR AR T ek AmIF FE 1 (HSA) .

[0176]  FR{5— A FARIE )T 5, HFc S5 IDAOE A SEQ 1D NO: 40 7T0H I E— kS
SEQ ID NO:40Z=70H E—PHAED80% , 5Bt 27085 % 90 % 95 % 99 % Fr- 4| [F] —
YR HIhER B,

[0177]  ARIE— N FAR ST 5, SFe A IDAOHSEQ ID NO: 72 % 102FH AT —Auk
SEQ D NO: 72 102H [IT—"NHAT /D80 % , 15 Bl %7185 % .90 % 95 % 99 % J7- 1 [ —
PR R B o

[0178] AR W 5t FIOAE “GhE 2 K7 I M A28 ((BAA—E) 1) I b e 2

17
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FLERI T A1) o ARSE A W RS 22K, AROE “Ri s S FE XRS5, B DA R SRR T
SIEFR ) (B, QnARSCE SR ZAEHRIFIDAO) 2R B0 (R g A\ 1gGuk A5 AP c 4k Ay
$0) i) e B el 2 S SR Sk Bk TR R e e , IR N (e 85 VRN 4
) IR BR8] o il AT LA (528 5 sl i AT T R A B PR TR 5 Tk T

[0179]  fF 250057 S, WIAKSCE XPIDAO 2 P 1o HCoR e 4% 2 N TgGIF e 4
P sk HS A B, A 2850075 S, AENAR b 25 CoR b 7 1) b, AR AL WMl 5 2 Ik 2
DAOZ I AIF c 5443 2H 53 ok HSA .

[0180] Ay SR, ANAS SCRE SCAIDAO 2 G 1 HENAC i FL )y 42 25 A\ 1 gGRF e 4k
Pl HSA G BT, 77— 2850056 77 ZE Fh , AENSR Sy 25 C R 5 17, AR Rl 2 I & Fe 5
Ik 2H 53 5HSAMIDAO £ JIK o

[0181]  JASCRT RS “2 I & frai i TR S I s R . 2 T A — B
T 25 S SR N AR iy 21 2 Al B R BN COR b A TR P o Z2 K T DARRON R 7 41 Ik 2
F1 5T, B AT DA H e i b R AL R B IR (A T8 M

[0182]  AR4E “HAN %Rz (covalently linked)” 5k “HefriZEds (covalently linking)” &=+5
Fr R i g5 A3 i e B d% (connected) mii%E4% (1inked) o

[0183]  FL{kHh, anASCHT T, RiE “Fefih & 2 I U E 6 2 4 K Fe S5 A R A A TF ORI
DAOVA M A Fe Sk dul b B (Bilan , 4> CH245 Ky il . 4> CH3ZS Mg iy L CH2 Bt L CH3 o Brisk L 4H )

(18 5T Fefit S8 H b AT DA S B EE DX (43P ek 5547

[0184] AT, Fe X A i B0 S 85— 1E e X SR BR AR 11 §5 A3 2 SN PL IARTEE X )
2RI B A Fest FRTgA TeDANT gGIf i S PR EZE X o Re Bk 1 4543, DA M T gE
LMt Ja = AMERE X T B BRER 1 S5 A9, DA M AT e AR s BE S5 A3l [N A iy 1) e PR e
X o X T TgAMITgM, FelX m DL 5 T4k o 4 118G, Fe U 2 G & B £ 11 85 9 4 Cgamma 2 711
Cgamma3 (C y 2H1C y 3) DL M AT -Cgammal (C y 1) 5Cgamma2 (C y 2) 2 M EREEIX « R4
FelX R SERT AR AH N T gG R BEF X1l 3 % 8 YO AF HOR B R 0 2 7k 1 C226 5230,
Hihgms 2RI n{rKabat (KabatZ: A, Sequences of Proteins of Immunological
Interest, 555k Public Health Service,National Institutes of Health, = H 2% Dl
FERTIE (1991)) AR IEUZRE 511 o Fe T LUE FR 540 B I X, sl e ik ik BBk
Fefl &2 N 5 NIV

[0185] L5 URSCHTIRDAOZ IR & HUHS Ay A1 AT DA AL & B A= 0 e A e 5 By AR Ry 4] (SEQ 1D
NO.103)90 % VR A& %7095 %  BERG BIb 2 /D99 % B I 22 /099 . 9% i Al [rl— 1R o £
2EHD, FEDAO SHSAZ IR & B £k 771 R B A 5 2 28 2910 S FE R Tk Ak

[0186]  ARJE—NHAKILI T %, TIHIDAOIIGACES & , B IS 25 /IR LB Z 455,
75 EXDAOI A AL BEAR I FLAE BRI IE PRI DAOK 3 I, 1 W] DA 1 AUCSKRAFAE o a5t 1 1
WA AR YIDAO , DAOA L i 7 HH i AR I 22 / IR I 22 45 o

[0187]  £F DHAEIAH G IIDAOI) Iy — Mk B Rk —Fh S22 /iR L B R 4 5 4
PSR P P 25 5 O RS R RO R b, Bk sl o R Bl AR AT B A T DA R I 2R 4
B EIRAL S S = DAOTT BN M BHIMr T I 2 85 S d A el ] AR, e S , Hop
iR fil A 25 1 1R 50 78 s LA I R 85 G a5t hne , of BRI A S B A G 2
R AMIRN SR SRR IR .
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[0188]  YE NS 5, T 2/ BilR CIEHT 22 4575 ZEDAOIKIGAGES 5 45 At 2 B0 o P 4 ]
PP A A Bk 5 DA PO RO  foikek ok BB, s an bl N A i
Fab.Fd.scFv AR AR Fv DU SR I BTR AR BTR  BR S5 A3 ik (AVH
VHH. TgNAREEV -NAR) ; UMM, i WiAdnect ins™ (5 HTA N A4 bgidi s B ZRHE IR
HIB- T &I OITE B4 —R 74 ESHURARIF BB AT i et 5o as /il 45 44)
Affibodies® (Fh 3185 AN —N 1 gGE5 & G5 A3 1) = ZR 1 — 2 e TR A Bl P /DN ] B 25 1
50 ~ Affilins® (Z54 LA A2 2%, Wk (B Be 8 0T 34 1] 5% Be g S it , - Ham ok
JE RBUR (i s B A R s AN 08) 43125 o AF €1 1 E FON HU 1 53 0 RIS S 175 T 26 4EL
TPk ARAE G5 AR XA — P BT ARBEY)) « Affimers® (UL S5 HTAMH{EL
HRE RSN D R S A AN 25 50 FH/INE E D) WAfTitin (BB S
PURIIBE TN T H) vofk @Kk Anticalin Avimer . DARPins® ([N T HTIABELL
B, FLHUTURD R IR v R S A S R F R B 1 45  Fynomers® (i [ FynisiBH
A SH3ZERI K/ NGE S35 1 (TkDa) |, FH AT DL T RRAR DL = A S0 ) 4 i 45 1 o s e e R v
SEMNEESERIE) Kuni tzZ5 K3k PRk NanoCLAMPS (CLostridal HiARBibeE 1) ok
SN ERE AT & 258 PUAR S A e AR U O Bl 5 2 1

[0189]  F—2b ML T T % &M iR DAOI T Z 45 S b & Jy i, Bk 5 R R

N7 $
[0190]  (a) #9f HIDAOFFHISEQ 1D No. 1ZAFLAR LA AL FRIE SCIIGAGES F S5 A T
AU,

(01911 (b) sk 1 FRDA NI T I e B A A S 54

(01921 (i) Rioy 1 Fr B4l e &5,

(01931 (i) W Bl e h e B 54, LA &

[0194]  (iii) b SR KRR

[0195]  (c) SRV TF-BAE TR &) 5 CAGHE & B A ) T U 2 I T 5 7
R, AR BUE T 2= a5 G e aiarh Fird b S s B e IMEAR L s DL K

(01961 (d) WA TR S BRAFI A R AR 5P S 3/ BRIR C T 22 45 5 4540
S MR B, TP TR A S S T T 2/ B AT 2 45 a5l 4 5 1 E

[0197]  RIE “g5Ag A bR 2 fa—4UE, IrdERRE |22 A S, — P a2 s AL RIS
ORLEL o PITIR AT PR E — Rl 2 by 1 i =4S i Bt (BN, 15 R /R AR AR iR 2
RIS A3 o 25 AL BR AT ARSI P, I HLSIRTE R L ARTR] 0 = 4E 4540 . — ALY
G A BRI R B T A T i 22« b 22 /N T3 AL 2 AL 15 AL 1L.0A 505 A
(8177 R 22 (Ve A = RS AE) CRE DI I 32 /IR I 22 45 G G ) = ZE S5 AL) I &5 A4 AL bR
PO BB RN S AE AR

(01981 pASCRIT FH, AR TE “F ST SA UL G BT i1 S5 5 B RAR A IR AL ) 43
S AR/ BCDIRER T ANE VR AT o R R T O S T EUE R o) B 1A FRE
B MUY B2 B LB AR 9317 B R e LRI R T2 A4 1
LY.,

(01991 Rl AT B E" ABEM AR BB D B S AR Tl T2
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ek 50 S5 A AR bR B SR SRS M PO S5 S 4S8y B S ek 3
— I3 A TR E o X P DA i AR RS 1 FR OO R E A e BT AR A S AR DAV Bl R 1
HOUTEAR AT L B A MR S o FT DA A I AR B E s RN AR B, i an st i
HL K TR ABAEAH B E RN B AN A B E R, % Qe e H A - Ly  ARSAR, - (E AR A L T -
EARAR HAEH - AP, AT LU M A SR P s S A TR RE -

[0200] DA I FEASCHEHE A K B RR & S0 5 5

[0201] 1 H AT RO SR 45 5 2 RN D 1 HE 41— e A AL (DAO) |, FLH BT iR DAO M
B (GAG) S S aitgtiih & 2 DN R B .

[0202]  24R¥EDIH AT R E DA, Ht— P 52 %SEQ 1D No. 1104 511 55 123 % &
PR N TR P M I 2R 1 25 /D — B, 5 T MR R~ SR S R 8 1 2 2 SR FR A
TR ACE G 5 BRI

[0203] 3R H 1k 2FT iR EAIDAO, HrPARPESEQ 1D 1A04R5 75 56 123062 191 e 2R
PSR -

[0204]  AARHEIGH 1 ZE 3T AR 1 FE4HDAO, Hrh T R GAGEE & S5 Mgt S AT 2/ iR &
Pt 22 45 5 e A

[0205]  SARHEI H 1 24 T—TFT IR K EEZHDAO, H A T iR GAGES A 4k Myt b 1) 2 /D — A
BB IR RS FR N B S 2507 IO .

[0206]  6ARHEI H 1 25 T—I TR EEZHDAO, HoAfF Al R GAGE, A 5 e 49,5723 . 4
5.6 7Tl 8 MR AR

[0207]  7ARYE I F 1 ZE 6 FPAT— 51 Afr iR (1) FE 20 DAO, P ilF R GAG S, & 45 H3 5 % SEQ 1D
NO: 1945 11 5568 - 5750 F0 S FIT i 5 AL IR o

[0208]  SHRJEIN 1 % 7HT—T5 Ak (1 EEZHDAO , H A0 5 S FE R 7 A1) X IFX2X 3XALPX5[1JGAG
gh e gy, Hop

[0209]  X1A[DIEARA 2L, S5 B WASKS , SRR A S ;

[0210]  X2P[DISEATATEIER , K5 B MK

[0211]  X3R[LEARAT 2R, F5 B L AR T, SRR A AT,

[0212]  X4R[DIEARA 20, F5 B MK, - H.

[0213] X5 A DIEARA SRR , F5 B L yKek T, SR B AT,

[0214]  9FR P& I H 7uk 8 AT i (1) T ZHDAO, HAu &k H Fi DA N T4 sl 1 21 1 58 34 1R e 1 -
SFKAKLPK (SEQ TD NO:33) AFKAKLPT (SEQ ID NO:34) \AFKTKLPK (SEQ ID NO:35) .SFKTKLPK
(SEQ ID NO:36) \AFKTKLPT (SEQ ID NO:37) .SFKAKLPK (SEQ ID NO:38) .

[0215]  10RPET H 1 £ 9T —Ti ik [F B 41 DAO , Eorp TR DAO 55 A FIDAOAT L HL A5 44
DRI - 0 5 B HO TR - 5 B AR RUDAOAHEE 3 I 2 /D 1. 5% VR B E /b2
[0216] 1 LAREIN F 12 10 {T—IR Ak 1 EEZHDAO, Ho T iR DAO 5 B A IDAOAH EL AT &
/DLOFEIEANITIAUC.

[0217] 1244 H 1 2 1 LT AT O EE 2 DAO, Horp S5 A IDAOAHLL , PN 52 4n A
IAVIEZD 27010 % 25 % <50 % 60 % <70 % 80 % AEF A E90 % o

[0218]  134RHEIIH 1 2 12— TR ) FEAIDAO,, H i 5 HF A FIDAOMALL , GAGEES 55 I
JIFE LRI 25/ 6R OB R 456 - M 1D 2010 % 25 % 50 % 60 % 70 % 80 % - F
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AFE90% o

[0219]  14ARHED H 1 2 1 3HE—TTIR I EEZHDA0, HAU &2 SR 7 ISEQ 1D NO: 2% 16.
[0220] 155G 2K, Ak & Z IR SR IR0 H 1 2 14 E— B AR (1 S 41DAOKI A 186G
s N IMTH FEE E (HSA) [Fe g5t , Forb iR S 22 I OR B4 ATk B2 ZH DAOTR D BRI 1k

[0221]  164hYT5 H 1% 15/ fF—I5 Al iR O DAOIN 45 BS A% TG e 41, ELs B b 0 25 5 41
SEQ ID NO:17%32,

[0222]  17H35 001 H 16 Bk AZ IR 3 A1 1 B 20 A, e 0l b IS 2 A2 A0 oy I Bk IR
o5 5 Y FLEh ek Bk

[0223]  18F A%, HA SR H LT IR AL IR 741, iz IR - A1 T i3 E a4
ER R P a o

[0224] 19 EAREDH 1 2 15— TR [ 5 4 DA F 4 1 T4l rs E4ifin R, =
FR R E 4o DA N IR 4 : CHOZHMY  VeroZififd JMDCK AT . B sk RE4H i . SF9
iilion

[0225] 207k A%, HASARMEI H 17 Frk 1 2 R sl AR S 01 H 18Tk 119 7% 5 SRR 4 01
H19Pr 7 F A el F4niE A .

[0226] 21 ] AL AR HE I H 1 2 1 5FiR B 41DAOII /5 725, Firidk 5 E s LA DB

[0227] i RigmisARPEml H 12 15HE—T AT iR IDAOIAZ H R 7 4 v [ B Fek ik
[0228]  ii. TR AT A4,

[0229]  iii.fFRIAPTARDAOIISAE RS FREEALI1E L4,

[0230]  iv. M\fE 4Rl arh 20 B AR DAO , A il k45 e Firak 45 L 4, DL ATk
o

[0231]  v.4li{tffriADAO.

[0232] 2225415, HAL SAREIH 128 15 H A — TR i) S 4 DAOMU T et — ik %
FIRIE A o

[0233] 23R4I H 1 2 15F TR 1 FEZHDAO F -l 2% 25 S FH s o

[0234]  24ARFEIIH 1 = 15HAE—BIAT IR P EEAIDAO, K 7677 S m 41 AR iE
K0 T ia AR AR B , SRR T TR Y S U N i B E AR v S SRS
SIS I R R AR MR B 58 AR PR EE IR A A T R R SR R I B AR A
I3 I AR S IR LRSS 25 A AE (MCAS) eIk S IEIR I 52 A 72
FRIR At ~ FeE FEE ANIBULIE -

[0235]  254R#FIH 1 2 15HF— TR 1Y B 41 DAO il 255500 FHak , Frik 2557 11k
Iy 5 A AR ST , R M T TR 1 AR R SN , SRR A 7R 7 1 BB R
S BEAR T B YE SRS 2SS s R AR P S AR N PR SR IR A i
BRI R B2 6 RV BRI 258 IR BRIR I R FERE ABILAE o
[0236] 264 HE S FO A, U Sk 45 5 Z DAOIKIGAG S, & S5 A, 5 I I 45 &5 & S %5 SEQ
ID No. W) 5 AL 55568-5750 [ SEFR Y — Pk 2.

[0237]  2740R; SRS, HRR S PRI 22/ IR O 22455 ZEDAOIIGAGE, & &5 /43,
FEAE 455 2295 SEQ 1D No. 114511 55568 - 5750 [ & R H AT 24~

[0238]  284R 511 H 265k 27 ok SRR S A A, b piraR e Ak 2 1 Pl AR B4l i 4
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LA AN e P RS re pe ey =

[0239]  294R P11 H 28T (RS S PR RC A, Horp TR Bl AOE DU S5 S8 1 R Al bk
FHPA I 4 -

[0240]  -Hrpkukhiii B, WAl N RUME R :Fab; Fd; scFv ;s BUABTAR ; =R FvU R
A B s PR s B S5 A3 LA, QIVHL VHH, IgNARBRV-NAR;;

[0241]  -HURBIIY, 15 WiAdnectins' . Affibodies®. Affilins®. Affimers®.,Affitin.o
iR W AnticalinsAvimer DARPins®. Fynomers® Kuni t z 5 Myl ik . B4R 5k NanoCLAMPS ;
o

[0242] - &S — Ak AR REERE AT &S ARSI B & 25 1
[0243] 30 ] -4 E T TR DAORI I 2R A5 ST ST ik L EHR DL AP ER:

[0244]  (a) #9738 FHDAOSTHISEQ ID No. 1[I RR M A AL PR IE SCIGAGE, & S5 A3 1T
AR,

[0245]  (b) i 2% F A DA R IR O A T e BB e O i 5

[0246] (i) ¥4 F F Bedl B Tt 549,

[0247]  (i1) W/INFEAREER B &, DA

[0248]  (iii) Fridb SR N KBC AR T

[0249]  (c) R FBAEFT R S S5 GAGES & 5 1 T T WU > [R A T3 S e
FrAAE , ABRIAE T R 45 S a5 i b Fird (e 5 o B e dse/ IME AR TS 5 DA

[0250] (&) TEM TR LS ERAEM 25 R DL AL TR S ST R/ iR C BT R85 G454
W g, WP EN BT e & 95 Fr b - R 45 S 5 A3 4 5 i e

(02511 ASCRTIR B St B e M AL IR, A 15 AERT A TRR ) o 2L AR I A % I
TR T A A RIAN IR S8 T 5 o AE AN B S AL B RS A AR S O0 N, T RS ATk
FIBLIHI R AR I TV 2B RS o R, B 24 B, i S (52 W B O - ELANBRL )
YNy -3 EISFENRE R

[0252]  5fEdh)

[0253]  SjEfhl1

[0254]  FLAAZEURIIGAGE & 45 H93 1UDAO ;

[0255]  HBEik : DAORIGAGES & (& /BifR C BT 2= - 45 5 &5 i3eh) h S IR & A RAT A
DAOIIF R 45 S 5 I R AL i, X S SRR PR A T BT 78 o« AE R BR80T mT AJ L
SRR, I B I I 6 /NN oI R R T 2 b e = B AN = R EE T A
P2 MR T T IR0 B, B L 45 i T i A sl HE M 5 R i 25 BRI L 1 5
S N 2 o 2% N IR (AUC) B9 hMAE T 201 o 28 A FR A 6/ N R - T SN T AE A 24
FAS/NI, I HLison F6 77 B T B4 2 E RN AR RE & R B o AN, B
] B MCAS R4 LN/ INF 21 22K, T HLAE 10 % - 20 % (14 £ 25 s s B P BB BUATIIY
FK A AT ABAE 24/ NI N R AR 28 —RORAE - LMK 7oA TMRAR AR R ah S a5 fa
7 T PR RS A SRA A i 7 R AE 254%80 712 (PK) 28007 1 S WH W 088G « B TDAOE R 14k
FHEHF R 45 S 25 A 3aT il R P A FRAHE) B A PR EE AL, DAL PO AN SR A A7 B O b el o RV
Wikt , DAORT A= RUFNDAOSE AL A (1) 23k A MEAIE M2 A AT Y o

[0256] L ALBMRVDEEUERIIDAO
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[0257]  47FCHO4H i H A DAOH , — & T3 43 ELIIDAO 3 (£920 % 230 %) AMUE K — 5
P, T AT PU Z A /S BT 2 \ R o iX BB B S B R SRR AT LA A 2 B AT AR R
BRI RIRAR AT B A AT 2 MM EREE 12 21 5 AR FAR T HL A W B 40 it ANERE 1
[RITE B, i — AR AR ANERITE T B o SV Ak , 15X 28 U 28 (AR B K ) 5 5R A if
rhDAOI i L ALl it 1 2k A0  FRAE R A A B 20k o PRI , DAOF T AR 7 741 P
MR K A= 584 , IF BAR ISR R, £ CHOAHIIY L iR (N A IRDAO R Ak .
[0258] 725 /filR LT 2 45 5 A A dlorh B 2 s SR AR DA K AE AN A 9 D i Ak 2.
A SR DA J A2 BRI ST )7 5

[0259]  FEIRH T HEADAO . T3S JRAN 22 SRS T PN 2 RN H 22 , LUK R SR AR
SR GRNE S LR A e o 1A B TR FFHTIAAAE o

[0260] 1 : fEGAGE: 5 S5 SRS SRR AT 2 R A H o) 22 S JR AN 75 = R U DAO SR AL

DAO &k 568 570 571 572 575
WT WAR | WER | AR | BER | AR
Hepmut 1 Arg 568 Ser | ZHERR | WAL |FHEE | HERR | HER
[0261] Hepmut2 Lys 575 Thr FER | ME R HaEmR | B SRR
Hepmut3 AR | BEmR TRR | AR R TR
Arg—568—ser; S i e o T o e o e e e
Hepmut4 R | ME M AR | HE R AR
Arg 571 Thr
Hepmut5 AR | =R | AR | BER | AR
A[‘g_SﬁS_SeI‘: o Iy g A el O S Ty
[0262] Hepmut7 2250 | WA KA | AR AR
Lys 575 Thr

[0263]  Hepmut42&4r BonH 5 R AVEE 5 Bk 1% 2k . Hepmu t 652 HG1y/G1ln/Thr &K
570/571/572/) = 5AR , HAFAE TWE R B WA o P 7 1 R R A 2 e et m] DA &S &y
TR ERIRER , IT HA R AT USROS R ool R « B BT ML, B3 shn 5596 35 2 A mk
W) CINSRAIRER) b T o

[0264] DU R @K FUF 25 - B el S g0 i85, Fmadk 9256458 FHKC1 AINaC L MU 22 - B IR R
i 2l AL DAORT A= T FlHe pmu t AR 42K o [T 255 1] 36t A B 22 B bl , o FLAE AR ik B i & alifh
DAO, ZR & Ik FE TIKC L B NaC 1 £ VR o 4 H AT DAOSE 1106 (i AT 280nmAb i JC
DULED) (AR B VRV DAOF mMER 1 B

[0265] K27k H T FEZH A DAOSF AT (WT) FIHF 228 AR PRI 2% - BT e Bt il 2% . 55DA0_
WTAHEL , Hepmut 2544 55 EL g Ye it 3 4y DAO. WTHiThepmut 2544 Nk 245 FH50mM HEPESZZ
FpH 7.4F10.2ml/minf3m e fUHi TrapiF ZHP (FPEAE) Im1AE F o f# FHO0 % 5270 % 50mM
HEPES (&5 IMGEUL AN, pH 7. 4) [ PEREEE 556043 BB LI TR TYE B s th=H 41\ X T
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KCLYEIE , B2t r hDAOAZ fA Ik 21 {5 1] L OmMAE R BREE i flpH 7. 2710 . 2m1/min [l IAEaE 1)
HiTrapfFZHP ImlFE F o8 0% 2100 % 10mMA R 28 1551 (57 IMSE LA, pH 7.2) [UZRIE
BBEE 556073 BPES BEIN R EA T Ve 2 A R H L (HLA PR T AR B TR SR
[0266]  FR2ANE3/RH T JHAAEE IR, (B2 T FTIDAORY A & g s it A T T UE—fK o 3f
TR H AR 5556 1 T BHE AR HE S 25 (SD) FH HLLASHIEE B0 - 2% _E 5 B BT
(T o AT TDAO_WT, A R ERIR B X 12848 , 7~ 1 59DA0 WTEh IR FE 22 57
[0267]  DAO WTHE372mM NaCluk310mM KCIEhik & N MAT Z B IERLE I - Hepmu t 7£ &) % 58
ISR S NI cNaCl SKCI eI 28 2 IRl IAHSC AR EIRAE 97 % , HHIp(E 0. 0056 . (AL,
KRS B2 S SO 2 SRR SV 3{E+/ - SDH £ = i CF341ED) A

%% (+/_SD> i%i—\‘o
[0268]

R AEAFINaCTEKCTIR N M 2% - Bl B DAO_WT A The pmut 22 f4¢

KCl NaCl DAO WT 4 | DAO WT 4 |F -
Conc.JmM] | Conc.mM] | & KCl % A NaCl% | 1%
[0269]
DAO _WT | 310 372 100% 100% 100% | 0,0%
Hepmutl | 172 186 56% 50% 53% 3,9%
Hepmut2 | 233 317 75% 85% 80% 7,3%
Hepmut4 | 138 175 44% 47% 46% 1,8%
[0270]
Hepmut7 | 164 197 53% 53% 53% 0,1%
WT= B4R Conc.= ¥K/E; SD= frifEfRE
[0271] 37~ H T 55DA0_WTAHEL , PAERS0 % 11k i B MU 25 - B IE e i He pmut 14

TAR R H R 5 K2
[0272] K 3/RHL TR F-NaC1AMKCL, 2K FIDAO_WT 55 584K A Eh e o il , 200mME 15 55
DAO_WTAHLL , M 25 - Bt HE BRI I 28 AR AR T 75 1 NaC 170 200mM .

[0273] 33 55DAOMY A= &5 (I AHEL , Hepmu t A2 P LA i 25 BEARNaC 1 BKC 1 e B T 22 - 35
JIERRE B
[0274] AmM KC1 DAO AmM NaCl DAO
DAO WT 0 0
Hepmut1l 138 186
Hepmut?2 78 55
Hepmut4 172 197
Hepmut7 147 175
[0275]  JE X BB, Hepmut4 A] /i 59 R 45 5 584K, {2 5 Hepmu t 1AHepmut 7/ 22

FALE A Hepmut 2 R L —JfE TR 7R AL
RSN

[0276]

GRAF L PRATR 25 - BRI I S A0 A

KR

H#J1452150mM Na+FIK+L A VAN 100mM C1 -2+ W2 - B8

i 1 Hepmut 1 ARNTAZ PRFIBEBEFZ T ML F a5 RO AERIUREE , 5 HLIMIE , )X SR SR PRV %2
FEAR P e/ NS PR H HISOE A T B Rrs A ME AL S AR RTINS PR Do
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[0277]  XECRHETE B R, DAOE I 2/ IR O R A s G IR 20 TF
XU ZE L TR 50 R, YEDAOF A 484N Mt s R FIS8 MR S FR 2 R (OF HLAL A K
ZRCERINFELT) P12 MR/ M BRI R T LR T IR 4a, RE A
BN IR A 1 Hepmu t4 , [ 2/88=2. 3 % [k 2A R IR FL L A7 o

[0278]  HHepmutZZAAHLL , DAO. WAL/ NEURIR B R 7 I i 25 B PR s I 25 - G5 5 4540
W2 5K T IR (AUC) {E . R G S R R B s AR BARER IR N M2 - B IS
R, B I R R C B R A SRR

[0279]  fre FoRIN—41580H, ZIIDAONMY S N B 4nia s &, 1 HL3hs_El AL 2 N
gt I B s A N I S e 4 o Hepmu t A2 AN A PN B2 4RI N (b « PN R T2 £
UK PN e FH S 25— PR T-DAORI A (M 4HulRAN) « EAT TS MR B R AT R BZ it
e 5 TDA0, [XADAOK 22 FiRES R Gz B IR = 1

[0280]  {F 5DA0_WTAHHepmut AR —EIF 7 ) , SK-Hep 148 (—Fhok B AT H- R B 1)
N B2 AR K AR 4R AR 1O e 2 AR o, Hepmu t A8 AR [ PN A6 52 2 i o K+ SK-Hep 1
4111 5 20pg/mL W) 2k 5 20 A DAO—2 i 5 6043 81, - HoKfHepmut A2 fA (B I = K8 i
rhDAO) 7E37°C FF A, FH150mM H 2B 2% 571 (75 150mMEE {4, pH 3. 0) PEVEMI R IT H TIPBS
Pt — R UL RBRIEES A 1DAO. [ E B e , Keanie S5 7 g i A= HTABP 1 (ABP1 = ] >K
IR A5 1, DAV A2 H) Hifk (Sigma Aldrich) 191: 5005 Bk —ElF & - KA lexa
Fluor 4889 %1% (H+L) (Jackson Research,711-545-152) 1)1 : 5008 B HTESE —Hifk.
KDAPT I T 24HluAZ I S G AR BT HCX PL APO 63x/1. 30 H HRSI MBI 2 A4 (]
T-DAPI) L5 (] T-Alexa Fluor 488) CE L &Z %t (Leica Microsystems)) [FJ{2] & DMI -
6000B P f3f5d T ot 50 AR AT 40 i o i FHHUVEC = AJBrbk N B it () FECRIFFEIN
JRIR PN B2 4 (EC)) 145 T 2R 45

[0281]  Hepmut4#iHepmut 7224 i /< HH 7] SK-Hep 1 40 ig H FRH R A0V, 1fiiHepmut 152
— BB AT DAO WTHY AL QL i Qe o iX BB 25 AW UE W Hepmut  DAOAZ (< FHIMT I ECHh
HOFEI, 10 ELif B R uE BHDAOR 4R i A 4. » EL 22 1 2sDAO S ECIU R I 455 , - HLDAOEL i v -
£ NS, {H 40 S DAORIIY & LA S DAO. WT s N AK I UE s B G DAOSZ AR I £7-4E « £ UFSEDAO
S5 BATAE TEC_ LML S 2 L S8 b (=AU A T kb ek gnfie ) L 9 H
Hepmut ZARAN FEBRAE A 20048 & I LI AHE A o 2t S AR A ST i R 4R PR R BRI B
Bl

[0282] |- [ p]E M o5 ae Y Em th S A 25 1 B B 2 vh « Hepmu t 4 ATHepmu t 75 DA0_
WTFTHe pmut 11185 1 5T B A5 5 A7 AR 1 665 1) 22 57 o X BB 504 55 T e o Ve Hudl — 2.
Hepmut4 F1Hepmut 7 K4 SK-Hep 1 40l N 4K, o

[0283]  [&]4/~HH T 4 5DA0_WTHIHe pmut A2 (A — I & J= SK-Hep 1 41 S i a5 (1 JotEl
WELALUKE L PAMEFE, 2. vhDAO WT, 3:rhDAO-Hepmutl,4:rhDAO-Hepmut4,5:rhDAO-
Hepmut7.7£37°C FESK-Hepl 4085 20ug/m1 AR 1 £lAt DAOAE A (SH M%) it = A s
rhDAO) — I F 605381, FI150mM H 2R 2% i) (27 150mME (b8, pH 3. 0) Pei i kg B
PBSPE I — IR A LFRIE S5 5 DA - SR J5 R 40 FHRTPAZE s S84 I HLghA i 7 AL o K 4
[ A Nz 2ISDS - PAGESE IR I, SRJE BN 78 2PVDFE - o KA ] 41 552k H 46/ rhDAO
T RIS T2y 11 - 1000 B — 2 IF & - S P BR 2 2 IR - L8l FImABAC- 15
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(BEAAT] (Invitrogen)) [11: 5000H B IRIT & o 1 IRDye ™ 800CWL -5 1 G (H+L) &5 — i

KM IRDye™680RD 1] =41/ NR TG (H+L) (Li-Cor) fK1: 50004 B FIAE 85— hifhk o 1 )
OdysseyZ[ Ak 1% 2%t (Li-Cor) E700F1800nm N F3i 5 . B. 2% 4li{y, rhDAO WT (R H) 7
FE SR, I BT AL I rhDAOI &

[0284]  / {RSMIIE 1, DAO_WTAIHepmut 425 4 5 SK-Hep 1 40K 45 &L 2054 - B DAOLE
S HE - JT1Alexad88%E Ve Yk bRic, I H. 5 SK-HEP 1 41 o — il & o I I A8 A0 1 i i rp
AT AP BN 2R MR 2 CE 5

[0285]  7E[&|5Hh, 5DA0 WTAHEL , Hepmut4 224k i 7 Y 55 SK-Hep LRIt fR 45 580D

[0286]  {}iSK-Hep 14N E96fLAR A=K, F7F HAE3TC F 502 8ug/ml Alexa488FRric I
rhDAO_ WTArhDAO-Hepmut4— 7 &5 6045 1o 1 40 FH 1 50mM H- U BR 28 71 (27 150mM&a Y
B, pH 3.0) Pk M If HPBSBEF— IR DA BRI S5 5 [DAO o il FIRTPAZE 1571 S fif 4 i
J& , {5 FTecanBh ST 2 Y CIRIE o T =R EE R I S5 B PRI 2= (SEM)

[0287] A0 PRI B B AL (ITC) (— BT JohRic 45 &5 T B BORGER)
MADAO. WTHIHepmut4-5 555 E AU = T 22 (HMWHLLMWH) [ 455 .

[0288]  [&|6fEf T DAO WTAHepmut4[JITCE IS .

[0289]  ffi12.5uMZli{{,rhDAO_WTAHI12. 0uM&lift,rhDAO - He pmu t 445 52 253 1 iE o Ak
(MicroCal PEAQ-ITC,Malvern) ,f# FH25x1ul i) 160uME4y & (HMWH,Gilvasan, -39 1
= = 15kDa) A= 2 (IMWH, 4K 152 (Lovenox) , 344y -5 =4 . 5kDa) 4 5 - 2%
FhFE50mM HEPES, 27 150mM KC1 pH 7.3 O Z<BIrhDAO WIRIHMWHI S5 &, I HK 20
423nM.

[0290]  DAOHS AN B 2243 X PR A ZH 20 AP I HLR B E b o 1X Se VA E TSR M 4
R 2 -BUIBRAR R — M 2N A B, R N =187 55—~ DA0_WT
PLA23nMIKIK S5 HMWHES 75, ifiiHepmut 4 S HMWHES &5 . DAO WTHH /R4 £ ZELMWH.

[0291]  [A]CH7BL6/)NERER Tk PN T ESTDAO WTATHepmut4

[0292]  KDAO WTHIHepmut4£E [P Img/ kgt 4 2K FE 2520 7a frJC5 7TBLE/INFR ) R B ik
PR A2t DAOAE (AR 1) 85 1 ke AT M A2 PT PR e o 2 1 ST b A Anisels 25 A 19 5 Xtk AT
(Gludovacz 2016) o /H T £kMEATlog v- AR .

[0293]  E7THURH T 2R (2) Flllog yv-#rFE (b) o KN TEST Img/kg DAOAR AT , ST A 7Y
DAOZE FIAHEL , Hepmu t 4(HAUC (Hh£R 1AL BE M 1965 o~ T Il EAE (RN TR] in=3
FALUNRD +/ - AR 2= o 41 HFATTNESIT A& ) ADAO ELTSAMI & DAOJK &, Frik ADAO
ELISAANIRBI/INER Bk K B DAO (Boehm 2017) o -2 WIFNIAUCKUE M 45 4E N 3.

[0294] R4 ErlkPiE T, S5DA0_WTALFRF/INFRAHEL , Hepmu t 4F-JAUCHE N 1965

[0295] S B Bk AUCug#min/ml§
DAO WT 76,1 76
Hepmut4 192,1 1468
Hepmut4 5DA0 WTIJEL 2 2,5 19,4

[0296]  *M 6071680711
[0297]  SAUC= £ T I B; 1072168053 #iH5
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[0298] 607168053 Bh it 5224, PAHERR 1 TIDAO_WT PR a sy 75 2001, L 291047
Bl o {1 FIHe pmut 425 A, X A M PR FR A PR (1) DAOTH R 2k 2 /D AN AEAE o il TN 60 2
168011 FLFRECRE I PR, A7 o ST R AL

[0299]  |7IC57BL6/NGRUIEIE A 73 B4DAO. W Hepmut4

[0300]  KfDAO_ WTHHepmut4#s H DA 1mg/ kg ML PN 73 43 2R TR 21 e (1 /Nl Fh o QI8 R iy
7~ AEREIBE NS I, S9DA0_WTER I AHEL , Hepmut 44 AUC (Hh£% N IR B8 166% . 4>
] AR 3 SN2, I ELIA e it R L 15 5/ NG DAO._ WTAN15 /N Hepmu t4 0 7
TSP E SERIE R 2 o Ad Tl & 71 A DAO ELISA (Boehm 2017) I EDAOJK & . AUCKKHR:
G N R A ERR AR, PO TAT TS BB DAO. WTAHe pmut4 M FEIE A 25 [T
W SOEARRI, I HLAS LR BEFF R .

[0301] 5. 5DA0 WTALFRK/NEAALL , Hepmu t 4/ AUCKE AITL6£% .

[0302] AUCug#min/ml$
DAO WT 41,2
Hepmut4 666, 3
Hepmut4 5DA0 WTIJEL 2 16,2

[0303]  §AUC=h£k FIHAR; MO 144075 31153

[0304] A R FREIK N TESYDAO WTLL Az Hepmut 144017

[0305] 9 =M T i ] 1mg/kg DAOHFAE U AASA] He pmu t 48 44 I AL AR - AL +/ - Bt
{7 (SD) o 55 VA 1mg/ ke iti I UDAOKY A= s AR LL , 3R 45 A S5 A b S8 R AR 75 [ 1 - DAO_
WT n=9;Hepmutl n=4;Hepmut4 n=>5;Hepmut? n=4;2&ky-fbrE .~ T EHE 5SD.

[0306] K10/~ T 5 DA Img/keliti FIRUDAOEF A AU FAHLL , T 2R 45 5 45 M AR AR 1T
[0 . DAO WT n=9;Hepmutl n=4;Hepmut4 n=5;Hepmut? n=4;Log y-HbrE .-~ T F
ESIERS NI

[0307]  DAO_WTHNHepmut 7/ H) T Pasi a2 BT, IF AT AP AN 5 ok 5 i R
28 UL, 5DA0_WTAHLL , Hepmut 7o R I B & B K o R IAELL P X+
Hepmut 1 #Hepmut4, *RARECRE I D~ =S, B s A T IR 5 A R p B o X R 7]
A A IR E IR B h & H .

[0308] 11 s T FHANAI S TR BSOS R Hh 28 ax 2o 28 2 T R a s
[FIAUCHIF- 2 1 o

[0309] 11: 5PA Img/ kit IDAORTF A= U A FARLL , TH- 2R 45 5 45 i S AR T PR 12
DAO WT n=9;Hepmutl n=4;Hepmut4 n=>5;Hepmut? n=4;Log y-HFrE ; i XLEAh£k 2 1f
A SR LU R A T o

[0310] |12, 13FN014 = H T & 2 FHDAORY A= 45 1 R s T BRI AT 90438

[0311]  [E12/~H T 5 DA Img/kgliti FIRUDAOEF A AU FAHLL , T 2R 85 5 45 M3 AR AR 10T
[0 . DAO WT n=9;Hepmutl n=4;Hepmut4 n=5;Hepmut? n=4;Log y-#brE ;{1
H79043 8

[0312]  NIALEXEEE Ly - FiE

[0313] 137~ T 5P  Img/kglite T DAORF AL U5 AHLEL , JH 22 45 & G5 A3 o8 A IR T
418 .DA0 WT n=9;Hepmutl n=4;Hepmut4 n=>5;Hepmut? n=4.pu £k & Al
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[0314] 147~ T 5 VA Img/ kg it FHFIDAOEF A= TR (AARLL , T R 45 & S5 M3 R A AR 0T
[5:M#2 . DAO WT n=9;Hepmutl n=4;Hepmut4 n=>5;Hepmut? n=4;{ R~ T Hi905359; &4
y- SRR .

[0315]  FHT-¢EDAO_WTALEE [ K Bl ol T IRk , DRI L AT 1ot B 03 B ify HLik A5 A5
SR 2401144043 BRKIAUC . £E 1023 BN IO B AR vT BE AR UAH 2 K BdE Mah e R erps
[0316]  3%6: 55DA0_WTALEE IR FUHLL , BT R 455 284 PRI AUCHE i

Hepmutl | Hepmut4 | Hepmut7
DAO B4 &I(n=9) | (n=4) (n=5) (n=4)

[0317] | AUC_0-1440 | 270 1554 3829 2165 ug/ml/min
AUC 0-240 | 238 797 1550 1010 ug/ml/min
AUC_5-1440 | 116 1531 3788 2113 ug/ml/min

[0318] | AUC 5-240 |84 774 1509 958 ug/ml/min

[0319] X T-HepmutAE {4, 0% 14405 Phuk5 % 144053 BhEA (EATAHIC 2 57, {ED T-DAORY A=
RUEE A, AE653 B HIRAUCTE AR o B A i AU S 4R80T R TH S DAY BE 2 T BB DAOK
JEE, I HIIEAS AT RE - (8 M0 144073 Bhit i [ 1 thir R FIAUCH) BRI IS

(03201 FFEEIALIH N Hopmut 425U L7 LI W SR Y SR
[0321] 37 55DA0_WTALHR AR BRARIED , I R 455 SR IR AUCHE I 3 55 5 3345 2 ], .
HiHepmut4 57~ HH S A 38 i

Hepmutl | Hepmut4 | Hepmut7
DAO BAERM(n=9) | (n=4) (n=5) (n=4)

AUC_0-1440 | 1,0 5,8 14,2 8,0
[0322]

AUC_0-240 | 1,0 34 6,5 4,2

AUC_5-1440 | 1,0 13,2 32,6 18,2

AUC_5-240 | 1,0 0.2 17,9 11,4

[0323] 558 DAOTY A= FRU KAk BR s 11 e T B DA M T 22 485 5 SR AR AR 11 B T T 2
Jijie

[0324] b 007 Bl ty B
DAO_WT 1,9 162
Hepmut1l na 214
Hepmut4 na 343
Hepmut7 42 297

[0325] na=AEH]
(03261 2 AERKINIE S Ing/ ket kTS B FODAOIT 2246 A5 46 Al rh O S AU
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TAER A IAUC . FIN A A TR AR AGE F R 2 RS Z R P A S A (R He pmu t 4 o X AR G HOAL &
TPANT 2 - B AR R B A

[0327]  SjiEdhl2

[0328] LB HMRNIGAGCE: & &5 K31 IFc - DAO ;

[0329] 1AM iFc-DAORI G AZ A, HH 2R 45 G 98 MPKSHudt— P oG, Horp -l e
NI HAUCHE I 252 5 SFe y S2AREEA AR BAE IR AR , JF HZ 5 S FcRNAH
HAE S SR BEA TR -

[0330]  |ra) KRl ik N T E S Fe-DAO WTAIFc-DAO-Hepmut4

[0331] DA T AERk TS Img kg Fe-DAOEF AT AlTFc - Hepmut 475 115 4 16 014 -k
BRI FHZRPE RN LogbREEIRI45 o oAl YN FTIF ¢ - DAOET AF FRU ik 4/ N o VA5 ik, T DAt T
S HIFEERR AL IMIER] 1680531, 454 FHIF ¢ -Hepmu t A28 A E [ AEE (0L F 30 - 5
DAORY AE TR 11 A0, Fe - DAORM & 25 11 i s AR et [ oo i - e ] o B 43 Bl AR A A
2045 P MM TR 2234 o 2 5, 48 130 12012408 ) 5 (5 1, 23812912075 4

[0332]  Fc-Hepmut4/E MK HFREFTEZ - DAOTHEBRMLIIAHLL T-Fefsor Il e 5 5 SHA . A
LgGAERFR A LA TR, H I = W = B F e SFcRNSZ AR 45 A R E -
[0333]  [E 157~ T 5 BIE6 k4 S UK R DA 1mg/kg it I F ¢ -Hepmut44HEL , Fe - DAOYT A=
TR « s TV B SR 22 5 2 MEy - BhbRE .

[0334]  [E 167~ T 5 BIE6 k4 S UK R DA 1mg/ kg it FTIF ¢ -Hepmut44HLE , Fe - DAOYT A=
TR « s TP SR R 22 Log y-HFbRIE .

[0335] PR SR AT LA FERULS T B AR B ik 25, Ho i pfd /N 120 00 19 FLIH I 1OR
SEHE>9T % o X TFe-DAOSF AU [ , STk 1 I R] 30 120812404 BRI EAH , 3003 Bh e
TR 12093 8 — IR F- BRI FR S th 2640l A AUl o i B R P R F e - DAOKY
PEAMIEZ 24/ NI o BZRAE DL R H

[0336]  fE]17H1,Fe-DAO-Hepmut4 st T AE i ik A e FH Img/kg T AUCHY S ZUHE s Log v -

FPREE o
[0337]  fEP&]18H1,Fc-DAO-Hepmut4 s 1AL Ik N e Img/kg g AUCH 5 2 s £y -
PR o

[0338]  -AALAE ik PN A 5 Fe ANO NS A8 22 24085 144025 B 2% N A 56— 8 il
LG T EEF ¢ - DAOKHE £ 04 B OB AR5 vy, FE ELIAT I FRAT A v S AE 5 40 B4R Y
AUC,

[0339]  3%9. 5Fc-DA0 WTALERE[I K ERAHLL , Fe-Hepmut 4t AUCHE: 2 3 ]
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Fc-DAO 74 & | Fe-Hepmutd
(n=6) (n=4)
AUC_0-1440 157 2751 pg/ml/min
[0340]
AUC_0-240 142 1057 ug/ml/min
AUC 5-1440 | 69 2723 ug/ml/min
AUC_5-240 54 1028 pg/ml/min

(03411 AUCHIELAORINAE P — Ak, SRR R RAT TR A& .
[0342] 10 AHEL TFe-DAO_WT,Fe-Hepmut4[{JAUC K7 % 40£%

Fe_Hepmut4
Fc DAO FAERI (n=6) | ~
(n=4)
AUC 0-1440 1,0 17,6
[0343] =
AUC _0-240 1,0 7,4
AUC _5-1440 1,0 39,5
AUC_5-240 1,0 19,0
[0344]  11:4FFc-Hepmut K H, Fe-DAO WTH PRt o 2 s TH
10341 b0 5 B B S b
Fc DAO WT 1,7 120
Fc Hepmut4 na 268

[0346] Rk NI ST 53050 BRI TG

[0347]  5Fc-DAOAHLL , Fe-Hepmut 445 AT i 2K 1 BHARUE o 1X 55 HA ERl 5 DAOAZ AR 1) /N
FIER SO SO — 30 S5 A, S5 TgGHuAAHEL , Fe -Hepmut 4124 R ISR AH 24 4 - DAOT B
HHEE TEAGRIETEERH LML PR & 3 I AT

[0348]  SiJitafsil3

[0349]  HATLABIGAGE S 45N 22 B 11 ey s 123[fJDAO :

[0350] Y ad iz 12371633~ Z HDA0 TR AR B IE ik -

(03511 45 [ JBU AR IARDNS T M R T AR AR ) T B e (RSA) S B B0 71 2 e 1) H
HATPLH N2 U5 - RSA=ASA/MaxASA , FLFRASA g 7] MR TIA , I HMaxASA i K AT RE
VAFIRT M (BRI 2R T AN « ASARIMaxASATSI 3 DL A2 I .

[0352] RSA Cysl123

[0353]  Cys123=93.84 A’ 1] /148 A = 63.4% (¥1{AB)

[0354]  Cys123=90.72 AW /148 A®=61.3% (FEA) ,FIEH=62.4%
[0355]  RSA Cys633
[0356]  Cys633=34.621] },/148=23.4% (*{kB)
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[0357]  Cys633=33.491] };/148=22.6% Cf{kA) , FHIEH=23%

[0358]  Cys123/E%[Al I, HiX 2 AT H 1 o PR S T &5 A B i A A0 “ie b
Hipe” PR 3588 Marino SMAIGladyshev VN, J Mol Biol.2010Dec 173404 (5) :902-
16) , AR AT HEE RN e AT T3 - DAOS P A S A, i S A T B 5 e i ) ey s 12311
DAL, I LA E T RETE A AT e ™ BT HR D AE I i et o & AL B A L S TR 2
I RSERY, R H AR S 5 TR E G, W AEDAOHh 2 Anitt » Cy s6 337 25 A4 PN 58 BE iR HL
AT K, H AT BEASAE R EMTE A RV o & P REAE miDAOK T N AAEAE ]

[0359]  [AJWDAO SRR HAT A 1] M Cy s 1235414, — A R LS S — " R E
B My, T A PO 2R B B AT DL A R GAE FE S TR 1 5
I, Bl 2 5 R T 205 R (732) 143 A5 5 IDAORI 43 F 1 ¥4 166872Da . PU R AHKE
333744Da, /NEAK }500617Da, I H/\ZE 4K k667489Da , {H FE MR H A IR AT 2 2925 %
(Elmore, 2002) - DAOF{A, — BAKIKmIEL) 65 A, (HAEPUR ARSI 130 A, 76 /S AR
J\ZRARH 3 BIHGINE] 195 ARN260 A FAT AT < T-DAOZ R AKHERL S5 it SR R AA R
DLSE MR B 1 o X B SR AR AR LA WASR BE R IR S R IV, ERL R 2 A REAE A 2R
PR Z JA]7HE0 HLEE AR 288 39K, A Do 2 VR AR AR FTRT BRI B I SE ) (B0 R 30 .
[0360]  F212: {1125 9% ZMHE B E UDAO AR 5 ) \ ZE AR 011

732 MEER (aa) Zi n -+ R DAO B nm | DAO £ nm
Bk 83436 104295 6.5 10.0
[0361] | =Btk 166872 208590 6.5 10.0
VY 3Rk 333744 417180 13.0 10.0
AR 500616 625770 19.5 10.0
Btk 667488 834360 26.0 10.0

[0362] 283K T A IDAOBR B4k . Paolucci® A (Biochimie 1971;53(6) :735-49)
AT T NIBEDAOR st A F AR : 1 - 46550 125kDat/ - 5kt 15151125250 3751
500kDa.Tufvesson(Scand J Clin Lab Invest.19784F9 F];38(5) :463-72) X541 T AEM
ANFKhalift f524551485kDaftJ DAy -, W N T — RAKFIPUZR A Wil fingseder®s
(Inflamm Res.20024F4 F1 ;51341 : S89-90) {5 FH AR 11 BT EN 28 i Y AJGEEDAOIK “i5 & T
[0363] B A[EIDAOZE A JFkr i YL B Exp i CHOAN I Ho A T IR 602k B 57 K, Bk I
TR T8 BTN - 25 SRR AR 19

[0364]  [&]19: ki1 : HiMarkbpife s pkaid 2 : BTN B (25 50kD) 5 PKaE3 : thDAO_WT; Jkifi4:
rhDAO A 123 K345 : rhFc-DAO; JKiEi6 : rhFc-DAO A 123 ; ki 7 : rhDAO-Hepmut4 ; K38 :
rhDAO-Hepmut4 A 123 ; k319 : rthFc-DAO-Hepmut4 ; k10 : thFe-DAO-Hepmut4 A 123 . rhFe=
HATDAOR TR AL AF el &8 1 s A L 5p L ARl 25 1350 7R TR 452 T 24 TSDS - PAGE .
P MUV 755408, 1:5000.

[0365]  Cys123[A]Alal 23/ R4 584 1k T T4 A\ B9 A= FIDAOFIHepmu t 445 (A (1 PU 2R 14 F1
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SR SR SRR IIE B o fErhFe - DAonMﬁUzl:Eh/xﬁ%ﬁﬂmoiz%?ﬂik%izgl«“crﬁ/\ﬁ“ﬁxﬁﬁﬂ*
IE R FHCys1235 121 (B AT B2 FHF e’/ S RS, ik Fe oyt & A I 2R «
[0366]  {rAfd AL QR RIIRIRAF N, it d T, H H AR B A UDAOF Hepmu t Bk i 547
PR AR B DR AR B SR SR A AR T 5 117 2 [R), I HAGE T Bt v AT
MIH83 . 436Da . X EEE I MU T cys123[Alalal 23R 238 52 4 BH 1l T DAOIKIPY 22 1K A1l
B =N AR R . AN K Cys633.

[0367]  {ii [f|Image JEXAF A RE RE A VKAE IS S0, DUORHIG & 58 v Zen R AARE AR 1 1
GrEb o A T ELEWTRIAER [H cy s 1235838 PRkl , e BRI R/ NI (npirdE ) I HAERK
55 THEARE N PKE 2R D A (AUC) «

[0368]  F13: /LM NHE Fhalal 2358k AT Al s i I &A1

HH 1 HF?2
(ki A (Gl [EPi a1
rhDAO WT 77693 100% 68048 100%
rhDAO_Alal23 66523 86% 57007  84%
rhDAO_Hepmut4 76456 100% 67066 100%
rhDAO_Hepmut4 Alal23 56045 73% 55377 83%
rhDAO WT - Ala123 11170 14% 11041 16%
(0369] Hepmut4 WT - Alal23 20411 27% 11689 17%
FHE 19%
SD 5,5%
rhFc-DAO 70709 100% 64270 100%
rhFc-DAO_Alal23 61878 88% 69892 109%
rhFe-DAO-Hepmut4 56134 100% 66383 100%
rhFe-DAO-Hepmut4 Alal23 57673 103% 82826 125%
rhFc-DAO WT - Alal23 8831 12% 5622 9%
rhFc-Hepmutd WT - Ala123 -1538 -3% 16443 -25%
[0370] P —
SD 15,4%

[0371]  Cys1235A1al23%84r 2 [RIFJ~F-24) (SD) 255 I s Aok B F A LRN2 O Blai , 4
TWTFIHepmut4 245K Z119% (5.5%) o A T-Fe-DAOAR{A , 34 (SD) =752 -6% (15.4%) BE
BerJiEiicys123Malal 23 B AN .

[0372]  [AIItb, alal2358A8 Bk FO6 il AsT a3 il « i HLEN T e ge M R A
EEA I H AR S AR AR b = B o XHT T R, SR AR /\ﬁﬁiijtlél@%iz
JPE  F HLR Rl X R AR AR r hDAO ) T s i
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[0373]  {#i HunBartko (Alcohol.20164-8 H;54:51-9.) ukGludovacz 2016HIf AR kRt
DAOTE P I K I I DAOTE M « ELUEST , cys123[Malal 23/ 5E AN DAOTE 1% A 52
Wi EEI20H, 5230 7 DAOTEE o FWT DAOHepmut4nkFeAr A% & l100% I H 5cys1231]
alal23W ARG TE L - i 7sDA0_WT ey s 1235847 2 DAL PRI A\ 4 7 5

[0374]  Sjafhl4

[0375]  Asnl168HEEL ISR RN A=

[0376]  Asn-168[1%E HiAR

[0377] T IN- MR A AR Y AT e Asn - 168 (AAT) FHAR 24l (CAG) AKX, 1 FH e
B EDAOZK I UK H AR N 2565 1~ (Gludovacz B.%: A ,2016,].Biotechnol ., 227,
120-130) KARZ NI, UL F5- 5| %WiE4TPCR:Asn-168,
CAGaccacaggcttctcatte (GF[A],SEQ ID NO:104) fligaggaagaactgatgcag (2], SEQ ID NO:
105) of#i fiPhusion® & (Thermo Fisher Scientific) :1B ki JE :56.3°C ; ZEiN 0],
Amin, SOMEIF - B TIR AR RE (T4 DNAZER:f ,New England Biolabs) A4 3. iH
DNAJIIFF (Eurofins MWG Operon) J&-ul 7 I I IE A o AT v B F R AR PEGreen M.R.Fl]
Sambrook, J. (2012) ,Molecular Cloning:A Laboratory Manual ZE 4/ SR ik 5200 25 H ik
F, AP SRS s FARSR S & p i A T

[0378]  Ji] K A/ INER U Ik P it FH rhDAO | 55 4 i A AL L 28 AR 1

[0379]  FT-A0BE R BRI/ INER R SR 56 7 28 48 Y Bh WAl &2 5125 (local Animal Welfare
Committee) FIECFS RS  WFFTFNIZL55358 (Federal Ministry of Science,Research and
Economy) (GZ 66.009/0152-WF/V/3b/2014) HL#EJ H 52 2 ARYEARRIVEFS F (Ki lkenny , O3
A,Br.J.Pharmacol. (2010) 160,1577-1579) 34T . o0 T ¥ 1M 35 10 AL\ #1E#k (Vena
jugularis) W CELA AT EIRE IR S48 TROMA A P I 5 18 % 11, Hugo-Sachs Elektronic-
Harvard Apparatus) , 181 IR PN 73 5 UK (100mg/ke) FIFHZRBELE (5mg/ke) R A Bk
AT i, i R S B R R (0, - 2SR G+ . 5% b)) AEREIRIE AT RIX
IR AE, - H A A (Betaisodona,Mundipharma) J455. &7 N i H4¢ S50t
(Metamizol) (100mg/kg) FT- 81 o - SR TS B HiiE K 20 Lemf¥) R JPRDI T, LUK I /8 1 it
CIEREE T T RN B O TR b e, 2R 5 TR IRV EY 2 1) T 4% 5 2R [T 8 BRAE o £ A0 S ik
(V. jugularis sinistra) fB{v i 58 — KB U) O Ag R siesbk - A T AR A B8 1Y
ek AL 2 /NI T OF FORB SR T BT 2228 (7-0) [H5E R B2 T 20 ZURIEZ JHk 1 B
[FITRINTEE A 2% (4-0) B« FARATCH S DA T o FFRIN AR 292/ N o a1 il BT
BRI KRS (piri tramid) A AR /K (E250mL T 7K H 30mg R it KA A 10mE 10 % %49
B SRS B o A2 S MR 1) I 1 T FRIE 58 450 . 9 % NaC 1 HH 2545 1 0pg /mL ] Ji
PF (Argatra 100mg/mL;Mitsubishi Pharma) .0.3pg/mL4H 23 £T- 6 I R 751 (i) 2535 il
(Alteplase) - i@y (Actilyse) , FIMAg A& 2 =] (Boehringer Ingelheim)) £110.38%
FPA TR NI T TR A B 1 Rk 4 o

[0380] /A AU BTIRIE AL TG A O [A] S b A TR Dk i (0. 5mL) 2)5F HT-Hukt
AR BN o AE 4/ NI PN ) 25 TR O BB A7 AE - 32°C B 20 AT o Ml S (1 A= 24
ERIKIEM (0.9 %NaCl) FI AR (0. 5mL) o FEVR U - FHORKIBEE (35mgFl15mg/kg) JRRMA:
R JE N TR i o B R O P (300mg/ke) K BhWaAL AL G FE R E K
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21400 50 I AEPE R ER Ol Fir A& - 41 3) (Sprague-Dawley) ) AR EE K 2] 20 g 1)1 /N
(C57BL/6N) .

(03811  MpiEEN s (Janvier Labs, JEEEIFYNEH ) (Le Genest-Saint-Isle) FlIEEL
HF A DA (Himberg) , AE AN RIRS:, SCIG ZW R 55 A5 350 W SR HEVE I s -
R K S FEAE S P IR A N O LL/DRI12: 12, i3 22°C =2°C , {p F45
T10%) cBH B RFAE N R I h (Bive% Makrolon) 3%) , - HAR b s =M Ah 20
bl SR BOK AR 56 2k (Alleinfutter fiir Ratten und Miuse sniff R/M-H;
sniff Spezialdidten GmbH) ,

[0382] MRV AL B (A5 /R 5256 % (Charles River Laboratories) ,{HE Jj /R 7K
JRTE (Sulzfeld) FIBLHBR R DU , HE AL LR, SU6 sh R S bt AL 2 30) SRAFIENE /)N
fil (CB7BL/6N) o K BBl 7= AT 2 s AR AEAL I &5 N (A LL/DAI2: 12, =22 C £2°C,
MRE4510%) KB IRFFE AW (valE 2K 58) |, T B EERBOKAA Rk K
U220 TN o

[0383] 1 ik PN ite T rhDAOAE K ERURT INER R R DR I T

[0384] K4l frhDAO. B 4= R rhDAOFI 5 A7 584z HepMut 15 HepMut 7HI[AE— 41k
HepMut 1 & HepMut4H [AE— PN EPE—25 005 Cys 12301/ 5k Asn 168G 1 n 2845 [ rhDAOVL 1mg/ kg
F Ik PR e FH 3= R RN R, ELAEFR 7= A TR] R Fh BB o 8 d5eafe A 7 ) A DAO- ELTSA
(Boehm T.%% A ,2017,Clin.Biochem.,50,444-451) MHEDAOHTE IR AL - 454 (o) FIIES (B)
PR RS 43 B2 K 2938123055 B HAL /NS H 23 BIE R LT TAIL103 8o 75 KB H,
I 90 % [P S L AE 1043 BN MR ZEFh 2558 o £/ INER R IO PR TS B AT SE A&
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FF

.1l

%=

1/205 BT

[0001]
[0002]
[0003]
[0004]
[0005]
[0006]
[0007]
[0008]
[0009]
[0010]
[0011]
[0012]
[0013]
[0014]
[0015]
[0016]
[0017]
[0018]
[0019]
[0020]
[0021]
[0022]
[0023]
[0024]
[0025]
[0026]
[0027]
[0028]
[0029]
[0030]
[0031]
[0032]
[0033]
[0034]
[0035]
[0036]
[0037]
[0038]
[0039]
[0040]
[0041]

SRS

<110> 4EthgED KT

ARt B ARBHIR S e R oy

<120>
<130>
<150>
<151>
<160>
<170>

<210> 1

211>
212>
213>

<400> 1

Met
1
Ala
Phe
Trp
Ala
65
His
Ala
Glu
Ser
Thr
145
Pro
Cys

Ala

Gly

Pro

Met

Ser

Ser

50

Lys

Val

Arg

Phe

Pro

130

Ala

Leu

His

Ser

Tyr

751
PRT

A

Ala

Ala

Asp

35

Lys

Asn

Leu

Ala

Ala

115

Arg

Glu

His

Asp

Gly

195
Phe

Leu
Glu
20

Leu
Lys
Thr
Arg
Val
100
Val
Pro
Tyr
Gln
Arg
180

Gln

Leu

Gly

Pro

Ser

Glu

Val

Phe

85

Ile

Gly

Gly

Ala

Phe

165

Cys

Arg

His

Trp

Ser

Asn

Leu

Phe

70

Leu

Phe

Pro

Tyr

Leu

150

Phe

Leu

Arg

Pro

Ala

Pro

Gln

Arg

55

Leu

Asp

Phe

Leu

Gln

135

Leu

Leu

Ala

Ser

Thr

Val
Gly
Glu
40

Leu
Ile
Lys
Gly
Pro
120
Ser
Tyr
Asn
Phe
Trp

200
Gly

Ala
Thr
25

Leu
Gln
Glu
Gly
Asp
105
Gly
Ser
His
Thr
Thr
185

Leu

Leu

35

Ala
10

Leu

Pro

Met

Glu

90

Gln

Pro

Trp

Thr

Thr

170

Asp

Ile

Glu

Ile

Pro

Ala

Ser

Leu

75

Arg

Glu

Cys

Ala

Leu

155

Gly

Val

Ile

Leu

Leu

Arg

Val

Ser

60

Leu

His

His

Tyr

Ser

140

Gln

Phe

Ala

Gln

Leu

Met

Lys

His

45

Thr

Pro

Pro

Pro

Met

125

Arg

Glu

Ser

Pro

Arg

205
Val

Leu
Ala
30

Ser
Thr
Lys
Val
Asn
110
Arg
Pro
Ala
Phe
Arg

190

Asp

WAL AU B TR AL A RS RODERS 0 i
MUOO8P

EP 19157932.5
2019-02-19
106
PatentIn JifxZA 3.5

Gln
15

Gly
Phe
Thr
Lys
Arg
95

Val
Ala
Ile
Thr
Gln
175
Gly

Val

His

Thr

Val

Leu

Met

Tyr

80

Glu

Thr

Leu

Ser

Lys

160

Asp

Val

Glu

Gly
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[0042] 210 215 220

[0043] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0044] 225 230 235 240
[0045] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0046] 245 250 255
[0047] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0048] 260 265 270

[0049] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0050] 275 280 285

[0051] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0052] 290 295 300

[0053] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0054] 305 310 315 320
[0055] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0056] 325 330 335
[0057] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0058] 340 345 350

[0059] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0060] 355 360 365

[0061] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0062] 370 375 380

[0063] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0064] 385 390 395 400
[0065] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0066] 405 410 415
[0067] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0068] 420 425 430

[0069] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0070] 435 440 445

[0071] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0072] 450 455 460

[0073] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0074] 465 470 475 480
[0075] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0076] 485 490 495
[0077] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0078] 500 505 510

[0079] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0080] 515 520 525

[0081] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0082] 530 535 540

[0083] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
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[0084] 545 550 555 560
[0085] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Lys Tyr
[0086] 565 570 575
[0087] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0088] 580 585 590

[0089] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0090] 595 600 605

[0091] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0092] 610 615 620

[0093] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0094] 625 630 635 640
[0095] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0096] 645 650 655
[0097] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0098] 660 665 670

[0099] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0100] 675 680 685

[0101]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0102] 690 695 700

[0103] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0104] 705 710 715 720
[0105] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0106] 725 730 735
[0107] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0108] 740 745 750

[0109] <210> 2

[0110] <211> 751

[0111]  <212> PRT

[0112]  <213> A L4

[0113]  <220>

[0114]  <223> hDAO-Hepmutl

[0115]  <400> 2

[0116] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0117] 1 5 10 15
[0118] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0119] 20 25 30

[0120] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0121] 35 40 45

[0122] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0123] 50 55 60

[0124] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0125] 65 70 75 80
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[0126] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0127] 85 90 95
[0128] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0129] 100 105 110

[0130] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0131] 115 120 125

[0132] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0133] 130 135 140

[0134] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0135] 145 150 155 160
[0136] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0137] 165 170 175
[0138] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0139] 180 185 190

[0140] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0141] 195 200 205

[0142] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0143] 210 215 220

[0144] Ser Thr Asp Ala Gly His Trp Ala Val Glu GIn Val Trp Tyr Asn Gly
[0145] 225 230 235 240
[0146] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0147] 245 250 255
[0148] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0149] 260 265 270

[0150] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0151] 275 280 285

[0152]  Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0153] 290 295 300

[0154]  Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0155] 305 310 315 320
[0156] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0157] 325 330 335
[0158] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0159] 340 345 350

[0160] GIn Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0161] 355 360 365

[0162] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0163] 370 375 380

[0164] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0165] 385 390 395 400
[0166] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0167] 405 410 415
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[0168] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0169] 420 425 430

[0170] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0171] 435 440 445

[0172] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0173] 450 455 460

[0174] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0175] 465 470 475 480
[0176] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0177] 485 490 495
[0178] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0179] 500 505 510

[0180] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0181] 515 520 525

[0182] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0183] 530 535 540

[0184] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0185] 545 550 555 560
[0186] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Lys Tyr
[0187] 565 570 575
[0188] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0189] 580 585 590

[0190] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0191] 595 600 605

[0192] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0193] 610 615 620

[0194] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0195] 625 630 635 640
[0196]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0197] 645 650 655
[0198] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0199] 660 665 670

[0200] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0201] 675 680 685

[0202] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0203] 690 695 700

[0204] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0205] 705 710 715 720
[0206] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0207] 725 730 735
[0208] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0209] 740 745 750
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[0210] <210> 3

[0211]  <211> 751

[0212]  <212> PRT

[0213]  <213> A TJ&4

[0214]  <220>

[0215]  <223> hDAO-Hepmut2

[0216]  <400> 3

[0217] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr

[0218] 1 5 10 15
[0219] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0220] 20 25 30

[0221]  Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0222] 35 40 45

[0223] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0224] 50 55 60

[0225] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0226] 65 70 75 80
[0227] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0228] 85 90 95
[0229] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0230] 100 105 110

[0231]  Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0232] 115 120 125

[0233] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0234] 130 135 140

[0235] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0236] 145 150 155 160
[0237] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0238] 165 170 175
[0239] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0240] 180 185 190

[0241] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0242] 195 200 205

[0243] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0244] 210 215 220

[0245] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0246] 225 230 235 240
[0247] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0248] 245 250 255
[0249] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0250] 260 265 270

[0251] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg

40



CN 113785052 B }? yu % 7/205 1T
[0252] 275 280 285

[0253] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0254] 290 295 300

[0255] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0256] 305 310 315 320
[0257] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0258] 325 330 335
[0259] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0260] 340 345 350

[0261]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0262] 355 360 365

[0263] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0264] 370 375 380

[0265] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0266] 385 390 395 400
[0267] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0268] 405 410 415
[0269] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0270] 420 425 430

[0271]  Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0272] 435 440 445

[0273] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0274] 450 455 460

[0275] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0276] 465 470 475 480
[0277] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0278] 485 490 495
[0279] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0280] 500 505 510

[0281] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0282] 515 520 525

[0283] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0284] 530 535 540

[0285] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0286] 545 550 555 560
[0287] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Thr Tyr
[0288] 565 570 575
[0289] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0290] 580 585 590

[0291] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0292] 595 600 605

[0293] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
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[0294] 610 615 620

[0295] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0296] 625 630 635 640
[0297] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0298] 645 650 655
[0299] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0300] 660 665 670

[0301] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0302] 675 680 685

[0303] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0304] 690 695 700

[0305] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0306] 705 710 715 720
[0307] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0308] 725 730 735
[0309] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0310] 740 745 750

[0311] <210> 4

[0312] <211> 751

[0313]  <212> PRT

[0314]  <213> A TJ¥4

[0315]  <220>

[0316] <223> hDAO-Hepmut3

[0317]  <400> 4

[0318] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0319] 1 5 10 15
[0320] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0321] 20 25 30

[0322] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0323] 35 40 45

[0324] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0325] 50 55 60

[0326] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0327] 65 70 75 80
[0328] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0329] 85 90 95
[0330] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0331] 100 105 110

[0332] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0333] 115 120 125

[0334] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0335] 130 135 140
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[0336] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0337] 145 150 155 160
[0338] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0339] 165 170 175
[0340] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0341] 180 185 190

[0342] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0343] 195 200 205

[0344] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0345] 210 215 220

[0346] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0347] 225 230 235 240
[0348] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0349] 245 250 255
[0350] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0351] 260 265 270

[0352] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0353] 275 280 285

[0354] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0355] 290 295 300

[0356] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0357] 305 310 315 320
[0358] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0359] 325 330 335
[0360] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0361] 340 345 350

[0362] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0363] 355 360 365

[0364] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0365] 370 375 380

[0366] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0367] 385 390 395 400
[0368] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0369] 405 410 415
[0370] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0371] 420 425 430

[0372] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0373] 435 440 445

[0374] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0375] 450 455 460

[0376] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0377] 465 470 475 480
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[0378] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0379] 485 490 495
[0380] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0381] 500 505 510

[0382] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0383] 515 520 525

[0384] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0385] 530 535 540

[0386] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0387] 545 550 555 560
[0388] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Lys Tyr
[0389] 565 570 575
[0390] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0391] 580 585 590

[0392] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0393] 595 600 605

[0394] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0395] 610 615 620

[0396] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0397] 625 630 635 640
[0398] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0399] 645 650 655
[0400] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0401] 660 665 670

[0402] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0403] 675 680 685

[0404] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0405] 690 695 700

[0406] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0407] 705 710 715 720
[0408] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0409] 725 730 735
[0410] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0411] 740 745 750

[0412] <210> 5

[0413]  <211> 751

[0414]  <212> PRT

[0415]  <213> AT )74l

[0416]  <220>

[0417]  <223> hDAO-Hepmut4

[0418]  <400> 5

[0419] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
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[0420] 1 5 10 15
[0421] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0422] 20 25 30

[0423] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0424] 35 40 45

[0425] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0426] 50 55 60

[0427] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0428] 65 70 75 80
[0429] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0430] 85 90 95
[0431] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0432] 100 105 110

[0433] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0434] 115 120 125

[0435] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0436] 130 135 140

[0437] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0438] 145 150 155 160
[0439] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0440] 165 170 175
[0441] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0442] 180 185 190

[0443] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0444] 195 200 205

[0445] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0446] 210 215 220

[0447] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0448] 225 230 235 240
[0449] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0450] 245 250 255
[0451]  Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0452] 260 265 270

[0453] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0454] 275 280 285

[0455]  Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0456] 290 295 300

[0457] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0458] 305 310 315 320
[0459] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0460] 325 330 335
[0461] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
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[0462] 340 345 350

[0463] GIn Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0464] 355 360 365

[0465] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0466] 370 375 380

[0467] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0468] 385 390 395 400
[0469] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0470] 405 410 415
[0471] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0472] 420 425 430

[0473] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0474] 435 440 445

[0475] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0476] 450 455 460

[0477] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0478] 465 470 475 480
[0479] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0480] 485 490 495
[0481] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0482] 500 505 510

[0483] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0484] 515 520 525

[0485] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0486] 530 535 540

[0487] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0488] 545 550 555 560
[0489] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Thr Lys Leu Pro Lys Tyr
[0490] 565 570 575
[0491] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0492] 580 585 590

[0493] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0494] 595 600 605

[0495] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0496] 610 615 620

[0497] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0498] 625 630 635 640
[0499]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0500] 645 650 655
[0501] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0502] 660 665 670

[0503] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
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[0504] 675 680 685

[0505] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0506] 690 695 700

[0507] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0508] 705 710 715 720
[0509] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0510] 725 730 735
[0511] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0512] 740 745 750

[0513] <210> 6

[0514] <211> 751

[0515]  <212> PRT

[0516]  <213> A LJ¥4

[0517]  <220>

[0518]  <223> hDAO-Hepmutb

[0519]  <400> 6

[0520] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0521]1 1 5 10 15
[0522] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0523] 20 25 30

[0524] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0525] 35 40 45

[0526] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0527] 50 55 60

[0528] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0529] 65 70 75 80
[0530] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0531] 85 90 95
[0532] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0533] 100 105 110

[0534] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0535] 115 120 125

[0536] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0537] 130 135 140

[0538] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0539] 145 150 155 160
[0540] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0541] 165 170 175
[0542] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0543] 180 185 190

[0544] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0545] 195 200 205
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[0546] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0547] 210 215 220

[0548] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0549] 225 230 235 240
[0550] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0551] 245 250 255
[0552] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0553] 260 265 270

[0554] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0555] 275 280 285

[0556] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0557] 290 295 300

[0558] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0559] 305 310 315 320
[0560] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0561] 325 330 335
[0562] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0563] 340 345 350

[0564] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0565] 355 360 365

[0566] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0567] 370 375 380

[0568] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0569] 385 390 395 400
[0570] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0571] 405 410 415
[0572] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0573] 420 425 430

[0574] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0575] 435 440 445

[0576] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0577] 450 455 460

[0578] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0579] 465 470 475 480
[0580] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0581] 485 490 495
[0582] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0583] 500 505 510

[0584] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0585] 515 520 525

[0586] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0587] 530 535 540
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[0588] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0589] 545 550 555 560
[0590] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Thr Tyr
[0591] 565 570 575
[0592] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0593] 580 585 590

[0594] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0595] 595 600 605

[0596] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0597] 610 615 620

[0598] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0599] 625 630 635 640
[0600] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0601] 645 650 655
[0602] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0603] 660 665 670

[0604] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0605] 675 680 685

[0606] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0607] 690 695 700

[0608] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0609] 705 710 715 720
[0610] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0611] 725 730 735
[0612] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0613] 740 745 750

[0614] <210> 7

[0615]  <211> 751

[0616]  <212> PRT

[0617]  <213> A TJ#%

[0618]  <220>

[0619]  <223> hDAO-Hepmut6

[0620]  <400> 7

[0621] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0622] 1 5 10 15
[0623] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0624] 20 25 30

[0625] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0626] 35 40 45

[0627] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0628] 50 55 60

[0629] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
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[0630] 65 70 75 80
[0631] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0632] 85 90 95
[0633] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0634] 100 105 110

[0635] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0636] 115 120 125

[0637] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0638] 130 135 140

[0639] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0640] 145 150 155 160
[0641] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0642] 165 170 175
[0643] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0644] 180 185 190

[0645] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0646] 195 200 205

[0647] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0648] 210 215 220

[0649] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0650] 225 230 235 240
[0651] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0652] 245 250 255
[0653] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0654] 260 265 270

[0655] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0656] 275 280 285

[0657] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0658] 290 295 300

[0659] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0660] 305 310 315 320
[0661] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0662] 325 330 335
[0663] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0664] 340 345 350

[0665] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0666] 355 360 365

[0667] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0668] 370 375 380

[0669] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0670] 385 390 395 400
[0671] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
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[0672] 405 410 415
[0673] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0674] 420 425 430

[0675] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0676] 435 440 445

[0677] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0678] 450 455 460

[0679] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0680] 465 470 475 480
[0681] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0682] 485 490 495
[0683] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0684] 500 505 510

[0685] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0686] 515 520 525

[0687] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0688] 530 535 540

[0689] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0690] 545 550 555 560
[0691] Trp Glu Arg Gln Ala Ala Phe Arg Phe Gly Gln Thr Leu Pro Lys Tyr
[0692] 565 570 575
[0693] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0694] 580 585 590

[0695] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0696] 595 600 605

[0697] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0698] 610 615 620

[0699] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0700] 625 630 635 640
[0701]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0702] 645 650 655
[0703] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0704] 660 665 670

[0705] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0706] 675 680 685

[0707]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0708] 690 695 700

[0709] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0710] 705 710 715 720
[0711]  Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0712] 725 730 735
[0713] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
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[0714] 740 745 750

[0715] <210> 8

[0716] <211> 751

[0717]  <212> PRT

[0718]  <213> AT )74l

[0719]  <220>

[0720]  <223> hDAO-Hepmut7

[0721]  <400> 8

[0722] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0723] 1 5 10 15
[0724] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0725] 20 25 30

[0726] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0727] 35 40 45

[0728] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0729] 50 55 60

[0730] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0731] 65 70 75 80
[0732] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0733] 85 90 95
[0734] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0735] 100 105 110

[0736] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[0737] 115 120 125

[0738] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0739] 130 135 140

[0740] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0741] 145 150 155 160
[0742]  Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0743] 165 170 175
[0744] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0745] 180 185 190

[0746] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0747] 195 200 205

[0748] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0749] 210 215 220

[0750] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0751] 225 230 235 240
[0752] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0753] 245 250 255
[0754] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0755] 260 265 270

52



CN 113785052 B ,? yu % 19/205 HT
[0756] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0757] 275 280 285

[0758] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0759] 290 295 300

[0760] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0761] 305 310 315 320
[0762] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0763] 325 330 335
[0764] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0765] 340 345 350

[0766] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0767] 355 360 365

[0768] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0769] 370 375 380

[0770] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0771] 385 390 395 400
[0772] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0773] 405 410 415
[0774] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0775] 420 425 430

[0776]  Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0777] 435 440 445

[0778] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0779] 450 455 460

[0780] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0781] 465 470 475 480
[0782] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0783] 485 490 495
[0784] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0785] 500 505 510

[0786] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0787] 515 520 525

[0788] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0789] 530 535 540

[0790] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0791] 545 550 555 560
[0792] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Thr Tyr
[0793] 565 570 575
[0794] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0795] 580 585 590

[0796] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0797] 595 600 605
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[0798] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0799] 610 615 620

[0800] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0801] 625 630 635 640
[0802] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0803] 645 650 655
[0804] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0805] 660 665 670

[0806] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0807] 675 680 685

[0808] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0809] 690 695 700

[0810] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0811] 705 710 715 720
[0812] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0813] 725 730 735
[0814] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0815] 740 745 750

[0816] <210> 9

[0817] <211> 751

[0818]  <212> PRT

[0819]  <213> AL ¥4

[0820]  <220>

[0821]  <223> hDAO-Cysmut

[0822]  <400> 9

[0823] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0824] 1 5 10 15
[0825] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0826] 20 25 30

[0827] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0828] 35 40 45

[0829] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0830] 50 55 60

[0831] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0832] 65 70 75 80
[0833] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0834] 85 90 95
[0835] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0836] 100 105 110

[0837] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[0838] 115 120 125

[0839] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
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[0840] 130 135 140

[0841] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[0842] 145 150 155 160
[0843] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0844] 165 170 175
[0845] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0846] 180 185 190

[0847] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0848] 195 200 205

[0849] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0850] 210 215 220

[0851] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0852] 225 230 235 240
[0853] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0854] 245 250 255
[0855] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0856] 260 265 270

[0857] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0858] 275 280 285

[0859] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0860] 290 295 300

[0861] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0862] 305 310 315 320
[0863] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0864] 325 330 335
[0865] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0866] 340 345 350

[0867] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0868] 355 360 365

[0869] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0870] 370 375 380

[0871] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0872] 385 390 395 400
[0873] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0874] 405 410 415
[0875] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0876] 420 425 430

[0877] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0878] 435 440 445

[0879] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0880] 450 455 460

[0881] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
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[0882] 465 470 475 480
[0883] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0884] 485 490 495
[0885] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0886] 500 505 510

[0887] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0888] 515 520 525

[0889] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0890] 530 535 540

[0891] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0892] 545 550 555 560
[0893] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Lys Tyr
[0894] 565 570 575
[0895] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0896] 580 585 590

[0897] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0898] 595 600 605

[0899] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[0900] 610 615 620

[0901] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[0902] 625 630 635 640
[0903] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[0904] 645 650 655
[0905] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[0906] 660 665 670

[0907] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[0908] 675 680 685

[0909] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[0910] 690 695 700

[0911] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[0912] 705 710 715 720
[0913] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[0914] 725 730 735
[0915] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[0916] 740 745 750

[0917]  <210> 10

[0918]  <211> 751

[0919]  <212> PRT

[0920]  <213> A TJ¥4

[0921]  <220>

[0922] <223> hDAO-Hepmutl-Cysmut

[0923]  <400> 10

56



CN 113785052 B ,? 5| % 23/205 1T
[0924] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[0925] 1 5 10 15
[0926] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[0927] 20 25 30

[0928] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[0929] 35 40 45

[0930] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[0931] 50 55 60

[0932] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[0933] 65 70 75 80
[0934] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[0935] 85 90 95
[0936] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[0937] 100 105 110

[0938] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[0939] 115 120 125

[0940] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[0941] 130 135 140

[0942] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu GIn Glu Ala Thr Lys
[0943] 145 150 155 160
[0944] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[0945] 165 170 175
[0946] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[0947] 180 185 190

[0948] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[0949] 195 200 205

[0950] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[0951] 210 215 220

[0952] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[0953] 225 230 235 240
[0954] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[0955] 245 250 255
[0956] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[0957] 260 265 270

[0958] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[0959] 275 280 285

[0960] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[0961] 290 295 300

[0962] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[0963] 305 310 315 320
[0964] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[0965] 325 330 335
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[0966] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[0967] 340 345 350

[0968] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[0969] 355 360 365

[0970] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[0971] 370 375 380

[0972] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[0973] 385 390 395 400
[0974] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[0975] 405 410 415
[0976] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[0977] 420 425 430

[0978] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[0979] 435 440 445

[0980] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[0981] 450 455 460

[0982] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[0983] 465 470 475 480
[0984] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[0985] 485 490 495
[0986] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[0987] 500 505 510

[0988] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[0989] 515 520 525

[0990] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[0991] 530 535 540

[0992] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[0993] 545 550 555 560
[0994] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Lys Tyr
[0995] 565 570 575
[0996] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[0997] 580 585 590

[0998] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[0999] 595 600 605

[1000] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1001] 610 615 620

[1002] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1003] 625 630 635 640
[1004] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1005] 645 650 655
[1006] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1007] 660 665 670
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[1008] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1009] 675 680 685

[1010] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1011] 690 695 700

[1012]  Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1013] 705 710 715 720
[1014]  Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1015] 725 730 735
[1016] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[1017] 740 745 750

[1018] <210> 11

[1019] <211> 751

[1020] <212> PRT

[1021]  <213> A TJ#%

[1022] <220>

[1023]  <223> hDAO-Hepmut2-Cysmut

[1024]  <400> 11

[1025] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[1026] 1 5 10 15
[1027] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[1028] 20 25 30

[1029] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[1030] 35 40 45

[1031] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[1032] 50 55 60

[1033] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[1034] 65 70 75 80
[1035] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[1036] 85 90 95
[1037] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[1038] 100 105 110

[1039]  Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[1040] 115 120 125

[1041]  Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[1042] 130 135 140

[1043] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[1044] 145 150 155 160
[1045] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[1046] 165 170 175
[1047] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[1048] 180 185 190

[1049] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
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[1050] 195 200 205

[1051] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[1052] 210 215 220

[1053] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[1054] 225 230 235 240
[1055] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[1056] 245 250 255
[1057] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[1058] 260 265 270

[1059] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1060] 275 280 285

[1061]  Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1062] 290 295 300

[1063] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1064] 305 310 315 320
[1065] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[1066] 325 330 335
[1067] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1068] 340 345 350

[1069] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1070] 355 360 365

[1071]  Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1072] 370 375 380

[1073] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1074] 385 390 395 400
[1075] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1076] 405 410 415
[1077]  Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1078] 420 425 430

[1079] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1080] 435 440 445

[1081] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1082] 450 455 460

[1083] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1084] 465 470 475 480
[1085] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1086] 485 490 495
[1087] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1088] 500 505 510

[1089] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1090] 515 520 525

[1091] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
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[1092] 530 535 540

[1093] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1094] 545 550 555 560
[1095] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Thr Tyr
[1096] 565 570 575
[1097] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1098] 580 585 590

[1099] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[1100] 595 600 605

[1101] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1102] 610 615 620

[1103] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1104] 625 630 635 640
[1105] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1106] 645 650 655
[1107] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1108] 660 665 670

[1109]  Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1110] 675 680 685

[1111]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1112] 690 695 700

[1113] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1114] 705 710 715 720
[1115] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1116] 725 730 735
[1117]  Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[1118] 740 745 750

[1119]  <210> 12

[1120] <211> 751

[1121]  <212> PRT

[1122]  <213> A L4

[1123]  <220>

[1124]  <223> hDAO-Hepmut3-Cysmut

[1125]  <400> 12

[1126] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[1127] 1 5 10 15
[1128] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[1129] 20 25 30

[1130] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[1131] 35 40 45

[1132] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[1133] 50 55 60

61



CN 113785052 B ,? yu % 28/205 7T
[1134] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[1135] 65 70 75 80
[1136] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[1137] 85 90 95
[1138] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[1139] 100 105 110

[1140]  Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[1141] 115 120 125

[1142]  Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[1143] 130 135 140

[1144] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[1145] 145 150 155 160
[1146] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[1147] 165 170 175
[1148] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[1149] 180 185 190

[1150] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[1151] 195 200 205

[1152] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[1153] 210 215 220

[1154] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[1155] 225 230 235 240
[1156] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[1157] 245 250 255
[1158] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[1159] 260 265 270

[1160] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1161] 275 280 285

[1162] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1163] 290 295 300

[1164] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1165] 305 310 315 320
[1166] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[1167] 325 330 335
[1168] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1169] 340 345 350

[1170] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1171] 355 360 365

[1172] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1173] 370 375 380

[1174] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1175] 385 390 395 400
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[1176]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1177] 405 410 415
[1178] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1179] 420 425 430

[1180] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1181] 435 440 445

[1182] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1183] 450 455 460

[1184] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1185] 465 470 475 480
[1186] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1187] 485 490 495
[1188] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1189] 500 505 510

[1190] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1191] 515 520 525

[1192] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[1193] 530 535 540

[1194]  Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1195] 545 550 555 560
[1196] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Lys Tyr
[1197] 565 570 575
[1198] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1199] 580 585 590

[1200] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[1201] 595 600 605

[1202] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1203] 610 615 620

[1204] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1205] 625 630 635 640
[1206] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1207] 645 650 655
[1208] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1209] 660 665 670

[1210] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1211] 675 680 685

[1212]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1213] 690 695 700

[1214]  Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1215] 705 710 715 720
[1216] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1217] 725 730 735
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[1218]
[1219]
[1220]
[1221]
[1222]
[1223]
[1224]
[1225]
[1226]
[1227]
[1228]
[1229]
[1230]
[1231]
[1232]
[1233]
[1234]
[1235]
[1236]
[1237]
[1238]
[1239]
[1240]
[1241]
[1242]
[1243]
[1244]
[1245]
[1246]
[1247]
[1248]
[1249]
[1250]
[1251]
[1252]
[1253]
[1254]
[1255]
[1256]
[1257]
[1258]
[1259]

Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val

<210> 13
211> 75

212>
<213>

<220>

223>

<400> 13
Met Pro Ala Leu Gly Trp Ala

1
Ala

Phe
Trp
Ala
65

His
Ala
Glu
Ser
Thr
145
Pro
Cys
Ala
Gly
Ser
225

Lys

Glu

Met
Ser
Ser
50

Lys
Val
Arg
Phe
Pro
130
Ala
Leu
His
Ser
Tyr
210
Thr

Phe

Val

1

PRT
N5

Ala
Asp
35

Lys
Asn
Leu
Ala
Ala
115
Arg
Glu
His
Asp
Gly
195
Phe
Asp

Tyr

Asp

740

Glu
20

Leu
Lys
Thr
Arg
Val
100
Val
Pro
Tyr
Gln
Arg
180
Gln
Leu
Ala

Gly

Val

5

Pro

Ser

Glu

Val

Phe

85

Ile

Gly

Gly

Ala

Phe

165

Cys

Arg

His

Gly

Ser

245
Val

Ser

Asn

Leu

Phe

70

Leu

Phe

Pro

Tyr

Leu

150

Phe

Leu

Arg

Pro

His

230

Pro

Val

hDAO-Hepmut4-Cysmut

Pro
Gln
Arg
55

Leu
Asp
Phe
Leu
Gln
135
Leu
Leu
Ala
Ser
Thr
215
Trp

Glu

Leu

Val
Gly
Glu
40

Leu

Ile

Gly
Pro
120
Ser
Tyr
Asn
Phe
Trp
200
Gly
Ala

Glu

Glu

745

Ala
Thr
25

Leu
Gln
Glu
Gly
Asp
105
Gly
Ser
His
Thr
Thr
185
Leu
Leu
Val

Leu

Asp

64

Ala

10

Leu

Lys

Pro

Met

Glu

90

Gln

Pro

Trp

Thr

Thr

170

Asp

Ile

Glu

Glu

Ala

250

Pro

Ile

Pro

Ala

Ser

Leu

75

Arg

Glu

Ala

Ala

Leu

155

Gly

Val

Ile

Leu

Gln

235

Leu

Leu

Arg

Val

Ser

60

Leu

His

His

Tyr

Ser

140

Gln

Phe

Ala

Gln

Leu

220
Val

Pro

Met

Lys

His

45

Thr

Pro

Pro

Pro

Met

125

Arg

Glu

Ser

Pro

Arg

205

Val

Trp

Tyr

Gly

750

Leu

Ala

30

Ser

Thr

Lys

Val

Asn

110

Arg

Pro

Ala

Phe

Arg

190

Tyr

Asp

Tyr

Ala

Gly

Gln
15

Gly
Phe
Thr
Lys
Arg
95

Val
Ala
Ile
Thr
Gln
175
Gly
Val
His
Asn
Asp

255
Lys

Thr

Val

Leu

Met

Tyr

80

Glu

Thr

Leu

Ser

Lys

160

Asp

Val

Glu

Gly

Gly

240

Gly

Gly
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[1260] 260 265 270

[1261] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1262] 275 280 285

[1263] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1264] 290 295 300

[1265] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1266] 305 310 315 320
[1267] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[1268] 325 330 335
[1269] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1270] 340 345 350

[1271]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1272] 355 360 365

[1273] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1274] 370 375 380

[1275] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1276] 385 390 395 400
[1277]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1278] 405 410 415
[1279] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1280] 420 425 430

[1281] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1282] 435 440 445

[1283] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1284] 450 455 460

[1285] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1286] 465 470 475 480
[1287] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1288] 485 490 495
[1289] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1290] 500 505 510

[1291] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1292] 515 520 525

[1293] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[1294] 530 535 540

[1295] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1296] 545 550 555 560
[1297] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Thr Lys Leu Pro Lys Tyr
[1298] 565 570 575
[1299] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1300] 580 585 590

[1301] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
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[1302] 595 600 605

[1303] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1304] 610 615 620

[1305] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1306] 625 630 635 640
[1307] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1308] 645 650 655
[1309] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1310] 660 665 670

[1311]  Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1312] 675 680 685

[1313] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1314] 690 695 700

[1315] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1316] 705 710 715 720
[1317]  Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1318] 725 730 735
[1319]  Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[1320] 740 745 750

[1321] <210> 14

[1322] <211> 751

[1323]  <212> PRT

[1324]  <213> A TJ#%l

[1325]  <220>

[1326] <223> hDAO-Hepmut5-Cysmut

[1327]  <400> 14

[1328] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[1329] 1 5 10 15
[1330] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[1331] 20 25 30

[1332] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[1333] 35 40 45

[1334] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[1335] 50 55 60

[1336] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[1337] 65 70 75 80
[1338] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[1339] 85 90 95
[1340] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[1341] 100 105 110

[1342] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[1343] 115 120 125
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[1344] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[1345] 130 135 140

[1346] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[1347] 145 150 155 160
[1348] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[1349] 165 170 175
[1350] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[1351] 180 185 190

[1352] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[1353] 195 200 205

[1354] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[1355] 210 215 220

[1356] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[1357] 225 230 235 240
[1358] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[1359] 245 250 255
[1360] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[1361] 260 265 270

[1362] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1363] 275 280 285

[1364] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1365] 290 295 300

[1366] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1367] 305 310 315 320
[1368] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[1369] 325 330 335
[1370] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1371] 340 345 350

[1372]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1373] 355 360 365

[1374] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1375] 370 375 380

[1376] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1377] 385 390 395 400
[1378] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1379] 405 410 415
[1380] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1381] 420 425 430

[1382] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1383] 435 440 445

[1384] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1385] 450 455 460
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[1386] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1387] 465 470 475 480
[1388] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1389] 485 490 495
[1390] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1391] 500 505 510

[1392] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1393] 515 520 525

[1394] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[1395] 530 535 540

[1396] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1397] 545 550 555 560
[1398] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Thr Tyr
[1399] 565 570 575
[1400] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1401] 580 585 590

[1402] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[1403] 595 600 605

[1404] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1405] 610 615 620

[1406] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1407] 625 630 635 640
[1408] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1409] 645 650 655
[1410] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1411] 660 665 670

[1412]  Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1413] 675 680 685

[1414]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1415] 690 695 700

[1416] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1417] 705 710 715 720
[1418] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1419] 725 730 735
[1420] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[1421] 740 745 750

[1422] <210> 15

[1423] <211> 751

[1424]  <212> PRT

[1425]  <213> ALJ¥4l

[1426] <220>

[1427]  <223> hDAO-Hepmut6-Cysmut
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[1428]  <400> 15

[1429] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[1430] 1 5 10 15
[1431] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[1432] 20 25 30

[1433] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[1434] 35 40 45

[1435] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[1436] 50 55 60

[1437] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[1438] 65 70 75 80
[1439] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[1440] 85 90 95
[1441] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[1442] 100 105 110

[1443] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[1444] 115 120 125

[1445]  Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[1446] 130 135 140

[1447] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[1448] 145 150 155 160
[1449] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[1450] 165 170 175
[1451] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[1452] 180 185 190

[1453] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[1454] 195 200 205

[1455] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[1456] 210 215 220

[1457] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[1458] 225 230 235 240
[1459] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[1460] 245 250 255
[1461] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[1462] 260 265 270

[1463] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1464] 275 280 285

[1465] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1466] 290 295 300

[1467] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1468] 305 310 315 320
[1469] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
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[1470] 325 330 335
[1471] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1472] 340 345 350

[1473] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1474] 355 360 365

[1475] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1476] 370 375 380

[1477] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1478] 385 390 395 400
[1479]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1480] 405 410 415
[1481] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1482] 420 425 430

[1483] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1484] 435 440 445

[1485] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1486] 450 455 460

[1487] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1488] 465 470 475 480
[1489] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1490] 485 490 495
[1491] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1492] 500 505 510

[1493] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1494] 515 520 525

[1495] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[1496] 530 535 540

[1497] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1498] 545 550 555 560
[1499] Trp Glu Arg Gln Ala Ala Phe Arg Phe Gly Gln Thr Leu Pro Lys Tyr
[1500] 565 570 575
[1501] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1502] 580 585 590

[1503] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[1504] 595 600 605

[1505] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[1506] 610 615 620

[1507] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1508] 625 630 635 640
[1509] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1510] 645 650 655
[1511]  Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
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[1512] 660 665 670

[1513] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1514] 675 680 685

[1515]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1516] 690 695 700

[1517]  Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1518] 705 710 715 720
[1519] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1520] 725 730 735
[1521]  Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[1522] 740 745 750

[1523] <210> 16

[1524] <211> 751

[1525]  <212> PRT

[1526]  <213> A LJ74)

[1527]  <220>

[1528] <223> hDAO-Hepmut7-Cysmut

[1529]  <400> 16

[1530] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[1531] 1 5 10 15
[1532] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[1533] 20 25 30

[1534] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[1535] 35 40 45

[1536] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[1537] 50 55 60

[1538] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[1539] 65 70 75 80
[1540] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[1541] 85 90 95
[1542] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[1543] 100 105 110

[1544] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[1545] 115 120 125

[1546] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[1547] 130 135 140

[1548] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[1549] 145 150 155 160
[1550] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[1551] 165 170 175
[1552] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[1553] 180 185 190
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[1554] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[1555] 195 200 205

[1556] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[1557] 210 215 220

[1558] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[1559] 225 230 235 240
[1560] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[1561] 245 250 255
[1562] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[1563] 260 265 270

[1564] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[1565] 275 280 285

[1566] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[1567] 290 295 300

[1568] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[1569] 305 310 315 320
[1570] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[1571] 325 330 335
[1572] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[1573] 340 345 350

[1574]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[1575] 355 360 365

[1576] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[1577] 370 375 380

[1578] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[1579] 385 390 395 400
[1580] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[1581] 405 410 415
[1582] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[1583] 420 425 430

[1584] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[1585] 435 440 445

[1586] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[1587] 450 455 460

[1588] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[1589] 465 470 475 480
[1590] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[1591] 485 490 495
[1592] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[1593] 500 505 510

[1594] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[1595] 515 520 525
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[1596] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[1597] 530 535 540

[1598] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[1599] 545 550 555 560
[1600] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Thr Tyr
[1601] 565 570 575

[1602] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[1603] 580 585 590

[1604] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[1605] 595 600 605

[1606] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val

[1607] 610 615 620

[1608] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[1609] 625 630 635 640
[1610] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[1611] 645 650 655

[1612] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[1613] 660 665 670

[1614] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[1615] 675 680 685

[1616] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[1617] 690 695 700

[1618] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[1619] 705 710 715 720
[1620] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[1621] 725 730 735

[1622] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val

[1623] 740 745 750

[1624] <210> 17

[1625] <211> 2256

[1626] <212> DNA

[1627]  <213> BA

[1628]  <400> 17

[1629] atgccggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[1630] ccetececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1631] ctgaaggcag tgcacagctt cctctggtee aagaaggage tgaggetgcea gecctceccagt 180
[1632] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1633] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgecgte 300
[1634] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[1635] gggcectget acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[1636] aggcccatct ccacagcaga gtatgeccctce ctctaccaca ccctgecagga agccaccaag 480
[1637] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
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[1638] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[1639] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[1640] gtggatcatg ggagcacaga tgctgggcac tgggeecgtgg agcaggtgtg gtacaacggg 720
[1641] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1642] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[1643] ctctteteect cccacaagee ccgeggggac ttcceccagec ccatccatgt gageggecce 900
[1644] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[1645] ggctggaget ttgectteeg getgegetee tccteceggge tgeaggteet gaacgtgeac 1020
[1646] ttcggeggag agegeattge ctatgaggtce agegtgecaag aggecagtgge getgtatgga 1080
[1647] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[1648] gtcactcatg agttagcccec cggcatcgac tgcccggaga ccgecacctt cectggacact 1200
[1649] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[1650] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[1651] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1652] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1653] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[1654] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1655] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1656] aacccctgga geccaagaca ccgegtggte cagccaactce tggagcagac gecagtactce 1680
[1657] tgggagegee aggeggeett ccgettcaaa aggaagetge ccaagtacct getctttace 1740
[1658] agcccccagg agaacccctg gggecacaag cgecagetace gectgecagat ccactccatg 1800
[1659] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[1660] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagcagecat ctaccaccag 1920
[1661] aacgacccct ggcaccegee cgtggtcettt gagcagtttc ttcacaacaa cgagaacatt 1980
[1662] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcce ccactcagag 2040
[1663] gacattccca acacagccac acctgggaac tccgtggget tcctgetecg gecattcaac 2100
[1664] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[1665] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcee 2220
[1666] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1667] <210> 18

[1668] <211> 2256

[1669]  <212> DNA

[1670]  <213> ALFF4

[1671]  <220>

[1672]  <223> hDAO-Hepmutl

[1673]  <400> 18

[1674] atgccggeee tgggetggge cgtggetgee atcetgatge tgecagacgge catggeggag 60
[1675] cccteececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1676] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[1677] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1678] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage cegtgecgte 300
[1679] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
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[1680] gggcectget acatgegage actgtcccee aggectgggt accagtcecte ctgggeateg 420
[1681] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agcecaccaag 480
[1682] cccetgeate agttettceet caataccaca ggettctcat tccaagactg ccatgacaga 540
[1683] tgeetggeet tcaccgatgt ggecceeegg ggtgtggett ctggecageg cegeagttgg 600
[1684] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[1685] gtggatcatg ggagcacaga tgctgggeac tgggeecgtgg agecaggtgtg gtacaacggg 720
[1686] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1687] gtggtcetgg aggacccecget gectggggge aaggggecatg acagcacaga ggagecgece 840
[1688] ctectteteect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[1689] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[1690] ggctggaget ttgecttceg getgegetee tecteceggge tgcaggtceet gaacgtgecac 1020
[1691] ttcggeggag agegeattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[1692] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[1693] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt ccetggacact 1200
[1694] ttccactact atgatgccga tgacccggte cattatccce gagecctetg cctetttgaa 1260
[1695] atgcccacag gggtgececet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[1696] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1697] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1698] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactecge 1500
[1699] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1700] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1701] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[1702] tgggagecgee aggeggeett cagecttcaaa aggaagetge ccaagtacct getctttace 1740
[1703] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[1704] gcecgaccagg tgetgeccee aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[1705] cccctggecag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[1706] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[1707] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcce ccactcagag 2040
[1708] gacattccca acacagccac acctgggaac tccgtggget tcetgeteceg gecattcaac 2100
[1709] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectcgggac 2160
[1710] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[1711] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1712]  <210> 19

[1713] <211> 2256

[1714]  <212> DNA

[1715]  <213> A LJ7%)

[1716]  <220>

[1717]  <223> hDAO-Hepmut2

[1718]  <400> 19

[1719] atgccggeee tgggetggge cgtggetgee atcectgatge tgecagacgge catggeggag 60
[1720] cccteeecegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1721] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgea gecctccagt 180
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[1722] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1723] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[1724] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg gecectgeca 360
[1725] gggeceectget acatgegage actgtcccee aggectgggt accagtcecte ctgggeateg 420
[1726] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[1727] cceectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[1728] tgeetggeet tcaccgatgt ggecccecegg ggtgtggett ctggecageg ccegeagttgg 600
[1729] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[1730] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agcaggtgtg gtacaacggg 720
[1731] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1732] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[1733] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[1734] cgettggtee agecccacgg cecctegette aggetggagg gecaacgetgt getctacgge 960
[1735] ggctggaget ttgectteecg getgegetee teccteeggge tgecaggteet gaacgtgeac 1020
[1736] ttcggeggag agegeattge ctatgaggtce agecgtgecaag aggcagtgge getgtatgga 1080
[1737] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cetgggeage 1140
[1738] gtcactcatg agttagcccc cggecatcgac tgcccggaga ccgecacctt cctggacact 1200
[1739] ttccactact atgatgccga tgacccggte cattatccce gagecectetg cetetttgaa 1260
[1740] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[1741] ttctatgegg ggectgaaggg ccaggtgetg gtgctgegga caacttcaac tgtctacaat 1380
[1742] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1743] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[1744] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1745] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1746] aacccctgga geccaagaca ccgegtggte cageccaactce tggagcagac gecagtactce 1680
[1747]  tgggagcgee aggeggeett ccgettcaaa aggaagetge ccacgtacct getctttace 1740
[1748] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[1749] gcegaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[1750] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[1751] aacgacccct ggecacccecgee cgtggtettt gagecagttte ttcacaacaa cgagaacatt 1980
[1752] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[1753] gacattccca acacagccac acctgggaac tccgtggget tcctgeteeg gecattcaac 2100
[1754] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[1755] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[1756] ccttttagct acaatgggac ctatagacct gtgtga 2256

[1757]1  <210> 20

[1758]  <211> 2256

[1759]  <212> DNA

[1760]  <213> A T4

[1761]  <220>

[1762]  <223> hDAO-Hepmut3

[1763]  <400> 20
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[1764] atgccggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[1765] ccetececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1766] ctgaaggcag tgcacagctt cctcectggtec aagaaggage tgaggetgea gecctceccagt 180
[1767] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1768] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgecgte 300
[1769] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[1770] gggcectget acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[1771] aggcccatct ccacagcaga gtatgeccctce ctctaccaca ccctgecagga agccaccaag 480
[1772] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[1773] tgeetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg cegeagttgg 600
[1774] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[1775] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[1776] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1777] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[1778] ctctteteect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggeccee 900
[1779] cgettggtee agecccacgg cecctegette aggetggagg gecaacgetgt getctacgge 960
[1780] ggctggaget ttgectteceg getgegetee tcctceggge tgeaggtect gaacgtgeac 1020
[1781] ttcggeggag agegeattge ctatgaggte agegtgecaag aggcagtgge getgtatgga 1080
[1782] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[1783] gtcactcatg agttagccece cggeatcgac tgeccggaga ccgecacctt cetggacact 1200
[1784] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[1785] atgcccacag gggtgcceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[1786] ttctatgecgg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1787] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1788] gccactgget acgteccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[1789] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1790] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1791] aacccctgga gcccaagaca ccgegtggte cagecaactc tggagcagac gecagtactce 1680
[1792] tgggagegee aggeggeett cecgettcaaa acgaagetge ccaagtacct getctttace 1740
[1793] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[1794] gccgaccagg tgctgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[1795] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagcageat ctaccaccag 1920
[1796] aacgacccct ggcaccegee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[1797] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgeacatcce ccactcagag 2040
[1798] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[1799] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[1800] aacggcccca actacgtcca gcgetggatc cctgaggaca gggactgete gatgectece 2220
[1801] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1802] <210> 21

[1803] <211> 2256

[1804]  <212> DNA

[1805] <213> A LJ¥¥
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[1806]  <220>

[1807]  <223> hDAO-Hepmut4

[1808]  <400> 21

[1809] atgccggece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[1810] cccteececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1811] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[1812] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1813] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccegtgecgte 300
[1814] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[1815] gggcectget acatgegage actgtccccee aggectgggt accagtcecte ctgggeateg 420
[1816] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agceccaccaag 480
[1817] cccetgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[1818] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegeagttgg 600
[1819] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[1820] gtggatcatg ggagcacaga tgctgggecac tgggccgtge agcaggtgtg gtacaacggg 720
[1821] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1822] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[1823] ctetteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[1824] cgcttggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[1825] ggctggaget ttgectteeg getgegetee tecteeggge tgeaggteet gaacgtgeac 1020
[1826] ttcggeggag agegeattge ctatgaggtc agegtgcaag aggcagtgge getgtatgga 1080
[1827] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cetgggeage 1140
[1828] gtcactcatg agttagccce cggcatcgac tgeccggaga ccgecacctt cectggacact 1200
[1829] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[1830] atgcccacag gggtgecect tecggeggeac tttaattcca actttaaagg tggettcaac 1320
[1831] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1832] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1833] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[1834] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1835] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1836] aacccctgga gecccaagaca ccgegtggte cageccaacte tggagcagac geagtactce 1680
[1837] tgggagegee aggeggeett cagettcaaa acgaagetge ccaagtacct getctttace 1740
[1838] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[1839] gcecgaccagg tgetgeccee aggetggecag gaggageagg ccatcacctg ggcaaggtac 1860
[1840] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcagecat ctaccaccag 1920
[1841] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[1842] gaaaatgagg acctggtgge ctgggtgacg gtgggettce tgcacatcce ccactcagag 2040
[1843] gacattccca acacagccac acctgggaac tccgtggget tcetgeteeg gecattcaac 2100
[1844] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[1845] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgecteee 2220
[1846] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1847] <210> 22
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[1848] <211> 2256

[1849]  <212> DNA

[1850]  <213> A TJ#4l

[1851]  <220>

[1852]  <223> hDAO-Hepmuth

[1853]  <400> 22

[1854] atgccggeee tgggetggge cgtggetgee atcectgatge tgecagacgge catggeggag 60
[1855] cccteececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1856] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgea gecctccagt 180
[1857] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1858] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[1859] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[1860] gggceectget acatgegage actgtcccee aggectgggt accagtcecte ctgggeateg 420
[1861] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[1862] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[1863] tgeetggeet tcaccgatgt ggeccccegg ggtgtggett ctggecageg cegeagttgg 600
[1864] cttatcatac agcgctatgt agaaggctac tttctgcace ccactggget ggagetccte 660
[1865] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agecaggtgtg gtacaacggg 720
[1866] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1867] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[1868] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[1869] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[1870] ggctggaget ttgectteeg getgegetee tecteeggge tgecaggtecet gaacgtgeac 1020
[1871] ttcggeggag agegeattge ctatgaggtce agecgtgecaag aggcagtgge getgtatgga 1080
[1872] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[1873] gtcactcatg agttagcccc cggcatcgac tgcccggaga ccgecacctt cctggacact 1200
[1874] ttccactact atgatgeccga tgacccggte cattatccce gagecctetg cectetttgaa 1260
[1875] atgcccacag gggtgecect tecggeggeac tttaattcca actttaaagg tggecttcaac 1320
[1876] ttctatgegg ggetgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1877] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1878] gccactgget acgtccacge caccttctac accccecgagg ggetgegeca cggeactege 1500
[1879] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1880] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1881] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactcce 1680
[1882] tgggagecgee aggeggectt ccgettcaaa acgaagetge ccacgtacct getctttace 1740
[1883] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[1884] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[1885] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[1886] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[1887] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcee ccactcagag 2040
[1888] gacattccca acacagccac acctgggaac tccgtggget tcetgeteeg gecattcaac 2100
[1889] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
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[1890]
[1891]
[1892]
[1893]
[1894]
[1895]
[1896]
[1897]
[1898]
[1899]
[1900]
[1901]
[1902]
[1903]
[1904]
[1905]
[1906]
[1907]
[1908]
[1909]
[1910]
[1911]
[1912]
[1913]
[1914]
[1915]
[1916]
[1917]
[1918]
[1919]
[1920]
[1921]
[1922]
[1923]
[1924]
[1925]
[1926]
[1927]
[1928]
[1929]
[1930]
[1931]

aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220

ccttttaget acaatgggac ctatagacct gtgtga 2256

<210>
211>
212>
213>
<220>
223>
<400> 23

atgccggecce

23
2256
DNA

cccteeeegg
ctgaaggcag
accaccacca
catgtgctga
atcttctttg
gggcecetget
aggcccatct
ccectgeate
tgecetggeet
cttatcatac
gtggatcatg
aagttctatg
gtggtecetgg
ctcttetecet
cgettggtee
ggctggaget
ttcggeggag
ggacacacac
gtcactcatg
ttccactact
atgcccacag
ttctatgegg
tatgattaca
gccactgget
ctgcacaccce
gatgtggcag
aacccctgga
tgggagegcece
agcccccagg
gccgaccagg
cceectggeag

aacgacccct

hDAO-

NLFH1

Hepmut6

tgggetggge
ggactctgcce
tgcacagctt
tggccaagaa
ggtttctgga
gtgaccagga
acatgcgagce
ccacagcaga
agttcttcect
tcaccgatgt
agcgctatgt
ggagcacaga
ggagcccaga
aggacccgcet
cccacaagcec
agccccacgg
ttgeetteeg
agcgcattge
ctgcaggcat
agttagcccce
atgatgccga
gggtgeccect
ggctgaaggg
tttgggactt
acgtccacgce
acctgattgg
gcaccaagaa
gcccaagaca
aggecggecett
agaacccctg
tgetgececcee
tgaccaagta

ggcacccgece

cgtggetgee
caggaaggca
cctetggtee
caccgtgttt
taaaggtgaa
gcatcccaat
actgtccceccee
gtatgccctce
caataccaca
ggceeeecegg
agaaggctac
tgctgggcecac
ggaactggct
geetggggge
ccgeggggac
ccetegette
gctgegetcece
ctatgaggtc
gcagaccaag
cggcatcgac
tgacccggte
tcggeggeac
ccaggtgcetg
tatcttctac
caccttctac
caacatacac
cagcttccag
ccgegtggte
ccgettegga
gggccacaag
aggctggeag
ccgggagtceg
cgtggtcttt

atcctgatgce
ggggtgtttt
aagaaggagc
ctcatcgaga
aggcatcctg
gtcaccgagt
aggcctgggt
ctctaccaca
ggcttctcat
ggtgtggett
tttctgcacce
tgggeegtyg
cggaagtatg
aaggggcatg
ttccecagee
aggctggagg
tceteecggge
agcgtgcaag
tacctcgatg
tgccecggaga
cattatcccce
tttaattcca
gtgetgegga
cccaacgggg
acccccgagg
actcacttgg
acactgcaga
cagccaactc
cagacgctgce
cgcagctacc
gaggagcagg
gagctgtgea
gagcagtttce
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tgcagacggce
cagacctaag
tgaggctgca
tgctgetgee
tgcgggaage
ttgctgtggg
accagtccte
ccctgeagga
tccaagactg
ctggccageg
ccactgggcet
agcaggtgtg
cagatggaga
acagcacaga
ccatccatgt
gcaacgctgt
tgcaggtcct
aggcagtgge
tcggetgggg
ccgecacctt
gagccctetg
actttaaagg
caacttcaac
tgatggaggce
ggctgegceca
tgcactaccg
tgaagctaga
tggagcagac
ccaagtacct
gcctgecagat
ccatcacctg
gcagcagcat

ttcacaacaa

catggcggag
caaccaagag
gcecteccagt
caagaagtac
ccgtgeegte
gcecectgeca
ctgggcatcg
agccaccaag
ccatgacaga
ccgcagttgg
ggagctcctce
gtacaacggg
ggtggacgtg
ggagccgcece
gagcggecece
gctctacgge
gaacgtgcac
gctgtatgga
cctgggeagce
cctggacact
cctctttgaa
tggcttcaac
tgtctacaat
caagatgcat
cggcactcge
cgtagacctg
aaacatcacc
gcagtactcc
gctctttacce
ccactccatg
ggcaaggtac
ctaccaccag

cgagaacatt

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
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[1932] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgeacatcee ccactcagag 2040
[1933] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[1934] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[1935] aacggcccca actacgtcca gegetggatc cctgaggaca gggactgete gatgectece 2220
[1936] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1937] <210> 24

[1938] <211> 2256

[1939]  <212> DNA

[1940]  <213> A LJ¥4l

[1941]  <220>

[1942]  <223> hDAO-Hepmut7

[1943]  <400> 24

[1944] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[1945] cccteeecegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1946] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[1947] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1948] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgecgte 300
[1949] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[1950] gggcecetget acatgegage actgtccecece aggectgggt accagtecte ctgggeateg 420
[1951] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agecaccaag 480
[1952] cccectgeate agttecttcet caataccaca ggettctcat tccaagactg ccatgacaga 540
[1953] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegeagttgg 600
[1954] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[1955] gtggatcatg ggagcacaga tgctgggeac tgggecgtgg agecaggtgtg gtacaacggg 720
[1956] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[1957] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[1958] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[1959] cgcttggtee agecccacgg ccctegette aggetggagg geaacgetgt getctacgge 960
[1960] ggctggaget ttgectteeg getgegetee tectecggge tgeaggtect gaacgtgeac 1020
[1961] ttcggeggag agegecattge ctatgaggtc agegtgcaag aggcagtgge getgtatgga 1080
[1962] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetggge cctgggeage 1140
[1963] gtcactcatg agttagccce cggcecatcgac tgeccggaga ccgecacctt cetggacact 1200
[1964] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[1965] atgcccacag gggtgecect tecggeggeac tttaattcca actttaaagg tggettcaac 1320
[1966] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[1967] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[1968] gccactggct acgtccacge caccttctac accceccgagg ggctgegeca cggeactege 1500
[1969] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[1970] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[1971] aacccctgga gcccaagaca ccgegtggte cageccaacte tggagcagac geagtactce 1680
[1972] tgggagegee aggeggectt cagettcaaa aggaagcetge ccacgtacct getctttace 1740
[1973] agcccccagg agaacccetg gggccacaag cgeagetace gectgeagat ccactccatg 1800
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[1974] gcecgaccagg tgetgeccee aggetggecag gaggageagg ccatcacctg ggcaaggtac 1860
[1975] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcageat ctaccaccag 1920
[1976] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[1977] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcce ccactcagag 2040
[1978] gacattccca acacagccac acctgggaac tccgtggget tcectgeteeg gecattcaac 2100
[1979] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[1980] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[1981] ccttttaget acaatgggac ctatagacct gtgtga 2256

[1982] <210> 25

[1983] <211> 2256

[1984]  <212> DNA

[1985]  <213> AT ¥4l

[1986]  <220>

[1987]  <223> hDAO-Cysmut

[1988]  <400> 25

[1989] atgceggece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[1990] ccctcceegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[1991] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgea gecctccagt 180
[1992] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[1993] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[1994] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[1995] gggcecgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[1996] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agccaccaag 480
[1997] cceectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[1998] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[1999] cttatcatac agcgctatgt agaaggctac tttctgcace ccactggget ggagetcete 660
[2000] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[2001] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2002] gtggtcctgg aggaccecget geetggggge aaggggeatg acageacaga ggagecgeee 840
[2003] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[2004] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2005] ggctggaget ttgectteeg getgegetee tecteeggge tgecaggtecet gaacgtgeac 1020
[2006] ttcggeggag agegeattge ctatgaggtce agecgtgecaag aggcagtgge getgtatgga 1080
[2007] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[2008] gtcactcatg agttagccce cggcatcgac tgcccggaga ccgecacctt cetggacact 1200
[2009] ttccactact atgatgeccga tgacccggte cattatccce gagecctetg cectetttgaa 1260
[2010] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2011] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2012] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2013] gccactgget acgtccacge caccttctac accccecgagg ggetgegeca cggeactege 1500
[2014] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2015] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
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[2016] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[2017]  tgggagcgee aggeggectt ccgettcaaa aggaagetge ccaagtacct getctttace 1740
[2018] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[2019]  gccgaccagg tgctgeccec aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[2020] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[2021] aacgacccct ggcacccgee cgtggtettt gagecagtttc ttcacaacaa cgagaacatt 1980
[2022] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[2023] gacattccca acacagccac acctgggaac tccgtggget tcetgeteeg gecattcaac 2100
[2024] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[2025] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[2026] ccttttagct acaatgggac ctatagacct gtgtga 2256

[2027] <210> 26

[2028] <211> 2256

[2029]  <212> DNA

[2030]  <213> A L4

[2031]  <220>

[2032] <223> hDAO-Hepmutl-Cysmut

[2033]  <400> 26

[2034] atgccggeee tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[2035] cccteecegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2036] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[2037] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2038] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[2039] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[2040] gggceecgect acatgegage actgtcecccece aggectgggt accagtecte ctgggeateg 420
[2041] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agccaccaag 480
[2042] cccectgeate agttettecet caataccaca ggettctcat tccaagactg ccatgacaga 540
[2043] tgcetggeet tcaccgatgt ggecceecgg ggtgtggett ctggecageg ccgeagttgg 600
[2044] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2045] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[2046] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2047] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[2048] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggeccee 900
[2049] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2050] ggctggaget ttgecttceg getgegetee tccteceggge tgcaggtcet gaacgtgecac 1020
[2051] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[2052] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggctggge cctgggeage 1140
[2053] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt cctggacact 1200
[2054] ttccactact atgatgccga tgacccggtc cattatccce gagecctetg cctetttgaa 1260
[2055] atgcccacag gggtgeceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2056] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2057] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
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[2058] gccactgget acgtccacge caccttctac acccecegagg ggetgegeca cggeactege 1500
[2059] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2060] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2061] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac geagtactce 1680
[2062] tgggagegee aggeggectt cagecttcaaa aggaagetge ccaagtacct getctttace 1740
[2063] agcccccagg agaacccetg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[2064] gccgaccagg tgctgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[2065] cccectggeag tgaccaagta ccgggagtcecg gagetgtgea gecagecageat ctaccaccag 1920
[2066] aacgacccct ggcacccgee cgtggtettt gagecagttte ttcacaacaa cgagaacatt 1980
[2067] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcece ccactcagag 2040
[2068] gacattccca acacagccac acctgggaac tccgtggget tcctgeteceg gecattcaac 2100
[2069] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[2070] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[2071] ccttttaget acaatgggac ctatagacct gtgtga 2256

[2072] <210> 27

[2073]  <211> 2256

[2074]  <212> DNA

[2075]  <213> A TJ¥4

[2076]  <220>

[2077]  <223> hDAO-Hepmut2-Cysmut

[2078]  <400> 27

[2079] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[2080] cceteecececgg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2081] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[2082] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgetgetgee caagaagtac 240
[2083] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[2084] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[2085] gggccegeect acatgegage actgtcccee aggectgggt accagtccte ctgggeateg 420
[2086] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agecaccaag 480
[2087] cccectgeate agttecttcet caataccaca ggettctcat tccaagactg ccatgacaga 540
[2088] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegeagttgg 600
[2089] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[2090] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agcaggtgtg gtacaacggg 720
[2091] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2092] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[2093] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[2094] cgcttggtee ageccccacgg ccctegette aggetggagg geaacgetgt getctacgge 960
[2095] ggctggaget ttgectteeg getgegetee teccteceggge tgecaggtecet gaacgtgeac 1020
[2096] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[2097] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggctgggg cctgggeage 1140
[2098] gtcactcatg agttagccce cggecatcgac tgcccggaga ccgecacctt ccetggacact 1200
[2099] ttccactact atgatgccga tgacccggte cattatccce gagecctetg cetetttgaa 1260
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[2100] atgcccacag gggtgeceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2101] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2102] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2103] gccactggct acgtccacge caccttctac acccecgagg ggctgegeca cggeactege 1500
[2104] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2105] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2106] aacccctgga geccaagaca ccgegtggte cagecaacte tggagcagac geagtactce 1680
[2107] tgggagegee aggeggectt ccgettcaaa aggaagetge ccacgtacct getctttace 1740
[2108] agcccccagg agaacccctg gggccacaag cgeagetace gectgeagat ccactccatg 1800
[2109] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[2110] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagcagecat ctaccaccag 1920
[2111] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[2112] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcee ccactcagag 2040
[2113] gacattccca acacagccac acctgggaac tccgtggget tcectgeteeg gecattcaac 2100
[2114] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[2115] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectecce 2220
[2116] ccttttagct acaatgggac ctatagacct gtgtga 2256

[2117]  <210> 28

[2118]  <211> 2256

[2119]  <212> DNA

[2120]  <213> A TJ¥4

[2121]  <220>

[2122] <223> hDAO-Hepmut3-Cysmut

[2123]  <400> 28

[2124] atgcecggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[2125] ccetececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2126] ctgaaggcag tgcacagctt cctctggtec aagaaggage tgaggetgea gecctceccagt 180
[2127] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2128] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[2129] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[2130] gggceecgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[2131] aggcccatct ccacagcaga gtatgccctc ctctaccaca ccctgecagga agccaccaag 480
[2132] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[2133] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[2134] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2135] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[2136] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2137] gtggtcctgg aggacceget geectggggge aaggggeatg acageacaga ggagecgeee 840
[2138] ctcttctect cccacaagec ccgeggggac ttccccagee ccatccatgt gagcggeece 900
[2139] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2140] ggctggaget ttgectteeg getgegetee tccteceggge tgecaggteet gaacgtgeac 1020
[2141] ttcggeggag agegeattge ctatgaggtce agegtgecaag aggecagtgge getgtatgga 1080
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[2142] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[2143] gtcactcatg agttagccce cggcatcgac tgccecggaga cegecacctt cetggacact 1200
[2144] ttccactact atgatgeccga tgaccecggte cattatccce gagecctetg cectetttgaa 1260
[2145] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2146] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2147] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2148] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[2149] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2150] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2151] aacccctgga gcccaagaca ccgegtggte cagecaactc tggagcagac gecagtactce 1680
[2152] tgggagegee aggeggeett ccgettcaaa acgaagetge ccaagtacct getctttace 1740
[2153] agcccccagg agaacccctg gggeccacaag cgecagetace gectgecagat ccactccatg 1800
[2154] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[2155] cccectggeag tgaccaagta ccgggagtcecg gagetgtgea gecagecageat ctaccaccag 1920
[2156] aacgacccct ggcacccgec cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[2157] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcce ccactcagag 2040
[2158] gacattccca acacagccac acctgggaac tccgtggget tcctgetecg gecattcaac 2100
[2159] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[2160] aacggcccca actacgtcca gegetggatce cctgaggaca gggactgete gatgectcce 2220
[2161] ccttttagct acaatgggac ctatagacct gtgtga 2256

[2162] <210> 29

[2163] <211> 2256

[2164]  <212> DNA

[2165]  <213> ALJ74)

[2166]  <220>

[2167] <223> hDAO-Hepmut4-Cysmut

[2168]  <400> 29

[2169] atgccggeece tgggetggge cgtggetgee atcectgatge tgecagacgge catggeggag 60
[2170] ccctececegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2171] ctgaaggcag tgcacagctt cctetggtecc aagaaggage tgaggetgea gecctccagt 180
[2172] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2173] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[2174] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg gecectgeca 360
[2175] gggceecgeet acatgegage actgtcccce aggectgggt accagtcecte ctgggeateg 420
[2176] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agcecaccaag 480
[2177] cccetgeate agttettceet caataccaca ggettctcat tccaagactg ccatgacaga 540
[2178] tgcetggeet tcaccgatgt ggecceceegg ggtgtggett ctggecageg cegeagttgg 600
[2179] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2180] gtggatcatg ggagcacaga tgctgggecac tgggccgtge agcaggtgtg gtacaacggg 720
[2181] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2182] gtggtcetgg aggacccecget gectggggge aaggggecatg acagcacaga ggagecgece 840
[2183] ctctteteect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
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[2184] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2185] ggctggaget ttgecttceg getgegetee tccteceggge tgcaggtcet gaacgtgecac 1020
[2186] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[2187] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[2188] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt cctggacact 1200
[2189] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[2190] atgcccacag gggtgeceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2191] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2192] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2193] gccactgget acgtccacge caccttctac acccececgagg ggetgegeca cggeactege 1500
[2194] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2195] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2196] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[2197] tgggagecgee aggeggectt cagettcaaa acgaagetge ccaagtacct getctttace 1740
[2198] agcccccagg agaacccctg gggecacaag cgecagetace gectgecagat ccactccatg 1800
[2199] gcecgaccagg tgetgeccce aggetggecag gaggagecagg ccatcacctg ggcaaggtac 1860
[2200] cccctggecag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[2201] aacgacccct ggcaccecgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[2202] gaaaatgagg acctggtgge ctgggtgacg gtgggettce tgcacatcee ccactcagag 2040
[2203] gacattccca acacagccac acctgggaac tccgtggget tcetgeteceg gecattcaac 2100
[2204] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[2205] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectecee 2220
[2206] ccttttaget acaatgggac ctatagacct gtgtga 2256

[2207] <210> 30

[2208] <211> 2256

[2209]  <212> DNA

[2210]  <213> A L4

[2211]  <220>

[2212]  <223> hDAO-Hepmut5-Cysmut

[2213]  <400> 30

[2214] atgceggeee tgggetggge cgtggetgee atcetgatge tgecagacgge catggeggag 60
[2215] cceteceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2216] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[2217] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2218] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgecgggaage ccgtgecgte 300
[2219] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[2220] gggccegect acatgegage actgtcccee aggectgggt accagtcete ctgggecateg 420
[2221] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[2222] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[2223] tgeetggeet tcaccgatgt ggecccecegg ggtgtggett ctggecageg ccegeagttgg 600
[2224] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2225] gtggatcatg ggagcacaga tgctgggeac tgggecgtgg agecaggtgtg gtacaacggg 720
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[2226] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2227] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[2228] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggeccee 900
[2229] cgcttggtee agecccacgg ccctegette aggetggage geaacgetgt getctacgge 960
[2230] ggctggaget ttgectteeg getgegetee teccteceggge tgecaggtecet gaacgtgeac 1020
[2231] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[2232] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggctgggg cctgggeage 1140
[2233] gtcactcatg agttagccce cggecatcgac tgcccggaga ccgecacctt cctggacact 1200
[2234] ttccactact atgatgccga tgacccggte cattatccce gagecctetg cetetttgaa 1260
[2235] atgcccacag gggtgecect tecggeggeac tttaattcca actttaaagg tggettcaac 1320
[2236] ttctatgecgg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2237] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2238] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[2239] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2240] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2241] aacccctgga geccaagaca ccgegtggte cageccaactce tggagcagac gecagtactcce 1680
[2242] tgggagcgee aggeggeett ccgettcaaa acgaagetge ccacgtacct getctttace 1740
[2243] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[2244] gcecgaccagg tgetgeccce aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[2245] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[2246] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[2247] gaaaatgagg acctggtgge ctgggtgacg gtgggettece tgcacatcec ccactcagag 2040
[2248] gacattccca acacagccac acctgggaac tccgtggget tcctgeteeg gecattcaac 2100
[2249] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[2250] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[2251] ccttttagct acaatgggac ctatagacct gtgtga 2256

[2252] <210> 31

[2253] <211> 2256

[2254]  <212> DNA

[2255]  <213> A T4

[2256] <220>

[2257] <223> hDAO-Hepmut6-Cysmut

[2258]  <400> 31

[2259] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[2260] cceteceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2261] ctgaaggcag tgcacagctt cctectggtec aagaaggage tgaggetgea gecctceccagt 180
[2262] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2263] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgecgte 300
[2264] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccetgeca 360
[2265] gggceecgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[2266] aggcccatct ccacagcaga gtatgeccctce ctctaccaca ccctgecagga agccaccaag 480
[2267] ccecetgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
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[2268] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[2269] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2270] gtggatcatg ggagcacaga tgctgggcac tgggeecgtgg agcaggtgtg gtacaacggg 720
[2271] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2272] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[2273] ctcttctect cccacaagec ccgeggggac ttccccagee ccatccatgt gagcggeece 900
[2274] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2275] ggctggaget ttgectteeg getgegetee tccteceggge tgeaggteet gaacgtgeac 1020
[2276] ttcggeggag agegeattge ctatgaggtce agegtgecaag aggecagtgge getgtatgga 1080
[2277] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[2278] gtcactcatg agttagcccc cggcatcgac tgcccggaga ccgecacctt cctggacact 1200
[2279] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[2280] atgcccacag gggtgecect tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2281] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2282] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2283] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[2284] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2285] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2286] aacccctgga geccaagaca ccgegtggte cagccaactce tggagcagac gecagtactce 1680
[2287] tgggagegee aggeggeett cecgettegga cagacgetge ccaagtacct getctttace 1740
[2288] agcccccagg agaacccctg gggecacaag cgecagetace gectgecagat ccactccatg 1800
[2289] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[2290] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagcagecat ctaccaccag 1920
[2291] aacgacccct ggcaccegee cgtggtcettt gagcagtttc ttcacaacaa cgagaacatt 1980
[2292] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcce ccactcagag 2040
[2293] gacattccca acacagccac acctgggaac tccgtggget tcctgetecg gecattcaac 2100
[2294] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[2295] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcee 2220
[2296] ccttttaget acaatgggac ctatagacct gtgtga 2256

[2297] <210> 32

[2298] <211> 2256

[2299]  <212> DNA

[2300] <213> ALFF4)

[2301]  <220>

[2302]  <223> hDAO-Hepmut7-Cysmut

[2303]  <400> 32

[2304] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[2305] cccteeceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[2306] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[2307] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[2308] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccegtgecgte 300
[2309] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
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[2310] gggceecgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[2311] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agcecaccaag 480
[2312] cccetgeate agttettceet caataccaca ggettctcat tccaagactg ccatgacaga 540
[2313] tgeetggeet tcaccgatgt ggecceceegg ggtgtggett ctggecageg cegeagttgg 600
[2314] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[2315] gtggatcatg ggagcacaga tgctgggeac tgggeecgtgg agecaggtgtg gtacaacggg 720
[2316] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[2317] gtggtcetgg aggacccecget gectggggge aaggggecatg acagcacaga ggagecgece 840
[2318] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[2319] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[2320] ggctggaget ttgecttceg getgegetee tecteceggge tgcaggtceet gaacgtgecac 1020
[2321] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[2322] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[2323] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt ccetggacact 1200
[2324] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[2325] atgcccacag gggtgececet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[2326] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[2327] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[2328] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactecge 1500
[2329] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[2330] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[2331] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[2332] tgggagecgee aggeggeett cagecttcaaa aggaagetge ccacgtacct getctttace 1740
[2333] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[2334] gcecgaccagg tgetgeccee aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[2335] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcageat ctaccaccag 1920
[2336] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[2337] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcce ccactcagag 2040
[2338] gacattccca acacagccac acctgggaac tccgtggget tcetgeteceg gecattcaac 2100
[2339] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectcgggac 2160
[2340] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectecee 2220
[2341] ccttttaget acaatgggac ctatagacct gtgtga 2256

[2342] <210> 33

[2343] <211> 8

[2344] <212> PRT

[2345]  <213> A L4

[2346]  <220>

[2347]  <223> DAO ZJik

[2348]  <400> 33

[2349]  Ser Phe Lys Ala Lys Leu Pro Lys

[2350] 1 5

[2351] <210> 34
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[2352]
[2353]
[2354]
[2355]
[2356]
[2357]
[2358]
[2359]
[2360]
[2361]
[2362]
[2363]
[2364]
[2365]
[2366]
[2367]
[2368]
[2369]
[2370]
[2371]
[2372]
[2373]
[2374]
[2375]
[2376]
[2377]
[2378]
[2379]
[2380]
[2381]
[2382]
[2383]
[2384]
[2385]
[2386]
[2387]
[2388]
[2389]
[2390]
[2391]
[2392]
[2393]

211> 8

<212> PRT

213> N T 74l
220>

<223> DAO Zjik
<400> 34

Ala Phe Lys Ala Lys Leu Pro Thr
1 5
<210> 35

211> 8

<212> PRT

213> AN T74l
220>

<223> DAO ZJik
<400> 35

Ala Phe Lys Thr Lys Leu Pro Lys
1 5
<210> 36

211> 8

<212> PRT

213> NT 751
220>

<223> DAO ZJik
<400> 36

Ser Phe Lys Thr Lys Leu Pro Lys
1 5
<210> 37

211> 8

<212> PRT
213> NT 75
220>

<223> DAO ZJik
<400> 37

Ala Phe Lys Thr Lys Leu Pro Thr
1 5
<210> 38

211> 8

<212> PRT
213> AT 74
220>

<223> DAO ZJik
<400> 38
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[2394] Ser Phe Lys Ala Lys Leu Pro Lys

[2395] 1 5

[2396]  <210> 39

[2397]  <211> 983

[2398]  <212> PRT

[2399]  <213> A L4

[2400]  <220>

[2401]  <223> Fc-hDAO

[2402]  <400> 39

[2403] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[2404] 1 5 10 15
[2405] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[2406] 20 25 30

[2407] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[2408] 35 40 45

[2409] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[2410] 50 55 60

[2411]  Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[2412] 65 70 75 80
[2413] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[2414] 85 90 95
[2415] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[2416] 100 105 110

[2417] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[2418] 115 120 125

[2419] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[2420] 130 135 140

[2421] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[2422] 145 150 155 160
[2423] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[2424] 165 170 175
[2425] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[2426] 180 185 190

[2427] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[2428] 195 200 205

[2429] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[2430] 210 215 220

[2431] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[2432] 225 230 235 240
[2433] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[2434] 245 250 255
[2435] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
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[2436] 260 265 270

[2437] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[2438] 275 280 285

[2439] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[2440] 290 295 300

[2441]  Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[2442] 305 310 315 320
[2443]  Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[2444] 325 330 335
[2445]  Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[2446] 340 345 350

[2447]  Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[2448] 355 360 365

[2449]  Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[2450] 370 375 380

[2451] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[2452] 385 390 395 400
[2453] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[2454] 405 410 415
[2455] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[2456] 420 425 430

[2457] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[2458] 435 440 445

[2459] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[2460] 450 455 460

[2461] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[2462] 465 470 475 480
[2463] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[2464] 485 490 495
[2465] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[2466] 500 505 510

[2467] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[2468] 515 520 525

[2469] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[2470] 530 535 540

[2471]  Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[2472] 545 550 555 560
[2473] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[2474] 565 570 575
[2475] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[2476] 580 585 590

[2477] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
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[2478] 595 600 605

[2479] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[2480] 610 615 620

[2481] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[2482] 625 630 635 640
[2483] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[2484] 645 650 655
[2485] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[2486] 660 665 670

[2487] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[2488] 675 680 685

[2489] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[2490] 690 695 700

[2491] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[2492] 705 710 715 720
[2493] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[2494] 725 730 735
[2495] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[2496] 740 745 750

[2497] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[2498] 755 760 765

[2499]  Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[2500] 770 775 780

[2501] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[2502] 785 790 795 800
[2503] Phe Lys Arg Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[2504] 805 810 815
[2505] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[2506] 820 825 830

[2507] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[2508] 835 840 845

[2509] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[2510] 850 855 860

[2511] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[2512] 865 870 875 880
[2513] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[2514] 885 890 895
[2515] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[2516] 900 905 910

[2517]  Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[2518] 915 920 925

[2519] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
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[2520]
[2521]
[2522]
[2523]
[2524]
[2525]
[2526]
[2527]
[2528]
[2529]
[2530]
[2531]
[2532]
[2533]
[2534]
[2535]
[2536]
[2537]
[2538]
[2539]
[2540]
[2541]
[2542]
[2543]
[2544]
[2545]
[2546]
[2547]
[2548]
[2549]
[2550]
[2551]
[2552]
[2553]
[2554]
[2555]
[2556]
[2557]
[2558]
[2559]
[2560]
[2561]

965

950

930
Thr Val Ile Val Trp Pro
945
Trp Ile Pro Glu Asp Arg
Asn Gly Thr Tyr Arg Pro
980
<210> 40
<211> 983
<212> PRT
213> N L4
220>
223>

<400> 40
Met Pro Ala Leu

1
Ala

Ser

Arg

Pro

65

Ala

Val

Tyr

Thr

Leu

145

Cys

Ser

Asp

Ser

Met

Val

Thr

50

Glu

Lys

Ser

Lys

Ile

130

Pro

Leu

Asn

Ser

Arg
210

Ala
Phe
35

Pro
Val
Thr
Val
Cys
115
Ser
Pro
Val
Gly
Asp

195
Trp

Glu
20

Leu
Glu
Lys
Lys
Leu
100
Lys
Lys
Ser
Lys
Gln
180

Gly

Gln

Gly
5
Cys
Phe
Val
Phe
Pro
85
Thr
Val
Ala
Arg
Gly
165
Pro

Ser

Gln

Fc-hDAO-Hepmutl

Trp

Pro

Pro

Thr

Asn

70

Arg

Val

Ser

Lys

Glu

150

Phe

Glu

Phe

Gly

935

940

Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg

955

960

Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr

Val

Ala

Pro

Pro

Cys

55

Trp

Glu

Leu

Asn

Gly

135

Glu

Tyr

Asn

Phe

Asn
215

Val

Cys

Lys

40

Val

Tyr

Glu

His

Lys

120

Gln

Met

Pro

Asn

Leu

200
Val

Ala
Pro
25

Pro
Val
Val
Gln
Gln
105
Gly
Pro
Thr
Ser
Tyr
185

Tyr

Phe

95

970

Ala
10

Ala
Lys
Val
Asp
Tyr
90

Asp
Leu
Arg
Lys
Asp
170
Lys

Ser

Ser

Ile

Pro

Asp

Asp

Gly

75

Asn

Trp

Pro

Glu

Asn

155

Ile

Thr

Lys

Cys

Leu

Pro

Thr

Val

60

Val

Ser

Leu

Ser

Pro

140

Gln

Ala

Thr

Leu

Ser
220

Met

Val

Leu

45

Ser

Glu

Thr

Asn

Ser

125

Gln

Val

Val

Pro

Thr

205
Val

Leu
Ala
30

Met
His
Val
Tyr
Gly
110
Ile
Val
Ser
Glu
Pro
190

Val

Met

975

Gln
15

Gly
Ile
Glu
His
Arg
95

Lys
Glu
Tyr
Leu
Trp
175
Val

Asp

His

Thr

Pro

Ser

Asp

Asn

80

Val

Glu

Lys

Thr

Thr

160

Glu

Leu

Lys

Glu
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[2562] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[2563] 225 230 235 240
[2564] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[2565] 245 250 255
[2566] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[2567] 260 265 270

[2568] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[2569] 275 280 285

[2570]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[2571] 290 295 300

[2572] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[2573] 305 310 315 320
[2574]  Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[2575] 325 330 335
[2576] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[2577] 340 345 350

[2578] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[2579] 355 360 365

[2580] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[2581] 370 375 380

[2582] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[2583] 385 390 395 400
[2584] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[2585] 405 410 415
[2586] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[2587] 420 425 430

[2588] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[2589] 435 440 445

[2590] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[2591] 450 455 460

[2592] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[2593] 465 470 475 480
[2594] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[2595] 485 490 495
[2596] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[2597] 500 505 510

[2598] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[2599] 515 520 525

[2600] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[2601] 530 535 540

[2602] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[2603] 545 550 555 560
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[2604] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[2605] 565 570 575
[2606] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[2607] 580 585 590

[2608] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[2609] 595 600 605

[2610]  Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[2611] 610 615 620

[2612]  Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[2613] 625 630 635 640
[2614] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[2615] 645 650 655
[2616] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[2617] 660 665 670

[2618] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[2619] 675 680 685

[2620] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[2621] 690 695 700

[2622] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[2623] 705 710 715 720
[2624]  Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[2625] 725 730 735
[2626] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[2627] 740 745 750

[2628] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[2629] 755 760 765

[2630] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[2631] 770 775 780

[2632] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Ser
[2633] 785 790 795 800
[2634] Phe Lys Arg Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[2635] 805 810 815
[2636] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[2637] 820 825 830

[2638] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[2639] 835 840 845

[2640] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[2641] 850 855 860

[2642] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[2643] 865 870 875 880
[2644] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[2645] 885 890 895

97



CN 113785052 B ,? yu % 64/205 7T
[2646] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[2647] 900 905 910

[2648] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[2649] 915 920 925

[2650] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[2651] 930 935 940

[2652] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[2653] 945 950 955 960
[2654] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[2655] 965 970 975
[2656] Asn Gly Thr Tyr Arg Pro Val

[2657] 980

[2658] <210> 41

[2659] <211> 983

[2660]  <212> PRT

[2661]  <213> A_LJ74

[2662]  <220>

[2663]  <223> Fc-hDAO-Hepmut2

[2664]  <400> 41

[2665] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[2666] 1 5 10 15
[2667] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[2668] 20 25 30

[2669] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[2670] 35 40 45

[2671] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[2672] 50 55 60

[2673] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[2674] 65 70 75 80
[2675] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[2676] 85 90 95
[2677] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[2678] 100 105 110

[2679] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[2680] 115 120 125

[2681] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[2682] 130 135 140

[2683] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[2684] 145 150 155 160
[2685] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[2686] 165 170 175
[2687]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
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[2688] 180 185 190

[2689] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[2690] 195 200 205

[2691]  Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[2692] 210 215 220

[2693] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[2694] 225 230 235 240
[2695] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[2696] 245 250 255
[2697] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[2698] 260 265 270

[2699] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[2700] 275 280 285

[2701]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[2702] 290 295 300

[2703]  Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[2704] 305 310 315 320
[2705]  Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[2706] 325 330 335
[2707]  Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[2708] 340 345 350

[2709] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[2710] 355 360 365

[2711] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[2712] 370 375 380

[2713] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[2714] 385 390 395 400
[2715] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[2716] 405 410 415
[2717] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[2718] 420 425 430

[2719] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[2720] 435 440 445

[2721]  Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[2722] 450 455 460

[2723] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[2724] 465 470 475 480
[2725] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[2726] 485 490 495
[2727]  Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[2728] 500 505 510

[2729] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
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[2730] 515 520 525

[2731] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[2732] 530 535 540

[2733]  Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[2734] 545 550 555 560
[2735] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[2736] 565 570 575
[2737] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[2738] 580 585 590

[2739] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[2740] 595 600 605

[2741] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[2742] 610 615 620

[2743] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[2744] 625 630 635 640
[2745]  Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[2746] 645 650 655
[2747] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[2748] 660 665 670

[2749]  Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[2750] 675 680 685

[2751] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[2752] 690 695 700

[2753]  Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[2754] 705 710 715 720
[2755]  Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[2756] 725 730 735
[2757] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[2758] 740 745 750

[2759] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[2760] 755 760 765

[2761]  Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[2762] 770 775 780

[2763] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[2764] 785 790 795 800
[2765] Phe Lys Arg Lys Leu Pro Thr Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[2766] 805 810 815
[2767] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[2768] 820 825 830

[2769] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[2770] 835 840 845

[2771] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
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[2772] 850 855 860

[2773] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[2774] 865 870 875 880
[2775] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[2776] 885 890 895
[2777] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[2778] 900 905 910

[2779] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[2780] 915 920 925

[2781] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[2782] 930 935 940

[2783] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[2784] 945 950 955 960
[2785] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[2786] 965 970 975
[2787] Asn Gly Thr Tyr Arg Pro Val

[2788] 980

[2789] <210> 42

[2790]  <211> 983

[2791] <212> PRT

[2792]  <213> A TJ¥4

[2793] <220>

[2794] <223> Fc-hDAO-Hepmut3

[2795]  <400> 42

[2796] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[2797] 1 5 10 15
[2798] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[2799] 20 25 30

[2800] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[2801] 35 40 45

[2802] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[2803] 50 55 60

[2804] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[2805] 65 70 75 80
[2806] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[2807] 85 90 95
[2808] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[2809] 100 105 110

[2810] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[2811] 115 120 125

[2812] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[2813] 130 135 140
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[2814] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[2815] 145 150 155 160
[2816] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[2817] 165 170 175
[2818] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[2819] 180 185 190

[2820] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[2821] 195 200 205

[2822] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[2823] 210 215 220

[2824] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[2825] 225 230 235 240
[2826] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[2827] 245 250 255
[2828] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[2829] 260 265 270

[2830] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[2831] 275 280 285

[2832] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[2833] 290 295 300

[2834] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[2835] 305 310 315 320
[2836] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[2837] 325 330 335
[2838] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[2839] 340 345 350

[2840] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[2841] 355 360 365

[2842] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[2843] 370 375 380

[2844] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[2845] 385 390 395 400
[2846] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[2847] 405 410 415
[2848] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[2849] 420 425 430

[2850] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[2851] 435 440 445

[2852] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[2853] 450 455 460

[2854] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[2855] 465 470 475 480
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[2856] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[2857] 485 490 495
[2858] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[2859] 500 505 510

[2860] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[2861] 515 520 525

[2862] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[2863] 530 535 540

[2864] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[2865] 545 550 555 560
[2866] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[2867] 565 570 575
[2868] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[2869] 580 585 590

[2870] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[2871] 595 600 605

[2872] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[2873] 610 615 620

[2874] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[2875] 625 630 635 640
[2876] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[2877] 645 650 655
[2878] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[2879] 660 665 670

[2880] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[2881] 675 680 685

[2882] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[2883] 690 695 700

[2884] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[2885] 705 710 715 720
[2886] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[2887] 725 730 735
[2888] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[2889] 740 745 750

[2890] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[2891] 755 760 765

[2892] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[2893] 770 775 780

[2894] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[2895] 785 790 795 800
[2896] Phe Lys Thr Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[2897] 805 810 815
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[2898] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[2899] 820 825 830

[2900] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[2901] 835 840 845

[2902] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[2903] 850 855 860

[2904] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[2905] 865 870 875 880
[2906] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[2907] 885 890 895
[2908] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[2909] 900 905 910

[2910] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[2911] 915 920 925

[2912]  Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[2913] 930 935 940

[2914]  Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[2915] 945 950 955 960
[2916] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[2917] 965 970 975
[2918] Asn Gly Thr Tyr Arg Pro Val

[2919] 980

[2920] <210> 43

[2921] <211> 983

[2922]  <212> PRT

[2923]  <213> A L4

[2924]  <220>

[2925] <223> Fc-hDAO-Hepmut4

[2926]  <400> 43

[2927] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[2928] 1 5 10 15
[2929] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[2930] 20 25 30

[2931] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[2932] 35 40 45

[2933] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[2934] 50 55 60

[2935] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[2936] 65 70 75 80
[2937] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[2938] 85 90 95
[2939] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
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[2940] 100 105 110

[2941] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[2942] 115 120 125

[2943] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[2944] 130 135 140

[2945] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[2946] 145 150 155 160
[2947] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[2948] 165 170 175
[2949]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[2950] 180 185 190

[2951] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[2952] 195 200 205

[2953] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[2954] 210 215 220

[2955] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[2956] 225 230 235 240
[2957] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[2958] 245 250 255
[2959] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[2960] 260 265 270

[2961] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[2962] 275 280 285

[2963]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[2964] 290 295 300

[2965]  Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[2966] 305 310 315 320
[2967] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[2968] 325 330 335
[2969] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[2970] 340 345 350

[2971]  Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[2972] 355 360 365

[2973] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[2974] 370 375 380

[2975] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[2976] 385 390 395 400
[2977] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[2978] 405 410 415
[2979] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[2980] 420 425 430

[2981] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
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[2982] 435 440 445

[2983] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[2984] 450 455 460

[2985] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[2986] 465 470 475 480
[2987] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[2988] 485 490 495
[2989] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[2990] 500 505 510

[2991] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[2992] 515 520 525

[2993] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[2994] 530 535 540

[2995] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[2996] 545 550 555 560
[2997] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[2998] 565 570 575
[2999] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3000] 580 585 590

[3001] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3002] 595 600 605

[3003] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3004] 610 615 620

[3005] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3006] 625 630 635 640
[3007] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3008] 645 650 655
[3009] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3010] 660 665 670

[3011]  Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3012] 675 680 685

[3013] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3014] 690 695 700

[3015] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3016] 705 710 715 720
[3017]  Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3018] 725 730 735
[3019] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3020] 740 745 750

[3021] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3022] 755 760 765

[3023] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
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[3024] 770 775 780

[3025] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Ser
[3026] 785 790 795 800
[3027] Phe Lys Thr Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3028] 805 810 815
[3029] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3030] 820 825 830

[3031] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3032] 835 840 845

[3033] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3034] 850 855 860

[3035] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3036] 865 870 875 880
[3037] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3038] 885 890 895
[3039] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3040] 900 905 910

[3041] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3042] 915 920 925

[3043] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3044] 930 935 940

[3045] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3046] 945 950 955 960
[3047] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3048] 965 970 975
[3049] Asn Gly Thr Tyr Arg Pro Val

[3050] 980

[3051] <210> 44

[3052] <211> 983

[3053] <212> PRT

[3054]  <213> AT J¥4l

[3055]  <220>

[3056] <223> Fc-hDAO-Hepmutb

[3057]  <400> 44

[3058] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3059] 1 5 10 15
[3060] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3061] 20 25 30

[3062] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3063] 35 40 45

[3064] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3065] 50 55 60
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[3066] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3067] 65 70 75 80
[3068] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3069] 85 90 95
[3070] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3071] 100 105 110

[3072] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3073] 115 120 125

[3074] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3075] 130 135 140

[3076] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3077] 145 150 155 160
[3078] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3079] 165 170 175
[3080] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3081] 180 185 190

[3082] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3083] 195 200 205

[3084] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3085] 210 215 220

[3086] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3087] 225 230 235 240
[3088] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3089] 245 250 255
[3090] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3091] 260 265 270

[3092] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3093] 275 280 285

[3094]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3095] 290 295 300

[3096] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3097] 305 310 315 320
[3098] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3099] 325 330 335
[3100] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3101] 340 345 350

[3102] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3103] 355 360 365

[3104] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3105] 370 375 380

[3106] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3107] 385 390 395 400
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[3108] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3109] 405 410 415
[3110] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3111] 420 425 430

[3112] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[3113] 435 440 445

[3114] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3115] 450 455 460

[3116] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3117] 465 470 475 480
[3118] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3119] 485 490 495
[3120] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3121] 500 505 510

[3122] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3123] 515 520 525

[3124] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[3125] 530 535 540

[3126] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3127] 545 550 555 560
[3128] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3129] 565 570 575
[3130] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3131] 580 585 590

[3132] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3133] 595 600 605

[3134] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3135] 610 615 620

[3136] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3137] 625 630 635 640
[3138] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3139] 645 650 655
[3140] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3141] 660 665 670

[3142] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3143] 675 680 685

[3144] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3145] 690 695 700

[3146] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3147] 705 710 715 720
[3148] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3149] 725 730 735
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[3150] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3151] 740 745 750

[3152] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3153] 755 760 765

[3154] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3155] 770 775 780

[3156] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[3157] 785 790 795 800
[3158] Phe Lys Thr Lys Leu Pro Thr Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3159] 805 810 815
[3160] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3161] 820 825 830

[3162] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3163] 835 840 845

[3164] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3165] 850 855 860

[3166] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3167] 865 870 875 880
[3168] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3169] 885 890 895
[3170] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3171] 900 905 910

[3172] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3173] 915 920 925

[3174] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3175] 930 935 940

[3176] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3177] 945 950 955 960
[3178] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3179] 965 970 975
[3180] Asn Gly Thr Tyr Arg Pro Val

[3181] 980

[3182] <210> 45

[3183] <211> 983

[3184] <212> PRT

[3185]  <213> A L4l

[3186]  <220>

[3187]  <223> Fc-hDAO-Hepmut6

[3188]  <400> 45

[3189] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3190] 1 5 10 15
[3191] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
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[3192] 20 25 30

[3193] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3194] 35 40 45

[3195] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3196] 50 55 60

[3197]  Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3198] 65 70 75 80
[3199] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3200] 85 90 95
[3201] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3202] 100 105 110

[3203] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3204] 115 120 125

[3205] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3206] 130 135 140

[3207] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3208] 145 150 155 160
[3209] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3210] 165 170 175
[3211]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3212] 180 185 190

[3213] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3214] 195 200 205

[3215] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3216] 210 215 220

[3217] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3218] 225 230 235 240
[3219] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3220] 245 250 255
[3221] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3222] 260 265 270

[3223] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3224] 275 280 285

[3225] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3226] 290 295 300

[3227]  Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3228] 305 310 315 320
[3229] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3230] 325 330 335
[3231]  Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3232] 340 345 350

[3233] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
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[3234]
[3235]
[3236]
[3237]
[3238]
[3239]
[3240]
[3241]
[3242]
[3243]
[3244]
[3245]
[3246]
[3247]
[3248]
[3249]
[3250]
[3251]
[3252]
[3253]
[3254]
[3255]
[3256]
[3257]
[3258]
[3259]
[3260]
[3261]
[3262]
[3263]
[3264]
[3265]
[3266]
[3267]
[3268]
[3269]
[3270]
[3271]
[3272]
[3273]
[3274]
[3275]

Ser

His

385

Thr

Thr

Leu

Leu

Val

465

Leu

Asp

Leu

Val

Glu

545

Arg

Arg

Gly

Gly

Glu

625

Pro

Val

Phe

Thr

Trp

370

Thr

Thr

Asp

Ile

Glu

450

Glu

Ala

Pro

Phe

Ser

530

Gly

Ser

Ile

His

Leu

610

Thr

Val

Pro

Tyr

Val

355
Ala

Leu

Gly

Val

Ile

435

Leu

Gln

Arg

Leu

Ser

515

Gly

Asn

Ser

Ala

Thr

595

Gly

Ala

His

Leu

Ala

675
Tyr

Ser

Gln

Phe

Ala

420

Gln

Leu

Val

Lys

Pro

500

Ser

Pro

Ala

Ser

Tyr

580

Pro

Ser

Thr

Tyr

Arg

660

Gly

Asn

Arg

Glu

Ser

405

Pro

Arg

Val

Trp

Tyr

485

Gly

His

Arg

Val

Gly

565

Glu

Ala

Val

Phe

Pro

645

Arg

Leu

Tyr

Pro

Ala

390

Phe

Arg

Tyr

Asp

470

Ala

Gly

Leu
Leu
550
Leu
Val
Gly
Thr
Leu
630

Arg

His

Asp

Ile

375

Thr

Gln

Gly

Val

His

455

Asn

Asp

Lys

Pro

Val

535

Tyr

Gln

Ser

Met

His

615

Asp

Ala

Phe

Gly

Tyr

360

Ser

Lys

Asp

Val

Glu

440

Gly

Gly

Gly

Gly

Arg

520

Gln

Gly

Val

Val

Gln

600

Glu

Thr

Leu

Asn

Gln

680
Ile

Thr Ala Glu Tyr

Pro Leu

Cys His
410

Ala Ser

425

Gly Tyr

Ser Thr

Lys Phe

Glu Val
490

His Asp

505

Gly Asp

Pro His

Gly Trp

Leu Asn
570

Gln Glu

585

Thr Lys

Leu Ala

Phe His

Cys Leu
650

Ser Asn

665

Val Leu

Trp Asp

112

His
395
Asp
Gly
Phe
Asp
Tyr
475
Asp
Ser
Phe
Gly
Ser
555
Val
Ala
Tyr
Pro
Tyr
635
Phe
Phe

Val

Phe

380
Gln

Arg

Gln

Leu

Ala

460

Gly

Val

Thr

Pro

Pro

540

Phe

His

Val

Leu

Gly

620

Tyr

Glu

Lys

Leu

Ile

365
Ala

Phe

Cys

Arg

His

445

Gly

Ser

Val

Glu

Ser

525

Arg

Ala

Phe

Ala

Asp

605

Ile

Asp

Met

Gly

685
Phe

Leu

Phe

Leu

Arg

430

Pro

His

Pro

Val

Glu

510

Pro

Phe

Phe

Gly

Leu

590

Val

Asp

Ala

Pro

Gly

670

Thr

Tyr

Leu

Leu

Ala

415

Ser

Thr

Trp

Glu

Leu

495

Pro

Ile

Arg

Arg

Gly

575

Tyr

Gly

Cys

Asp

Thr

655

Phe

Thr

Pro

Tyr

Asn

400

Phe

Trp

Gly

Ala

Glu

480

Glu

Pro

His

Leu

Leu

560

Glu

Gly

Trp

Pro

Asp

640

Gly

Asn

Ser

Asn
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[3276] 690 695 700

[3277] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3278] 705 710 715 720
[3279]  Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3280] 725 730 735
[3281] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3282] 740 745 750

[3283] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3284] 755 760 765

[3285] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3286] 770 775 780

[3287] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[3288] 785 790 795 800
[3289] Phe Gly Gln Thr Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3290] 805 810 815
[3291] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3292] 820 825 830

[3293] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3294] 835 840 845

[3295] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3296] 850 855 860

[3297] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3298] 865 870 875 880
[3299] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3300] 885 890 895
[3301] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3302] 900 905 910

[3303] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3304] 915 920 925

[3305] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3306] 930 935 940

[3307] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3308] 945 950 955 960
[3309] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3310] 965 970 975
[3311]  Asn Gly Thr Tyr Arg Pro Val

[3312] 980

[3313]  <210> 46

[3314]  <211> 983

[3315]  <212> PRT

[3316] <213> A TJ¥%

[3317]  <220>
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[3318] <223> Fc-hDAO-Hepmut7

[3319]  <400> 46

[3320] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3321] 1 5 10 15
[3322] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3323] 20 25 30

[3324] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3325] 35 40 45

[3326] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3327] 50 55 60

[3328] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3329] 65 70 75 80
[3330] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3331] 85 90 95
[3332] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3333] 100 105 110

[3334] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3335] 115 120 125

[3336] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3337] 130 135 140

[3338] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3339] 145 150 155 160
[3340] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3341] 165 170 175
[3342] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3343] 180 185 190

[3344] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3345] 195 200 205

[3346] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3347] 210 215 220

[3348] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3349] 225 230 235 240
[3350] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3351] 245 250 255
[3352] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3353] 260 265 270

[3354] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3355] 275 280 285

[3356] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3357] 290 295 300

[3358] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3359] 305 310 315 320
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[3360] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3361] 325 330 335
[3362] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3363] 340 345 350

[3364] Gly Pro Cys Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3365] 355 360 365

[3366] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3367] 370 375 380

[3368] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3369] 385 390 395 400
[3370] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3371] 405 410 415
[3372] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3373] 420 425 430

[3374] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[3375] 435 440 445

[3376] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3377] 450 455 460

[3378] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3379] 465 470 475 480
[3380] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3381] 485 490 495
[3382] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3383] 500 505 510

[3384] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3385] 515 520 525

[3386] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[3387] 530 535 540

[3388] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3389] 545 550 555 560
[3390] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3391] 565 570 575
[3392] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3393] 580 585 590

[3394] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3395] 595 600 605

[3396] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3397] 610 615 620

[3398] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3399] 625 630 635 640
[3400] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3401] 645 650 655

115



CN 113785052 B ,? yu % 82/205 1T
[3402] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3403] 660 665 670

[3404] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3405] 675 680 685

[3406] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3407] 690 695 700

[3408] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3409] 705 710 715 720
[3410] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3411] 725 730 735
[3412] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3413] 740 745 750

[3414] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3415] 755 760 765

[3416] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3417] 770 775 780

[3418] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Ser
[3419] 785 790 795 800
[3420] Phe Lys Arg Lys Leu Pro Thr Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3421] 805 810 815
[3422] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3423] 820 825 830

[3424] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3425] 835 840 845

[3426] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3427] 850 855 860

[3428] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3429] 865 870 875 880
[3430] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3431] 885 890 895
[3432] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3433] 900 905 910

[3434] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3435] 915 920 925

[3436] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3437] 930 935 940

[3438] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3439] 945 950 955 960
[3440] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3441] 965 970 975
[3442] Asn Gly Thr Tyr Arg Pro Val

[3443] 980
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[3444]  <210> 47

[3445] <211> 983

[3446]  <212> PRT

[3447]  <213> A LJ¥4

[3448]  <220>

[3449]  <223> Fc-hDAO-Cysmut

[3450]  <400> 47

[3451] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3452] 1 5 10 15
[3453] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3454] 20 25 30

[3455] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3456] 35 40 45

[3457] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3458] 50 55 60

[3459] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3460] 65 70 75 80
[3461] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3462] 85 90 95
[3463] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3464] 100 105 110

[3465] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3466] 115 120 125

[3467] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3468] 130 135 140

[3469] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3470] 145 150 155 160
[3471] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3472] 165 170 175
[3473] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3474] 180 185 190

[3475] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3476] 195 200 205

[3477] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3478] 210 215 220

[3479] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3480] 225 230 235 240
[3481] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3482] 245 250 255
[3483] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3484] 260 265 270

[3485] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
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[3486] 275 280 285

[3487] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3488] 290 295 300

[3489] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3490] 305 310 315 320
[3491] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3492] 325 330 335
[3493] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3494] 340 345 350

[3495] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3496] 355 360 365

[3497] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3498] 370 375 380

[3499] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3500] 385 390 395 400
[3501] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3502] 405 410 415
[3503] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3504] 420 425 430

[3505] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[3506] 435 440 445

[3507] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3508] 450 455 460

[3509] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3510] 465 470 475 480
[3511] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3512] 485 490 495
[3513] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3514] 500 505 510

[3515] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3516] 515 520 525

[3517] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[3518] 530 535 540

[3519] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3520] 545 550 555 560
[3521] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3522] 565 570 575
[3523] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3524] 580 585 590

[3525] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3526] 595 600 605

[3527] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
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[3528] 610 615 620

[3529] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3530] 625 630 635 640
[3531] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3532] 645 650 655
[3533] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3534] 660 665 670

[3535] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3536] 675 680 685

[3537] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3538] 690 695 700

[3539] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3540] 705 710 715 720
[3541] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3542] 725 730 735
[3543] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3544] 740 745 750

[3545] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3546] 755 760 765

[3547] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3548] 770 775 780

[3549] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[3550] 785 790 795 800
[3551] Phe Lys Arg Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3552] 805 810 815
[3553] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3554] 820 825 830

[3555] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3556] 835 840 845

[3557] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3558] 850 855 860

[3559] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3560] 865 870 875 880
[3561] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3562] 885 890 895
[3563] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3564] 900 905 910

[3565] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3566] 915 920 925

[3567] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3568] 930 935 940

[3569] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
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[3570] 945 950 955 960
[3571] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3572] 965 970 975
[3573] Asn Gly Thr Tyr Arg Pro Val

[3574] 980

[3575]  <210> 48

[3576] <211> 983

[3577] <212> PRT

[3578] <213> A_LF4

[3579]  <220>

[3580] <223> Fc-hDAO-Hepmutl-Cysmut

[3581]  <400> 48

[3582] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3583] 1 5 10 15
[3584] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3585] 20 25 30

[3586] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3587] 35 40 45

[3588] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3589] 50 55 60

[3590] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3591]1 65 70 75 80
[3592] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3593] 85 90 95
[3594] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3595] 100 105 110

[3596] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3597] 115 120 125

[3598] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3599] 130 135 140

[3600] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3601] 145 150 155 160
[3602] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3603] 165 170 175
[3604] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3605] 180 185 190

[3606] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3607] 195 200 205

[3608] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3609] 210 215 220

[3610] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[36111 225 230 235 240
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[3612] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3613] 245 250 255
[3614] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3615] 260 265 270

[3616] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3617] 275 280 285

[3618]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3619] 290 295 300

[3620] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3621] 305 310 315 320
[3622] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3623] 325 330 335
[3624] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3625] 340 345 350

[3626] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3627] 355 360 365

[3628] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3629] 370 375 380

[3630] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3631] 385 390 395 400
[3632] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3633] 405 410 415
[3634] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3635] 420 425 430

[3636] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[3637] 435 440 445

[3638] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3639] 450 455 460

[3640] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3641] 465 470 475 480
[3642] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3643] 485 490 495
[3644] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3645] 500 505 510

[3646] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3647] 515 520 525

[3648] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[3649] 530 535 540

[3650] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3651] 545 550 555 560
[3652] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3653] 565 570 575
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[3654] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3655] 580 585 590

[3656] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3657] 595 600 605

[3658] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3659] 610 615 620

[3660] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3661] 625 630 635 640
[3662] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3663] 645 650 655
[3664] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3665] 660 665 670

[3666] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3667] 675 680 685

[3668] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3669] 690 695 700

[3670] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3671] 705 710 715 720
[3672] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3673] 725 730 735
[3674] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3675] 740 745 750

[3676] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3677] 755 760 765

[3678]  Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3679] 770 775 780

[3680] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Ser
[3681] 785 790 795 800
[3682] Phe Lys Arg Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3683] 805 810 815
[3684] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3685] 820 825 830

[3686] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3687] 835 840 845

[3688] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3689] 850 855 860

[3690] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3691] 865 870 875 880
[3692] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3693] 885 890 895
[3694] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3695] 900 905 910
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[3696] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3697] 915 920 925

[3698] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3699] 930 935 940

[3700] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3701] 945 950 955 960
[3702] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3703] 965 970 975
[3704] Asn Gly Thr Tyr Arg Pro Val

[3705] 980

[3706]  <210> 49

[3707] <211> 983

[3708] <212> PRT

[3709]  <213> A TJ#%l

[3710]  <220>

[3711]  <223> Fc-hDAO-Hepmut2-Cysmut

[3712]  <400> 49

[3713] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3714] 1 5 10 15
[3715] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3716] 20 25 30

[3717] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3718] 35 40 45

[3719]  Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3720] 50 55 60

[3721] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3722] 65 70 75 80
[3723] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3724] 85 90 95
[3725] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3726] 100 105 110

[3727] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3728] 115 120 125

[3729] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3730] 130 135 140

[3731] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3732] 145 150 155 160
[3733] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3734] 165 170 175
[3735] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3736] 180 185 190

[3737] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
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[3738] 195 200 205

[3739] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3740] 210 215 220

[3741] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3742] 225 230 235 240
[3743] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3744] 245 250 255
[3745] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3746] 260 265 270

[3747] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3748] 275 280 285

[3749]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3750] 290 295 300

[3751] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3752] 305 310 315 320
[3753] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3754] 325 330 335
[3755] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3756] 340 345 350

[3757] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3758] 355 360 365

[3759] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3760] 370 375 380

[3761] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3762] 385 390 395 400
[3763] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3764] 405 410 415
[3765] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3766] 420 425 430

[3767] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[3768] 435 440 445

[3769] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3770] 450 455 460

[3771]  Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3772] 465 470 475 480
[3773] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3774] 485 490 495
[3775] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3776] 500 505 510

[3777] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3778] 515 520 525

[3779] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu

124



CN 113785052 B ,? 5'] % 91/205 1T
[3780] 530 535 540

[3781] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3782] 545 550 555 560
[3783] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3784] 565 570 575
[3785] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3786] 580 585 590

[3787] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3788] 595 600 605

[3789] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3790] 610 615 620

[3791]  Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3792] 625 630 635 640
[3793] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3794] 645 650 655
[3795] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3796] 660 665 670

[3797] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3798] 675 680 685

[3799] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3800] 690 695 700

[3801] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3802] 705 710 715 720
[3803] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3804] 725 730 735
[3805] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3806] 740 745 750

[3807] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3808] 755 760 765

[3809] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3810] 770 775 780

[3811] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[3812] 785 790 795 800
[3813] Phe Lys Arg Lys Leu Pro Thr Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3814] 805 810 815
[3815] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3816] 820 825 830

[3817] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3818] 835 840 845

[3819] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3820] 850 855 860

[3821] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
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[3822] 865 870 875 880
[3823] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3824] 885 890 895
[3825] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3826] 900 905 910

[3827] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3828] 915 920 925

[3829] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3830] 930 935 940

[3831] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3832] 945 950 955 960
[3833] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3834] 965 970 975
[3835] Asn Gly Thr Tyr Arg Pro Val

[3836] 980

[3837]  <210> 50

[3838]  <211> 983

[3839]  <212> PRT

[3840] <213> ATJ¥4

[3841]  <220>

[3842] <223> Fc-hDAO-Hepmut3-Cysmut

[3843]  <400> 50

[3844] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3845] 1 5 10 15
[3846] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3847] 20 25 30

[3848] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3849] 35 40 45

[3850] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3851] 50 55 60

[3852] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3853] 65 70 75 80
[3854] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3855] 85 90 95
[3856] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3857] 100 105 110

[3858] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3859] 115 120 125

[3860] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3861] 130 135 140

[3862] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3863] 145 150 155 160
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[3864] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3865] 165 170 175
[3866] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3867] 180 185 190

[3868] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[3869] 195 200 205

[3870] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3871] 210 215 220

[3872] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[3873] 225 230 235 240
[3874] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[3875] 245 250 255
[3876] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[3877] 260 265 270

[3878] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[3879] 275 280 285

[3880] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[3881] 290 295 300

[3882] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[3883] 305 310 315 320
[3884] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[3885] 325 330 335
[3886] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[3887] 340 345 350

[3888] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[3889] 355 360 365

[3890] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[3891] 370 375 380

[3892] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[3893] 385 390 395 400
[3894] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[3895] 405 410 415
[3896] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[3897] 420 425 430

[3898] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[38991] 435 440 445

[3900] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[3901] 450 455 460

[3902] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[3903] 465 470 475 480
[3904] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[3905] 485 490 495
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[3906] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[3907] 500 505 510

[3908] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[3909] 515 520 525

[3910] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[3911] 530 535 540

[3912]  Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[3913] 545 550 555 560
[3914] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[3915] 565 570 575
[3916] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[3917] 580 585 590

[3918] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[3919] 595 600 605

[3920] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[3921] 610 615 620

[3922] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[3923] 625 630 635 640
[3924] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[3925] 645 650 655
[3926] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[3927] 660 665 670

[3928] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[3929] 675 680 685

[3930] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[3931] 690 695 700

[3932] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[3933] 705 710 715 720
[3934] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[3935] 725 730 735
[3936] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[3937] 740 745 750

[3938] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[3939] 755 760 765

[3940]  Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[3941] 770 775 780

[3942] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[3943] 785 790 795 800
[3944] Phe Lys Thr Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[3945] 805 810 815
[3946] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[3947] 820 825 830
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[3948] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[3949] 835 840 845

[3950] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[3951] 850 855 860

[3952] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[3953] 865 870 875 880
[3954] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[3955] 885 890 895
[3956] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[3957] 900 905 910

[3958] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[3959] 915 920 925

[3960] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[3961] 930 935 940

[3962] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[3963] 945 950 955 960
[3964] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[3965] 965 970 975
[3966] Asn Gly Thr Tyr Arg Pro Val

[3967] 980

[3968] <210> 51

[3969] <211> 983

[3970] <212> PRT

[39711  <213> A LJ¥4

[3972]  <220>

[3973]  <223> Fc-hDAO-Hepmut4-Cysmut

[3974]  <400> 51

[3975] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[3976] 1 5 10 15
[3977] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[3978] 20 25 30

[3979] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[39801] 35 40 45

[3981] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[3982] 50 55 60

[3983] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3984] 65 70 75 80
[3985] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[3986] 85 90 95
[3987] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3988] 100 105 110

[3989] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
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[3990]
[3991]
[3992]
[3993]
[3994]
[3995]
[3996]
[3997]
[3998]
[3999]
[4000]
[4001]
[4002]
[4003]
[4004]
[4005]
[4006]
[4007]
[4008]
[4009]
[4010]
[4011]
[4012]
[4013]
[4014]
[4015]
[4016]
[4017]
[4018]
[4019]
[4020]
[4021]
[4022]
[4023]
[4024]
[4025]
[4026]
[4027]
[4028]
[4029]
[4030]
[4031]

Thr

Leu

145

Cys

Ser

Asp

Ser

Ala

225

Lys

Thr

Leu

Gln

Glu

305

Gly

Asp

Gly

Ser

His

385

Thr

Thr

Leu

Leu

Ile

130

Pro

Leu

Asn

Ser

Arg

210

Leu

Glu

Leu

Lys

Pro

290

Met

Glu

Gln

Pro

Trp

370

Thr

Thr

Asp

Ile

Glu

115

Ser

Pro

Val

Gly

Asp

195

Trp

His

Pro

Pro

Ala

275

Ser

Leu

Arg

Glu

Ala

355

Ala

Leu

Gly

Val

Ile

435

Leu

Lys

Ser

Lys

Gln

180

Gly

Gln

Asn

Lys

Arg

260

Val

Ser

Leu

His

His

340

Tyr

Ser

Gln

Phe

Ala

420

Gln

Leu

Ala

Arg

Gly

165

Pro

Ser

Gln

His

Ser

245

Lys

His

Thr

Pro

Pro

325

Pro

Met

Arg

Glu

Ser

405

Pro

Arg

Val

Lys

Glu

150

Phe

Glu

Phe

Gly

230

Ala

Ala

Ser

Thr

Lys

310

Val

Asn

Arg

Pro

Ala

390

Phe

Arg

Tyr

Asp

Gly

135

Glu

Tyr

Asn

Phe

Asn

215

Thr

Asp

Gly

Phe

Thr

295

Lys

Arg

Val

Ala

Ile

375

Thr

Gln

Gly

Val

His

120
Gln

Met

Pro

Asn

Leu

200

Val

Gln

Lys

Val

Leu

280

Met

Tyr

Glu

Thr

Leu

360

Ser

Lys

Asp

Val

Glu

440
Gly

Pro Arg Glu Pro

Thr Lys

Ser Asp
170

Tyr Lys

185

Tyr Ser

Phe Ser

Lys Ser

Thr His
250

Phe Ser

265

Trp Ser

Ala Lys

His Val

Ala Arg

330
Glu Phe
345

Ser Pro

Thr Ala

Pro Leu

Cys His
410

Ala Ser

425

Gly Tyr

Ser Thr

130

Asn
155
Ile
Thr
Lys
Cys
Leu
235

Thr

Asp

Asn
Leu
315
Ala
Ala
Arg
Glu
His
395
Asp
Gly

Phe

Asp

140
Gln

Ala

Thr

Leu

Ser

220

Ser

Glu

Leu

Thr
300
Arg
Val
Val
Pro
Tyr
380
Gln
Arg
Gln

Leu

Ala

125
Gln

Val

Val

Pro

Thr

205

Val

Leu

Pro

Ser

Glu

285

Val

Phe

Ile

Gly

Gly

365

Ala

Phe

Cys

Arg

His

445
Gly

Val

Ser

Glu

Pro

190

Val

Met

Ser

Ser

Asn

270

Leu

Phe

Leu

Phe

Pro

350

Tyr

Leu

Phe

Leu

Arg

430

Pro

His

Tyr

Leu

Trp

175

Val

Asp

His

Pro

Pro

255

Gln

Arg

Leu

Asp

Phe

335

Leu

Gln

Leu

Leu

Ala

415

Ser

Thr

Trp

Thr

Thr

160

Glu

Leu

Lys

Glu

Gly

240

Gly

Glu

Leu

Ile

Lys

320

Gly

Pro

Ser

Tyr

Asn

400

Phe

Trp

Gly

Ala
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[4032] 450 455 460

[4033] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[4034] 465 470 475 480
[4035] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[4036] 485 490 495
[4037] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[4038] 500 505 510

[4039] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[4040] 515 520 525

[4041] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[4042] 530 535 540

[4043] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[4044] 545 550 555 560
[4045] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[4046] 565 570 575
[4047] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[4048] 580 585 590

[4049] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[4050] 595 600 605

[4051] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[4052] 610 615 620

[4053] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[4054] 625 630 635 640
[4055] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[4056] 645 650 655
[4057] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[4058] 660 665 670

[4059] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[4060] 675 680 685

[4061] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[4062] 690 695 700

[4063] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[4064] 705 710 715 720
[4065] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[4066] 725 730 735
[4067] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[4068] 740 745 750

[4069] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[4070] 755 760 765

[4071]  Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[4072] 770 775 780

[4073] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Ser
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[4074] 785 790 795 800
[4075] Phe Lys Thr Lys Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[4076] 805 810 815
[4077]  Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[4078] 820 825 830

[4079] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[4080] 835 840 845

[4081] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[4082] 850 855 860

[4083] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[4084] 865 870 875 880
[4085] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[4086] 885 890 895
[4087] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[4088] 900 905 910

[4089] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[4090] 915 920 925

[4091] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[4092] 930 935 940

[4093] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[4094] 945 950 955 960
[4095] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[4096] 965 970 975
[4097] Asn Gly Thr Tyr Arg Pro Val

[4098] 980

[4099]  <210> 52

[4100] <211> 983

[4101]  <212> PRT

[4102]  <213> A LJ¥4

[4103] <220>

[4104]  <223> Fc-hDAO-Hepmut5-Cysmut

[4105]  <400> 52

[4106] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4107] 1 5 10 15
[4108] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[4109] 20 25 30

[4110] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[4111] 35 40 45

[4112]  Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[4113] 50 55 60

[4114] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[4115] 65 70 75 80
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[4116] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[4117] 85 90 95
[4118] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[4119] 100 105 110

[4120] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[4121] 115 120 125

[4122] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[4123] 130 135 140

[4124] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[4125] 145 150 155 160
[4126] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[4127] 165 170 175
[4128]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[4129] 180 185 190

[4130] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[4131] 195 200 205

[4132] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[4133] 210 215 220

[4134] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[4135] 225 230 235 240
[4136] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[4137] 245 250 255
[4138] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[4139] 260 265 270

[4140] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[4141] 275 280 285

[4142]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[4143] 290 295 300

[4144]  Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[4145] 305 310 315 320
[4146] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[4147] 325 330 335
[4148] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[4149] 340 345 350

[4150] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[4151] 355 360 365

[4152] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[4153] 370 375 380

[4154] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[4155] 385 390 395 400
[4156] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[4157] 405 410 415

133



CN 113785052 B ,? yu % 100/205 71
[4158] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[4159] 420 425 430

[4160] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[4161] 435 440 445

[4162] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[4163] 450 455 460

[4164] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[4165] 465 470 475 480
[4166] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[4167] 485 490 495
[4168] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[4169] 500 505 510

[4170] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[4171] 515 520 525

[4172]  Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[4173] 530 535 540

[4174]  Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[4175] 545 550 555 560
[4176] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[4177] 565 570 575
[4178] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[4179] 580 585 590

[4180] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[4181] 595 600 605

[4182] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[4183] 610 615 620

[4184] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[4185] 625 630 635 640
[4186] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[4187] 645 650 655
[4188] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[4189] 660 665 670

[4190] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[4191] 675 680 685

[4192] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[4193] 690 695 700

[4194] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
[4195] 705 710 715 720
[4196]  Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[4197] 725 730 735
[4198] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[4199] 740 745 750
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[4200] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[4201] 755 760 765

[4202] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[4203] 770 775 780

[4204] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[4205] 785 790 795 800
[4206] Phe Lys Thr Lys Leu Pro Thr Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[4207] 805 810 815
[4208] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[4209] 820 825 830

[4210] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[4211] 835 840 845

[4212]  Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[4213] 850 855 860

[4214] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[4215] 865 870 875 880
[4216] Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[4217] 885 890 895
[4218] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[4219] 900 905 910

[4220] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[4221] 915 920 925

[4222] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[4223] 930 935 940

[4224] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[4225] 945 950 955 960
[4226] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[4227] 965 970 975
[4228] Asn Gly Thr Tyr Arg Pro Val

[4229] 980

[4230] <210> 53

[4231] <211> 983

[4232] <212> PRT

[4233]  <213> AT ¢4l

[4234]  <220>

[4235] <223> Fc-hDAO-Hepmut6-Cysmut

[4236]  <400> 53

[4237] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4238] 1 5 10 15
[4239] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[4240] 20 25 30

[4241] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
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[4242] 35 40 45

[4243] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[4244] 50 55 60

[4245] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[4246] 65 70 75 80
[4247] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[4248] 85 90 95
[4249] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[4250] 100 105 110

[4251] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[4252] 115 120 125

[4253] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[4254] 130 135 140

[4255] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[4256] 145 150 155 160
[4257] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[4258] 165 170 175
[4259]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[4260] 180 185 190

[4261] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[4262] 195 200 205

[4263] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[4264] 210 215 220

[4265] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[4266] 225 230 235 240
[4267] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[4268] 245 250 255
[4269] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[4270] 260 265 270

[4271] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[4272] 275 280 285

[4273]  Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[4274] 290 295 300

[4275] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[4276] 305 310 315 320
[4277] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[4278] 325 330 335
[4279]  Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[4280] 340 345 350

[4281] Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[4282] 355 360 365

[4283] Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
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[4284] 370 375 380

[4285] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[4286] 385 390 395 400
[4287] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[4288] 405 410 415
[4289] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[4290] 420 425 430

[4291] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[4292] 435 440 445

[4293] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[4294] 450 455 460

[4295] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[4296] 465 470 475 480
[4297] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[4298] 485 490 495
[4299] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[4300] 500 505 510

[4301] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[4302] 515 520 525

[4303] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[4304] 530 535 540

[4305] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[4306] 545 550 555 560
[4307] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[4308] 565 570 575
[4309] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[4310] 580 585 590

[4311] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[4312] 595 600 605

[4313] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[4314] 610 615 620

[4315] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[4316] 625 630 635 640
[4317] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[4318] 645 650 655
[4319] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[4320] 660 665 670

[4321] Phe Tyr Ala Gly Leu Lys Gly Gln Val Leu Val Leu Arg Thr Thr Ser
[4322] 675 680 685

[4323] Thr Val Tyr Asn Tyr Asp Tyr Ile Trp Asp Phe Ile Phe Tyr Pro Asn
[4324] 690 695 700

[4325] Gly Val Met Glu Ala Lys Met His Ala Thr Gly Tyr Val His Ala Thr
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[4326] 705 710 715 720
[4327] Phe Tyr Thr Pro Glu Gly Leu Arg His Gly Thr Arg Leu His Thr His
[4328] 725 730 735
[4329] Leu Ile Gly Asn Ile His Thr His Leu Val His Tyr Arg Val Asp Leu
[4330] 740 745 750

[4331] Asp Val Ala Gly Thr Lys Asn Ser Phe Gln Thr Leu Gln Met Lys Leu
[4332] 755 760 765

[4333] Glu Asn Ile Thr Asn Pro Trp Ser Pro Arg His Arg Val Val Gln Pro
[4334] 770 775 780

[4335] Thr Leu Glu Gln Thr Gln Tyr Ser Trp Glu Arg Gln Ala Ala Phe Arg
[4336] 785 790 795 800
[4337] Phe Gly Gln Thr Leu Pro Lys Tyr Leu Leu Phe Thr Ser Pro Gln Glu
[4338] 805 810 815
[4339] Asn Pro Trp Gly His Lys Arg Ser Tyr Arg Leu Gln Ile His Ser Met
[4340] 820 825 830

[4341] Ala Asp Gln Val Leu Pro Pro Gly Trp Gln Glu Glu Gln Ala Ile Thr
[4342] 835 840 845

[4343] Trp Ala Arg Tyr Pro Leu Ala Val Thr Lys Tyr Arg Glu Ser Glu Leu
[4344] 850 855 860

[4345] Cys Ser Ser Ser Ile Tyr His Gln Asn Asp Pro Trp His Pro Pro Val
[4346] 865 870 875 880
[4347]  Val Phe Glu Gln Phe Leu His Asn Asn Glu Asn Ile Glu Asn Glu Asp
[4348] 885 890 895
[4349] Leu Val Ala Trp Val Thr Val Gly Phe Leu His Ile Pro His Ser Glu
[4350] 900 905 910

[4351] Asp Ile Pro Asn Thr Ala Thr Pro Gly Asn Ser Val Gly Phe Leu Leu
[4352] 915 920 925

[4353] Arg Pro Phe Asn Phe Phe Pro Glu Asp Pro Ser Leu Ala Ser Arg Asp
[4354] 930 935 940

[4355] Thr Val Ile Val Trp Pro Arg Asp Asn Gly Pro Asn Tyr Val Gln Arg
[4356] 945 950 955 960
[4357] Trp Ile Pro Glu Asp Arg Asp Cys Ser Met Pro Pro Pro Phe Ser Tyr
[4358] 965 970 975
[4359] Asn Gly Thr Tyr Arg Pro Val

[4360] 980

[4361] <210> 54

[4362]  <211> 983

[4363]  <212> PRT

[4364]  <213> AT 74

[4365]  <220>

[4366] <223> Fc-hDAO-Hepmut7-Cysmut

[4367]  <400> 54
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[4368] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4369] 1 5 10 15
[4370] Ala Met Ala Glu Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro
[4371] 20 25 30

[4372] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[4373] 35 40 45

[4374] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[4375] 50 55 60

[4376] Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[4377] 65 70 75 80
[4378] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[4379] 85 90 95
[4380] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[4381] 100 105 110

[4382] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[4383] 115 120 125

[4384] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[4385] 130 135 140

[4386] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[4387] 145 150 155 160
[4388] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[4389] 165 170 175
[4390] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[4391] 180 185 190

[4392] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[4393] 195 200 205

[4394] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[4395] 210 215 220

[4396] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[4397] 225 230 235 240
[4398] Lys Glu Pro Lys Ser Ala Asp Lys Thr His Thr Glu Pro Ser Pro Gly
[4399] 245 250 255
[4400] Thr Leu Pro Arg Lys Ala Gly Val Phe Ser Asp Leu Ser Asn Gln Glu
[4401] 260 265 270

[4402] Leu Lys Ala Val His Ser Phe Leu Trp Ser Lys Lys Glu Leu Arg Leu
[4403] 275 280 285

[4404] Gln Pro Ser Ser Thr Thr Thr Met Ala Lys Asn Thr Val Phe Leu Ile
[4405] 290 295 300

[4406] Glu Met Leu Leu Pro Lys Lys Tyr His Val Leu Arg Phe Leu Asp Lys
[4407] 305 310 315 320
[4408] Gly Glu Arg His Pro Val Arg Glu Ala Arg Ala Val Ile Phe Phe Gly
[4409] 325 330 335
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[4410] Asp Gln Glu His Pro Asn Val Thr Glu Phe Ala Val Gly Pro Leu Pro
[4411] 340 345 350

[4412]  Gly Pro Ala Tyr Met Arg Ala Leu Ser Pro Arg Pro Gly Tyr Gln Ser
[4413] 355 360 365

[4414]  Ser Trp Ala Ser Arg Pro Ile Ser Thr Ala Glu Tyr Ala Leu Leu Tyr
[4415] 370 375 380

[4416] His Thr Leu Gln Glu Ala Thr Lys Pro Leu His Gln Phe Phe Leu Asn
[4417] 385 390 395 400
[4418] Thr Thr Gly Phe Ser Phe Gln Asp Cys His Asp Arg Cys Leu Ala Phe
[4419] 405 410 415
[4420] Thr Asp Val Ala Pro Arg Gly Val Ala Ser Gly Gln Arg Arg Ser Trp
[4421] 420 425 430

[4422] Leu Ile Ile Gln Arg Tyr Val Glu Gly Tyr Phe Leu His Pro Thr Gly
[4423] 435 440 445

[4424] Leu Glu Leu Leu Val Asp His Gly Ser Thr Asp Ala Gly His Trp Ala
[4425] 450 455 460

[4426] Val Glu Gln Val Trp Tyr Asn Gly Lys Phe Tyr Gly Ser Pro Glu Glu
[4427] 465 470 475 480
[4428] Leu Ala Arg Lys Tyr Ala Asp Gly Glu Val Asp Val Val Val Leu Glu
[4429] 485 490 495
[4430] Asp Pro Leu Pro Gly Gly Lys Gly His Asp Ser Thr Glu Glu Pro Pro
[4431] 500 505 510

[4432] Leu Phe Ser Ser His Lys Pro Arg Gly Asp Phe Pro Ser Pro Ile His
[4433] 515 520 525

[4434] Val Ser Gly Pro Arg Leu Val Gln Pro His Gly Pro Arg Phe Arg Leu
[4435] 530 535 540

[4436] Glu Gly Asn Ala Val Leu Tyr Gly Gly Trp Ser Phe Ala Phe Arg Leu
[4437] 545 550 555 560
[4438] Arg Ser Ser Ser Gly Leu Gln Val Leu Asn Val His Phe Gly Gly Glu
[4439] 565 570 575
[4440] Arg Ile Ala Tyr Glu Val Ser Val Gln Glu Ala Val Ala Leu Tyr Gly
[4441] 580 585 590

[4442] Gly His Thr Pro Ala Gly Met Gln Thr Lys Tyr Leu Asp Val Gly Trp
[4443] 595 600 605

[4444] Gly Leu Gly Ser Val Thr His Glu Leu Ala Pro Gly Ile Asp Cys Pro
[4445] 610 615 620

[4446] Glu Thr Ala Thr Phe Leu Asp Thr Phe His Tyr Tyr Asp Ala Asp Asp
[4447] 625 630 635 640
[4448] Pro Val His Tyr Pro Arg Ala Leu Cys Leu Phe Glu Met Pro Thr Gly
[4449] 645 650 655
[4450] Val Pro Leu Arg Arg His Phe Asn Ser Asn Phe Lys Gly Gly Phe Asn
[4451] 660 665 670
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[4452]
[4453]
[4454]
[4455]
[4456]
[4457]
[4458]
[4459]
[4460]
[4461]
[4462]
[4463]
[4464]
[4465]
[4466]
[4467]
[4468]
[4469]
[4470]
[4471]
[4472]
[4473]
[4474]
[4475]
[4476]
[4477]
[4478]
[4479]
[4480]
[4481]
[4482]
[4483]
[4484]
[4485]
[4486]
[4487]
[4488]
[4489]
[4490]
[4491]
[4492]
[4493]

Phe Tyr Ala

Thr

Gly

705

Phe

Leu

Asp

Glu

Thr

785

Phe

Asn

Ala

Trp

Cys

865

Val

Leu

Asp

Arg

Thr

945
Trp

Val
690
Val
Tyr
Ile
Val
Asn
770
Leu
Lys
Pro
Asp
Ala
850
Ser
Phe
Val
Ile
Pro
930

Val

Ile

675
Tyr

Met

Thr

Gly

Ala

755

Ile

Glu

Arg

Trp

Gln

835

Arg

Ser

Glu

Ala

Pro

915

Phe

Ile

Pro

Asn Gly Thr

<210> 55

<211> 982

Gly

Asn

Glu

Pro

Asn

740

Gly

Thr

Gln

Lys

Gly

820

Val

Tyr

Ser

Gln

Trp

900

Asn

Asn

Val

Glu

Tyr
980

Leu

Tyr

Ala

Glu

725

Ile

Thr

Asn

Thr

Leu

805

His

Leu

Pro

Ile

Phe

885

Val

Thr

Phe

Trp

Asp

965
Arg

Lys
Asp
Lys
710
Gly
His
Lys
Pro
Gln
790
Pro
Lys
Pro
Leu
Tyr
870
Leu
Thr
Ala
Phe
Pro
950

Arg

Pro

Gly

Tyr

695

Met

Leu

Thr

Asn

775

Tyr

Thr

Arg

Pro

Ala

855

His

His

Val

Thr

Pro

935

Arg

Asp

Val

Gln
680
Ile
His
Arg
His
Ser
760
Ser
Ser
Tyr
Ser
Gly
840
Val
Gln
Asn
Gly
Pro
920
Glu

Asp

Cys

Val Leu Val Leu

Trp
Ala
His
Leu
745
Phe
Pro
Trp
Leu
Tyr
825
Trp
Thr
Asn
Asn
Phe
905
Gly
Asp

Asn

Ser

141

Asp
Thr
Gly
730
Val
Gln
Arg
Glu
Leu
810
Arg
Gln
Lys
Asp
Glu
890
Leu
Asn
Pro

Gly

Met
970

Phe

Gly

715

Thr

His

Thr

His

Arg

795

Phe

Leu

Glu

Tyr

Pro

875

Asn

His

Ser

Ser

Pro

955

Pro

Ile

700

Tyr

Arg

Tyr

Leu

780

Gln

Thr

Gln

Glu

Arg

860

Trp

Ile

Ile

Val

Leu

940

Asn

Pro

Arg
685
Phe
Val
Leu
Arg
Gln
765
Val
Ala
Ser
Ile
Gln
845
Glu
His
Glu
Pro
Gly
925
Ala

Tyr

Pro

Thr

Tyr

His

His

Val

750

Met

Val

Ala

Pro

His

830

Ala

Ser

Pro

Asn

His

910

Phe

Ser

Val

Phe

Thr

Pro

Ala

Thr

735

Asp

Lys

Gln

Phe

Gln

815

Ser

Ile

Glu

Pro

Glu

895

Ser

Leu

Arg

Gln

Ser
975

Ser
Asn
Thr
720
His
Leu
Leu
Pro
Ser
800
Glu
Met
Thr
Leu
Val
880
Asp

Glu

Leu

Arg
960
Tyr
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[4494]  <212> PRT

[4495]  <213> ALJ74)

[4496]  <220>

[4497]  <223> hDAO-Fc

[4498]  <400> 55

[4499] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4500] 1 5 10 15
[4501] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[4502] 20 25 30

[4503] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[4504] 35 40 45

[4505] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[4506] 50 55 60

[4507] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[4508] 65 70 75 80
[4509] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[4510] 85 90 95
[4511] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[4512] 100 105 110

[4513] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[4514] 115 120 125

[4515]  Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[4516] 130 135 140

[4517] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[4518] 145 150 155 160
[4519] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[4520] 165 170 175
[4521] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[4522] 180 185 190

[4523] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[4524] 195 200 205

[4525] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[4526] 210 215 220

[4527] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[4528] 225 230 235 240
[4529] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[4530] 245 250 255
[4531] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[4532] 260 265 270

[4533] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[4534] 275 280 285

[4535] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
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[4536] 290 295 300

[4537] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[4538] 305 310 315 320
[4539] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[4540] 325 330 335
[4541] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[4542] 340 345 350

[4543] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[4544] 355 360 365

[4545] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[4546] 370 375 380

[4547] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[4548] 385 390 395 400
[4549]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[4550] 405 410 415
[4551] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[4552] 420 425 430

[4553] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[4554] 435 440 445

[4555] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[4556] 450 455 460

[4557] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[4558] 465 470 475 480
[4559] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[4560] 485 490 495
[4561] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[4562] 500 505 510

[4563] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[4564] 515 520 525

[4565] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[4566] 530 535 540

[4567] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[4568] 545 550 555 560
[4569] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Lys Tyr
[4570] 565 570 575
[4571] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[4572] 580 585 590

[4573] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[4574] 595 600 605

[4575] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[4576] 610 615 620

[4577] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
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[4578] 625 630 635 640
[4579]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[4580] 645 650 655
[4581] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[4582] 660 665 670

[4583] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[4584] 675 680 685

[4585] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[4586] 690 695 700

[4587] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[4588] 705 710 715 720
[4589] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[4590] 725 730 735
[4591] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[4592] 740 745 750

[4593] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[4594] 755 760 765

[4595] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[4596] 770 775 780

[4597] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[4598] 785 790 795 800
[4599] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[4600] 805 810 815
[4601] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[4602] 820 825 830

[4603] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[4604] 835 840 845

[4605] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[4606] 850 855 860

[4607] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[4608] 865 870 875 880
[4609] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[4610] 885 890 895
[4611]  Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[4612] 900 905 910

[4613] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[4614] 915 920 925

[4615] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[4616] 930 935 940

[4617] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[4618] 945 950 955 960
[4619]  Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
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[4620] 965 970 975
[4621]  Ser Leu Ser Pro Gly Lys

[4622] 980

[4623] <210> 56

[4624]  <211> 982

[4625]  <212> PRT

[4626]  <213> ALF4)

[4627]  <220>

[4628]  <223> hDAO-Fc-Hepmutl

[4629]  <400> 56

[4630] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4631] 1 5 10 15
[4632] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[4633] 20 25 30

[4634] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[4635] 35 40 45

[4636] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[4637] 50 55 60

[4638] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[4639] 65 70 75 80
[4640] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[4641] 85 90 95
[4642] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[4643] 100 105 110

[4644] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[4645] 115 120 125

[4646]  Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[4647] 130 135 140

[4648] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[4649] 145 150 155 160
[4650] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[4651] 165 170 175
[4652] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[4653] 180 185 190

[4654] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[4655] 195 200 205

[4656] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[4657] 210 215 220

[4658] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[4659] 225 230 235 240
[4660] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[4661] 245 250 255
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[4662] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[4663] 260 265 270

[4664] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[4665] 275 280 285

[4666] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[4667] 290 295 300

[4668] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[4669] 305 310 315 320
[4670] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[4671] 325 330 335
[4672] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[4673] 340 345 350

[4674]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[4675] 355 360 365

[4676] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[4677] 370 375 380

[4678] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[4679] 385 390 395 400
[4680] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[4681] 405 410 415
[4682] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[4683] 420 425 430

[4684] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[4685] 435 440 445

[4686] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[4687] 450 455 460

[4688] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[4689] 465 470 475 480
[4690] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[4691] 485 490 495
[4692] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[4693] 500 505 510

[4694] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[4695] 515 520 525

[4696] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[4697] 530 535 540

[4698] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[4699] 545 550 555 560
[4700] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Lys Tyr
[4701] 565 570 575
[4702] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[4703] 580 585 590
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[4704] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[4705] 595 600 605

[4706] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[4707] 610 615 620

[4708] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[4709] 625 630 635 640
[4710]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[4711] 645 650 655
[4712] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[4713] 660 665 670

[4714] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[4715] 675 680 685

[4716] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[4717] 690 695 700

[4718] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[4719] 705 710 715 720
[4720] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[4721] 725 730 735
[4722] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[4723] 740 745 750

[4724]  Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[4725] 755 760 765

[4726] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[4727] 770 775 780

[4728] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[4729] 785 790 795 800
[4730] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[4731] 805 810 815
[4732] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[4733] 820 825 830

[4734] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[4735] 835 840 845

[4736] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[4737] 850 8b5 860

[4738] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[4739] 865 870 875 880
[4740] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[4741] 885 890 895
[4742] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[4743] 900 905 910

[4744] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[4745] 915 920 925
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[4746]
[4747]
[4748]
[4749]
[4750]
[4751]
[4752]
[4753]
[4754]
[4755]
[4756]
[4757]
[4758]
[4759]
[4760]
[4761]
[4762]
[4763]
[4764]
[4765]
[4766]
[4767]
[4768]
[4769]
[4770]
[4771]
[4772]
[4773]
[4774]
[4775]
[4776]
[4777]
[4778]
[4779]
[4780]
[4781]
[4782]
[4783]
[4784]
[4785]
[4786]
[4787]

Thr Pro Pro Val Leu Asp

930

Leu Thr Val Asp Lys Ser

945

950

Ser Val Met His Glu Ala

965

Ser Leu Ser Pro Gly Lys

<210> 57
<211> 98

212>
213>

<220>

223>

<400> 57
Met Pro Ala

1
Ala

Phe

Trp

Ala

65

His

Ala

Glu

Ser

Thr

145

Pro

Cys

Ala

Gly

Met

Ser

Ser

50

Lys

Val

Arg

Phe

Pro

130

Ala

Leu

His

Ser

Tyr

2

PRT
NLF4

Ala
Asp
35

Lys
Asn
Leu
Ala
Ala
115
Arg
Glu
His
Asp
Gly

195
Phe

980

Leu
Glu
20

Leu
Lys
Thr
Arg
Val
100
Val
Pro
Tyr
Gln
Arg
180

Gln

Leu

Gly
5
Pro
Ser
Glu
Val
Phe
85
Ile
Gly
Gly
Ala
Phe
165
Cys

Arg

His

hDAO-Fc-Hepmut2

Trp

Ser

Asn

Leu

Phe

70

Leu

Phe

Pro

Tyr

Leu

150

Phe

Leu

Arg

Pro

Ser
935
Arg

Leu

Ala

Pro

Gln

Arg

55

Leu

Asp

Phe

Leu

Gln

135

Leu

Leu

Ala

Ser

Thr

Asp Gly Ser Phe

Trp Gln Gln Gly

955

His Asn His Tyr

Val
Gly
Glu
40

Leu
Ile
Lys
Gly
Pro
120
Ser
Tyr
Asn
Phe
Trp

200
Gly

Ala
Thr
25

Leu
Gln
Glu
Gly
Asp
105
Gly
Ser
His
Thr
Thr
185

Leu

Leu

148

970

Ala Ile
10

Leu Pro

Lys Ala

Pro Ser

Met Leu
75

Glu Arg

90

Gln Glu

Pro Cys

Trp Ala

Thr Leu
155

Thr Gly

170

Asp Val

Ile Ile

Glu Leu

Phe Leu Tyr Ser

940

Asn Val Phe Ser

Thr Gln Lys Ser

Leu

Arg

Val

Ser

60

Leu

His

His

Tyr

Ser

140

Gln

Phe

Ala

Gln

Leu

Met

Lys

His

45

Thr

Pro

Pro

Pro

Met

125

Arg

Glu

Ser

Pro

205
Val

Leu
Ala
30

Ser
Thr
Lys
Val
Asn
110
Arg
Pro
Ala
Phe
Arg
190

Tyr

Asp

975

Gln
15

Gly
Phe
Thr
Lys
Arg
95

Val
Ala
Ile
Thr
Gln
175
Gly

Val

His

Lys
Cys

960

Leu

Thr

Val

Leu

Met

Tyr

80

Glu

Thr

Leu

Ser

Lys

160

Asp

Val

Glu

Gly



CN 113785052 B ,? yu % 115/205 71
[4788] 210 215 220

[4789] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[4790] 225 230 235 240
[4791] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[4792] 245 250 255
[4793] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[4794] 260 265 270

[4795] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[4796] 275 280 285

[4797] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[4798] 290 295 300

[4799]  Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[4800] 305 310 315 320
[4801] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[4802] 325 330 335
[4803] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[4804] 340 345 350

[4805] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[4806] 355 360 365

[4807] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[4808] 370 375 380

[4809] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[4810] 385 390 395 400
[4811] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[4812] 405 410 415
[4813] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[4814] 420 425 430

[4815] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[4816] 435 440 445

[4817] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[4818] 450 455 460

[4819] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[4820] 465 470 475 480
[4821] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[4822] 485 490 495
[4823] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[4824] 500 505 510

[4825] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[4826] 515 520 525

[4827] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[4828] 530 535 540

[4829] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
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[4830] 545 550 555 560
[4831] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Thr Tyr
[4832] 565 570 575
[4833] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[4834] 580 585 590

[4835] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[4836] 595 600 605

[4837] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[4838] 610 615 620

[4839] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[4840] 625 630 635 640
[4841] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[4842] 645 650 655
[4843] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[4844] 660 665 670

[4845] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[4846] 675 680 685

[4847] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[4848] 690 695 700

[4849] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[4850] 705 710 715 720
[4851] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[4852] 725 730 735
[4853] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[4854] 740 745 750

[4855] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[4856] 755 760 765

[4857] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[4858] 770 775 780

[4859] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[4860] 785 790 795 800
[4861] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[4862] 805 810 815
[4863] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[4864] 820 825 830

[4865] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[4866] 835 840 845

[4867] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[4868] 850 855 860

[4869] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[4870] 865 870 875 880
[4871] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
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[4872] 885 890 895
[4873] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[4874] 900 905 910

[4875] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[4876] 915 920 925

[4877] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[4878] 930 935 940

[4879] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[4880] 945 950 955 960
[4881] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[4882] 965 970 975
[4883] Ser Leu Ser Pro Gly Lys

[4884] 980

[4885] <210> 58

[4886]  <211> 982

[4887]  <212> PRT

[4888]  <213> AT ¥4

[4889]  <220>

[4890] <223> hDAO-Fc-Hepmut3

[4891]  <400> 58

[4892] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[4893] 1 5 10 15
[4894] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[4895] 20 25 30

[4896] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[4897] 35 40 45

[4898] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[4899] 50 55 60

[4900] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[4901] 65 70 75 80
[4902] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[4903] 85 90 95
[4904] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[4905] 100 105 110

[4906] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[4907] 115 120 125

[4908] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[4909] 130 135 140

[4910] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[4911] 145 150 155 160
[4912] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[4913] 165 170 175
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[4914] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[4915] 180 185 190

[4916] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[4917] 195 200 205

[4918] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[4919] 210 215 220

[4920] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[4921] 225 230 235 240
[4922] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[4923] 245 250 255
[4924] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[4925] 260 265 270

[4926] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[4927] 275 280 285

[4928] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[4929] 290 295 300

[4930] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[4931] 305 310 315 320
[4932] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[4933] 325 330 335
[4934] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[4935] 340 345 350

[4936] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[4937] 355 360 365

[4938] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[4939] 370 375 380

[4940] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[4941] 385 390 395 400
[4942]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[4943] 405 410 415
[4944] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[4945] 420 425 430

[4946] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[4947] 435 440 445

[4948] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[4949] 450 455 460

[4950] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[4951] 465 470 475 480
[4952] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[4953] 485 490 495
[4954] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[4955] 500 505 510
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[4956] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[4957] 515 520 525

[4958] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[4959] 530 535 540

[4960] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[4961] 545 550 555 560
[4962] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Lys Tyr
[4963] 565 570 575
[4964] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[4965] 580 585 590

[4966] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[4967] 595 600 605

[4968] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[4969] 610 615 620

[4970] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[4971] 625 630 635 640
[4972] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[4973] 645 650 655
[4974] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[4975] 660 665 670

[4976] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[4977] 675 680 685

[4978] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[4979] 690 695 700

[4980] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[4981] 705 710 715 720
[4982] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[4983] 725 730 735
[4984] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[4985] 740 745 750

[4986] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[4987] 755 760 765

[4988] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[4989] 770 775 780

[4990] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[4991] 785 790 795 800
[4992] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[4993] 805 810 815
[4994] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[4995] 820 825 830

[4996] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[4997] 835 840 845
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[4998] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[4999] 850 855 860

[5000] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5001] 865 870 875 880
[5002] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5003] 885 890 895
[5004] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5005] 900 905 910

[5006] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5007] 915 920 925

[5008] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5009] 930 935 940

[5010] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5011] 945 950 955 960
[5012] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5013] 965 970 975
[5014] Ser Leu Ser Pro Gly Lys

[5015] 980

[5016] <210> 59

[5017]  <211> 982

[5018]  <212> PRT

[5019]1  <213> ALJ¥4

[6020]  <220>

[5021]  <223> hDAO-Fc-Hepmut4

[5022]  <400> 59

[5023] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[5024] 1 5 10 15
[5025] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5026] 20 25 30

[5027] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5028] 35 40 45

[5029] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5030] 50 55 60

[5031] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5032] 65 70 75 80
[5033] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5034] 85 90 95
[5035] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5036] 100 105 110

[5037] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[5038] 115 120 125

[5039] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
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[5040] 130 135 140

[5041] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5042] 145 150 155 160
[5043] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5044] 165 170 175
[5045] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5046] 180 185 190

[5047] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5048] 195 200 205

[5049] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5050] 210 215 220

[5051] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5052] 225 230 235 240
[5053] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5054] 245 250 255
[5055] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5056] 260 265 270

[5057] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5058] 275 280 285

[5059] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5060] 290 295 300

[5061] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5062] 305 310 315 320
[5063] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5064] 325 330 335
[5065] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5066] 340 345 350

[5067] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5068] 355 360 365

[5069] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5070] 370 375 380

[5071] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5072] 385 390 395 400
[5073] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5074] 405 410 415
[5075] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5076] 420 425 430

[5077] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5078] 435 440 445

[5079] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5080] 450 455 460

[5081] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His

155



CN 113785052 B ,? yu % 122/205 71
[5082] 465 470 475 480
[5083] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5084] 485 490 495
[5085] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5086] 500 505 510

[5087] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5088] 515 520 525

[5089] Phe Gln Thr Leu GIn Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5090] 530 535 540

[5091] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5092] 545 550 555 560
[5093] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Thr Lys Leu Pro Lys Tyr
[5094] 565 570 575
[5095] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5096] 580 585 590

[5097] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5098] 595 600 605

[5099] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5100] 610 615 620

[5101] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5102] 625 630 635 640
[5103] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5104] 645 650 655
[5105] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5106] 660 665 670

[6107] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5108] 675 680 685

[5109] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5110] 690 695 700

[56111] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5112] 705 710 715 720
[56113] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5114] 725 730 735
[5115] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5116] 740 745 750

[5117]  Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5118] 755 760 765

[5119] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5120] 770 775 780

[5121] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5122] 785 790 795 800
[5123] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
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[5124] 805 810 815
[5125] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5126] 820 825 830

[5127] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5128] 835 840 845

[56129] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5130] 850 855 860

[56131] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5132] 865 870 875 880
[5133] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5134] 885 890 895
[5135] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5136] 900 905 910

[5137] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5138] 915 920 925

[5139] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5140] 930 935 940

[5141] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5142] 945 950 955 960
[5143] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5144] 965 970 975
[5145] Ser Leu Ser Pro Gly Lys

[5146] 980

[5147]  <210> 60

[5148] <211> 982

[5149]  <212> PRT

[5150]  <213> A_LJ74

[5151]  <220>

[5152]  <223> hDAO-Fc-Hepmuth

[5153]  <400> 60

[5154] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[5155] 1 5 10 15
[5156] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5157] 20 25 30

[5158] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5159] 35 40 45

[5160] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5161] 50 55 60

[56162] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5163] 65 70 75 80
[56164] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5165] 85 90 95
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[56166] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5167] 100 105 110

[5168] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[5169] 115 120 125

[5170] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5171] 130 135 140

[5172] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5173] 145 150 155 160
[5174] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5175] 165 170 175
[5176] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5177] 180 185 190

[5178] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5179] 195 200 205

[56180] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5181] 210 215 220

[5182] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5183] 225 230 235 240
[5184] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5185] 245 250 255
[5186] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5187] 260 265 270

[5188] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5189] 275 280 285

[5190] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5191] 290 295 300

[5192] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5193] 305 310 315 320
[5194] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5195] 325 330 335
[5196] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5197] 340 345 350

[5198] GIn Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5199] 355 360 365

[5200] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5201] 370 375 380

[6202] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5203] 385 390 395 400
[5204] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5205] 405 410 415
[5206] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5207] 420 425 430
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[5208] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5209] 435 440 445

[5210] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5211] 450 455 460

[5212] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5213] 465 470 475 480
[5214] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5215] 485 490 495
[5216] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5217] 500 505 510

[5218] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5219] 515 520 525

[5220] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5221] 530 535 540

[5222] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5223] 545 550 555 560
[5224] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Thr Tyr
[5225] 565 570 575
[5226] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5227] 580 585 590

[5228] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5229] 595 600 605

[5230] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5231] 610 615 620

[5232] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5233] 625 630 635 640
[5234] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5235] 645 650 655
[5236] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5237] 660 665 670

[5238] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5239] 675 680 685

[5240] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5241] 690 695 700

[5242] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5243] 705 710 715 720
[5244] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5245] 725 730 735
[5246] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5247] 740 745 750

[5248] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5249] 755 760 765

159



CN 113785052 B ,? yu % 126/205 71
[5250] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5251] 770 775 780

[5252] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5253] 785 790 795 800
[5254] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5255] 805 810 815
[5256] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5257] 820 825 830

[5258] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5259] 835 840 845

[5260] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5261] 850 855 860

[5262] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5263] 865 870 875 880
[5264] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5265] 885 890 895
[6266] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5267] 900 905 910

[5268] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5269] 915 920 925

[5270] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5271] 930 935 940

[5272] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5273] 945 950 955 960
[5274] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5275] 965 970 975
[5276] Ser Leu Ser Pro Gly Lys

[5277] 980

[5278]  <210> 61

[6279] <211> 982

[5280]  <212> PRT

[5281]  <213> A TJ¥4

[5282] <220>

[5283] <223> hDAO-Fc-Hepmut6

[5284]  <400> 61

[5285] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[5286] 1 5 10 15
[5287] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5288] 20 25 30

[5289] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5290] 35 40 45

[5291] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
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[5292] 50 55 60

[5293] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5294] 65 70 75 80
[5295] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5296] 85 90 95
[5297] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5298] 100 105 110

[5299] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[5300] 115 120 125

[5301] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5302] 130 135 140

[5303] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5304] 145 150 155 160
[5305] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5306] 165 170 175
[5307] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5308] 180 185 190

[5309] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5310] 195 200 205

[5311]  Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5312] 210 215 220

[5313] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5314] 225 230 235 240
[5315] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5316] 245 250 255
[6317] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5318] 260 265 270

[5319] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5320] 275 280 285

[5321] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5322] 290 295 300

[5323] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[6324] 305 310 315 320
[56325] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5326] 325 330 335
[5327] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5328] 340 345 350

[5329] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5330] 355 360 365

[5331] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5332] 370 375 380

[5333] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr

161



CN 113785052 B ,? 5'] % 128/205 71
[5334] 385 390 395 400
[5335] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5336] 405 410 415
[5337] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5338] 420 425 430

[5339] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5340] 435 440 445

[5341] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5342] 450 455 460

[56343] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5344] 465 470 475 480
[5345] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5346] 485 490 495
[5347] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5348] 500 505 510

[5349] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5350] 515 520 525

[5351] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5352] 530 535 540

[56353] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5354] 545 550 555 560
[5355] Trp Glu Arg Gln Ala Ala Phe Arg Phe Gly Gln Thr Leu Pro Lys Tyr
[5356] 565 570 575
[5357] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5358] 580 585 590

[5359] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5360] 595 600 605

[5361] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5362] 610 615 620

[5363] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5364] 625 630 635 640
[56365] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5366] 645 650 655
[5367] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5368] 660 665 670

[5369] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5370] 675 680 685

[5371] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5372] 690 695 700

[5373] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5374] 705 710 715 720
[5375] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
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[5376] 725 730 735
[5377] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5378] 740 745 750

[6379] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5380] 755 760 765

[5381] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5382] 770 775 780

[5383] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5384] 785 790 795 800
[5385] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5386] 805 810 815
[5387] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5388] 820 825 830

[5389] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5390] 835 840 845

[5391] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5392] 850 8b5 860

[5393] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5394] 865 870 875 880
[5395] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5396] 885 890 895
[5397] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5398] 900 905 910

[5399] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5400] 915 920 925

[56401] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5402] 930 935 940

[5403] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5404] 945 950 955 960
[5405] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5406] 965 970 975
[5407] Ser Leu Ser Pro Gly Lys

[5408] 980

[5409] <210> 62

[5410] <211> 982

[5411]  <212> PRT

[5412]  <213> A L4

[6413]  <220>

[5414] <223> hDAO-Fc-Hepmut7

[5415]  <400> 62

[56416] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
(54171 1 5 10 15
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[5418] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5419] 20 25 30

[5420] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5421] 35 40 45

[5422] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5423] 50 55 60

[5424] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5425] 65 70 75 80
[5426] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5427] 85 90 95
[5428] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5429] 100 105 110

[5430] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[5431] 115 120 125

[5432] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5433] 130 135 140

[5434] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5435] 145 150 155 160
[5436] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5437] 165 170 175
[5438] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5439] 180 185 190

[5440] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5441] 195 200 205

[5442]  Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5443] 210 215 220

[5444] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5445] 225 230 235 240
[5446] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5447] 245 250 255
[5448] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5449] 260 265 270

[5450] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5451] 275 280 285

[5452] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5453] 290 295 300

[5454] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5455] 305 310 315 320
[5456] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5457] 325 330 335
[5458] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5459] 340 345 350
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[56460] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5461] 355 360 365

[5462] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5463] 370 375 380

[5464] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5465] 385 390 395 400
[5466] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5467] 405 410 415
[5468] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5469] 420 425 430

[5470] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5471] 435 440 445

[5472] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5473] 450 455 460

[56474] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5475] 465 470 475 480
[5476] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5477] 485 490 495
[56478] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5479] 500 505 510

[5480] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5481] 515 520 525

[5482] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5483] 530 535 540

[5484] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5485] 545 550 555 560
[5486] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Thr Tyr
[5487] 565 570 575
[5488] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5489] 580 585 590

[5490] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5491] 595 600 605

[5492] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5493] 610 615 620

[5494] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5495] 625 630 635 640
[6496] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5497] 645 650 655
[5498] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5499] 660 665 670

[5500] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5501] 675 680 685
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[5502] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5503] 690 695 700

[5504] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6505] 705 710 715 720
[5506] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5507] 725 730 735
[5508] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5509] 740 745 750

[5510] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5511] 755 760 765

[5512] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5513] 770 775 780

[5514] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5515] 785 790 795 800
[6516] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5517] 805 810 815
[5518] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5519] 820 825 830

[5520] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[56521] 835 840 845

[5522] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5523] 850 855 860

[5524] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5525] 865 870 875 880
[5526] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5527] 885 890 895
[5528] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5529] 900 905 910

[5530] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5531] 915 920 925

[5532] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5533] 930 935 940

[5534] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5535] 945 950 955 960
[5536] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5537] 965 970 975
[6538] Ser Leu Ser Pro Gly Lys

[5539] 980

[5540]  <210> 63

[5541]  <211> 982

[5542] <212> PRT

[5543]  <213> AT J¥4
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[6544]  <220>

[56545]  <223> hDAO-Fc-Cysmut

[6546]  <400> 63

[6547] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[5548] 1 5 10 15
[5549] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5550] 20 25 30

[5551] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5552] 35 40 45

[56553] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5554] 50 55 60

[5555] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5556] 65 70 75 80
[5557] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5558] 85 90 95
[5559] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5560] 100 105 110

[5561] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[5562] 115 120 125

[5563] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5564] 130 135 140

[5565] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5566] 145 150 155 160
[5567] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5568] 165 170 175
[5569] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5570] 180 185 190

[56571] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[56572] 195 200 205

[5573] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5574] 210 215 220

[5575] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[6576] 225 230 235 240
[5577] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5578] 245 250 255
[5579] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5580] 260 265 270

[5581] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5582] 275 280 285

[5583] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5584] 290 295 300

[5585] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
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[5586] 305 310 315 320
[5587] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5588] 325 330 335
[5589] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5590] 340 345 350

[56591] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5592] 355 360 365

[56593] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5594] 370 375 380

[5595] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5596] 385 390 395 400
[5597] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5598] 405 410 415
[5599] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5600] 420 425 430

[5601] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5602] 435 440 445

[5603] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5604] 450 455 460

[5605] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5606] 465 470 475 480
[56607] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5608] 485 490 495
[5609] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5610] 500 505 510

[5611] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5612] 515 520 525

[5613] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5614] 530 535 540

[5615] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5616] 545 550 555 560
[5617] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Lys Tyr
[5618] 565 570 575
[5619] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5620] 580 585 590

[5621] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5622] 595 600 605

[5623] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5624] 610 615 620

[5625] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5626] 625 630 635 640
[5627] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
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[5628] 645 650 655
[5629] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5630] 660 665 670

[6631] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5632] 675 680 685

[5633] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5634] 690 695 700

[5635] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5636] 705 710 715 720
[5637] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5638] 725 730 735
[5639] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5640] 740 745 750

[5641] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5642] 755 760 765

[5643] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5644] 770 775 780

[5645] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5646] 785 790 795 800
[5647] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5648] 805 810 815
[5649] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5650] 820 825 830

[5651] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5652] 835 840 845

[6653] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5654] 850 855 860

[5655] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5656] 865 870 875 880
[5657] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5658] 885 890 895
[5659] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5660] 900 905 910

[5661] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5662] 915 920 925

[5663] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5664] 930 935 940

[5665] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5666] 945 950 955 960
[5667] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5668] 965 970 975
[5669] Ser Leu Ser Pro Gly Lys
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[5670] 980

[5671]  <210> 64

[5672]  <211> 982

[5673]  <212> PRT

[5674]  <213> AT )74

[5675]  <220>

[5676]  <223> hDAO-Fc-Hepmutl-Cysmut

[56677]  <400> 64

[5678] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
(56791 1 5 10 15
[5680] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5681] 20 25 30

[5682] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5683] 35 40 45

[5684] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5685] 50 55 60

[5686] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5687] 65 70 75 80
[5688] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5689] 85 90 95
[5690] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5691] 100 105 110

[5692] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[5693] 115 120 125

[5694] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5695] 130 135 140

[5696] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5697] 145 150 155 160
[5698] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5699] 165 170 175
[5700] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5701] 180 185 190

[5702] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5703] 195 200 205

[5704] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5705] 210 215 220

[6706] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5707] 225 230 235 240
[5708] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5709] 245 250 255
[5710] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5711] 260 265 270
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[5712] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5713] 275 280 285

[5714] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5715] 290 295 300

[5716] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5717] 305 310 315 320
[5718] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5719] 325 330 335
[5720] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5721] 340 345 350

[5722] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5723] 355 360 365

[5724] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5725] 370 375 380

[6726] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5727] 385 390 395 400
[5728] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5729] 405 410 415
[5730] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5731] 420 425 430

[5732] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5733] 435 440 445

[5734] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5735] 450 455 460

[5736] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5737] 465 470 475 480
[5738] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5739] 485 490 495
[5740] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5741] 500 505 510

[5742] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5743] 515 520 525

[5744] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5745] 530 535 540

[5746] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5747] 545 550 555 560
[5748] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Lys Tyr
[5749] 565 570 575
[5750] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5751] 580 585 590

[56752] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5753] 595 600 605
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[5754] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5755] 610 615 620

[5756] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5757] 625 630 635 640
[5758] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5759] 645 650 655
[5760] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5761] 660 665 670

[5762] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5763] 675 680 685

[5764] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5765] 690 695 700

[5766] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5767] 705 710 715 720
[5768] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5769] 725 730 735
[5770] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5771] 740 745 750

[5772] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5773] 755 760 765

[5774] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5775] 770 775 780

[5776] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5777] 785 790 795 800
[5778] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5779] 805 810 815
[5780] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5781] 820 825 830

[5782] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5783] 835 840 845

[5784] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5785] 850 8b5 860

[5786] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5787] 865 870 875 880
[5788] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5789] 885 890 895
[6790] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[5791] 900 905 910

[5792] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5793] 915 920 925

[5794] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5795] 930 935 940
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[5796]
[5797]
[5798]
[5799]
[5800]
[5801]
[5802]
[5803]
[5804]
[5805]
[5806]
[5807]
[5808]
[5809]
[5810]
[5811]
[5812]
[5813]
[5814]
[5815]
[5816]
[5817]
[5818]
[5819]
[5820]
[5821]
[5822]
[5823]
[5824]
[5825]
[5826]
[5827]
[5828]
[5829]
[5830]
[5831]
[5832]
[5833]
[5834]
[5835]
[5836]
[5837]

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

945

950

955

960

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu

965

Ser Leu Ser Pro Gly Lys

<210> 65
<211> 98

212>
213>

<220>

223>

<400> 65
Met Pro Ala Leu

1
Ala

Phe

Trp

Ala

65

His

Ala

Glu

Ser

Thr

145

Pro

Cys

Ala

Gly

Ser

Met

Ser

Ser

50

Lys

Val

Arg

Phe

Pro

130

Ala

Leu

His

Ser

Tyr

210
Thr

2

PRT
NLF4

Ala
Asp
35

Lys
Asn
Leu
Ala
Ala
115
Arg
Glu
His
Asp
Gly
195

Phe

Asp

980

Glu
20

Leu

Thr
Arg
Val
100
Val
Pro
Tyr
Gln
Arg
180
Gln

Leu

Ala

hDAO-Fc-Hepmut2-Cysmut

Gly Trp Ala Val

5

Pro

Ser

Glu

Val

Phe

85

Ile

Gly

Gly

Ala

Phe

165

Cys

Arg

His

Gly

Ser

Asn

Leu

Phe

70

Leu

Phe

Pro

Tyr

Leu

150

Phe

Leu

Arg

Pro

His

Pro

Gln

Arg
55

Leu

Asp

Phe

Leu

Gln

135

Leu

Leu

Ala

Ser

Thr

215
Trp

Gly
Glu
40

Leu
Ile
Lys
Gly
Pro
120
Ser
Tyr
Asn
Phe
Trp
200

Gly

Ala

970

Ala Ala
10

Thr Leu

25

Leu Lys

Gln Pro

Glu Met

Gly Glu
90

Asp Gln

105

Gly Pro

Ser Trp

His Thr

Thr Thr
170

Thr Asp

185

Leu Ile

Leu Glu

Val Glu

173

Ile

Pro

Ala

Ser

Leu

75

Arg

Glu

Ala

Ala

Leu

155

Gly

Val

Ile

Leu

Gln

Leu

Arg

Val

Ser

60

Leu

His

His

Tyr

Ser

140

Gln

Phe

Ala

Gln

Leu

220
Val

Met
Lys
His
45

Thr
Pro
Pro
Pro
Met
125
Arg
Glu
Ser
Pro
Arg
205

Val

Trp

Leu
Ala
30

Ser
Thr
Lys
Val
Asn
110
Arg
Pro
Ala
Phe
Arg
190
Tyr

Asp

Tyr

975

Gln
15

Gly
Phe
Thr
Lys
Arg
95

Val
Ala
Ile
Thr
Gln
175
Gly
Val
His

Asn

Thr

Val

Leu

Met

Tyr

80

Glu

Thr

Leu

Ser

Lys

160

Asp

Val

Glu

Gly

Gly
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[5838] 225 230 235 240
[5839] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5840] 245 250 255
[6841] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5842] 260 265 270

[5843] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5844] 275 280 285

[5845] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5846] 290 295 300

[5847] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5848] 305 310 315 320
[5849] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5850] 325 330 335
[5851] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5852] 340 345 350

[5853] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5854] 355 360 365

[5855] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5856] 370 375 380

[5857] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5858] 385 390 395 400
[5859] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5860] 405 410 415
[5861] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5862] 420 425 430

[6863] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5864] 435 440 445

[5865] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[5866] 450 455 460

[5867] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5868] 465 470 475 480
[5869] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[5870] 485 490 495
[5871] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[5872] 500 505 510

[5873] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[5874] 515 520 525

[5875] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[5876] 530 535 540

[5877] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[5878] 545 550 555 560
[5879] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Arg Lys Leu Pro Thr Tyr
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[5880] 565 570 575
[5881] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[5882] 580 585 590

[5883] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[5884] 595 600 605

[5885] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[5886] 610 615 620

[5887] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[5888] 625 630 635 640
[5889] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[5890] 645 650 655
[5891] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[5892] 660 665 670

[5893] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[5894] 675 680 685

[5895] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[5896] 690 695 700

[5897] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[5898] 705 710 715 720
[5899] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[5900] 725 730 735
[5901] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[5902] 740 745 750

[5903] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[5904] 755 760 765

[6905] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[5906] 770 775 780

[5907] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[5908] 785 790 795 800
[5909] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[5910] 805 810 815
[5911] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[5912] 820 825 830

[5913] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[5914] 835 840 845

[5915] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[5916] 850 855 860

[5917] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[5918] 865 870 875 880
[5919]  Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[5920] 885 890 895
[5921] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
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[5922] 900 905 910

[5923] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[5924] 915 920 925

[6925] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[5926] 930 935 940

[5927] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[5928] 945 950 955 960
[6929] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[5930] 965 970 975
[5931] Ser Leu Ser Pro Gly Lys

[5932] 980

[5933] <210> 66

[5934] <211> 982

[5935]  <212> PRT

[5936]  <213> A L4

[6937]  <220>

[5938] <223> hDAO-Fc-Hepmut3-Cysmut

[5939]  <400> 66

[5940] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[59411 1 5 10 15
[5942] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[5943] 20 25 30

[5944] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[5945] 35 40 45

[5946] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[5947] 50 55 60

[5948] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[5949]1 65 70 75 80
[5950] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[5951] 85 90 95
[5952] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[5953] 100 105 110

[5954] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[5955] 115 120 125

[5956] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[5957] 130 135 140

[6958] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[5959] 145 150 155 160
[6960] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[5961] 165 170 175
[6962] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[5963] 180 185 190
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[5964] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[5965] 195 200 205

[5966] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[5967] 210 215 220

[5968] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[5969] 225 230 235 240
[5970] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[5971] 245 250 255
[5972] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[5973] 260 265 270

[5974] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[5975] 275 280 285

[5976] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[5977] 290 295 300

[5978] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[5979] 305 310 315 320
[5980] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[5981] 325 330 335
[5982] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[5983] 340 345 350

[5984] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[5985] 355 360 365

[5986] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[5987] 370 375 380

[5988] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[5989] 385 390 395 400
[5990] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[5991] 405 410 415
[5992] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[5993] 420 425 430

[5994] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[5995] 435 440 445

[5996] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
(59971 450 455 460

[5998] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[5999] 465 470 475 480
[6000] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[6001] 485 490 495
[6002] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[6003] 500 505 510

[6004] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[6005] 515 520 525
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[6006] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[6007] 530 535 540

[6008] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[6009] 545 550 555 560
[6010] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Lys Tyr
[6011] 565 570 575
[6012] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[6013] 580 585 590

[6014] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[6015] 595 600 605

[6016] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[6017] 610 615 620

[6018] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[6019] 625 630 635 640
[6020] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[6021] 645 650 655
[6022] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[6023] 660 665 670

[6024] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[6025] 675 680 685

[6026] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[6027] 690 695 700

[6028] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6029] 705 710 715 720
[6030] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[6031] 725 730 735
[6032] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[6033] 740 745 750

[6034] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[6035] 755 760 765

[6036] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[6037] 770 775 780

[6038] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[6039] 785 790 795 800
[6040] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[6041] 805 810 815
[6042] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[6043] 820 825 830

[6044] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[6045] 835 840 845

[6046] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[6047] 850 855 860
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[6048] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[6049] 865 870 875 880
[6050] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[6051] 885 890 895
[6052] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[6053] 900 905 910

[6054] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[6055] 915 920 925

[6056] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[6057] 930 935 940

[6058] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[6059] 945 950 955 960
[6060] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[6061] 965 970 975
[6062] Ser Leu Ser Pro Gly Lys

[6063] 980

[6064]  <210> 67

[6065] <211> 982

[6066] <212> PRT

[6067]  <213> A L4

[6068]  <220>

[6069]  <223> hDAO-Fc-Hepmut4-Cysmut

[6070]  <400> 67

[6071] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[6072] 1 5 10 15
[6073] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[6074] 20 25 30

[6075] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[6076] 35 40 45

[6077] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[6078] 50 55 60

[6079] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[6080] 65 70 75 80
[6081] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[6082] 85 90 95
[6083] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[6084] 100 105 110

[6085] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[6086] 115 120 125

[6087] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[6088] 130 135 140

[6089] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
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[6090] 145 150 155 160
[6091] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[6092] 165 170 175
[6093] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[6094] 180 185 190

[6095] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[6096] 195 200 205

[6097] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[6098] 210 215 220

[6099] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[6100] 225 230 235 240
[6101] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[6102] 245 250 255
[6103] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[6104] 260 265 270

[6105] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[6106] 275 280 285

[6107]  Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[6108] 290 295 300

[6109]  Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[6110] 305 310 315 320
[6111]  Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[6112] 325 330 335
[6113] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[6114] 340 345 350

[6115] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[6116] 355 360 365

[6117] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[6118] 370 375 380

[6119] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[6120] 385 390 395 400
[6121]  Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[6122] 405 410 415
[6123] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[6124] 420 425 430

[6125] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[6126] 435 440 445

[6127] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[6128] 450 455 460

[6129] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[6130] 465 470 475 480
[6131] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg

180



CN 113785052 B ,? 5'] % 147/205 11
[6132] 485 490 495
[6133] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[6134] 500 505 510

[6135] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[6136] 515 520 525

[6137] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[6138] 530 535 540

[6139]  Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[6140] 545 550 555 560
[6141] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Thr Lys Leu Pro Lys Tyr
[6142] 565 570 575
[6143] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[6144] 580 585 590

[6145] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[6146] 595 600 605

[6147] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[6148] 610 615 620

[6149] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[6150] 625 630 635 640
[6151]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[6152] 645 650 655
[6153] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[6154] 660 665 670

[6155]  Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[6156] 675 680 685

[6157]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[6158] 690 695 700

[6159]  Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6160] 705 710 715 720
[6161] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[6162] 725 730 735
[6163] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[6164] 740 745 750

[6165] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[6166] 755 760 765

[6167] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[6168] 770 775 780

[6169] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[6170] 785 790 795 800
[6171] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[6172] 805 810 815
[6173]  Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
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[6174] 820 825 830

[6175]  Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[6176] 835 840 845

[6177] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[6178] 850 855 860

[6179]  Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[6180] 865 870 875 880
[6181] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[6182] 885 890 895
[6183] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[6184] 900 905 910

[6185] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[6186] 915 920 925

[6187] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[6188] 930 935 940

[6189] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[6190] 945 950 955 960
[6191]  Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[6192] 965 970 975
[6193] Ser Leu Ser Pro Gly Lys

[6194] 980

[6195] <210> 68

[6196]  <211> 982

[6197]  <212> PRT

[6198] <213> A L4

[6199]  <220>

[6200]  <223> hDAO-Fc-Hepmut5-Cysmut

[6201]  <400> 68

[6202] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[6203] 1 5 10 15
[6204] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[6205] 20 25 30

[6206] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[6207] 35 40 45

[6208] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[6209] 50 55 60

[6210] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
[6211] 65 70 75 80
[6212] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[6213] 85 90 95
[6214] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[6215] 100 105 110
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[6216] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[6217] 115 120 125

[6218] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[6219] 130 135 140

[6220] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[6221] 145 150 155 160
[6222]  Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[6223] 165 170 175
[6224] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[6225] 180 185 190

[6226] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[6227] 195 200 205

[6228] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[6229] 210 215 220

[6230] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[6231] 225 230 235 240
[6232] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[6233] 245 250 255
[6234] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[6235] 260 265 270

[6236] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[6237] 275 280 285

[6238] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[6239] 290 295 300

[6240] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[6241] 305 310 315 320
[6242] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[6243] 325 330 335
[6244] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[6245] 340 345 350

[6246]  Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[6247] 355 360 365

[6248] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[6249] 370 375 380

[6250] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[6251] 385 390 395 400
[6252] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[6253] 405 410 415
[6254] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[6255] 420 425 430

[6256] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[6257] 435 440 445
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[6258] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[6259] 450 455 460

[6260] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[6261] 465 470 475 480
[6262] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[6263] 485 490 495
[6264] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[6265] 500 505 510

[6266] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[6267] 515 520 525

[6268] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[6269] 530 535 540

[6270] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[6271] 545 550 555 560
[6272] Trp Glu Arg Gln Ala Ala Phe Arg Phe Lys Thr Lys Leu Pro Thr Tyr
[6273] 565 570 575
[6274] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[6275] 580 585 590

[6276] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[6277] 595 600 605

[6278] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[6279] 610 615 620

[6280] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[6281] 625 630 635 640
[6282] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[6283] 645 650 655
[6284] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[6285] 660 665 670

[6286] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[6287] 675 680 685

[6288] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[6289] 690 695 700

[6290] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6291] 705 710 715 720
[6292] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[6293] 725 730 735
[6294]  Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[6295] 740 745 750

[6296] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[6297] 755 760 765

[6298] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[6299] 770 775 780
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[6300] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[6301] 785 790 795 800
[6302] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[6303] 805 810 815
[6304] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[6305] 820 825 830

[6306] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[6307] 835 840 845

[6308] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[6309] 850 855 860

[6310] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[6311] 865 870 875 880
[6312] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[6313] 885 890 895
[6314] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[6315] 900 905 910

[6316] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[6317] 915 920 925

[6318] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[6319] 930 935 940

[6320] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[6321] 945 950 955 960
[6322] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[6323] 965 970 975
[6324] Ser Leu Ser Pro Gly Lys

[6325] 980

[6326]  <210> 69

[6327]  <211> 982

[6328]  <212> PRT

[6329] <213> AN TJ#%

[6330]  <220>

[6331]  <223> hDAO-Fc-Hepmut6-Cysmut

[6332]  <400> 69

[6333] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[6334] 1 5 10 15
[6335] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[6336] 20 25 30

[6337] Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala Val His Ser Phe Leu
[6338] 35 40 45

[6339] Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro Ser Ser Thr Thr Thr Met
[6340] 50 55 60

[6341] Ala Lys Asn Thr Val Phe Leu Ile Glu Met Leu Leu Pro Lys Lys Tyr
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[6342] 65 70 75 80
[6343] His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg His Pro Val Arg Glu
[6344] 85 90 95
[6345] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[6346] 100 105 110

[6347] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Ala Tyr Met Arg Ala Leu
[6348] 115 120 125

[6349] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[6350] 130 135 140

[6351] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[6352] 145 150 155 160
[6353] Pro Leu His Gln Phe Phe Leu Asn Thr Thr Gly Phe Ser Phe Gln Asp
[6354] 165 170 175
[6355] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[6356] 180 185 190

[6357] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[6358] 195 200 205

[6359] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[6360] 210 215 220

[6361] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[6362] 225 230 235 240
[6363] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[6364] 245 250 255
[6365] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[6366] 260 265 270

[6367] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[6368] 275 280 285

[6369] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[6370] 290 295 300

[6371] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[6372] 305 310 315 320
[6373] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[6374] 325 330 335
[6375] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[6376] 340 345 350

[6377] Gln Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[6378] 355 360 365

[6379] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[6380] 370 375 380

[6381] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[6382] 385 390 395 400
[6383] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
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[6384] 405 410 415
[6385] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[6386] 420 425 430

[6387] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[6388] 435 440 445

[6389] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[6390] 450 455 460

[6391] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[6392] 465 470 475 480
[6393] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[6394] 485 490 495
[6395] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[6396] 500 505 510

[6397] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[6398] 515 520 525

[6399] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[6400] 530 535 540

[6401]  Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[6402] 545 550 555 560
[6403] Trp Glu Arg Gln Ala Ala Phe Arg Phe Gly Gln Thr Leu Pro Lys Tyr
[6404] 565 570 575
[6405] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[6406] 580 585 590

[6407] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[6408] 595 600 605

[6409] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[6410] 610 615 620

[6411] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[6412] 625 630 635 640
[6413] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[6414] 645 650 655
[6415]  Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[6416] 660 665 670

[6417] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[6418] 675 680 685

[6419]  Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[6420] 690 695 700

[6421] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6422] 705 710 715 720
[6423] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[6424] 725 730 735
[6425] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
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[6426] 740 745 750

[6427] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[6428] 755 760 765

[6429] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[6430] 770 775 780

[6431] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[6432] 785 790 795 800
[6433] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[6434] 805 810 815
[6435] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[6436] 820 825 830

[6437] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[6438] 835 840 845

[6439] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[6440] 850 855 860

[6441] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[6442] 865 870 875 880
[6443]  Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[6444] 885 890 895
[6445]  Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[6446] 900 905 910

[6447] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[6448] 915 920 925

[6449] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[6450] 930 935 940

[6451] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[6452] 945 950 955 960
[6453] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[6454] 965 970 975
[6455] Ser Leu Ser Pro Gly Lys

[6456] 980

[6457]  <210> 70

[6458] <211> 982

[6459]  <212> PRT

[6460]  <213> A TF&4

[6461]  <220>

[6462]  <223> hDAO-Fc-Hepmut7-Cysmut

[6463]  <400> 70

[6464] Met Pro Ala Leu Gly Trp Ala Val Ala Ala Ile Leu Met Leu Gln Thr
[6465] 1 5 10 15
[6466] Ala Met Ala Glu Pro Ser Pro Gly Thr Leu Pro Arg Lys Ala Gly Val
[6467] 20 25 30
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[6468]
[6469]
[6470]
[6471]
[6472]
[6473]
[6474]
[6475]
[6476]
[6477]
[6478]
[6479]
[6480]
[6481]
[6482]
[6483]
[6484]
[6485]
[6486]
[6487]
[6488]
[6489]
[6490]
[6491]
[6492]
[6493]
[6494]
[6495]
[6496]
[6497]
[6498]
[6499]
[6500]
[6501]
[6502]
[6503]
[6504]
[6505]
[6506]
[6507]
[6508]
[6509]

Phe

Trp

Ala

65

His

Ala

Glu

Ser

Thr

145

Pro

Cys

Ala

Gly

Ser

225

Lys

Glu

His

Gly

Pro

305

Gly

Leu

Gln

Ser

Ser

50

Lys

Val

Arg

Phe

Pro

130

Ala

Leu

His

Ser

Tyr

210

Thr

Phe

Val

Asp

Asp

290

His

Trp

Asn

Glu

Asp

35

Lys

Asn

Leu

Ala

Ala

115

Arg

Glu

His

Asp

Gly

195

Phe

Asp

Tyr

Asp

Ser

275

Phe

Gly

Ser

Val

Ala
355

Leu

Lys

Thr

Arg

Val

100

Val

Pro

Tyr

Gln

Arg

180

Gln

Leu

Ala

Gly

Val

260

Thr

Pro

Pro

Phe

His

340
Val

Ser

Glu

Val

Phe

85

Ile

Gly

Gly

Ala

Phe

165

Cys

Arg

His

Gly

Ser

245

Val

Glu

Ser

Arg

Ala

325

Phe

Ala

Asn

Leu

Phe

70

Leu

Phe

Pro

Tyr

Leu

150

Phe

Leu

Arg

Pro

His

230

Pro

Val

Glu

Pro

Phe

310

Phe

Gly

Leu

Gln Glu Leu Lys Ala

Arg
55

Leu
Asp
Phe
Leu
Gln
135
Leu
Leu
Ala
Ser
Thr
215
Trp
Glu
Leu
Pro
Ile
295
Arg
Arg

Gly

Tyr

40

Leu

Ile

Gly
Pro
120
Ser
Tyr
Asn
Phe
Trp
200
Gly
Ala
Glu
Glu
Pro
280
His
Leu
Leu

Glu

Gly
360

Gln
Glu
Gly
Asp
105
Gly
Ser
His
Thr
Thr
185
Leu
Leu
Val
Leu
Asp
265
Leu
Val
Glu
Arg
Arg

345
Gly

189

Pro
Met
Glu
90

Gln
Pro
Trp
Thr
Thr
170
Asp
Ile
Glu
Glu
Ala
250
Pro
Phe
Ser
Gly
Ser
330

Ile

His

Ser

Leu

75

Glu

Ala

Ala

Leu

155

Gly

Val

Ile

Leu

Gln

235

Arg

Leu

Ser

Gly

Asn

315

Ser

Ala

Thr

Val

Ser

60

Leu

His

His

Tyr

Ser

140

Gln

Phe

Ala

Gln

Leu

220

Val

Lys

Pro

Ser

Pro

300

Ala

Ser

Tyr

Pro

His

45

Thr

Pro

Pro

Pro

Met

125

Glu

Ser

Pro

Arg

205

Val

Trp

Gly

His

285

Val

Gly

Glu

Ala
365

Ser

Thr

Lys

Val

Asn

110

Arg

Pro

Ala

Phe

Arg

190

Tyr

Asp

Tyr

Ala

Gly

270

Lys

Leu

Leu

Leu

Val

350
Gly

Phe

Thr

Lys

Arg

95

Val

Ala

Ile

Thr

Gln

175

Gly

Val

His

Asn

Asp

255

Lys

Pro

Val

Tyr

Gln

335

Ser

Met

Leu

Met

Tyr

80

Glu

Thr

Leu

Ser

Lys

160

Asp

Val

Glu

Gly

Gly

240

Gly

Gly

Arg

Gln

Gly

320

Val

Val

Gln
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[6510] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[6511] 370 375 380

[6512] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[6513] 385 390 395 400
[6514] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[6515] 405 410 415
[6516] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[6517] 420 425 430

[6518] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[6519] 435 440 445

[6520] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[6521] 450 455 460

[6522] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[6523] 465 470 475 480
[6524] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[6525] 485 490 495
[6526] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[6527] 500 505 510

[6528] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[6529] 515 520 525

[6530] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[6531] 530 535 540

[6532] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[6533] 545 550 555 560
[6534] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Arg Lys Leu Pro Thr Tyr
[6535] 565 570 575
[6536] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[6537] 580 585 590

[6538] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
[6539] 595 600 605

[6540] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[6541] 610 615 620

[6542] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[6543] 625 630 635 640
[6544]  Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[6545] 645 650 655
[6546] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[6547] 660 665 670

[6548] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[6549] 675 680 685

[6550] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[6551] 690 695 700
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[6552] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[6553] 705 710 715 720
[6554] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[6555] 725 730 735
[6556] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val Glu
[6557] 740 745 750

[6558] Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
[6559] 755 760 765

[6560] Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
[6561] 770 775 780

[6562] Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
[6563] 785 790 795 800
[6564] Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
[6565] 805 810 815
[6566] Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
[6567] 820 825 830

[6568] Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
[6569] 835 840 845

[6570] Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro
[6571] 850 855 860

[6572] Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
[6573] 865 870 875 880
[6574] Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
[6575] 885 890 895
[6576] Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile
[6577] 900 905 910

[6578] Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr
[6579] 915 920 925

[6580] Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
[6581] 930 935 940

[6582] Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys
[6583] 945 950 955 960
[6584] Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu
[6585] 965 970 975
[6586] Ser Leu Ser Pro Gly Lys

[6587] 980

[6588]  <210> 71

[6589]  <211> 2952

[6590]  <212> DNA

[6591]1  <213> A_LJ¥4

[6592]  <220>

[6593]  <223> Fc-hDAO
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[6594]  <400> 71

[6595] atgccggeee tgggctggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[6596] tgeeecccect gecececgeeee ceceegtggee ggececteeg tgttectgtt cecceccaag 120
[6597] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6598] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[6599] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gtcegtgetg 300
[6600] accgtgctge accaggactg getgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6601] ggcetgeecet cctecatcga gaagaccatc tccaaggeca agggecagee cagggagece 420
[6602] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[6603] tgeetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[6604] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttetteectg 600
[6605] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcectgetee 660
[6606] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtccet gtccccegge 720
[6607] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[6608] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagettccte 840
[6609] tggtccaaga aggagctgag gctgcagece tccagtacca ccaccatgge caagaacacc 900
[6610] gtgtttctca tcgagatget gctgcccaag aagtaccatg tgctgaggtt tctggataaa 960
[6611] ggtgaaagge atcctgtgeg ggaageccgt gecgtecatet tetttggtga ccaggageat 1020
[6612] cccaatgtca ccgagtttge tgtggggece ctgeccaggee cctgetacat gegagecactg 1080
[6613] tcceeccagge ctgggtacca gteceteetgg geatcgagge ccatctceccac agecagagtat 1140
[6614] gcectectet accacaccct gecaggaagece accaageccce tgecatcagtt cttectcaat 1200
[6615] accacaggct tctcattcca agactgccat gacagatgec tggecttcac cgatgtggee 1260
[6616] ccccggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6617] ggctactttc tgcaccccac tgggetggag ctcctcgtgg atcatgggag cacagatget 1380
[6618] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6619] ctggctcgga agtatgcaga tggagaggtg gacgtggtgs tcctggagga cccgetgect 1500
[6620] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[6621] ggggacttcc ccagccccat ccatgtgage ggccceeget tggtccagee ccacggeeet 1620
[6622] cgcttcagge tggagggeaa cgetgtgete tacggegget ggagetttge ctteceggetg 1680
[6623] cgctecteet cegggetgea ggtectgaac gtgeactteg geggagageg cattgectat 1740
[6624] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggecatgeag 1800
[6625] accaagtacc tcgatgtcgg ctggggectg ggecagegteca ctcatgagtt ageccecgge 1860
[6626] atcgactgcc cggagaccge caccttcctg gacactttcc actactatga tgccgatgac 1920
[6627] ccggtecatt atccececgage cctetgecte tttgaaatge ccacaggggt gececttegg 1980
[6628] cggcacttta attccaactt taaaggtgge ttcaacttct atgcgggget gaagggecag 2040
[6629] gtgctggtge tgecggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6630] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[6631] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[6632] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[6633] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagece aagacaccge 2340
[6634] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttecge 2400
[6635] ttcaaaagga agctgcccaa gtacctgetce tttaccagec cccaggagaa ccccetgggge 2460
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[6636] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[6637] tggcaggagg agcaggccat cacctgggea aggtacccce tggecagtgac caagtaccgg 2580
[6638] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[6639] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggcctgg 2700
[6640] gtgacggtgg gettecetgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6641] gggaactccg tgggettect getceggeca ttcaacttct tcccagagga cccctecctg 2820
[6642] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[6643] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagetacaa tgggacctat 2940
[6644] agacctgtgt ga 2952

[6645]  <210> 72

[6646] <211> 2952

[6647]  <212> DNA

[6648]  <213> AT ¥4l

[6649]  <220>

[6650]  <223> Fc-hDAO-Hepmutl

[6651]  <400> 72

[6652] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[6653] tgceecececeet gececegeecee ceeegtggee ggeeectecg tgtteetgtt cecececcaag 120
[6654] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6655] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[6656] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[6657] accgtgetge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6658] ggcetgeeet cctecatcga gaagaccatc tccaaggceca agggeccagece cagggagece 420
[6659] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgacce 480
[6660] tgectggtga agggetteta cccctecgac atcgeegtgg agtgggagtce caacggecag 540
[6661] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttettectg 600
[6662] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcctgetee 660
[6663] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtcect gteccecgge 720
[6664] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[6665] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagecttccte 840
[6666] tggtccaaga aggagctgag gectgecageee tccagtacca ccaccatgge caagaacacce 900
[6667] gtgtttctca tcgagatget gectgeccaag aagtaccatg tgctgaggtt tctggataaa 960
[6668] ggtgaaaggc atcctgtgeg ggaagcccgt gecgtcatet tctttggtga ccaggageat 1020
[6669] cccaatgtca ccgagtttge tgtggggece ctgecaggee cctgetacat gegagecactg 1080
[6670] tccecccagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agcagagtat 1140
[6671] gceetectet accacaccet gecaggaagece accaagecce tgecatcagtt cttectcaat 1200
[6672] accacaggct tctcattcca agactgccat gacagatgee tggecttcac cgatgtggee 1260
[6673] ccceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6674] ggctactttc tgcaccccac tgggetggag ctcctegtgg atcatgggag cacagatget 1380
[6675] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6676] ctggetecgga agtatgcaga tggagaggtg gacgtggtgg tcectggagga ccegetgeet 1500
[6677]  gggggcaagg ggcatgacag cacagaggag ccgecectet tctecteeca caageccege 1560
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[6678] ggggacttce ccagecccat ccatgtgage ggecceeget tggtccagee ccacggeecet 1620
[6679] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge cttceggetg 1680
[6680] cgctecteet cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[6681] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggecatgecag 1800
[6682] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecegge 1860
[6683] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[6684] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[6685] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[6686] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6687] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[6688] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[6689] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggecac caagaacage 2280
[6690] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[6691] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttcage 2400
[6692] ttcaaaagga agctgcccaa gtacctgetce tttaccagec cccaggagaa ccccetgggge 2460
[6693] cacaagcgca gctaccgect geagatccac tccatggecg accaggtget geccccagge 2520
[6694] tggcaggagg agcaggccat cacctgggeca aggtacccce tggcagtgac caagtaccgg 2580
[6695] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgeeccgtg 2640
[6696] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6697] gtgacggtgg gettectgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6698] gggaactccg tgggettect getceggeca ttcaacttet tcccagagga cccctecctg 2820
[6699] gcatccagag acactgtgat cgtgtggcct cgggacaacg gecccaacta cgtccagege 2880
[6700] tggatccctg aggacaggga ctgctcgatg cctccecectt ttagectacaa tgggacctat 2940
[6701] agacctgtgt ga 2952

[6702] <210> 73

[6703]  <211> 2952

[6704]  <212> DNA

[6705]  <213> AT 74

[6706]  <220>

[6707] <223> Fc-hDAO-Hepmut2

[6708]  <400> 73

[6709] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[6710] tgceeececeet gececegeecee ceeegtggee ggecectecg tgtteetgtt cecececccaag 120
[6711] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6712] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[6713] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[6714] accgtgectge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6715]  ggcetgeecet cctecatega gaagaccatc tccaaggeca agggecagee cagggageee 420
[6716] caggtgtaca ccctgeceee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[6717] tgecetggtga agggetteta ccectecgac atcgeegtgg agtgggagte caacggecag 540
[6718] cccgagaaca actacaagac caccccccecece gtgetggact ccgacggete cttetteetg 600
[6719] tactccaagc tgaccgtgga caagtccagg tggcagcagg geaacgtgtt ctectgetee 660
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[6720] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtcccet gteccccegge 720
[6721] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[6722] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagecttccte 840
[6723] tggtccaaga aggagctgag getgecagece tccagtacca ccaccatgge caagaacacc 900
[6724] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[6725] ggtgaaaggce atcctgtgeg ggaageccgt geegtcatcet tctttggtga ccaggageat 1020
[6726] cccaatgtca ccgagtttge tgtggggeee ctgecaggee cctgetacat gegageactg 1080
[6727] tccececcagge ctgggtacca gtectecetgg geatcgagge ccatctccac agcagagtat 1140
[6728] gccctectet accacaccet gecaggaagee accaagecce tgeatcagtt cttectcaat 1200
[6729] accacaggct tctcattcca agactgccat gacagatgecc tggecttcac cgatgtggee 1260
[6730] ccccggggtg tggettectgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6731] ggctacttte tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
[6732] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6733] ctggetcgga agtatgecaga tggagaggtg gacgtggtgg tcetggagga ceegetgeet 1500
[6734] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctcctececca caageccege 1560
[6735] ggggacttce ccagecccat ccatgtgage ggeccceget tggtecagee ccacggecet 1620
[6736] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge ctteceggetg 1680
[6737] cgctectect cecgggetgea ggtectgaac gtgecacttcg geggagageg cattgectat 1740
[6738] gaggtcagecg tgcaagaggce agtggegetg tatggaggac acacacctge aggcatgeag 1800
[6739] accaagtacc tcgatgtcgg ctggggectg ggecagegteca ctcatgagtt ageccccgge 1860
[6740] atcgactgece cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[6741] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[6742] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[6743] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6744] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[6745] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[6746] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[6747] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagcce aagacaccge 2340
[6748] gtggtccage caactctgga gcagacgecag tactcctggg agcgecagge ggectteege 2400
[6749] ttcaaaagga agctgcccac gtacctgete tttaccagec cccaggagaa cccctgggge 2460
[6750] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[6751] tggcaggagg agcaggecat cacctgggea aggtaccccee tggecagtgac caagtaccgg 2580
[6752] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[6753] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6754] gtgacggtgg gcttcctgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6755] gggaactccg tgggettect getceggeca ttcaacttet tcccagagga cccctecetg 2820
[6756] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtceccagege 2880
[6757] tggatccetg aggacaggga ctgectcgatg ccteccccctt ttagetacaa tgggacctat 2940
[6758] agacctgtgt ga 2952

[6759] <210> 74

[6760] <211> 2952

[6761]  <212> DNA
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[6762] <213> AN T4

[6763]  <220>

[6764]  <223> Fc-hDAO-Hepmut3

[6765]  <400> 74

[6766] atgcecggece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[6767] tgceecceet gecccgeeee ceecgtggee ggeceeteeg tgtteetgtt cceceeccaag 120
[6768] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6769] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[6770] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gtccgtgetg 300
[6771] accgtgctge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6772] ggcetgeeet cctecatcga gaagaccatc tccaaggeca agggeccagece cagggagece 420
[6773] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[6774] tgcetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[6775] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttettectg 600
[6776] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt cteetgetee 660
[6777] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtccet gtcecceceegge 720
[6778] aaggagccca agtccgecga caagacccac accgagecct ccccggggac tetgeccagg 780
[6779] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgea cagettccte 840
[6780] tggtccaaga aggagctgag gectgcagece tccagtacca ccaccatgge caagaacacc 900
[6781] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[6782] ggtgaaagge atcctgtgeg ggaagecegt gecgtcatet tectttggtga ccaggageat 1020
[6783] cccaatgtca ccgagtttge tgtggggeee ctgecaggee cctgetacat gegagcactg 1080
[6784] tccececcagge ctgggtacca gtectectgg gecatcgagge ccatctccac agcagagtat 1140
[6785] gccctectet accacaccet gcaggaagec accaageccc tgcatcagtt cttcctcaat 1200
[6786] accacaggct tctcattcca agactgccat gacagatgec tggcecttcac cgatgtggee 1260
[6787] ccccgggetg tggcttetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6788] ggctactttc tgcaccccac tgggetggag ctecctegtgg atcatgggag cacagatget 1380
[6789] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6790] ctggctcgga agtatgcaga tggagaggtg gacgtggtgg tcctggagga cccgetgect 1500
[6791] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectcecca caageccege 1560
[6792] ggggacttcc ccagccccat ccatgtgage ggeccceeget tggtccagee ccacggecet 1620
[6793] cgcttcagge tggagggecaa cgetgtgete tacggegget ggagetttge cttecggetg 1680
[6794] cgetectect cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[6795] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgecag 1800
[6796] accaagtacc tcgatgtcgg ctggggectg ggecagegtca ctcatgagtt agecccegge 1860
[6797] atcgactgce cggagaccge caccttectg gacactttce actactatga tgecgatgac 1920
[6798] ccggtccatt atcccegage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[6799] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[6800] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6801] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[6802] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[6803] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggecac caagaacage 2280
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[6804] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[6805] gtggtccage caactctgga gcagacgcag tactcctggg agegecagge ggecttecge 2400
[6806] ttcaaaacga agctgcccaa gtacctgete tttaccagec cccaggagaa cccctgggge 2460
[6807] cacaagcgca gctaccgect gcagatccac tccatggecg accaggtget geccccagge 2520
[6808] tggcaggagg agcaggccat cacctgggeca aggtaccccce tggecagtgac caagtaccgg 2580
[6809] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgeccgtg 2640
[6810] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6811] gtgacggtgg gettcetgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6812] gggaactccg tgggettecet getccggeca ttcaacttet tcccagagga cecctecetg 2820
[6813] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtceccagege 2880
[6814] tggatccctg aggacaggga ctgctcgatg cctcccectt ttagetacaa tgggacctat 2940
[6815] agacctgtgt ga 2952

[6816] <210> 75

[6817]  <211> 2952

[6818]  <212> DNA

[6819]  <213> A TJ¥4

[6820]  <220>

[6821] <223> Fc-hDAO-Hepmut4

[6822]  <400> 75

[6823] atgccggeee tgggetggge cgtggetgee atcetgatge tgecagacgge catggeggag 60
[6824] tgceecceet gecececgecee ceeegtggee ggeeectecg tgtteetgtt ceccecccaag 120
[6825] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6826] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[6827] gccaagacca agcccaggga ggagcecagtac aactccacct acagggtggt gtecegtgetg 300
[6828] accgtgctge accaggactg gctgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6829] ggcctgeect ccteccatcga gaagaccatc tccaaggcca agggecagee cagggagece 420
[6830] caggtgtaca ccctgecccece ctccagggag gagatgacca agaaccaggt gtccctgacce 480
[6831] tgcetggtga agggetteta ccecteegac atcgeegtgg agtgggagte caacggecag 540
[6832] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttetteectg 600
[6833] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcctgetee 660
[6834] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtecct gtcecceegge 720
[6835] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[6836] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagcttcctce 840
[6837] tggtccaaga aggagctgag gctgcagece tccagtacca ccaccatgge caagaacacc 900
[6838] gtgtttctca tcgagatget gectgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[6839] ggtgaaagge atcctgtgeg ggaagecegt gecgtcatet tetttggtga ccaggageat 1020
[6840] cccaatgtca ccgagtttge tgtggggeec ctgecaggee cctgetacat gegagecactg 1080
[6841] tcccccagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agcagagtat 1140
[6842] gccctectet accacaccct geaggaagee accaagecce tgeatcagtt cttectcaat 1200
[6843] accacaggct tctcattcca agactgccat gacagatgec tggecttcac cgatgtggee 1260
[6844] cceceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6845] ggctactttc tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
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[6846] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6847] ctggctcgga agtatgcaga tggagaggtg gacgtggtgg tcctggagga cecgetgeet 1500
[6848] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[6849] ggggacttcc ccagccccat ccatgtgage ggeccceget tggtccagee ccacggeect 1620
[6850] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge cttecggetg 1680
[6851] cgctecctect cegggetgea ggtectgaac gtgecacttcg geggagageg cattgectat 1740
[6852] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgeag 1800
[6853] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecegge 1860
[6854] atcgactgce cggagaccge caccttectg gacactttce actactatga tgccgatgac 1920
[6855] ccggtecatt atcccegage cctetgecte tttgaaatge ccacaggggt geccecttegg 1980
[6856] cggcacttta attccaactt taaaggtgge ttcaacttct atgcgggget gaagggecag 2040
[6857] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6858] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[6859] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[6860] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[6861] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagcecce aagacaccge 2340
[6862] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttcage 2400
[6863] ttcaaaacga agctgcccaa gtacctgetce tttaccagec cccaggagaa cccetgggge 2460
[6864] cacaagcgceca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[6865] tggcaggagg agcaggccat cacctgggea aggtacccce tggeagtgac caagtaccgg 2580
[6866] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgeecegtg 2640
[6867] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6868] gtgacggtgg gettectgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6869] gggaactccg tgggcttcect getcecggeca ttcaacttct tcccagagga cccctecectg 2820
[6870] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtccagege 2880
[6871] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagectacaa tgggacctat 2940
[6872] agacctgtgt ga 2952

[6873]  <210> 76

[6874]  <211> 2952

[6875] <212> DNA

[6876]  <213> A TJ¥4

[6877]  <220>

[6878] <223> Fc-hDAO-Hepmutb

[6879]  <400> 76

[6880] atgccggeee tgggctggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[6881] tgeecccect gececegeeee ceceegtggee ggececteeg tgttectgtt cecececccaag 120
[6882] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6883] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[6884] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gtcegtgetg 300
[6885] accgtgctge accaggactg getgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6886] ggcetgeeet cctecatcga gaagaccatc tccaaggecca agggecagece cagggagece 420
[6887] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgace 480

198



CN 113785052 B ,? 5'] % 165/205 71
[6888] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[6889] cccgagaaca actacaagac caccccccec gtgetggact ccgacggete cttettectg 600
[6890] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctecctgetee 660
[6891] gtgatgcacg aggccctgeca caaccactac acccagaagt ccctgtccect gteccccegge 720
[6892] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[6893] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgea cagcttccte 840
[6894] tggtccaaga aggagctgag gctgecageee tccagtacca ccaccatgge caagaacacce 900
[6895] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[6896] ggtgaaagge atcctgtgeg ggaageccgt gecgtecatet tetttggtga ccaggageat 1020
[6897] cccaatgtca ccgagtttge tgtggggece ctgecaggee cctgetacat gegagecactg 1080
[6898] tccececcagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agcagagtat 1140
[6899] gcectectet accacaccct gecaggaagec accaageccce tgecatcagtt cttectcaat 1200
[6900] accacaggct tctcattcca agactgccat gacagatgec tggecttcac cgatgtggee 1260
[6901] cceceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6902] ggctactttc tgcaccccac tgggetggag ctcctegtgg atcatgggag cacagatget 1380
[6903] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6904] ctggctcgga agtatgcaga tggagaggtg gacgtggtge tcctggagga cccgetgeet 1500
[6905] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[6906] ggggacttce ccagecccat ccatgtgage ggecceeget tggteccagee ccacggecet 1620
[6907] cgcttcagge tggagggeaa cgetgtgete tacggegget ggagetttge ctteceggetg 1680
[6908] cgetecteect cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[6909] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgcag 1800
[6910] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecgge 1860
[6911] atcgactgcc cggagaccge caccttcctg gacactttcc actactatga tgccgatgac 1920
[6912] ccggtecatt atcceccgage cectetgecte tttgaaatge ccacaggggt gececttegg 1980
[6913] cggcacttta attccaactt taaaggtgge ttcaacttct atgcgggget gaagggecag 2040
[6914] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[6915] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[6916] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[6917] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[6918] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagece aagacaccge 2340
[6919] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttecge 2400
[6920] ttcaaaacga agctgcccac gtacctgetc tttaccagec cccaggagaa ccccetgggge 2460
[6921] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[6922] tggcaggagg agcaggccat cacctgggea aggtacccce tggcagtgac caagtaccgg 2580
[6923] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[6924] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6925] gtgacggtgg gettecetgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[6926] gggaactccg tgggettect getceggeca ttcaacttct tcccagagga ccccteectg 2820
[6927] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[6928] tggatccctg aggacaggga ctgetcgatg cctcccectt ttagetacaa tgggacctat 2940
[6929] agacctgtgt ga 2952
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[6930] <210> 77

[6931] <211> 2952

[6932] <212> DNA

[6933]  <213> A LJ¥4

[6934]  <220>

[6935]  <223> Fc-hDAO-Hepmut6

[6936]  <400> 77

[6937] atgccggeee tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[6938] tgceecececect gececegeeee ceeegtggee ggeeectecg tgtteetgtt cecececccaag 120
[6939] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6940] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[6941] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[6942] accgtgctge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[6943] ggcetgeeet cctecatega gaagaccatc tccaaggeca agggecagee cagggageee 420
[6944] caggtgtaca ccctgeceee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[6945] tgecctggtga agggettecta cccctecgac atcgeegtgg agtgggagtce caacggecag 540
[6946] cccgagaaca actacaagac caccccccee gtgetggact ccgacggete cttetteetg 600
[6947] tactccaagc tgaccgtgga caagtccagg tggcagcagg geaacgtgtt ctectgetee 660
[6948] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtccect gtecceccegge 720
[6949] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[6950] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgeca cagcettccte 840
[6951] tggtccaaga aggagctgag getgecagece tccagtacca ccaccatgge caagaacacc 900
[6952] gtgtttctca tcgagatget getgeccaag aagtaccatg tgctgaggtt tctggataaa 960
[6953] ggtgaaaggc atcctgtgeg ggaagcccgt gecgtcatct tctttggtga ccaggageat 1020
[6954] cccaatgtca ccgagtttge tgtggggece ctgecaggee cctgetacat gegagecactg 1080
[6955] tccecccagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agecagagtat 1140
[6956] gceetectet accacaccet gcaggaagece accaagecce tgecatcagtt cttcectcaat 1200
[6957] accacaggct tctcattcca agactgeccat gacagatgee tggecttcac cgatgtggee 1260
[6958] ccccggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[6959] ggctacttte tgcaccccac tgggetggag ctcctecgtgg atcatgggag cacagatget 1380
[6960] gggcactggg ccgtggageca ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[6961] ctggetecgga agtatgecaga tggagaggtg gacgtggtgg tcctggagga cccegetgeet 1500
[6962] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctcctcecca caageccege 1560
[6963] ggggacttce ccagecccat ccatgtgage ggecceeget tggtccagee ccacggecet 1620
[6964] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge cttceggetg 1680
[6965] cgctectect cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[6966] gaggtcagcg tgcaagaggc agtggegetg tatggaggac acacacctge aggecatgeag 1800
[6967] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecegge 1860
[6968] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[6969] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[6970] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[6971] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
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[6972] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[6973] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[6974] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[6975] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[6976] gtggtccage caactctgga gcagacgecag tactcctggg agecgecagge ggecttecge 2400
[6977] ttcggacaga cgctgeccaa gtacctgete tttaccagec cccaggagaa cccetgggge 2460
[6978] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[6979] tggcaggagg agcaggccat cacctgggea aggtaccccee tggecagtgac caagtaccgg 2580
[6980] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgeecegtg 2640
[6981] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[6982] gtgacggtgg gcttecetgea catcccccac tcagaggaca ttcccaacac agccacacct 2760
[6983] gggaactccg tgggettect getceggeca ttcaacttet tcccagagga cccctecetg 2820
[6984] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtccagege 2880
[6985] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagctacaa tgggacctat 2940
[6986] agacctgtgt ga 2952

[6987] <210> 78

[6988]  <211> 2952

[6989]  <212> DNA

[6990]  <213> A T34

[6991]  <220>

[6992]  <223> Fc-hDAO-Hepmut7

[6993]  <400> 78

[6994] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[6995] tgceecececeet gececegeecee ceeegtggee ggecectecg tgtteetgtt cecececccaag 120
[6996] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[6997] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[6998] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[6999] accgtgctge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7000] ggcctgeecet cctecatcga gaagaccatc tccaaggcca agggecagec cagggageec 420
[7001] caggtgtaca ccctgecccece ctccagggag gagatgacca agaaccaggt gtccctgacce 480
[7002] tgecetggtga agggettceta ccectecgac atcgeegtgg agtgggagte caacggecag 540
[7003] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttettectg 600
[7004] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctecetgetee 660
[7005] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtcect gtcceeegge 720
[7006] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[7007] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgceca cagecttccte 840
[7008] tggtccaaga aggagctgag getgecagece tccagtacca ccaccatgge caagaacacc 900
[7009] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[7010] ggtgaaaggce atcctgtgeg ggaageecgt gecgtcatet tetttggtga ccaggageat 1020
[7011]  cccaatgtca ccgagtttge tgtggggeee ctgecaggee cctgetacat gegageactg 1080
[7012] tccececcagge ctgggtacca gtectecetgg geatcgagge ccatctccac agcagagtat 1140
[7013] gccctectet accacaccet gecaggaagec accaagecce tgeatcagtt cttectcaat 1200
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[7014] accacaggct tctcattcca agactgccat gacagatgcc tggecttcac cgatgtggee 1260
[7015] ccccggggtg tggettctgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7016] ggctactttc tgcaccccac tgggetggag ctecctegtgg atcatgggag cacagatget 1380
[7017] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7018] ctggetecgga agtatgecaga tggagaggtg gacgtggtgg tcetggagga ceegetgeet 1500
[7019]  gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[7020] ggggacttcc ccagccccat ccatgtgage ggcccceget tggtccagee ccacggecet 1620
[7021] cgcttcagge tggagggecaa cgetgtgete tacggegget ggagetttge ctteeggetg 1680
[7022] cgetecteect cecgggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[7023] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggecatgecag 1800
[7024] accaagtacc tcgatgtcgg ctggggectg ggecagegtca ctcatgagtt ageccccegge 1860
[7025] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[7026] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[7027] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[7028] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7029] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7030] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7031] atacacactc acttggtgca ctaccgcgta gacctggatg tggcaggecac caagaacage 2280
[7032] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccce aagacaccge 2340
[7033] gtggtccage caactctgga gcagacgecag tactcctggg agcgecagge ggecttcage 2400
[7034] ttcaaaagga agctgcccac gtacctgete tttaccagec cccaggagaa cccctgggge 2460
[7035] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[7036] tggcaggagg agcaggccat cacctgggca aggtacccce tggcagtgac caagtaccgg 2580
[7037] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7038] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7039] gtgacggtgg gettcetgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[7040] gggaactccg tgggetteet geteceggeca ttcaacttet tcccagagga cccctecetg 2820
[7041] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[7042] tggatccctg aggacaggga ctgetcgatg cctcccectt ttagetacaa tgggacctat 2940
[7043] agacctgtgt ga 2952

[7044] <210> 79

[7045] <211> 2952

[7046] <212> DNA

[7047]1 <213> AN T4

[7048]  <220>

[7049]  <223> Fc-hDAO-Cysmut

[7050]  <400> 79

[7051] atgccggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7052] tgceecceet geeccgeeee ceecgtggee ggeceeteeg tgtteetgtt ccceeccaag 120
[7053] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7054] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[7055] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gtccgtgetg 300
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[7056] accgtgctge accaggactg gctgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7057] ggcetgeeet cctecatcga gaagaccatc tccaaggeca agggeccagece cagggagece 420
[7058] caggtgtaca ccctgecccece ctccagggag gagatgacca agaaccaggt gtccctgacce 480
[7059] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7060] cccgagaaca actacaagac cacccccceece gtgetggact ccgacggete cttettectg 600
[7061] tactccaage tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcctgetee 660
[7062] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtecct gtecceegge 720
[7063] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[7064] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgea cagettccte 840
[7065] tggtccaaga aggagctgag gctgcagece tccagtacca ccaccatgge caagaacacc 900
[7066] gtgtttctca tcgagatget gectgeccaag aagtaccatg tgectgaggtt tctggataaa 960
[7067] ggtgaaagge atcctgtgeg ggaagecegt gecgtcatet tectttggtga ccaggageat 1020
[7068] cccaatgtca ccgagtttge tgtggggece ctgecaggee cegectacat gegagcactg 1080
[7069] tccececcagge ctgggtacca gtecteetgg geatcgagge ccatctccac agcagagtat 1140
[7070] gccctectet accacaccet gcaggaagec accaagecce tgecatcagtt cttcctcaat 1200
[7071] accacaggct tctcattcca agactgccat gacagatgece tggcecttcac cgatgtggee 1260
[7072] ccccggggtg tggcttetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7073] ggctactttc tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
[7074] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7075] ctggctcgga agtatgcaga tggagaggtg gacgtggtgg tcctggagga cccgetgect 1500
[7076] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctcectececca caageccege 1560
[7077] ggggacttcec ccagecccat ccatgtgage ggeccceget tggtccagee ccacggecet 1620
[7078] cgcttcagge tggagggecaa cgetgtgete tacggegget ggagetttge cttecggetg 1680
[7079] cgctccteet cegggetgea ggtcctgaac gtgcactteg geggagageg cattgectat 1740
[7080] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgecag 1800
[7081] accaagtacc tcgatgtcgg ctggggcctg ggcagegtca ctcatgagtt ageccccgge 1860
[7082] atcgactgee cggagaccge caccttecctg gacactttce actactatga tgecgatgac 1920
[7083] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[7084] cggcacttta attccaactt taaaggtgge ttcaacttct atgcgggget gaagggecag 2040
[7085] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7086] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7087] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7088] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggcac caagaacage 2280
[7089] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[7090] gtggtccage caactctgga gcagacgecag tactcctggg agegeccagge ggecttecge 2400
[7091] ttcaaaagga agctgcccaa gtacctgete tttaccagec cccaggagaa cccctgggge 2460
[7092] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[7093] tggcaggagg agcaggccat cacctgggea aggtaccccce tggecagtgac caagtaccgg 2580
[7094] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7095] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7096] gtgacggtgg gettcetgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[7097] gggaactccg tgggetteet getccggeca ttcaacttet tcccagagga cecctecetg 2820
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[7098]
[7099]
[7100]
[7101]
[7102]
[7103]
[7104]
[7105]
[7106]
[7107]
[7108]
[7109]
[7110]
[7111]
[7112]
[7113]
[7114]
[7115]
[7116]
[7117]
[7118]
[7119]
[7120]
[7121]
[7122]
[7123]
[7124]
[7125]
[7126]
[7127]
[7128]
[7129]
[7130]
[7131]
[7132]
[7133]
[7134]
[7135]
[7136]
[7137]
[7138]
[7139]

gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtccagege 2880

tggatccctg aggacaggga ctgetcecgatg cctcccectt ttagetacaa tgggacctat 2940

agacctgtgt
<210> 80

211> 2952
<212> DNA
213>
220>
223>
<400> 80

atgccggecce
tgcececcecect
cccaaggaca
tcccacgagg
gccaagacca
accgtgetge
ggccetgeecet
caggtgtaca
tgeectggtga
cccgagaaca
tactccaagc
gtgatgcacg
aaggagccca
aaggcagggs
tggtccaaga
gtgtttctca
ggtgaaaggce
cccaatgtca
tcececcagge
gcectectet
accacaggct
cceceggggtg
ggctacttte
gggcactggg
ctggetegga
gggggcaags
ggggacttcce
cgcttcagge
cgcetectecet
gaggtcageg
accaagtacc

atcgactgcce

ga 2952

N LA

tgggetggge
gceeegecece
ccctgatgat
accccgaggt
agcccaggga
accaggactg
cctccatcga
ccetgeccecce
agggcttcta
actacaagac
tgaccgtgga
aggccctgea
agtccgecga
tgttttcaga
aggagctgag
tcgagatgcet
atcctgtgeg
ccgagtttge
ctgggtacca
accacaccct
tctcattcca
tggettetgg
tgcaccccac
ccgtggagca
agtatgcaga
ggcatgacag
ccagccccat
tggagggcaa
ccgggetgea
tgcaagaggc
tcgatgtcgg

cggagaccgce

Fc-hDAO-Hepmut1-Cysmut

cgtggetgee
cceegtggee
ctccaggacc
gaagttcaac
ggagcagtac
gctgaacggce
gaagaccatc
ctccagggag
ccectecgac
cacccececccee
caagtccagg
caaccactac
caagacccac
cctaagcaac
gctgecagecce
gctgcccaag
ggaagcccegt
tgtggggcecce
gtccteectgg
gcaggaagcc
agactgccat
ccagegecege
tgggctggag
ggtgtggtac
tggagaggtg
cacagaggag
ccatgtgagce
cgetgtgete
ggtcctgaac
agtggegcetg
ctggggectg
cacctteectg

atcctgatge
ggceccecteeg
cccgaggtga
tggtacgtgg
aactccacct
aaggagtaca
tccaaggcca
gagatgacca
atcgccgtgg
gtgctggact
tggcagcagg
acccagaagt
accgagccct
caagagctga
tccagtacca
aagtaccatg
gcecgtecatcet
ctgccaggece
gcatcgaggce
accaagccce
gacagatgcc
agttggctta
ctcetegtgg
aacgggaagt
gacgtggtgg
ccgeeectet
ggceeceeget
tacggcgget
gtgcacttcg
tatggaggac
ggcagcgtca

gacactttcce
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tgcagacggce
tgttcetgtt
cctgegtggt
acggegtgga
acagggtggt
agtgcaaggt
agggccagcec
agaaccaggt
agtgggagtc
ccgacggcetce
gcaacgtgtt
ccetgteecet
ceceeggggac
aggcagtgca
ccaccatggce
tgctgaggtt
tctttggtga
ccgectacat
ccatctccac
tgcatcagtt
tggecttcac
tcatacagcg
atcatgggag
tctatgggag
tcctggagga
tctcetecca
tggtccagece
ggagctttge
gcggagageg
acacacctgce
ctcatgagtt

actactatga

catggcggag
ccececcaag
ggtggacgtg
ggtgcacaac
gtcegtgetg
gtccaacaag
cagggagccce
gtccetgacce
caacggccag
cttctteetg
ctcectgetee
gtceceecegge
tctgeccagg
cagcttecte
caagaacacc
tctggataaa
ccaggagcat
gcgagcactg
agcagagtat
cttcctcaat
cgatgtggcce
ctatgtagaa
cacagatgct
cccagaggaa
ccegetgecet
caagcccecge
ccacggecect
cttcecggetg
cattgcctat
aggcatgcag
agccceceegge

tgcecgatgac

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
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[7140] ccggteccatt atccececgage cctetgecte tttgaaatge ccacaggggt gececttegg 1980
[7141] cggcacttta attccaactt taaaggtggc ttcaacttct atgcgggget gaagggecag 2040
[7142] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7143] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[7144] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[7145] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[7146] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagece aagacaccge 2340
[7147] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttcage 2400
[7148] ttcaaaagga agctgcccaa gtacctgetc tttaccagec cccaggagaa ccccetgggge 2460
[7149] cacaagcgceca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[7150] tggcaggagg agcaggccat cacctgggea aggtacccce tggecagtgac caagtaccgg 2580
[7151]  gagtcggagc tgtgcagcag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7152] gtctttgagc agtttcttca caacaacgag aacattgaaa atgaggacct ggtggcctgg 2700
[7153] gtgacggtgg gecttectgea catcccccac tcagaggaca ttcccaacac ageccacacct 2760
[7154] gggaactccg tgggcttcct getceggeca ttcaacttct tcccagagga cccctecctg 2820
[7155] gcatccagag acactgtgat cgtgtggect cgggacaacg geccccaacta cgtccagege 2880
[7156] tggatccctg aggacaggga ctgetcgatg cctcccectt ttagetacaa tgggacctat 2940
[7157] agacctgtgt ga 2952

[7158]  <210> 81

[7159]  <211> 2952

[7160]  <212> DNA

[71611  <213> A L4

[7162]  <220>

[7163]  <223> Fc-hDAO-Hepmut2-Cysmut

[7164]  <400> 81

[7165] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7166] tgecececccct gececegeeee ccecegtggee ggecccteeg tgtteetgtt cecececcaag 120
[7167]  cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7168] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[7169] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[7170] accgtgctge accaggactg getgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7171] ggcetgeeet cctecatcga gaagaccatc tccaaggceca agggecagece cagggagece 420
[7172] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[7173] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7174] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttettectg 600
[7175] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctecctgetee 660
[7176] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgteect gtcceeegge 720
[7177]  aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[7178] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgeca cagcettccte 840
[7179]  tggtccaaga aggagctgag gctgecageee tccagtacca ccaccatgge caagaacacce 900
[7180] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[7181] ggtgaaaggc atcctgtgeg ggaageccgt gecgtecatet tetttggtga ccaggageat 1020
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[7182] cccaatgtca ccgagtttge tgtggggece ctgecaggee ccgectacat gegagecactg 1080
[7183] tccececcagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agecagagtat 1140
[7184] gceetectet accacaccet gecaggaagece accaagecce tgecatcagtt cttcectcaat 1200
[7185] accacaggct tctcattcca agactgccat gacagatgce tggecttcac cgatgtggee 1260
[7186] ccceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7187] ggctactttc tgcaccccac tgggetggag ctectegtge atcatgggag cacagatget 1380
[7188] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7189] ctggetecgga agtatgcaga tggagaggtg gacgtggtgg tcectggagga ccegetgeet 1500
[7190] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[7191] ggggacttce ccagecccat ccatgtgage ggecceeget tggtccagee ccacggeecet 1620
[7192] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge ctteeggetg 1680
[7193] cgetectect cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[7194] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgecag 1800
[7195] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecegge 1860
[7196] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[7197] ccggteccatt atccececgage cctetgecte tttgaaatge ccacaggggt gececttegg 1980
[7198] cggcacttta attccaactt taaaggtgge ttcaacttct atgegggget gaagggecag 2040
[7199] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7200] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7201] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7202] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggecac caagaacage 2280
[7203] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccce aagacaccge 2340
[7204] gtggtccage caactctgga gcagacgcag tactcctggg agegecagge ggecttecge 2400
[7205] ttcaaaagga agctgcccac gtacctgetce tttaccagece cccaggagaa ccccetgggge 2460
[7206] cacaagcgca gctaccgect geagatccac tccatggecg accaggtget geccccagge 2520
[7207] tggcaggagg agcaggccat cacctgggea aggtacccce tggecagtgac caagtaccgg 2580
[7208] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7209] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggcctgg 2700
[7210] gtgacggtgg gettectgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[7211] gggaactccg tgggettcet getecggeca ttcaacttet tcccagagga cccctecetg 2820
[7212] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[7213] tggatccctg aggacaggga ctgctcgatg cctccecectt ttagectacaa tgggacctat 2940
[7214] agacctgtgt ga 2952

[7215]  <210> 82

[7216] <211> 2952

[7217]  <212> DNA

[7218]  <213> A LJ+4)

[7219]  <220>

[7220] <223> Fc-hDAO-Hepmut3-Cysmut

[7221]  <400> 82

[7222] atgccggeee tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7223] tgceecececeet gececegeecee ceeegtggee ggeeectecg tgtteetgtt cecececccaag 120
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[7224] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7225] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[7226] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gteegtgetg 300
[7227] accgtgetge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7228] ggcctgeecet cctecatega gaagaccatc tccaaggeca agggecagee cagggageee 420
[7229] caggtgtaca ccctgeceee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[7230] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7231] cccgagaaca actacaagac caccccccecce gtgetggact ccgacggete cttetteetg 600
[7232] tactccaagc tgaccgtgga caagtccagg tggcagcagg geaacgtgtt ctectgetee 660
[7233] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtcect gtcceceegge 720
[7234] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[7235] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgeca cagcttccte 840
[7236] tggtccaaga aggagctgag getgecagece tccagtacca ccaccatgge caagaacacc 900
[7237] gtgtttctca tcgagatget gectgeccaag aagtaccatg tgctgaggtt tctggataaa 960
[7238] ggtgaaaggc atcctgtgeg ggaageccgt gecgtcatet tetttggtga ccaggageat 1020
[7239] cccaatgtca ccgagtttge tgtggggece ctgecaggee ccgectacat gegagecactg 1080
[7240] tcceecagge ctgggtacca gteccteetgg geatcgagge ccatctceccac agecagagtat 1140
[7241] gccctectet accacaccet gecaggaagee accaagecce tgeatcagtt cttectcaat 1200
[7242] accacaggct tctcattcca agactgccat gacagatgcce tggccttcac cgatgtggee 1260
[7243] ccccggggteg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7244] ggctacttte tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
[7245] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7246] ctggectecgga agtatgcaga tggagaggtg gacgtggtgg tcctggagga cccgetgeet 1500
[7247] gggggcaagg ggcatgacag cacagaggag ccgeccctet tectectecca caagececge 1560
[7248] ggggacttce ccagecccat ccatgtgage ggeccceget tggtcecagee ccacggecet 1620
[7249] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge cttceggetg 1680
[7250] cgctectect cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[7251] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgecag 1800
[7252] accaagtacc tcgatgtcgg ctggggcctg ggecagegteca ctcatgagtt ageccccgge 1860
[7253] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgccgatgac 1920
[7254] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[7255] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[7256] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7257] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7258] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7259] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[7260] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[7261] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttecge 2400
[7262] ttcaaaacga agctgcccaa gtacctgetce tttaccagec cccaggagaa cccetgggge 2460
[7263] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[7264] tggcaggagg agcaggccat cacctgggea aggtaccccee tggecagtgac caagtaccgg 2580
[7265] gagtcggagce tgtgcagcag cagcatctac caccagaacg acccctggea cccgeecegtg 2640
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[7266] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7267] gtgacggtgg gcttcctgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[7268] gggaactccg tgggetteet geteecggeca ttcaacttet tcccagagga cccctecectg 2820
[7269] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[7270] tggatccetg aggacaggga ctgetcgatg cctecccectt ttagetacaa tgggacctat 2940
[7271] agacctgtgt ga 2952

[7272] <210> 83

[7273]  <211> 2952

[7274] <212> DNA

[7275]  <213> A TJ¥4

[7276]  <220>

[7277] <223> Fc-hDAO-Hepmut4-Cysmut

[7278]  <400> 83

[7279] atgccggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7280] tgceececeet gececegeecee ceeegtggee ggececteeg tgtteetgtt cecceccaag 120
[7281] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7282] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgeacaac 240
[7283] gccaagacca agcccaggga ggagecagtac aactccacct acagggtggt gtccgtgetg 300
[7284] accgtgetge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7285] ggcctgeeet cctecatcga gaagaccatc tccaaggcca agggecagec cagggageec 420
[7286] caggtgtaca ccctgececee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[7287] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7288] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttettectg 600
[7289] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctecetgetee 660
[7290] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtccct gtcecccecegge 720
[7291] aaggagccca agtccgecga caagacccac accgagecct ccccggggac tetgeccagg 780
[7292] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagecttccte 840
[7293] tggtccaaga aggagctgag gctgecagece tccagtacca ccaccatgge caagaacacc 900
[7294] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[7295] ggtgaaagge atcctgtgeg ggaagecegt gecgtcatet tectttggtga ccaggageat 1020
[7296] cccaatgtca ccgagtttge tgtggggeee ctgecaggee cegectacat gegageactg 1080
[7297] tccececcagge ctgggtacca gtectectgg gecatcgagge ccatctccac agcagagtat 1140
[7298] gccctectet accacaccet gcaggaagec accaageccc tgcatcagtt cttcctcaat 1200
[7299] accacaggct tctcattcca agactgccat gacagatgcc tggecttcac cgatgtggee 1260
[7300] ccccggggtg tggettctgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7301] ggctactttc tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
[7302] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7303] ctggetegga agtatgecaga tggagaggtg gacgtggtgg tcctggagga ceegetgeet 1500
[7304] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[7305] ggggacttcc ccagceccat ccatgtgage ggcccceget tggtccagee ccacggecet 1620
[7306] cgcttcagge tggagggecaa cgetgtgete tacggegget ggagetttge ctteeggetg 1680
[7307] cgctectect cegggetgea ggtectgaac gtgecacttcg geggagageg cattgectat 1740
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[7308] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgecag 1800
[7309] accaagtacc tcgatgtcgg ctggggectg ggecagegtca ctcatgagtt agecccegge 1860
[7310] atcgactgce cggagaccge caccttecctg gacactttce actactatga tgecgatgac 1920
[7311]  ccggtccatt atcccegage cctetgecte tttgaaatge ccacaggggt geccettegg 1980
[7312] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[7313] gtgctggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7314] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7315] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[7316] atacacactc acttggtgca ctaccgcgta gacctggatg tggcaggecac caagaacage 2280
[7317] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[7318] gtggtccage caactctgga gcagacgecag tactcctggg agecgeccagge ggecttcage 2400
[7319] ttcaaaacga agctgcccaa gtacctgetce tttaccagec cccaggagaa cccctgggge 2460
[7320] cacaagcgca gctaccgect gcagatccac tccatggeeg accaggtget geccccagge 2520
[7321] tggcaggagg agcaggccat cacctgggeca aggtaccccce tggecagtgac caagtaccgg 2580
[7322] gagtcggage tgtgcagcag cagcatctac caccagaacg acccctggea cccgeeegtg 2640
[7323] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7324] gtgacggtgg gecttectgea catcccccac tcagaggaca ttcccaacac ageccacacct 2760
[7325] gggaactccg tgggettecet getccggeca ttcaacttet tcccagagga cecctecetg 2820
[7326] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtccagege 2880
[7327] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagetacaa tgggacctat 2940
[7328] agacctgtgt ga 2952

[7329] <210> 84

[7330] <211> 2952

[7331]  <212> DNA

[7332]  <213> A L4

[7333]  <220>

[7334] <223> Fc-hDAO-Hepmut5-Cysmut

[7335]  <400> 84

[7336] atgccggeee tgggetggge cgtggetgee atcectgatge tgecagacgge catggeggag 60
[7337] tgeceecccct gececegeeee ccecegtggee ggececteeg tgtteetgtt cececccaag 120
[7338] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7339] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgecacaac 240
[7340] gccaagacca agcccaggga ggagceagtac aactccacct acagggtggt gteegtgetg 300
[7341] accgtgctge accaggactg gctgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7342] ggcetgeeet cctecatcga gaagaccatc tccaaggeca agggeccagece cagggagece 420
[7343] caggtgtaca ccctgecccece ctccagggag gagatgacca agaaccaggt gtccctgacce 480
[7344] tgecetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7345] cccgagaaca actacaagac caccccceece gtgetggact ccgacggete cttettectg 600
[7346] tactccaage tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcctgetee 660
[7347] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtecct gtecceegge 720
[7348] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[7349] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgea cagettccte 840
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[7350] tggtccaaga aggagctgag gctgcagece tccagtacca ccaccatgge caagaacacc 900
[7351] gtgtttctca tcgagatget gectgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[7352] ggtgaaagge atcctgtgeg ggaagecegt gecgtcatet tetttggtga ccaggageat 1020
[7353] cccaatgtca ccgagtttge tgtggggeec ctgecaggee ccgectacat gegageactg 1080
[7354] tcccccagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agcagagtat 1140
[7355] gccctectet accacaccct geaggaagec accaagecce tgeatcagtt cttcctcaat 1200
[7356] accacaggct tctcattcca agactgccat gacagatgec tggecttcac cgatgtggee 1260
[7357] cceceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7358] ggctactttc tgcaccccac tgggetggag ctectegtgg atcatgggag cacagatget 1380
[7359] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7360] ctggetcgga agtatgecaga tggagaggtg gacgtggtgg tcetggagga ccegetgeet 1500
[7361]  gggggcaagg ggcatgacag cacagaggag ccgecectet tctectecca caageccege 1560
[7362] ggggacttcec ccagecccat ccatgtgage ggeccceget tggtccagee ccacggecet 1620
[7363] cgcttcagge tggagggcecaa cgetgtgete tacggegget ggagetttge cttecggetg 1680
[7364] cgctectect ccgggetgea ggtectgaac gtgecacttcg geggagageg cattgectat 1740
[7365] gaggtcagcg tgcaagaggce agtggegetg tatggaggac acacacctge aggcatgecag 1800
[7366] accaagtacc tcgatgtcgg ctggggectg ggcagegteca ctcatgagtt ageccccgge 1860
[7367] atcgactgcc cggagaccge caccttectg gacactttce actactatga tgcecgatgac 1920
[7368] ccggteccatt atccececgage cctetgecte tttgaaatge ccacaggggt gececttegg 1980
[7369] cggcacttta attccaactt taaaggtgge ttcaacttct atgcgggget gaagggecag 2040
[7370] gtgctggtge tgecggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7371] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[7372] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7373] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggcac caagaacage 2280
[7374] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagcecce aagacaccge 2340
[7375] gtggtccage caactctgga gcagacgcag tactcctggg agegecagge ggecttecge 2400
[7376] ttcaaaacga agctgcccac gtacctgete tttaccagec cccaggagaa cccctgggge 2460
[7377] cacaagcgca gctaccgeet gecagatccac tccatggecg accaggtget geccccagge 2520
[7378] tggcaggagg agcaggccat cacctgggea aggtacccce tggecagtgac caagtaccgg 2580
[7379] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7380] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7381] gtgacggtgg gettecctgea catcccccac tcagaggaca ttcccaacac agccacacct 2760
[7382] gggaactccg tgggcttcect getcecggeca ttcaacttct tcccagagga cccctecectg 2820
[7383] gcatccagag acactgtgat cgtgtggect cgggacaacg gecccaacta cgtceccagege 2880
[7384] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagetacaa tgggacctat 2940
[7385] agacctgtgt ga 2952

[7386] <210> 85

[7387] <211> 2952

[7388]  <212> DNA

[7389] <213> A LJ¥¥

[7390]  <220>

[7391]  <223> Fc-hDAO-Hepmut6-Cysmut
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[7392]  <400> 85

[7393] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7394] tgeeecccect gecececgeeee ceceegtggee ggececteeg tgttectgtt cecceccaag 120
[7395] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7396] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[7397] gccaagacca agcccaggga ggagcagtac aactccacct acagggtggt gtcegtgetg 300
[7398] accgtgctge accaggactg getgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7399] ggcetgeecet cctecatcga gaagaccatc tccaaggeca agggecagee cagggagece 420
[7400] caggtgtaca ccctgeceee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[7401] tgeetggtga agggettceta ccectecgac atcgecgtgg agtgggagte caacggecag 540
[7402] cccgagaaca actacaagac cacccccccce gtgetggact ccgacggete cttetteectg 600
[7403] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcectgetee 660
[7404] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgteect gtcceeegge 720
[7405] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tetgeccagg 780
[7406] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagettccte 840
[7407] tggtccaaga aggagctgag gctgcagece tccagtacca ccaccatgge caagaacacc 900
[7408] gtgtttctca tcgagatget getgeccaag aagtaccatg tgetgaggtt tctggataaa 960
[7409] ggtgaaaggec atcctgtgeg ggaageccgt gecgtecatet tetttggtga ccaggageat 1020
[7410] cccaatgtca ccgagtttge tgtggggece ctgeccaggee ccgectacat gegagecactg 1080
[7411] tcceeccagge ctgggtacca gteceteetgg geatcgagge ccatctceccac agecagagtat 1140
[7412] gcectectet accacaccct gecaggaagece accaageccce tgecatcagtt cttectcaat 1200
[7413] accacaggct tctcattcca agactgccat gacagatgec tggecttcac cgatgtggee 1260
[7414] cccegggegtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7415] ggctactttc tgcaccccac tgggetggag ctcctcgtgg atcatgggag cacagatget 1380
[7416] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7417] ctggctcgga agtatgcaga tggagaggtg gacgtggtgs tcctggagga cccgetgect 1500
[7418] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
[7419] ggggacttcc ccagccccat ccatgtgage ggcccceget tggtccagee ccacggeeet 1620
[7420] cgcttcagge tggagggecaa cgetgtgete tacggegget ggagetttge ctteceggetg 1680
[7421] cgctecteet cegggetgea ggtectgaac gtgeactteg geggagageg cattgectat 1740
[7422] gaggtcagcg tgcaagagge agtggegetg tatggaggac acacacctge aggcatgeag 1800
[7423] accaagtacc tcgatgtcgg ctggggectg ggecagegteca ctcatgagtt ageccecgge 1860
[7424] atcgactgce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[7425] ccggtecatt atccececgage cctetgecte tttgaaatge ccacaggggt gececttegg 1980
[7426] cggcacttta attccaactt taaaggtggc ttcaacttct atgcgggget gaagggecag 2040
[7427] gtgetggtge tgeggacaac ttcaactgtc tacaattatg attacatttg ggactttate 2100
[7428] ttctacccca acggggtgat ggaggeccaag atgcatgeca ctggetacgt ccacgecace 2160
[7429] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggcaac 2220
[7430] atacacactc acttggtgca ctaccgegta gacctggatg tggcaggcac caagaacage 2280
[7431] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagece aagacaccge 2340
[7432] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttecge 2400
[7433] ttcggacaga cgctgeccaa gtacctgete tttaccagece cccaggagaa cccetgggge 2460
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[7434] cacaagcgca gctaccgect gecagatccac tccatggecg accaggtget geccccagge 2520
[7435] tggcaggagg agcaggccat cacctgggea aggtacccce tggecagtgac caagtaccgg 2580
[7436] gagtcggage tgtgcagecag cagcatctac caccagaacg acccctggea cccgecegtg 2640
[7437] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggcctgg 2700
[7438] gtgacggtgg gettectgea catcccccac tcagaggaca ttcccaacac agccacacct 2760
[7439] gggaactccg tgggettect getceggeca ttcaacttct tcccagagga cccctecctg 2820
[7440] gcatccagag acactgtgat cgtgtggeet cgggacaacg gecccaacta cgtccagege 2880
[7441] tggatccctg aggacaggga ctgetcgatg cctccecectt ttagetacaa tgggacctat 2940
[7442] agacctgtgt ga 2952

[7443] <210> 86

[7444]  <211> 2952

[7445]  <212> DNA

[7446]  <213> AT JF4

[7447]  <220>

[7448] <223> Fc-hDAO-Hepmut7-Cysmut

[7449]  <400> 86

[7450] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7451] tgceecececeet gececegeecee ceeegtggee ggeeectecg tgtteetgtt cecececcaag 120
[7452] cccaaggaca ccctgatgat ctccaggacc cccgaggtga cctgegtggt ggtggacgtg 180
[7453] tcccacgagg accccgaggt gaagttcaac tggtacgtgg acggegtgga ggtgcacaac 240
[7454] gccaagacca agceccaggga ggagcagtac aactccacct acagggtggt gteegtgetg 300
[7455] accgtgetge accaggactg gectgaacgge aaggagtaca agtgcaaggt gtccaacaag 360
[7456] ggcetgeeet cctecatecga gaagaccatc tccaaggeca agggecagee cagggagece 420
[7457] caggtgtaca ccctgeccee ctccagggag gagatgacca agaaccaggt gtccctgace 480
[7458] tgectggtga agggetteta cccctecgac atcgeegtgg agtgggagtce caacggecag 540
[7459] cccgagaaca actacaagac caccccccee gtgetggact ccgacggete cttcettectg 600
[7460] tactccaagc tgaccgtgga caagtccagg tggcagcagg gcaacgtgtt ctcctgetee 660
[7461] gtgatgcacg aggccctgea caaccactac acccagaagt ccctgtcect gtecccecegge 720
[7462] aaggagccca agtccgecga caagacccac accgagecct ccceggggac tctgeccagg 780
[7463] aaggcagggg tgttttcaga cctaagcaac caagagctga aggcagtgca cagecttccte 840
[7464] tggtccaaga aggagctgag gctgcageee tccagtacca ccaccatgge caagaacacce 900
[7465] gtgtttctca tcgagatget getgeccaag aagtaccatg tgectgaggtt tctggataaa 960
[7466] ggtgaaaggc atcctgtgeg ggaagcccgt gecgtcatet tctttggtga ccaggageat 1020
[7467] cccaatgtca ccgagtttge tgtggggece ctgecaggee ccgectacat gegagecactg 1080
[7468] tccecccagge ctgggtacca gtecteetgg gecatcgagge ccatctccac agecagagtat 1140
[7469] gceetectet accacaccet gecaggaagece accaagecce tgecatcagtt cttectcaat 1200
[7470] accacaggct tctcattcca agactgccat gacagatgce tggecttcac cgatgtggee 1260
[7471] cceceggggtg tggettetgg ccagegecge agttggetta tcatacageg ctatgtagaa 1320
[7472] ggctactttc tgcaccccac tgggetggag ctectegtge atcatgggag cacagatget 1380
[7473] gggcactggg ccgtggagea ggtgtggtac aacgggaagt tctatgggag cccagaggaa 1440
[7474] ctggetcgga agtatgcaga tggagaggtg gacgtggtgg tcetggagga ccegetgeet 1500
[7475] gggggcaagg ggcatgacag cacagaggag ccgeccctet tctectecca caageccege 1560
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[7476] ggggacttce ccagecccat ccatgtgage ggecceeget tggtccagee ccacggeecet 1620
[7477] cgcttcagge tggagggcaa cgetgtgete tacggegget ggagetttge cttceggetg 1680
[7478] cgctecteet cegggetgea ggtectgaac gtgecactteg geggagageg cattgectat 1740
[7479] gaggtcagcg tgcaagaggc agtggegetg tatggaggac acacacctge aggcatgeag 1800
[7480] accaagtacc tcgatgtcgg ctggggectg ggcagegtca ctcatgagtt ageccecegge 1860
[7481] atcgactgcce cggagaccge caccttcctg gacactttce actactatga tgecgatgac 1920
[7482] ccggtccatt atccccgage cctetgecte tttgaaatge ccacaggggt gecccttegg 1980
[7483] cggcacttta attccaactt taaaggtgge ttcaacttct atgecgggget gaagggecag 2040
[7484] gtgctggtge tgcggacaac ttcaactgtc tacaattatg attacatttg ggactttatc 2100
[7485] ttctacccca acggggtgat ggaggccaag atgcatgeca ctggetacgt ccacgecace 2160
[7486] ttctacacce ccgagggget gegecacgge actcgectge acacccacct gattggecaac 2220
[7487] atacacactc acttggtgca ctaccgecgta gacctggatg tggcaggecac caagaacage 2280
[7488] ttccagacac tgcagatgaa gctagaaaac atcaccaacc cctggagccc aagacaccge 2340
[7489] gtggtccage caactctgga gcagacgecag tactcctggg agegecagge ggecttcage 2400
[7490] ttcaaaagga agctgcccac gtacctgetce tttaccagec cccaggagaa ccccetgggge 2460
[7491]  cacaagcgca gctaccgect geagatccac tccatggecg accaggtget geccccagge 2520
[7492] tggcaggagg agcaggccat cacctgggeca aggtacccce tggcagtgac caagtaccgg 2580
[7493] gagtcggagc tgtgcagcag cagcatctac caccagaacg acccctggea cccgeeccgtg 2640
[7494] gtctttgage agtttcttca caacaacgag aacattgaaa atgaggacct ggtggectgg 2700
[7495] gtgacggtgg gettectgea catcccccac tcagaggaca ttcccaacac agecacacct 2760
[7496] gggaactccg tgggettect getceggeca ttcaacttet tcccagagga cccctecctg 2820
[7497] gcatccagag acactgtgat cgtgtggect cgggacaacg geccccaacta cgtceccagege 2880
[7498] tggatccctg aggacaggga ctgctcgatg cctccecectt ttagectacaa tgggacctat 2940
[7499] agacctgtgt ga 2952

[7500]  <210> 87

[7501]  <211> 2949

[7502]  <212> DNA

[7503]  <213> A TJ¥4l

[7504]  <220>

[7505]  <223> hDAO-Fc

[7506]  <400> 87

[7507] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7508] ccetececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7509] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[7510] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7511] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[7512] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[7513] gggcectget acatgegage actgtcecccece aggectgggt accagtecte ctgggeateg 420
[7514] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agecaccaag 480
[7515] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7516] tgeetggeet tcaccgatgt ggeccccegg ggtgtggett ctggecageg ccgeagttgg 600
[7517] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
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[7518] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[7519] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7520] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[7521] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggeccee 900
[7522] cgettggtee agecccacgg cectegette aggetggagg gecaacgetgt getctacgge 960
[7523] ggctggaget ttgecttceg getgegetee tcctceggge tgeaggtect gaacgtgeac 1020
[7524] ttcggeggag agegeattge ctatgaggte agegtgecaag aggcagtgge getgtatgga 1080
[7525] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7526] gtcactcatg agttagccce cggeatcgac tgeccggaga ccgecacctt cetggacact 1200
[7527] ttccactact atgatgccga tgacccggte cattatccee gageccctetg cctetttgaa 1260
[7528] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7529] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7530] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7531] gccactgget acgteccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[7532] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7533] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7534] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac geagtactce 1680
[7535] tgggagegee aggeggeett ccgettcaaa aggaagetge ccaagtacct getctttace 1740
[7536] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[7537] gccgaccagg tgctgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[7538] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagcageat ctaccaccag 1920
[7539] aacgacccct ggcaccegee cgtggtcettt gagcagtttc ttcacaacaa cgagaacatt 1980
[7540] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[7541] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[7542] ttcttcccag aggacceccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[7543] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[7544] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[7545] acctgcccce cectgeceege ccccceegtg geeggeeeet cegtgttect gtteecceee 2340
[7546] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7547] gtgtcccacg aggaccccega ggtgaagttc aactggtacg tggacggegt ggaggtgecac 2460
[7548] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcegtg 2520
[7549] ctgaccgtge tgcaccagga ctggctgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7550] aagggcctge cctecctecat cgagaagacc atctccaagg ccaagggeca geccagggag 2640
[7551] ccccaggtgt acaccctgee cceccteccagg gaggagatga ccaagaacca ggtgtceccetg 2700
[7552] acctgcctgg tgaagggett ctacccctee gacatcgeeg tggagtggga gtccaacgge 2760
[7553] cagcccgaga acaactacaa gaccaccccce ccegtgetgg actceccgacgg ctecttette 2820
[7554] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctcctge 2880
[7555] tccgtgatge acgaggeccet gecacaaccac tacacccaga agtccectgte cectgtceececee 2940
[7556] ggcaagtga 2949

[7557] <210> 88

[7558]  <211> 2949

[7559]  <212> DNA
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[7560]  <213> A T.J#%

[7561]  <220>

[7562]  <223> hDAO-Fc-Hepmutl

[7563]  <400> 88

[7564] atgcecggece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7565] ccctcceegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7566] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[7567] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7568] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[7569] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[7570] gggceectget acatgegage actgtcccee aggectgggt accagtccte ctgggeateg 420
[7571] aggcccatct ccacagcaga gtatgccctc ctctaccaca ccctgecagga agccaccaag 480
[7572] cceectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7573] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[7574] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[7575] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[7576] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7577] gtggtcctgg aggaccecget geetggggge aaggggeatg acagcacaga ggagecgeee 840
[7578] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecce 900
[7579] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7580] ggctggaget ttgecttecg getgegetee tecteeggge tgecaggtect gaacgtgeac 1020
[7581] ttcggeggag agegeattge ctatgaggtc agecgtgcaag aggcagtgge getgtatgga 1080
[7582] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7583] gtcactcatg agttagcccc cggcatcgac tgcccggaga cegecacctt cetggacact 1200
[7584] ttccactact atgatgeccga tgacccggte cattatccce gagecctetg cectetttgaa 1260
[7585] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7586] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7587] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7588] gccactgget acgtccacge caccttctac accccecgagg ggetgegeca cggeactege 1500
[7589] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7590] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7591] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[7592] tgggagecgee aggeggectt cagettcaaa aggaagetge ccaagtacct getctttace 1740
[7593] agcccccagg agaacccctg gggeccacaag cgecagetace gectgecagat ccactccatg 1800
[7594] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[7595] cccetggeag tgaccaagta ccgggagtcecg gagetgtgea gecagecageat ctaccaccag 1920
[7596] aacgacccct ggcacccgec cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[7597] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcce ccactcagag 2040
[7598] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[7599] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[7600] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcce 2220
[7601] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280
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[7602] acctgecccee cctgeceege ccecceegtg gecggeceet cegtgttect gttececcee 2340
[7603] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7604] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[7605] aacgccaaga ccaagcccag ggaggagcag tacaactcca cctacagggt ggtgtecgtg 2520
[7606] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7607] aagggcctge cctectccat cgagaagace atctccaagg ccaagggeca geccagggag 2640
[7608] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[7609] acctgectgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[7610] cagcccgaga acaactacaa gaccacccec cccgtgetgg actccgacgg ctecttette 2820
[7611] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[7612] tccgtgatge acgaggecct geacaaccac tacacccaga agtccctgte cctgteccee 2940
[7613] ggcaagtga 2949

[7614] <210> 89

[7615]  <211> 2949

[7616]  <212> DNA

[7617]  <213> A\ LF4

[7618]  <220>

[7619]  <223> hDAO-Fc-Hepmut2

[7620]  <400> 89

[7621] atgceggeee tgggetggge cgtggetgee atcetgatge tgecagacgge catggeggag 60
[7622] cceteceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7623] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[7624] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7625] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[7626] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[7627] gggceectget acatgegage actgtcccee aggectgggt accagtccte ctgggeateg 420
[7628] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[7629] cccctgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7630] tgeetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegeagttgg 600
[7631] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[7632] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agecaggtgtg gtacaacggg 720
[7633] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7634] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[7635] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[7636] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7637] ggctggaget ttgectteeg getgegetee tececteceggge tgeaggtecet gaacgtgeac 1020
[7638] ttcggeggag agegeattge ctatgaggtce agecgtgecaag aggcagtgge getgtatgga 1080
[7639] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cetgggeage 1140
[7640] gtcactcatg agttagccce cggeatcgac tgeccggaga ccgecacctt cctggacact 1200
[7641] ttccactact atgatgccga tgacccggte cattatcccec gagecctetg cetetttgaa 1260
[7642] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7643] ttctatgegg ggetgaaggg ccaggtgetg gtgctgegga caacttcaac tgtctacaat 1380
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[7644] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7645] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[7646] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7647] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7648] aacccctgga geccaagaca ccgegtggte cageccaactce tggagcagac gecagtactcce 1680
[7649] tgggagegee aggeggeett ccgettcaaa aggaagetge ccacgtacct getctttace 1740
[7650] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[7651] gcecgaccagg tgetgeccce aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[7652] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[7653] aacgacccct ggcacccgee cgtggtettt gagecagtttc ttcacaacaa cgagaacatt 1980
[7654] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcee ccactcagag 2040
[7655] gacattccca acacagccac acctgggaac tccgtggget tcctgeteeg gecattcaac 2100
[7656] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[7657] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectecce 2220
[7658] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280
[7659] acctgeccecee cctgeceecge cececceecegtg gecggeceet cegtgttect gtteccecee 2340
[7660] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7661] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgeac 2460
[7662] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcecegtg 2520
[7663] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7664] aagggcctge cctccteccat cgagaagacc atctccaagg ccaagggceca geccagggag 2640
[7665] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtceccectg 2700
[7666] acctgectgg tgaagggett ctacccctce gacatcgecg tggagtggga gtccaacgge 2760
[7667] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actcecgacgg ctecttette 2820
[7668] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[7669] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940
[7670] ggcaagtga 2949

[7671]1  <210> 90

[7672] <211> 2949

[7673]  <212> DNA

[7674]  <213> A L4

[7675]  <220>

[7676]  <223> hDAO-Fc-Hepmut3

[7677]1  <400> 90

[7678] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7679] cccteececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7680] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgca gecctccagt 180
[7681] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgetgetgee caagaagtac 240
[7682] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgeegte 300
[7683] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccetgeca 360
[7684] gggcecetget acatgegage actgtccecece aggectgggt accagtcecte ctgggeateg 420
[7685] aggcccatct ccacagcaga gtatgccctc ctctaccaca ccctgcagga agccaccaag 480

217



CN 113785052 B }? 5'] % 184/205 71
[7686] cccectgeate agttecttceet caataccaca ggettctcat tccaagactg ccatgacaga 540
[7687] tgcetggeet tcaccgatgt ggecceceegg ggtgtggett ctggecageg cegeagttgg 600
[7688] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[7689] gtggatcatg ggagcacaga tgctgggeac tgggccgtge agcaggtgtg gtacaacggg 720
[7690] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7691] gtggtcctgg aggacccget gectggggge aaggggcatg acagcacaga ggagecgeee 840
[7692] ctectteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[7693] cgcttggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7694] ggctggaget ttgectteeg getgegetee tecteeggge tgeaggteet gaacgtgeac 1020
[7695] ttcggeggag agegeattge ctatgaggtce agegtgecaag aggcagtgge getgtatgga 1080
[7696] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cetgggeage 1140
[7697] gtcactcatg agttagccce cggcecatcgac tgececggaga ccgecacctt cectggacact 1200
[7698] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[7699] atgcccacag gggtgecect tecggeggeac tttaattcca actttaaagg tggettcaac 1320
[7700] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7701] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7702] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[7703] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7704] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7705] aacccctgga gcccaagaca ccgegtggte cagecaacte tggagcagac geagtactce 1680
[7706] tgggagegee aggeggeett ccgettcaaa acgaagetge ccaagtacct getctttace 1740
[7707] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[7708] gcecgaccagg tgetgeccee aggetggecag gaggageagg ccatcacctg ggcaaggtac 1860
[7709] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcagecat ctaccaccag 1920
[7710] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[7711]  gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcce ccactcagag 2040
[7712] gacattccca acacagccac acctgggaac tccgtggget tcetgeteeg gecattcaac 2100
[7713] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[7714] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgecteee 2220
[7715] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[7716] acctgcccee cetgeeecge cececcegtg geecggeecet cegtgtteet gtteccecee 2340
[7717] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7718] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[7719] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtecegtg 2520
[7720] ctgaccgtge tgcaccagga ctggcectgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7721] aagggcctge cctcctecat cgagaagacc atctccaagg ccaagggceca geccagggag 2640
[7722] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[7723] acctgectgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[7724] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actcecgacgg ctecttette 2820
[7725] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctcectge 2880
[7726] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940
[7727] ggcaagtga 2949
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[7728] <210> 91

[7729]  <211> 2949

[7730]  <212> DNA

[77311  <213> A L4

[7732]  <220>

[7733] <223> hDAO-Fc-Hepmut4

[7734]  <400> 91

[7735] atgccggeee tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7736] ccctcecegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7737] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[7738] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7739] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[7740] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[7741] gggceetget acatgegage actgtcecccece aggectgggt accagtecte ctgggeateg 420
[7742] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agccaccaag 480
[7743] cccctgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7744] tgeetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegeagttgg 600
[7745] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[7746] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[7747] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7748] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[7749] ctctteteect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[7750] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7751] ggctggaget ttgecttceg getgegetee tccteceggge tgcaggtcet gaacgtgeac 1020
[7752] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[7753] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7754] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt cctggacact 1200
[7755] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[7756] atgcccacag gggtgeceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7757] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7758] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7759] gccactgget acgtccacge caccttctac acccecegagg ggetgegeca cggeactege 1500
[7760] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7761] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7762] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[7763] tgggagegee aggeggectt cagecttcaaa acgaagetge ccaagtacct getctttace 1740
[7764] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[7765] gcecgaccagg tgetgeccce aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[7766] cccctggecag tgaccaagta ccgggagtcg gagetgtgea gecagcageat ctaccaccag 1920
[7767] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[7768] gaaaatgagg acctggtgge ctgggtgacg gtgggettce tgcacatcce ccactcagag 2040
[7769] gacattccca acacagccac acctgggaac tccgtggget tcetgeteceg gecattcaac 2100
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[7770] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[7771] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[7772] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[7773] acctgccece cetgeecege ccceccegtg gecggeecet cegtgttect gttececcece 2340
[7774] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7775] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggcgt ggaggtgeac 2460
[7776] aacgccaaga ccaagcccag ggaggagcag tacaactcca cctacagggt ggtgtcegtg 2520
[7777] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7778] aagggcctge cctectccat cgagaagacc atctccaagg ccaagggcca geccagggag 2640
[7779] ccccaggtgt acaccctgee cceccteccagg gaggagatga ccaagaacca ggtgtcecctg 2700
[7780] acctgecetgg tgaagggett ctacccctcece gacatcgecg tggagtggga gtccaacgge 2760
[7781] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actccgacgg ctecttette 2820
[7782] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctcctge 2880
[7783] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgtce cctgteccee 2940
[7784] ggcaagtga 2949

[7785]  <210> 92

[7786]  <211> 2949

[7787]  <212> DNA

[7788] <213> A T34

[7789] <220>

[7790]  <223> hDAO-Fc-Hepmutb

(77911  <400> 92

[7792] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7793] ccetececegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7794] ctgaaggcag tgcacagctt cctctggtec aagaaggage tgaggetgea gecctceccagt 180
[7795] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7796] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccgtgecgte 300
[7797] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccetgeca 360
[7798] gggceectget acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[7799] aggcccatct ccacagcaga gtatgeccctce ctctaccaca ccctgecagga agccaccaag 480
[7800] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7801] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg cegeagttgg 600
[7802] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[7803] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agecaggtgtg gtacaacggg 720
[7804] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7805] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[7806] ctcttctect cccacaagec ccgeggggac ttccccagee ccatccatgt gagcggeece 900
[7807] cgettggtee agecccacgg cectegette aggetggagg gecaacgetgt getctacgge 960
[7808] ggctggaget ttgecttceg getgegetee tcctceggge tgeaggtect gaacgtgeac 1020
[7809] ttcggeggag agegeattge ctatgaggte agegtgcaag aggecagtgge getgtatgga 1080
[7810] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7811] gtcactcatg agttagccece cggeatcgac tgeccggaga ccgecacctt cetggacact 1200
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[7812] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[7813] atgcccacag gggtgcccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7814] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7815] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7816] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[7817] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7818] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7819] aacccctgga geccaagaca ccgegtggte cagccaactce tggagcagac gecagtactce 1680
[7820] tgggagegee aggeggeett ccgettcaaa acgaagetge ccacgtacct getctttace 1740
[7821] agcccccagg agaacccctg gggecacaag cgecagetace gectgecagat ccactccatg 1800
[7822] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[7823] ccecctggeag tgaccaagta ccgggagtcg gagetgtgea gecagcagecat ctaccaccag 1920
[7824] aacgacccct ggcacccgee cgtggtcettt gagcagtttc ttcacaacaa cgagaacatt 1980
[7825] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcece ccactcagag 2040
[7826] gacattccca acacagccac acctgggaac tccgtggget tcctgetecg gecattcaac 2100
[7827] ttcttcccag aggaccccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[7828] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcee 2220
[7829] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280
[7830] acctgecccee cctgeceecge ccecceeegtg geecggeceet cegtgttect gttececcccce 2340
[7831] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7832] gtgtcccacg aggacccecga ggtgaagttc aactggtacg tggacggegt ggaggtgeac 2460
[7833] aacgccaaga ccaagcccag ggaggageag tacaactcca cctacagggt ggtgtecegtg 2520
[7834] ctgaccgtge tgcaccagga ctggctgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7835] aagggcctge cctecctecat cgagaagacc atctccaagg ccaagggeca geccagggag 2640
[7836] ccccaggtgt acaccetgece cccctccagg gaggagatga ccaagaacca ggtgtceectg 2700
[7837] acctgcctgg tgaagggett ctacccctec gacatcgecg tggagtggga gtccaacgge 2760
[7838] cagcccgaga acaactacaa gaccaccccece ccegtgetgg actcecgacgg ctecttette 2820
[7839] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[7840] tccgtgatge acgaggccct gecacaaccac tacacccaga agtccctgte cctgtecece 2940
[7841] ggcaagtga 2949

[7842] <210> 93

[7843] <211> 2949

[7844]  <212> DNA

[7845] <213> A T4

[7846]  <220>

[7847] <223> hDAO-Fc-Hepmut6

[7848]  <400> 93

[7849] atgcecggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[7850] cccteececgg ggactectgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7851] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgea gecctccagt 180
[7852] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7853] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
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[7854] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg gecectgeca 360
[7855] gggceectget acatgegage actgtcccee aggectgggt accagtcecte ctgggeateg 420
[7856] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[7857] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7858] tgeetggeet tcaccgatgt ggeccccegg ggtgtggett ctggecageg cecgecagttgg 600
[7859] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[7860] gtggatcatg ggagcacaga tgctgggeac tgggecgtgg agcaggtgtg gtacaacggg 720
[7861] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7862] gtggtcetgg aggaccecget gectggggge aaggggeatg acagcacaga ggagecgece 840
[7863] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[7864] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7865] ggctggaget ttgectteeg getgegetee tecteeggge tgecaggtect gaacgtgeac 1020
[7866] ttcggeggag agegeattge ctatgaggtc agecgtgecaag aggcagtgge getgtatgga 1080
[7867] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7868] gtcactcatg agttagcccc cggcatcgac tgcccggaga ccgecacctt cctggacact 1200
[7869] ttccactact atgatgccga tgacccggte cattatccce gagecctetg cectetttgaa 1260
[7870] atgcccacag gggtgecect tcggeggeac tttaattcca actttaaagg tggecttcaac 1320
[7871] ttctatgegg ggetgaaggg ccaggtgetg gtgctgegga caacttcaac tgtctacaat 1380
[7872] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7873] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[7874] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7875] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7876] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactcce 1680
[7877] tgggagecgee aggeggectt cecgettegga cagacgetge ccaagtacct getctttace 1740
[7878] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[7879] gccgaccagg tgctgeccec aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[7880] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[7881] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[7882] gaaaatgagg acctggtgge ctgggtgacg gtgggettce tgecacatcce ccactcagag 2040
[7883] gacattccca acacagccac acctgggaac tccgtggget tcetgeteeg gecattcaac 2100
[7884] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[7885] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[7886] ccttttagct acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[7887] acctgecccece cctgeceege ccecceegtg gecggeceet cegtgttect gttececcee 2340
[7888] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7889] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[7890] aacgccaaga ccaagcccag ggaggagcag tacaactcca cctacagggt ggtgtecgtg 2520
[7891] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7892] aagggcctge cctectccat cgagaagace atctccaagg ccaagggeca geccagggag 2640
[7893] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtccctg 2700
[7894] acctgectgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[7895] cagcccgaga acaactacaa gaccacccec cccgtgetgg actccgacgg ctecttette 2820
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[7896]
[7897]
[7898]
[7899]
[7900]
[7901]
[7902]
[7903]
[7904]
[7905]
[7906]
[7907]
[7908]
[7909]
[7910]
[7911]
[7912]
[7913]
[7914]
[7915]
[7916]
[7917]
[7918]
[7919]
[7920]
[7921]
[7922]
[7923]
[7924]
[7925]
[7926]
[7927]
[7928]
[7929]
[7930]
[7931]
[7932]
[7933]
[7934]
[7935]
[7936]
[7937]

ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggecaacgt gttcectectge 2880

tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940

ggcaagtga 2949

<210>
211>
212>
<213>
<220>
223>
<400> 94

atgccggecce

94
2949
DNA

cceteeecegg
ctgaaggcag
accaccacca
catgtgctga
atcttctttg
gggcecetget
aggcccatct
cceectgeate
tgeetggecet
cttatcatac
gtggatcatg
aagttctatg
gtggtcetgg
ctcttectecet
cgettggtece
ggctggaget
ttcggeggag
ggacacacac
gtcactcatg
ttccactact
atgcccacag
ttctatgcgg
tatgattaca
gccactgget
ctgcacaccce
gatgtggcag
aacccctgga
tgggagcecgcece
agcccccagg
gcegaccagg

cccectggeag

hDAO-

N LA

Fc-Hepmut7

tgggetggge
ggactctgcce
tgcacagctt
tggccaagaa
ggtttctgga
gtgaccagga
acatgcgagc
ccacagcaga
agttcttecet
tcaccgatgt
agcgctatgt
ggagcacaga
ggagcccaga
aggacccgcet
cccacaagcec
agccccacgg
ttgeectteceg
agcgcattge
ctgcaggcat
agttagcccce
atgatgccga
gggtgcccect
ggctgaaggg
tttgggactt
acgtccacgce
acctgattgg
gcaccaagaa
gcccaagaca
aggcggectt
agaacccctg
tgctgececece

tgaccaagta

cgtggetgee
caggaaggca
cctetggtece
caccgtgttt
taaaggtgaa
gcatcccaat
actgtccccee
gtatgccctce
caataccaca
ggececececegg
agaaggctac
tgctgggeac
ggaactggct
gcetgggggce
ccgeggggac

ccetegette
gctgegetee
ctatgaggtc
gcagaccaag
cggcatcgac
tgacccggtce
tcggeggceac
ccaggtgcetg
tatcttctac
caccttctac
caacatacac
cagcttccag
ccgegtggte
cagcttcaaa
gggccacaag
aggctggeag
ccgggagteg

atcctgatge
ggggtgtttt
aagaaggagc
ctcatcgaga
aggcatcctg
gtcaccgagt
aggcctgggt
ctctaccaca
ggcttctcat
ggtgtggett
tttctgecacce
tgggeegtgg
cggaagtatg
aaggggcatg
ttcceccagee
aggctggagg
tceteecggge
agcgtgcaag
tacctcgatg
tgceceggaga
cattatccce
tttaattcca
gtgctgecgga
cccaacgggg
acccccgagg
actcacttgg
acactgcaga
cagccaactce
aggaagctgce
cgcagctacc
gaggagcagg
gagctgtgca

223

tgcagacggce
cagacctaag
tgaggctgca
tgctgetgee
tgcgggaage
ttgetgtggg
accagtccte
ccctgecagga
tccaagactg
ctggccageg
ccactggget
agcaggtgtg
cagatggaga
acagcacaga
ccatccatgt
gcaacgctgt
tgcaggtcct
aggcagtggce
tcggetgges
ccgecacctt
gagccctetg
actttaaagg
caacttcaac
tgatggaggce
ggctgegeca
tgcactaccg
tgaagctaga
tggagcagac
ccacgtacct
gcctgecagat
ccatcacctg

gcagcagcat

catggcggag
caaccaagag
gccctecagt
caagaagtac
ccgtgecegte
gceecetgeca
ctgggcecatcg
agccaccaag
ccatgacaga
ccgcagttgg
ggagctccte
gtacaacggg
ggtggacgtg
ggagccgecee
gagcggecece
gctctacggce
gaacgtgcac
gctgtatgga
cctgggecagce
cctggacact
cctctttgaa
tggcttcaac
tgtctacaat
caagatgcat
cggcactcge
cgtagacctg
aaacatcacc
gcagtactcce
gctctttacce
ccactccatg
ggcaaggtac

ctaccaccag

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
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[7938] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[7939] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcec ccactcagag 2040
[7940] gacattccca acacagccac acctgggaac tccgtggget tcctgeteeg gecattcaac 2100
[7941] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[7942] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcece 2220
[7943] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280
[7944] acctgcccee cetgeeccge cececcegtg geecggeecet cegtgtteet gtteccecee 2340
[7945] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[7946] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgeac 2460
[7947] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcecegtg 2520
[7948] ctgaccgtge tgcaccagga ctggcectgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[7949] aagggcctge cctecctecat cgagaagacc atctccaagg ccaagggeca geccagggag 2640
[7950] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[7951] acctgectgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[7952] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actcecgacgg ctecttette 2820
[7953] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[7954] tccgtgatge acgaggecect gcacaaccac tacacccaga agtccctgte cctgteccee 2940
[7955] ggcaagtga 2949

[7956] <210> 95

[7957]  <211> 2949

[7958]  <212> DNA

[79591  <213> ALFF4)

[7960]  <220>

[7961]  <223> hDAO-Fc-Cysmut

[7962]  <400> 95

[7963] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[7964] cccteeceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[7965] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[7966] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[7967] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgegggaage ccegtgecgte 300
[7968] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[7969] gggceecgeet acatgegage actgtcccce aggectgggt accagtcecte ctgggeateg 420
[7970] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agceccaccaag 480
[7971] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[7972] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg cegeagttgg 600
[7973] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[7974] gtggatcatg ggagcacaga tgctgggeac tgggeecgtgg agecaggtgtg gtacaacggg 720
[7975] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[7976] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[7977] ctectteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[7978] cgcttggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[7979] ggctggaget ttgectteeg getgegetee tectecggge tgeaggtect gaacgtgeac 1020
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[7980] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[7981] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[7982] gtcactcatg agttagcccce cggecatcgac tgecccggaga ccgecacctt cetggacact 1200
[7983] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[7984] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[7985] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[7986] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[7987] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggecactege 1500
[7988] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[7989] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[7990] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[7991] tgggagecgee aggeggectt cecgettcaaa aggaagetge ccaagtacct getctttace 1740
[7992] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[7993] gcecgaccagg tgetgecccee aggetggeag gaggagecagg ccatcacctg ggcaaggtac 1860
[7994] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcageat ctaccaccag 1920
[7995] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[7996] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcce ccactcagag 2040
[7997] gacattccca acacagccac acctgggaac tccgtggget tcetgeteceg gecattcaac 2100
[7998] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcgggac 2160
[7999] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[8000] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[8001] acctgcccee cetgececge ceccccegtg geecggeecet cegtgtteet gtteeccecee 2340
[8002] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8003] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[8004] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtecegtg 2520
[8005] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8006] aagggcctge cctccteccat cgagaagacc atctccaagg ccaagggceca geccagggag 2640
[8007] ccccaggtgt acaccctgee ccectccagg gaggagatga ccaagaacca ggtgtceectg 2700
[8008] acctgcctgg tgaagggett ctaccectec gacatcgceg tggagtggsa gtccaacgge 2760
[8009] cagcccgaga acaactacaa gaccaccccce ccecgtgetgg actcecgacgg ctecttette 2820
[8010] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[8011] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940
[8012] ggcaagtga 2949

[8013] <210> 96

[8014]  <211> 2949

[8015]  <212> DNA

[8016]  <213> A LJ¥4

[8017]  <220>

[8018] <223> hDAO-Fc-Hepmutl-Cysmut

[8019]  <400> 96

[8020] atgccggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[8021] cceteceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
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[8022] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[8023] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgec caagaagtac 240
[8024] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[8025] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[8026] gggceecgect acatgegage actgtcecccece aggectgggt accagtecte ctgggeateg 420
[8027] aggcccatct ccacagcaga gtatgcccte ctctaccaca ccctgeagga agccaccaag 480
[8028] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[8029] tgeetggeet tcaccgatgt ggeccccegg ggtgtggett ctggecageg cecgeagttgg 600
[8030] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[8031] gtggatcatg ggagcacaga tgctgggeac tgggecgtgg agecaggtgtg gtacaacggg 720
[8032] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8033] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[8034] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggeccee 900
[8035] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[8036] ggctggagct ttgccttceg getgegetee tectceggge tgcaggteet gaacgtgeac 1020
[8037] ttcggeggag agegecattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[8038] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[8039] gtcactcatg agttagccce cggeatcgac tgeccggaga ccgecacctt cetggacact 1200
[8040] ttccactact atgatgeccga tgacccggte cattatccce gagecctetg cctetttgaa 1260
[8041] atgcccacag gggtgcceet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8042] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8043] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8044] gccactgget acgtccacge caccttctac acccecegagg ggetgegeca cggeactege 1500
[8045] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8046] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8047] aacccctgga gcccaagaca ccgegtggte cagccaactc tggagcagac geagtactce 1680
[8048] tgggagegee aggeggectt cagecttcaaa aggaagetge ccaagtacct getctttace 1740
[8049] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[8050] gccgaccagg tgctgeccec aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[8051] cccectggeag tgaccaagta ccgggagtcecg gagetgtgea gecagecageat ctaccaccag 1920
[8052] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[8053] gaaaatgagg acctggtgge ctgggtgacg gtgggcttee tgcacatcee ccactcagag 2040
[8054] gacattccca acacagccac acctgggaac tccgtggget tcctgeteceg gecattcaac 2100
[8055] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[8056] aacggcccca actacgtcca gegetggatce cctgaggaca gggactgete gatgectcee 2220
[8057] ccttttaget acaatgggac ctatagacct gtggagceccca agtccgecga caagacccac 2280
[8058] acctgccece cetgeecege ccceccegtg gecggeecet cegtgttect gttececcece 2340
[8059] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8060] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgeac 2460
[8061] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcegtg 2520
[8062] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8063] aagggcctge cctectccat cgagaagacc atctccaagg ccaagggcca geccagggag 2640
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[8064] ccccaggtgt acaccctgee cceccteccagg gaggagatga ccaagaacca ggtgtcecctg 2700
[8065] acctgcctgg tgaagggett ctacccctce gacatcgeeg tggagtggga gtccaacgge 2760
[8066] cagcccgaga acaactacaa gaccaccccce ccegtgetgg actcececgacgg ctecttette 2820
[8067] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctcctge 2880
[8068] tccgtgatge acgaggeccct gcacaaccac tacacccaga agtccctgte cctgteccee 2940
[8069] ggcaagtga 2949

[8070]  <210> 97

[8071]  <211> 2949

[8072]  <212> DNA

[8073]  <213> A TJ¥4

[8074]  <220>

[8075] <223> hDAO-Fc-Hepmut2-Cysmut

[8076]  <400> 97

[8077] atgccggeece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[8078] cceteceegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8079] ctgaaggcag tgcacagctt cctctggtec aagaaggage tgaggetgea gecctceccagt 180
[8080] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[8081] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[8082] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[8083] gggceecgeet acatgegage actgtcccee aggectgggt accagtccte ctgggeateg 420
[8084] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agcecaccaag 480
[8085] cccctgecatc agttcttcect caataccaca ggcttctcat tccaagactg ccatgacaga 540
[8086] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgeagttgg 600
[8087] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[8088] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agcaggtgtg gtacaacggg 720
[8089] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8090] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[8091] ctcttctect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[8092] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[8093] ggctggaget ttgectteeg getgegetee tccteceggge tgecaggteet gaacgtgeac 1020
[8094] ttcggeggag agegeattge ctatgaggte agegtgecaag aggcagtgge getgtatgga 1080
[8095] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[8096] gtcactcatg agttagcccec cggcatcgac tgcccggaga ccgecacctt cetggacact 1200
[8097] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[8098] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8099] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8100] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8101] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[8102] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8103] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8104] aacccctgga geccaagaca ccgegtggte cagccaactce tggagcagac gecagtactce 1680
[8105] tgggagegee aggeggeett ccgettcaaa aggaagetge ccacgtacct getctttace 1740
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[8106] agcccccagg agaacccctg gggeccacaag cgecagetace gectgecagat ccactccatg 1800
[8107] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[8108] cccetggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[8109] aacgacccct ggcacccgec cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[8110] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[8111] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[8112] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[8113] aacggcccca actacgtcca gegetggatce cctgaggaca gggactgete gatgectcce 2220
[8114] ccttttagct acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[8115] acctgecccee cctgeceege ccececeegtg gecggeeceet cegtgttect gttececcee 2340
[8116] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8117] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgecac 2460
[8118] aacgccaaga ccaagcccag ggaggageag tacaactcca cctacagggt ggtgteegtg 2520
[8119] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8120] aagggcctge cctcctccat cgagaagacc atctccaagg ccaagggeca geccagggag 2640
[8121] ccccaggtgt acaccetgece cccctccagg gaggagatga ccaagaacca ggtgtceectg 2700
[8122] acctgcctgg tgaagggett ctacccctec gacatcgecg tggagtggga gtccaacgge 2760
[8123] cagcccgaga acaactacaa gaccacccec cccgtgetgg actccgacgg ctecttette 2820
[8124] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[8125] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgtecece 2940
[8126] ggcaagtga 2949

[8127]  <210> 98

[8128]  <211> 2949

[8129]  <212> DNA

[8130] <213> ALJ¥%

[8131]  <220>

[8132]  <223> hDAO-Fc-Hepmut3-Cysmut

[8133]  <400> 98

[8134] atgccggeee tgggetggge cgtggetgee atcectgatge tgecagacgge catggeggag 60
[8135] ccecteeecegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8136] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgea gecctccagt 180
[8137] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[8138] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[8139] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[8140] gggececgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[8141] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agccaccaag 480
[8142] ccectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[8143] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgecagttgg 600
[8144] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[8145] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agcaggtgtg gtacaacggg 720
[8146] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8147] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840

228



CN 113785052 B ,? 5'] % 195/205 71
[8148] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[8149] cgettggtee agecccacgg cecctegette aggetggagg gecaacgetgt getctacgge 960
[8150] ggctggaget ttgectteeg getgegetee teccteeggge tgeaggteet gaacgtgeac 1020
[8151] ttcggeggag agegeattge ctatgaggtce agecgtgecaag aggcagtgge getgtatgga 1080
[8152] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cetgggeage 1140
[8153] gtcactcatg agttagccce cggeatcgac tgeccggaga ccgecacctt cctggacact 1200
[8154] ttccactact atgatgccga tgacccggte cattatcccec gageectetg cetetttgaa 1260
[8155] atgcccacag gggtgececect tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8156] ttctatgegg ggetgaaggg ccaggtgetg gtgctgegga caacttcaac tgtctacaat 1380
[8157] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8158] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[8159] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8160] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8161] aacccctgga geccaagaca ccgegtggte cageccaactce tggagcagac gecagtactce 1680
[8162] tgggagecgee aggeggectt ccgettcaaa acgaagetge ccaagtacct getctttace 1740
[8163] agcccccagg agaacccctg gggecacaag cgeagetace gectgeagat ccactccatg 1800
[8164] gccgaccagg tgctgeccce aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[8165] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[8166] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[8167] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[8168] gacattccca acacagccac acctgggaac tccgtggget tcctgeteeg gecattcaac 2100
[8169] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[8170] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[8171] ccttttagct acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[8172] acctgccecee cctgeceecge cececeeegtg gecggeceet cegtgttect gtteccecce 2340
[8173] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8174] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[8175] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcegtg 2520
[8176] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8177] aagggcctge cctcctecat cgagaagacc atctccaagg ccaagggceca geccagggag 2640
[8178] ccccaggtgt acaccectgee ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[8179] acctgcctgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[8180] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actccgacgg ctecttette 2820
[8181] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[8182] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940
[8183] ggcaagtga 2949

[8184]  <210> 99

[8185]  <211> 2949

[8186]  <212> DNA

[8187]  <213> A LJ¥¥

[8188]  <220>

[8189]  <223> hDAO-Fc-Hepmut4-Cysmut
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[8190]  <400> 99

[8191] atgcecggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[8192] cccteeecegg ggactetgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8193] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggctgca gecctccagt 180
[8194] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[8195] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[8196] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[8197] gggcecegeet acatgegage actgtceccecece aggectgggt accagtccte ctgggeateg 420
[8198] aggcccatct ccacagcaga gtatgeccte ctctaccaca ccctgecagga agecaccaag 480
[8199] cccectgeate agttecttcet caataccaca ggettctcat tccaagactg ccatgacaga 540
[8200] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccegecagttgg 600
[8201] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetcecte 660
[8202] gtggatcatg ggagcacaga tgctgggcac tgggecgtgg agecaggtgtg gtacaacggg 720
[8203] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8204] gtggtcetgg aggacceget gectggggge aaggggeatg acagcacaga ggagecgece 840
[8205] ctcttetect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[8206] cgcttggtee agecccacgg ccctegette aggetggagg geaacgetgt getctacgge 960
[8207] ggctggaget ttgectteeg getgegetee tectecggge tgeaggtect gaacgtgeac 1020
[8208] ttcggeggag agegecattge ctatgaggtc agegtgcaag aggcagtgge getgtatgga 1080
[8209] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggctggge cctgggeage 1140
[8210] gtcactcatg agttagccce cggcatcgac tgeccggaga ccgecacctt cetggacact 1200
[8211] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[8212] atgcccacag gggtgeceet tecggeggeac tttaattcca actttaaagg tggettcaac 1320
[8213] ttctatgegg ggectgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8214] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8215] gccactggct acgtccacge caccttctac acccecgagg ggctgegeca cggeactege 1500
[8216] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8217] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8218] aacccctgga gcccaagaca ccgegtggte cageccaacte tggagcagac geagtactce 1680
[8219] tgggagegee aggeggectt cagettcaaa acgaagetge ccaagtacct getctttace 1740
[8220] agcccccagg agaacccetg gggccacaag cgeagetace gectgeagat ccactccatg 1800
[8221] gcecgaccagg tgetgeccee aggetggeag gaggageagg ccatcacctg ggecaaggtac 1860
[8222] cccetggeag tgaccaagta ccgggagtceg gagetgtgea gecagcagecat ctaccaccag 1920
[8223] aacgacccct ggcacccgee cgtggtettt gagcagtttc ttcacaacaa cgagaacatt 1980
[8224] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcee ccactcagag 2040
[8225] gacattccca acacagccac acctgggaac tccgtggget tcectgeteeg gecattcaac 2100
[8226] ttcttcccag aggacceccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[8227] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectcece 2220
[8228] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280
[8229] acctgcccee cetgeeccge ceccccegtg geecggeecet cegtgtteet gtteccecee 2340
[8230] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8231] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgeac 2460
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[8232] aacgccaaga ccaagcccag ggaggageag tacaactcca cctacagggt ggtgtecegtg 2520
[8233] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8234] aagggcctge cctcecctecat cgagaagacc atctccaagg ccaagggceca geccagggag 2640
[8235] ccccaggtgt acaccctgec cccctccagg gaggagatga ccaagaacca ggtgtcecctg 2700
[8236] acctgectgg tgaagggett ctacccctcece gacatcgecg tggagtggga gtccaacgge 2760
[8237] cagcccgaga acaactacaa gaccacccce ccegtgetgg actccgacgg ctecttette 2820
[8238] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[8239] tccgtgatge acgaggecct gecacaaccac tacacccaga agtccctgte cctgteccee 2940
[8240] ggcaagtga 2949

[8241]  <210> 100

[8242]  <211> 2949

[8243]  <212> DNA

[8244]  <213> AT J¥4l

[8245]  <220>

[8246]  <223> hDAO-Fc-Hepmut5-Cysmut

[8247]  <400> 100

[8248] atgccggeece tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[8249] ccctcecegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8250] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[8251] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[8252] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[8253] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg gecectgeca 360
[8254] gggceecgeet acatgegage actgtcccce aggectgggt accagtccte ctgggeateg 420
[8255] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agcecaccaag 480
[8256] cccectgeate agttettcecet caataccaca ggettctcat tccaagactg ccatgacaga 540
[8257] tgeetggeet tcaccgatgt ggecceeegg ggtgtggett ctggecageg cegeagttgg 600
[8258] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[8259] gtggatcatg ggagcacaga tgctgggecac tgggccgtgg agcaggtgtg gtacaacggg 720
[8260] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8261] gtggtcetgg aggacccecget gectggggge aaggggecatg acagcacaga ggagecgece 840
[8262] ctctteteect cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecee 900
[8263] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[8264] ggctggaget ttgecttceg getgegetee tecteceggge tgcaggtceet gaacgtgecac 1020
[8265] ttcggeggag agegeattge ctatgaggtc agegtgecaag aggcagtgge getgtatgga 1080
[8266] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[8267] gtcactcatg agttagccce cggecatcgac tgecccggaga ccgecacctt cetggacact 1200
[8268] ttccactact atgatgccga tgacccggte cattatccce gageccctetg cctetttgaa 1260
[8269] atgcccacag gggtgececet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8270] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8271] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8272] gccactgget acgtccacge caccttctac acccccgagg ggetgegeca cggeactecge 1500
[8273] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
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[8274] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8275] aacccctgga gcccaagaca ccgegtggte cagccaactc tggagcagac gcagtactce 1680
[8276] tgggagecgee aggeggectt cecgettcaaa acgaagetge ccacgtacct getctttace 1740
[8277] agcccccagg agaacccctg gggecacaag cgecagetace gectgeagat ccactccatg 1800
[8278] gcecgaccagg tgetgeccce aggetggecag gaggagecagg ccatcacctg ggcaaggtac 1860
[8279] cccctggcag tgaccaagta ccgggagtcg gagetgtgea gecagecageat ctaccaccag 1920
[8280] aacgacccct ggcacccgee cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[8281] gaaaatgagg acctggtgge ctgggtgacg gtgggettce tgcacatcee ccactcagag 2040
[8282] gacattccca acacagccac acctgggaac tccgtggget tcetgetceg gecattcaac 2100
[8283] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectegggac 2160
[8284] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[8285] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[8286] acctgcccee cetgececge ceccecegtg geeggeecet cegtgtteet gttecececee 2340
[8287] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8288] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggcgt ggaggtgeac 2460
[8289] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtecegtg 2520
[8290] ctgaccgtge tgcaccagga ctggectgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8291] aagggcctge cctectccat cgagaagacc atctccaagg ccaagggcca geccagggag 2640
[8292] ccccaggtgt acaccetgece ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[8293] acctgcctgg tgaagggett ctaccectec gacatcgceg tggagtggga gtccaacgge 2760
[8294] cagcccgaga acaactacaa gaccaccccce cccgtgetgg actccgacgg ctecttette 2820
[8295] ctgtactcca agctgaccgt ggacaagtcc aggtggecage agggcaacgt gttctcctge 2880
[8296] tccgtgatge acgaggeccect gcacaaccac tacacccaga agtcccetgte cctgteccee 2940
[8297] ggcaagtga 2949

[8298] <210> 101

[8299]  <211> 2949

[8300]  <212> DNA

[8301]  <213> A T4

[8302]  <220>

[8303] <223> hDAO-Fc-Hepmut6-Cysmut

[8304]  <400> 101

[8305] atgccggeee tgggetggge cgtggetgee atcctgatge tgecagacgge catggeggag 60
[8306] ccctccecgg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8307] ctgaaggcag tgcacagctt cctctggtcc aagaaggage tgaggetgea gecctccagt 180
[8308] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgec caagaagtac 240
[8309] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage ccgtgecgte 300
[8310] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccctgeca 360
[8311] gggceecgect acatgegage actgtceccecece aggectgggt accagtecte ctgggeateg 420
[8312] aggcccatct ccacagcaga gtatgcccte ctctaccaca ccctgecagga agecaccaag 480
[8313] ccectgeate agttettect caataccaca ggettctcat tccaagactg ccatgacaga 540
[8314] tgeetggeet tcaccgatgt ggecccecegg ggtgtggett ctggecageg cecgeagttgg 600
[8315] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
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[8316] gtggatcatg ggagcacaga tgctgggecac tgggeecgtgg agcaggtgtg gtacaacggg 720
[8317] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8318] gtggtcctgg aggacceget gectggggge aaggggeatg acageacaga ggagecgeee 840
[8319] ctcttctect cccacaagec ccgeggggac ttccccagee ccatccatgt gagcggeece 900
[8320] cgettggtee agecccacgg cectegette aggetggagg gecaacgetgt getctacgge 960
[8321] ggctggaget ttgectteceg getgegetee tcctceggge tgeaggtect gaacgtgeac 1020
[8322] ttcggeggag agegeattge ctatgaggte agegtgecaag aggcagtgge getgtatgga 1080
[8323] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[8324] gtcactcatg agttagccce cggeatcgac tgeccggaga ccgecacctt cetggacact 1200
[8325] ttccactact atgatgccga tgacccggte cattatccee gageccctetg cctetttgaa 1260
[8326] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8327] ttctatgecgg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8328] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8329] gccactgget acgteccacge caccttctac acccccgagg ggetgegeca cggeactege 1500
[8330] ctgcacaccc acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8331] gatgtggcag gcaccaagaa cagcttccag acactgcaga tgaagctaga aaacatcacc 1620
[8332] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac geagtactce 1680
[8333] tgggagegee aggeggeett cecgettegga cagacgetge ccaagtacct getctttace 1740
[8334] agcccccagg agaacccctg gggecacaag cgecagetacce gectgecagat ccactccatg 1800
[8335] gccgaccagg tgctgeccee aggetggeag gaggageagg ccatcacctg ggcaaggtac 1860
[8336] cccctggeag tgaccaagta ccgggagtcg gagetgtgea gecagcageat ctaccaccag 1920
[8337] aacgacccct ggcacccgee cgtggtcttt gagcagtttc ttcacaacaa cgagaacatt 1980
[8338] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgcacatcce ccactcagag 2040
[8339] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[8340] ttcttcccag aggacceccte cctggecatce agagacactg tgatcgtgtg gectegggac 2160
[8341] aacggcccca actacgtcca gegetggate cctgaggaca gggactgete gatgectece 2220
[8342] ccttttaget acaatgggac ctatagacct gtggagccca agtccgecga caagacccac 2280
[8343] acctgcccce cectgeceege ccccceegtg geeggeeeet cegtgttect gtteccceee 2340
[8344] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8345] gtgtcccacg aggaccccega ggtgaagttc aactggtacg tggacggegt ggaggtgecac 2460
[8346] aacgccaaga ccaagcccag ggaggagecag tacaactcca cctacagggt ggtgtcegtg 2520
[8347] ctgaccgtge tgcaccagga ctggctgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8348] aagggcctge cctecctecat cgagaagacc atctccaagg ccaagggeca geccagggag 2640
[8349] ccccaggtgt acaccctgee cceccteccagg gaggagatga ccaagaacca ggtgtceccetg 2700
[8350] acctgcctgg tgaagggett ctacccctcc gacatcgeeg tggagtggga gtccaacgge 2760
[8351] cagcccgaga acaactacaa gaccaccccce ccegtgetgg actceccgacgg ctecttette 2820
[8352] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctcctge 2880
[8353] tccgtgatge acgaggeccet gecacaaccac tacacccaga agtccectgte cectgtceececee 2940
[8354] ggcaagtga 2949

[8355]  <210> 102

[8356]  <211> 2949

[8357]  <212> DNA
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[8358]  <213> AT ¥4l

[8359] <220>

[8360] <223> hDAO-Fc-Hepmut7-Cysmut

[8361]  <400> 102

[8362] atgcecggece tgggetggge cgtggetgee atcctgatge tgcagacgge catggeggag 60
[8363] ccctecceegg ggactctgee caggaaggea ggggtgtttt cagacctaag caaccaagag 120
[8364] ctgaaggcag tgcacagctt cctctggtce aagaaggage tgaggetgea gecctccagt 180
[8365] accaccacca tggccaagaa caccgtgttt ctcatcgaga tgctgetgee caagaagtac 240
[8366] catgtgctga ggtttctgga taaaggtgaa aggcatcctg tgcgggaage cegtgecgte 300
[8367] atcttctttg gtgaccagga gcatcccaat gtcaccgagt ttgetgtggg geccectgeca 360
[8368] gggccegeet acatgegage actgtcccec aggectgggt accagtccte ctgggeateg 420
[8369] aggcccatct ccacagcaga gtatgccctce ctctaccaca ccctgecagga agccaccaag 480
[8370] cceectgeate agttecttect caataccaca ggettctcat tccaagactg ccatgacaga 540
[8371] tgcetggeet tcaccgatgt ggeccceegg ggtgtggett ctggecageg ccgecagttgg 600
[8372] cttatcatac agcgctatgt agaaggctac tttctgcacc ccactggget ggagetccte 660
[8373] gtggatcatg ggagcacaga tgctgggecac tgggecgtgg agcaggtgtg gtacaacggg 720
[8374] aagttctatg ggagcccaga ggaactgget cggaagtatg cagatggaga ggtggacgtg 780
[8375] gtggtcctgg aggacccget geectggggge aaggggeatg acageacaga ggagecgeee 840
[8376] ctctteteet cccacaagee ccgeggggac ttccccagee ccatccatgt gageggecce 900
[8377] cgettggtee agecccacgg ccctegette aggetggagg gecaacgetgt getctacgge 960
[8378] ggctggaget ttgecttecg getgegetee tecteeggge tgecaggtecet gaacgtgeac 1020
[8379] ttcggeggag agegeattge ctatgaggtc agecgtgecaag aggcagtgge getgtatgga 1080
[8380] ggacacacac ctgcaggcat gcagaccaag tacctcgatg tcggetgggg cctgggeage 1140
[8381] gtcactcatg agttagcccec cggcatcgac tgccecggaga cegecacctt cetggacact 1200
[8382] ttccactact atgatgeccga tgaccecggte cattatccce gagecctetg cectetttgaa 1260
[8383] atgcccacag gggtgeccet tcggeggeac tttaattcca actttaaagg tggettcaac 1320
[8384] ttctatgegg ggctgaaggg ccaggtgetg gtgetgegga caacttcaac tgtctacaat 1380
[8385] tatgattaca tttgggactt tatcttctac cccaacgggg tgatggagge caagatgcat 1440
[8386] gccactgget acgtccacge caccttctac accccegagg ggetgegeca cggeactege 1500
[8387] ctgcacacce acctgattgg caacatacac actcacttgg tgcactaccg cgtagacctg 1560
[8388] gatgtggcag gcaccaagaa cagcttccag acactgecaga tgaagctaga aaacatcacc 1620
[8389] aacccctgga gcccaagaca ccgegtggte cageccaactc tggagcagac gecagtactce 1680
[8390] tgggagecgee aggeggectt cagettcaaa aggaagetge ccacgtacct getctttace 1740
[8391] agcccccagg agaacccctg gggeccacaag cgecagetace gectgecagat ccactceccatg 1800
[8392] gccgaccagg tgctgeccee aggetggecag gaggageagg ccatcacctg ggecaaggtac 1860
[8393] cccetggeag tgaccaagta ccgggagtcecg gagetgtgea gecagecageat ctaccaccag 1920
[8394] aacgacccct ggcacccgec cgtggtettt gagcagttte ttcacaacaa cgagaacatt 1980
[8395] gaaaatgagg acctggtgge ctgggtgacg gtgggettee tgecacatcce ccactcagag 2040
[8396] gacattccca acacagccac acctgggaac tccgtggget tcctgetceg gecattcaac 2100
[8397] ttcttcccag aggaccccte cctggeatce agagacactg tgatcgtgtg gectcegggac 2160
[8398] aacggcccca actacgtcca gegetggatce cctgaggaca gggactgete gatgectcce 2220
[8399] ccttttagct acaatgggac ctatagacct gtggagccca agtccgeega caagacccac 2280

234



CN 113785052 B }? yu % 201/205 71
[8400] acctgecccee cctgeceege ccecceegtg gecggeceet cegtgttect gttececcee 2340
[8401] aagcccaagg acaccctgat gatctccagg acccccgagg tgacctgegt ggtggtggac 2400
[8402] gtgtcccacg aggaccccga ggtgaagttc aactggtacg tggacggegt ggaggtgcac 2460
[8403] aacgccaaga ccaagcccag ggaggagcag tacaactcca cctacagggt ggtgtcecgtg 2520
[8404] ctgaccgtge tgcaccagga ctggetgaac ggcaaggagt acaagtgcaa ggtgtccaac 2580
[8405] aagggcctge cctectccat cgagaagace atctccaagg ccaagggeca geccagggag 2640
[8406] ccccaggtgt acaccctgee ccccteccagg gaggagatga ccaagaacca ggtgtcecectg 2700
[8407] acctgectgg tgaagggett ctacccctcce gacatcgecg tggagtggga gtccaacgge 2760
[8408] cagcccgaga acaactacaa gaccacccec cccgtgetgg actccgacgg ctecttette 2820
[8409] ctgtactcca agctgaccgt ggacaagtcc aggtggcage agggcaacgt gttctectge 2880
[8410] tccgtgatge acgaggecct geacaaccac tacacccaga agtccctgte cctgteccee 2940
[8411] ggcaagtga 2949

[8412]  <210> 103

[8413] <211> 585

[8414]  <212> PRT

[8415]  <213> FHA

[8416]  <400> 103

[8417] Asp Ala His Lys Ser Glu Val Ala His Arg Phe Lys Asp Leu Gly Glu

[8418] 1 5 10 15

[8419]  Glu Asn Phe Lys Ala Leu Val Leu Ile Ala Phe Ala Gln Tyr Leu Gln

[8420] 20 25 30

[8421] Gln Cys Pro Phe Glu Asp His Val Lys Leu Val Asn Glu Val Thr Glu

[8422] 35 40 45

[8423] Phe Ala Lys Thr Cys Val Ala Asp Glu Ser Ala Glu Asn Cys Asp Lys

[8424] 50 55 60

[8425] Ser Leu His Thr Leu Phe Gly Asp Lys Leu Cys Thr Val Ala Thr Leu

[8426] 65 70 75 80

[8427] Arg Glu Thr Tyr Gly Glu Met Ala Asp Cys Cys Ala Lys Gln Glu Pro

[8428] 85 90 95

[8429] Glu Arg Asn Glu Cys Phe Leu Gln His Lys Asp Asp Asn Pro Asn Leu

[8430] 100 105 110

[8431] Pro Arg Leu Val Arg Pro Glu Val Asp Val Met Cys Thr Ala Phe His

[8432] 115 120 125

[8433] Asp Asn Glu Glu Thr Phe Leu Lys Lys Tyr Leu Tyr Glu Ile Ala Arg

[8434] 130 135 140

[8435] Arg His Pro Tyr Phe Tyr Ala Pro Glu Leu Leu Phe Phe Ala Lys Arg

[8436] 145 150 155 160

[8437] Tyr Lys Ala Ala Phe Thr Glu Cys Cys Gln Ala Ala Asp Lys Ala Ala

[8438] 165 170 175

[8439] Cys Leu Leu Pro Lys Leu Asp Glu Leu Arg Asp Glu Gly Lys Ala Ser

[8440] 180 185 190

[8441] Ser Ala Lys Gln Arg Leu Lys Cys Ala Ser Leu Gln Lys Phe Gly Glu
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[8442] 195 200 205

[8443] Arg Ala Phe Lys Ala Trp Ala Val Ala Arg Leu Ser Gln Arg Phe Pro
[8444] 210 215 220

[8445] Lys Ala Glu Phe Ala Glu Val Ser Lys Leu Val Thr Asp Leu Thr Lys
[8446] 225 230 235 240
[8447] Val His Thr Glu Cys Cys His Gly Asp Leu Leu Glu Cys Ala Asp Asp
[8448] 245 250 255
[8449] Arg Ala Asp Leu Ala Lys Tyr Ile Cys Glu Asn Gln Asp Ser Ile Ser
[8450] 260 265 270

[8451] Ser Lys Leu Lys Glu Cys Cys Glu Lys Pro Leu Leu Glu Lys Ser His
[8452] 275 280 285

[8453] Cys Ile Ala Glu Val Glu Asn Asp Glu Met Pro Ala Asp Leu Pro Ser
[8454] 290 295 300

[8455] Leu Ala Ala Asp Phe Val Glu Ser Lys Asp Val Cys Lys Asn Tyr Ala
[8456] 305 310 315 320
[8457] Glu Ala Lys Asp Val Phe Leu Gly Met Phe Leu Tyr Glu Tyr Ala Arg
[8458] 325 330 335
[8459] Arg His Pro Asp Tyr Ser Val Val Leu Leu Leu Arg Leu Ala Lys Thr
[8460] 340 345 350

[8461] Tyr Glu Thr Thr Leu Glu Lys Cys Cys Ala Ala Ala Asp Pro His Glu
[8462] 355 360 365

[8463] Cys Tyr Ala Lys Val Phe Asp Glu Phe Lys Pro Leu Val Glu Glu Pro
[8464] 370 375 380

[8465] Gln Asn Leu Ile Lys Gln Asn Cys Glu Leu Phe Glu Gln Leu Gly Glu
[8466] 385 390 395 400
[8467] Tyr Lys Phe Gln Asn Ala Leu Leu Val Arg Tyr Thr Lys Lys Val Pro
[8468] 405 410 415
[8469] Gln Val Ser Thr Pro Thr Leu Val Glu Val Ser Arg Asn Leu Gly Lys
[8470] 420 425 430

[8471] Val Gly Ser Lys Cys Cys Lys His Pro Glu Ala Lys Arg Met Pro Cys
[8472] 435 440 445

[8473] Ala Glu Asp Tyr Leu Ser Val Val Leu Asn Gln Leu Cys Val Leu His
[8474] 450 455 460

[8475] Glu Lys Thr Pro Val Ser Asp Arg Val Thr Lys Cys Cys Thr Glu Ser
[8476] 465 470 475 480
[8477] Leu Val Asn Arg Arg Pro Cys Phe Ser Ala Leu Glu Val Asp Glu Thr
[8478] 485 490 495
[8479] Tyr Val Pro Lys Glu Phe Asn Ala Glu Thr Phe Thr Phe His Ala Asp
[8480] 500 505 510

[8481] Ile Cys Thr Leu Ser Glu Lys Glu Arg Gln Ile Lys Lys Gln Thr Ala
[8482] 515 520 525

[8483] Leu Val Glu Leu Val Lys His Lys Pro Lys Ala Thr Lys Glu Gln Leu
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[8484]
[8485]
[8486]
[8487]
[8488]
[8489]
[8490]
[8491]
[8492]
[8493]
[8494]
[8495]
[8496]
[8497]
[8498]
[8499]
[8500]
[8501]
[8502]
[8503]
[8504]
[8505]
[8506]
[8507]
[8508]
[8509]
[8510]
[8511]
[8512]
[8513]
[8514]
[8515]
[8516]
[8517]
[8518]
[8519]
[8520]
[8521]
[8522]
[8523]
[8524]
[8525]

530 535

540

Lys Ala Val Met Asp Asp Phe Ala Ala Phe Val Glu Lys Cys Cys Lys

545 550

555

560

Ala Asp Asp Lys Glu Thr Cys Phe Ala Glu Glu Gly Lys Lys Leu Val

565 570

Ala Ala Ser Gln Ala Ala Leu Gly Leu
580 585
<210> 104
211> 21
<212> DNA
213> ATJ74
220>
223> 1EIF5 |1
<400> 104
cagaccacag gcttctcatt ¢ 21
<210> 105
211> 18
<212> DNA
213> NT 75
220>
223> [Ia 51
<400> 105
gaggaagaac tgatgcag 18
<210> 106
211> 751
<212> PRT
213> N T4
220>
<223> hDAO-Hepmut4 Asnl68Gln
<400> 106
Met Pro Ala Leu Gly Trp Ala Val Ala Ala
1 5 10
Ala Met Ala Glu Pro Ser Pro Gly Thr Leu
20 25

Ile

Pro

Phe Ser Asp Leu Ser Asn Gln Glu Leu Lys Ala

35 40
Trp Ser Lys Lys Glu Leu Arg Leu Gln Pro
50 55
Ala Lys Asn Thr Val Phe Leu Ile Glu Met
65 70

Ser

Leu
75

His Val Leu Arg Phe Leu Asp Lys Gly Glu Arg

85 90
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Leu
Arg
Val
Ser
60

Leu

His

Met

Lys

His

45

Thr

Pro

Pro

Leu

Ala
30

Ser

Thr

Lys

Val

575

Gln
15

Gly
Phe
Thr

Lys

Arg
95

Thr

Val

Leu

Met

Tyr

80
Glu
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[8526] Ala Arg Ala Val Ile Phe Phe Gly Asp Gln Glu His Pro Asn Val Thr
[8527] 100 105 110

[8528] Glu Phe Ala Val Gly Pro Leu Pro Gly Pro Cys Tyr Met Arg Ala Leu
[8529] 115 120 125

[8530] Ser Pro Arg Pro Gly Tyr Gln Ser Ser Trp Ala Ser Arg Pro Ile Ser
[8531] 130 135 140

[8532] Thr Ala Glu Tyr Ala Leu Leu Tyr His Thr Leu Gln Glu Ala Thr Lys
[8533] 145 150 155 160
[8534] Pro Leu His Gln Phe Phe Leu Gln Thr Thr Gly Phe Ser Phe Gln Asp
[8535] 165 170 175
[8536] Cys His Asp Arg Cys Leu Ala Phe Thr Asp Val Ala Pro Arg Gly Val
[8537] 180 185 190

[8538] Ala Ser Gly Gln Arg Arg Ser Trp Leu Ile Ile Gln Arg Tyr Val Glu
[8539] 195 200 205

[8540] Gly Tyr Phe Leu His Pro Thr Gly Leu Glu Leu Leu Val Asp His Gly
[8541] 210 215 220

[8542] Ser Thr Asp Ala Gly His Trp Ala Val Glu Gln Val Trp Tyr Asn Gly
[8543] 225 230 235 240
[8544] Lys Phe Tyr Gly Ser Pro Glu Glu Leu Ala Arg Lys Tyr Ala Asp Gly
[8545] 245 250 255
[8546] Glu Val Asp Val Val Val Leu Glu Asp Pro Leu Pro Gly Gly Lys Gly
[8547] 260 265 270

[8548] His Asp Ser Thr Glu Glu Pro Pro Leu Phe Ser Ser His Lys Pro Arg
[8549] 275 280 285

[8550] Gly Asp Phe Pro Ser Pro Ile His Val Ser Gly Pro Arg Leu Val Gln
[8551] 290 295 300

[8552] Pro His Gly Pro Arg Phe Arg Leu Glu Gly Asn Ala Val Leu Tyr Gly
[8553] 305 310 315 320
[8554] Gly Trp Ser Phe Ala Phe Arg Leu Arg Ser Ser Ser Gly Leu Gln Val
[8555] 325 330 335
[8556] Leu Asn Val His Phe Gly Gly Glu Arg Ile Ala Tyr Glu Val Ser Val
[8557] 340 345 350

[8558] GIn Glu Ala Val Ala Leu Tyr Gly Gly His Thr Pro Ala Gly Met Gln
[8559] 355 360 365

[8560] Thr Lys Tyr Leu Asp Val Gly Trp Gly Leu Gly Ser Val Thr His Glu
[8561] 370 375 380

[8562] Leu Ala Pro Gly Ile Asp Cys Pro Glu Thr Ala Thr Phe Leu Asp Thr
[8563] 385 390 395 400
[8564] Phe His Tyr Tyr Asp Ala Asp Asp Pro Val His Tyr Pro Arg Ala Leu
[8565] 405 410 415
[8566] Cys Leu Phe Glu Met Pro Thr Gly Val Pro Leu Arg Arg His Phe Asn
[8567] 420 425 430
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[8568] Ser Asn Phe Lys Gly Gly Phe Asn Phe Tyr Ala Gly Leu Lys Gly Gln
[8569] 435 440 445

[8570] Val Leu Val Leu Arg Thr Thr Ser Thr Val Tyr Asn Tyr Asp Tyr Ile
[8571] 450 455 460

[8572] Trp Asp Phe Ile Phe Tyr Pro Asn Gly Val Met Glu Ala Lys Met His
[8573] 465 470 475 480
[8574] Ala Thr Gly Tyr Val His Ala Thr Phe Tyr Thr Pro Glu Gly Leu Arg
[8575] 485 490 495
[8576] His Gly Thr Arg Leu His Thr His Leu Ile Gly Asn Ile His Thr His
[8577] 500 505 510

[8578] Leu Val His Tyr Arg Val Asp Leu Asp Val Ala Gly Thr Lys Asn Ser
[8579] 515 520 525

[8580] Phe Gln Thr Leu Gln Met Lys Leu Glu Asn Ile Thr Asn Pro Trp Ser
[8581] 530 535 540

[8582] Pro Arg His Arg Val Val Gln Pro Thr Leu Glu Gln Thr Gln Tyr Ser
[8583] 545 550 555 560
[8584] Trp Glu Arg Gln Ala Ala Phe Ser Phe Lys Thr Lys Leu Pro Lys Tyr
[8585] 565 570 575
[8586] Leu Leu Phe Thr Ser Pro Gln Glu Asn Pro Trp Gly His Lys Arg Ser
[8587] 580 585 590

[8588] Tyr Arg Leu Gln Ile His Ser Met Ala Asp Gln Val Leu Pro Pro Gly
(85891 595 600 605

[8590] Trp Gln Glu Glu Gln Ala Ile Thr Trp Ala Arg Tyr Pro Leu Ala Val
[8591] 610 615 620

[8592] Thr Lys Tyr Arg Glu Ser Glu Leu Cys Ser Ser Ser Ile Tyr His Gln
[8593] 625 630 635 640
[8594] Asn Asp Pro Trp His Pro Pro Val Val Phe Glu Gln Phe Leu His Asn
[8595] 645 650 655
[8596] Asn Glu Asn Ile Glu Asn Glu Asp Leu Val Ala Trp Val Thr Val Gly
[8597] 660 665 670

[8598] Phe Leu His Ile Pro His Ser Glu Asp Ile Pro Asn Thr Ala Thr Pro
[8599] 675 680 685

[8600] Gly Asn Ser Val Gly Phe Leu Leu Arg Pro Phe Asn Phe Phe Pro Glu
[8601] 690 695 700

[8602] Asp Pro Ser Leu Ala Ser Arg Asp Thr Val Ile Val Trp Pro Arg Asp
[8603] 705 710 715 720
[8604] Asn Gly Pro Asn Tyr Val Gln Arg Trp Ile Pro Glu Asp Arg Asp Cys
[8605] 725 730 735
[8606] Ser Met Pro Pro Pro Phe Ser Tyr Asn Gly Thr Tyr Arg Pro Val
[8607] 740 745 750
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hDAO- &7 4= #!

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:1)
hDAO-Hepmut1

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:2)
hDAO-Hepmut2

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY

VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF

GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP

VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH

RWQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:3)
hDAO-Hepmut3

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:4)

41
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hDAO-Hepmut4

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:5)
hDAO-Hepmut5

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:6)
hDAO-Hepmut6

MPALGWAVAAILMLOQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVWVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLOMKLENITNPWSPRH
RVVQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV
(SEQ ID NO:7)
hDAO-Hepmut7

MPALGWAVAAILMLOQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVWVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:8)
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hDAO-Cysmut
MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV
(SEQ ID NO:9)
hDAQO-Hepmut1-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWNTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:10)

hDAO-Hepmut2-Cysmut
MPALGWAVAAILMLOQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVVQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENE DLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV
(SEQ ID NO:11)

hDAO-Hepmut3-Cysmut
MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDOTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:12)
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hDAQO-Hepmut4-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:13)
hDAO-Hepmut5-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWWQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPY

(SEQ ID NO:14)

hDAO-Hepmut6-Cysmut
MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKY LDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLOMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHONDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV
(SEQ ID NO:15)

hDAO-Hepmut7-Cysmut
MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVVQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQONDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:16)
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hDAO-£7 %!

atgecggeectgggetgggecgtggeigecatectgatgetgcagacggecatggeggagecctceeeggggactetgeccaggaa
ggcaggggtgtiticagacctaagcaaccaagagcigaaggcagtgcacagcticeictggiccaagaaggagclgaggctgcagcecctccagt
accaccaccatggccaagaacaccgligttictcatcgagatgetgcetgcccaagaagtaccatgigetgaggtttctggataaaggtgaaaggeat
cctgtgcgggaageccgigecgicatciicitiggtgaccaggageatcccaatgteacegagtitgelgiggggecceigecagggeccigetaca
tgcgagcactgicceccaggectgggtaccagteetcetgggeatcgaggeccatciccacagcagagtatgeccicetctaccacaccectgeag
gaagccaccaagcccctgceatcagticticcicaataccacaggcticicaliccaagactgeccatgacagatgeciggecticaccgatgiggece
ceeggggtgtggctictggecagegecgeagtiggettatcatacagegcetatgtagaaggctactitctgcaccecactgggetggageteetegtg
gatcalgggagcacagatgcigggcactgggecgiggageaggigiggtacaacgggaagtictatgggageccagaggaaciggeicggaa
gtatgcagatggagaggtggacgiggtggtectggaggaccegetgectgggggcaaggggeatgacagcacagaggageegececteticte
clcccacaagcecccgeggggacticeecageccealecalgigagceggeccccgctiggtccagecccacggecctcgelicaggelggaggg
caacgclgtgetctacggeggetggagetitgeeticeggetgegeteetecteegggetgcaggtectgaacgtgeacttcggeggagagegeatt
gcclalgagglicagegigcaagaggceaglggegcelglalggaggacacacacclgcaggceatgcagaccaagtaccicgatgteggetgggge
ctgggcagcgtcacicatgagttagecceceggeategactgeeceggagacegecaccttcetggacactitccactactatgatgecgatgaceeg
gtccattatccccgagcecctctgecicttigaaatgcccacaggggtgccecticggeggeactttaaticcaactttaaaggtggceticaactictatg
cggggctgaagggecaggtgetggtgetgeggacaacticaactgtetacaatiatgattacatttgggactttalctictaccccaacggggigatg
gaggccaagatgcatgccactggctacgtccacgecacciictacacccccgaggggelgegecacggeacicgectgcacacecacctgattg
gcaacatacacactcacttggtgcactaccgegtagacctggatgiggcaggcaccaagaacagcticcagacactgcagatgaagctagaaa
acalcaccaacceciggageccaagacaccgegtggtccagecaacictggageagacgeagtactcctgggagegecaggeggecttcege
ttcaaaaggaagctgcccaagtaccigcetctitaccageccccaggagaacceetggggecacaagegeagetacegectgeagatecactee
atggccgaccaggtgctgececcaggetggcaggaggageaggecatcaccigggeaaggtaccecctggeagtgaccaagtaccgggagt
cggagctgtgcagcagcagcalctaccaccagaacgacccctggcaccegeceglgglicttigageagtticttcacaacaacgagaacatiga
aaatgaggacctggtggcectgggtgacggtgggcticctgcacatcceecactcagaggacatticccaacacagecacacctgggaactceglg
ggcttcctgctcecggecattcaacticticccagaggaccectccctggeatccagagacactgtgategtgtggectcgggacaacggcececaac
tacgtccagegctggatccctgaggacagggacigetegatgectcecccititagctacaatgggacctatagacetgtgtga  (SEQ  ID
NO:17)

hDAO-Hepmut1

atgccggecctgggetgggecgtggetgecatectgatgctgcagacggecatggeggagecctccceggggactctgcccaggaa
ggcaggggtgttticagacctaagcaaccaagagctgaaggcagtgcacagcticetctggtccaagaaggagctgaggctgcagcecectccagt
accaccaccatggccaagaacaccgtgtttctcatcgagatgetgetgcccaagaagtaccatgtgetgaggtttctggataaaggtgaaaggceat
cctgtgcgggaagceccgtgecgicatettetttggtgaccaggagceateccaatgtcacegagtitgetgiggggeccctgecagggecctgetaca
tgcgagcactgicceccaggectgggtaccagtcetcetgggcatcgaggeccatcticcacagcagagtatgecectcetctaccacaccctgeag
gaagccaccaagccccligcatcagticticcicaataccacaggctictcaticcaagactgcecatgacagatgectggecticaccgatgtggece
ceeggggtgtggetictggecagegecgeagtiggettatcatacagegcetatgtagaaggctactitctgcaccecactgggelggageteetegtg
gatcatgggagcacagatgclgggcactgggecglggageagqglgiggtacaacgggaagiictalgggageccagaggaaciggeteggaa
gtatgcagatggagaggtggacgiggtggtectggaggaccegetgectgggggeaaggggeatgacagcacagaggageegececcticticte
clcccacaageececgeggggacticeccageeceatecalgigageggeceecgcetiggiccagecccacggeccicgeticaggeiggaggg
caacgcigtgcictacggeggetggagetitgecticeggetgegetectecicegggetgcaggtcectgaacgtigeacticggeggagagegceatt
gcclatgaggtcagegtgcaagaggcagtggegelgtalggaggacacacaccigcaggceatgcagaccaagtaccicgatgteggetgggge
ctgggcagcegtcacicatgagttageceeeggeategactgeceggagacegcecaccticetggacactitccactactatgatgecgatgaceeg
gtccattatcccegagceccictgcecicitigaaatgecccacaggggtgcccceticggeggeacttiaaticcaactitaaaggtggceticaactictatg
cggggctgaagggecaggtgetggtgetgecggacaacticaactgtectacaattatgattacatitgggactttatcttctaceccaacggggigatg
gaggccaagatgcalgccaclggctacglccacgecaccliictacacceecgaggggelgegecacggceacicgectgeacaccecacclgallg
gcaacatacacactcacttggtgcactaccgegtagaccetggatgtggcaggecaccaagaacageticcagacactgcagatgaagctagaaa
acatcaccaacccciggagcccaagacaccgcgtggtccagecaacictggagcagacgeagtactcctgggagegecaggeggecticag
cticaaaaggaagctgcccaagtaccetgcetctttaccageccecaggagaacceectggggecacaagegeagcetaccgectgeagaliecactic
catggccgaccaggtgctgeccccaggctggcaggaggagcaggcecatcacctgggeaaggtacccectggcagtgaccaagtaccgggag
tcggagctgtgcagcagcagcatctaccaccagaacgacceciggeacecegecegtggicttigageagtticttcacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggeticctgcacatcccecactcagaggacatticccaacacagccacacctgggaacteeglg
ggcttcctgeteecggecaticaacttcticccagaggaccectcectggeatccagagacactgtgategtgtggectegggacaacggececaac
tacgtccagegctggalccctgaggacagggacigetegatgecteecccititagctacaatgggacctatagaccigtgtga  (SEQ  ID
NO:18)
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hDAO-Hepmut2

atgccggcecectgggetgggeegtggetgecatectgatgetgcagacggecatggeggagecciceecggggacicigeccaggaa
ggcaggggigtiticagacctaagcaaccaagagcetgaaggcagtgcacagcticetctggtccaagaaggagcetgaggctgcagcecctecagt
accaccaccatggccaagaacaccgtgttictcatcgagatgetgcetgcccaagaagtaccatgtgetgaggtiictggataaaggtgaaaggcat
ccigtgcgggaagceccgtgecgteatcticitiggtgaccaggagcatceccaatgtcaccgagtitgetgtggggecccetgecagggcecctgctaca
tgcgagcactgtcceccaggectgggtaccagtecteetgggeatcgaggceccatctccacagcagagtatgeccicctctaccacacccetgeag
gaagccaccaagccccigcatcagticticctcaataccacaggctictcaticcaagactgeccatgacagatgectggecticaccgatgtggece
cccggggatgtggcetictggeccagegecgeagttggcttatcatacagegctatgtagaaggctactttctgcaccecactgggetggagetectegtg
gatcatgggagcacagatgctgggceactgggecgtggageaggtgtggtacaacgggaagtictatgggageccagaggaactggcetcggaa
gtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggeaaggggeatgacageacagaggageegeccctcticte
ctcccacaagcecccgceggggactticcccagecccatecatgtgageggeccecgettggtccageecccacggecctegeticaggetggaggg
caacgclgtgclictacggeggcetggagcetttgecticeggcetgegetectectcegggetgecaggtectgaacgtgeacticggeggagagegceatt
gcclatgaggtcagegtgcaagaggcagtggegetgtatggaggacacacaccigcaggceatgcagaccaagtacctcgatgteggetgggge
ctgggcagcgtcactcatgagttagccceecggceatcgactgeccggagaccgecaccticetggacacttticcactactatgatgecgatgaceeg
gtccattatccccgagcecctetgectetttgaaatgeccacaggggtgecccticggeggceactttaaticcaactttaaaggtggcticaactictatg
cggggctgaagggccaggtgetggtgetgecggacaacticaactgtctacaattatgattacatitgggactitatcttctaccccaacggggtgatg
gaggccaagatgcatgccactggctacgtccacgcecacctictacacceecgaggggetgegecacggceactcgectgecacaccecacctgattg
gcaacatacacactcactiggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcttccagacactgcagatgaagctagaaa
acatcaccaacccctggagcccaagacaccgcegtggtccagecaactctggagcagacgcagtactcectgggagegecaggceggecttcege
ttcaaaaggaagctgcccacgtacctgctctttaccagcccccaggagaaccecetggggecacaagcegcagctaccgectgcagatccactce
atggccgaccaggtgctgeccecaggetggcaggaggageaggcecaicacctgggcaaggtacceectggeagtgaccaagtacegggagt
cggagctgtgcagcagcagcalctaccaccagaacgacccctggcaccecgeecgtggtctttgageagtticticacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcticetgcacatcececcactcagaggacaticccaacacagcecacacctgggaacteegtg
ggcttcctgctecggecattcaacttcticccagaggacccectcectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegetggatcectgaggacagggactgcetegatgecteceecttttagetacaatgggacctatagacctgtgtga  (SEQ 1D
NO:19)

hDAO-Hepmut3

atgccggccctgggetgggeegtggetgecatectgatgetgcagacggcecatggeggagecctececggggactcetgeecaggaa
ggcaggggtgttticagacctaagcaaccaagagcetgaaggcagtgcacagcticcictggiccaagaaggagcetgaggcetgcagecctecagt
accaccaccalggccaagaacaccgtgttictcatcgagatgetgetgecccaagaagtaccatgtgetgaggtiictggataaaggtgaaaggceat
cctgtgcgggaageccgtgecgteatcttctttggtgaccaggageateccaatgtcaccgagtttgetgtggggeccctgecagggcecctgctaca
tgcgagcactgtccecccaggectgggtaccagicctectgggeatcgaggeccatctccacagcagagtatgecctcctctaccacaccetgeag
gaagccaccaagccccigcatcagticttcctcaataccacaggctictcaticcaagactgecatgacagatgectggecticaccgatgtggecece
cccggggtgtggctictggccagegecgeagttggcettatcatacagegcetatgtagaaggctacttictgcaccecactgggetggagetectegtg
galcatgggagcacagatgclgggceactgggecgtggageagglgtggtacaacgggaagtictatgggageccagaggaactggcelcggaa
gtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggcaaggggeatgacageacagaggageegecceicticte
ctcccacaagecccgeggggacttccccagecccatecatgtgageggeccecgcetiggtccageeccacggecctegeticaggetggaggg
caacgclgtgctctacggeggetggagetttgecticeggetgegctectecticegggetgeaggicetgaacgtgeacticggeggagagegcatt
gcctatgaggtcagegtgcaagaggceagtggegetgtalggaggacacacaccigcaggcatgcagaccaagtacctcgatgtecggetgggge
ctgggceagcgtcactcatgagttagccceecggeatcgactgeccggagaccgcecaccticetggacactttccactactatgatgecgatgaceeg
gtccattatccccgagcecctetgectcetitgaaatgecccacaggggtgecccticggeggeactttaaticcaactttaaaggtggcettcaactictatg
cggggctgaagggccaggtgcetggtgctgecggacaacticaactgtctacaattatgattacattigggactttatcttctaccccaacggggtgatg
gaggccaagatgcatgccactggctacgtccacgecacctitctacacceccgaggggetgegecacggceactcgectgcacacccacctgattg
gcaacatacacactcactiggtgcactaccgegtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagcetagaaa
acatcaccaacccctggagcccaagacaccgcegtggtccagecaactctggagcagacgcagtactcctgggagegecaggeggectteege
ttcaaaacgaagctgcccaagtacctgctctttaccagceccccaggagaaccectggggecacaagcegeagcetaccgectgcagatecactee
atggccgaccaggtgctgeccecaggetggcaggaggagceaggecatcaccigggeaaggtacceectggeagtgaccaagtaccgggagt
cggagctgtgcagcagcagcatctaccaccagaacgaccectggcaccegeecgtggtctttgageagtticttcacaacaacgagaacattga
aaatgaggacctiggtggcctgggtgacggtgggceticctgcacatcecccactcagaggacaticccaacacagcecacacctgggaacteegtg
ggcttcetgeteccggecattcaactticttcccagaggaccectcectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegetggaleectgaggacagggactgcetegatgectceceettttagctacaatgggacctatagacetgtgtga  (SEQ 1D
NO:20)
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hDAO-Hepmut4

atgccggecctgggcetgggecgtggetgecatectgatgetgcagacggecatggeggagecctceecggggactctgeccaggaa
ggcagggagligtittcagacctaagcaaccaagagcetgaaggcagtgcacagcticeictggiccaagaaggagctgaggetgecagecctccagt
accaccaccalggccaagaacaccgtgtitctcatcgagatgetgctgecccaagaagtaccatgtgetgaggtitctggataaaggtgaaaggceat
ccigtgegggaagceccgtgecgtcateticttiggtgaccaggageatcccaatgtcaccgagtitgetgtggggeccetgecagggecctgctaca
tgcgagcactgtceccccaggectgggtaccagtectectgggeatcgaggeccatetccacagcagagtatgecciectctaccacaccetgeag
gaagccaccaagcccctgcatcagticticctcaataccacaggcticicaticcaagactgecatgacagatgectggecttcaccgatgtggece
cceggggtgtggcetictggecagegecgeagtiggetiatcatacagegetatgtagaaggcetacttictgcaccecactgggetggageteetegtg
gatcatgggagcacagatgctgggeactgggecgtggageaggtgtggtacaacgggaagtictatgggageccagaggaactggeicggaa
gtatgcagatggagaggtggacgtggtggicctggaggaccegetgectgggggeaaggggeatgacagcacagaggageegeccetcticte
ctcccacaagecccgeggggacticcccagecccatecatgtgageggecceegetiggtccagecccacggecctegeticaggetggaggg
caacgcigtgctctacggcggcetggagcetitgecticeggetgegetectectcegggetgecaggtectgaacgtgeacticggeggagagegeatt
gcectatgaggtcagegtgcaagaggceagtggegetgtatggaggacacacacctgcaggeatgcagaccaagtaccicgatgteggetgggge
ctgggcagcgtcactcatgagttagccceeggeategactgeccggagaccgccaccttcctggacactttccactactatgatgecgatgaceeg
gtccattatcccegagcecctctgecictitgaaatgcccacaggggtgecccticggeggeactitaaticcaactitaaaggtggcticaacttctatg
cggggctgaagggcecaggtgcetggtgetgeggacaacticaactgictacaattatgattacatttgggactttatcttctacceccaacggggtgatg
gaggccaagatgcatgccactggctacgtccacgecacctictacaccceegaggggetgegecacggeactcgectgecacacccacctgatig
gcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaaa
acatcaccaacccctggagcccaagacaccgegtggtccagecaactctggageagacgeagtactectgggagegecaggeggcecticag
cticaaaacgaagctgcccaagtacctgctctttaccagcccccaggagaaccectggggcecacaagegcagcetaccgectgcagateeacte
catggcecgaccaggtgetgececcaggetggeaggaggageaggecatcacctgggeaaggtacceectggeagigaccaagtaccgggag
tcggagctgtgcagcagcagceatctaccaccagaacgaccectggeaccegeccgtiggictitgageagtticticacaacaacgagaacattga
aaatgaggacciggtggccetgggtgacggtgggcttcctgecacatceececcactcagaggacaticccaacacagcecacacctgggaacteegtg
ggcttcetgetecggecattcaacticttcccagaggacccectcectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegelggateectgaggacagggactgetegatgecteececttttagetacaatgggacctatagacetgtatga  (SEQ 1D
NO:21)

hDAO-Hepmut5

atgccggecectgggetgggecgtggetgecatectgatgetgcagacggecatggeggagecctceeccggggactetgeccaggaa
ggcaggggtgttticagacctaagcaaccaagagcetgaaggceagtgcacagcticeictggtccaagaaggagcetgaggcetgcagecctecagt
accaccaccatggccaagaacaccgtgtttctcatcgagatgetgetgcccaagaagtaccatgtgetgaggttictggataaaggtgaaaggceat
cctgtgegggaageecgtgecgteatetictitggtgaccaggagcateccaatgtcaccgagtttgetgtggggecccetgecagggecctgctaca
tgcgagcactgtcccccaggectgggtaccagtecteectgggeatcgaggeccatetccacageagagtatgecctectctaccacaccetgeag
gaagccaccaagcccctgcatcagticticctcaataccacaggcticicaticcaagactgecatgacagatgectggecticaccgatgtggece
ccecgggagtgtggcetictggecagegecgeagttggcttatcatacagegcetatgtagaaggctactttctgecaccecactgggetggagetectegtg
gatcatgggagcacagatgctgggceactgggecgtggageaggigtggtacaacgggaagtictatgggagceccagaggaactggcelcggaa
gtatgcagatggagaggtggacgtggtggtectggaggaccegcetgectgggggcaaggggceatgacagcacagaggagecgeccecteticte
ctcccacaagecccgeggggacticcccagecceatecatgtgageggeccecgettggtccagecceacggecctegeticaggetggaggg
caacgctgtgctctacggeggcetggagctttgecttceggetgegetecteeteegggetgcaggtectgaacgtgeacttcggeggagagegeatt
gcctatgaggtcagcgtgcaagaggcagtggegcetgtatggaggacacacaccigcaggcatgcagaccaagtaccicgatgtcggetgggge
ctgggcagcegtcactcatgagttagcceeeggeatecgactgeccggagaccegecaccticetggacactttccactactatgatgecgatgaceeg
gtccattatcccegagcecctctgectctitgaaatgecccacaggggtgecccettcggeggeactitaaticcaactttaaaggtggcttcaacttctatg
cggggctgaagggccaggtgcetggtgetgecggacaacticaactgtctacaattatgattacattigggactitatcitctaccccaacggggtgatg
gaggccaagatgcatgccactggctacglccacgecacctictacacceeccgaggggcetgegecacggceacicgectgcacacccacctgattg
gcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagceticcagacactgcagatgaagetagaaa
acatcaccaacccctggagcccaagacaccgcegtggtccagecaactictggagcagacgcagtactcectgggagegecaggeggecttcege
ttcaaaacgaagctgcccacgtacctgctctitaccagceccccaggagaaccectggggecacaagegceagcetaccgectgeagateecactee
atggccgaccaggtgcetgcccecaggcetggcaggaggagcaggcecatcacctgggcaaggtaceecctggeagtgaccaagtaccgggagt
cggagclgtgcagcagcagcatctaccaccagaacgacccctggcacccgeccgiggictttgageagtticticacaacaacgagaacatiga
aaatgaggacctggtggcctgggtgacggtgggcttcetgcacatcecececcactcagaggacaticccaacacagccacacctgggaacteegtg
ggcttcctgetcecggecattcaacttcttcccagaggaccecteectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegelggatcectgaggacagagactgetegatgecteececttitagetacaatgggacctatagacetgtatga  (SEQ 1D
NO:22)
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hDAO-Hepmut6

atgccggcecctgggetgggecegtggetgecateetgatgetgcagacggecatggeggagecctceecggggactctgeccaggaa
ggcaggggtgtiticagacctaagcaaccaagagcetgaaggcagtgcacagcticeictggiccaagaaggagetgaggctgeagecctecagt
accaccaccatggccaagaacaccgigtticicatcgagatgctgcetgcccaagaagtaccatgtgetgaggtttctggataaaggtgaaaggceat
cetgtgcgggaageceegtgecgteatcttcttiggtgaccaggagceateecaatgtcacegagtitgetgtggggeccetgecagggecectgetaca
tgcgagcactgtcccccaggcectgggtaccagtceteectgggeatcgaggceccatctccacagcagagtatgecectectctaccacaccectgeag
gaagccaccaagcccctgcatcagticticctcaataccacaggceticicaticcaagactgecatgacagatgectggecticaccgatgtggece
cceggggtgtggetictggecagegecgeagtiggettatcatacagegetatgtagaaggctacttictgcaccecactgggetggagetectegtg
gatcatgggagcacagatgctgggceactgggeegtggageaggtgtggtacaacgggaagtictatgggageccagaggaactggeteggaa
gtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggcaaggggcatgacageacagaggageegeccetcticte
ctcccacaagcecccgeggggacttccccagecceatccatgtgageggceccecgcetiggtccagecccacggecctegettcaggetggaggg
caacgclgtgcictacggeggetggagcetiigecticeggetgegetceicctcegggetgcaggiectgaacgtgeacticggeggagagegeatt
gcctatgaggtcagegigcaagaggcagtggegetgtatggaggacacacacctgcaggcatgcagaccaagtacctcgatgteggetgggge
ctgggcagcgtcactcatgagttagcceeccggeatcgactgeccggagaccgecaccticetggacactttccactactatgatgecgatgaceeg
gtccattatccccgagcecctetgectetitgaaatgcccacaggggtgcececcttcggeggceactttaatticcaactttaaaggtggcticaacttctatg
cggggctgaagggccaggtgetggtgetgeggacaacticaactgtctacaattatgattacatttgggactttatctictaccccaacggggtgatg
gaggccaagatgcatgccactggctacgtccacgecacctictacaccececgaggggetgegecacggeactcgectgcacacccacctgatig
gcaacatacacacltcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagcetagaaa
acatcaccaacccetggagcccaagacaccgegtggtecagecaactctggageagacgeagtactcetgggagegecaggeggectteege
ttcggacagacgctgcccaagtacctgctctttaccagecccccaggagaaccectggggecacaagegeagcetaccgectgcagatccactee
atggccgaccaggtgctgeccecaggetggcaggaggageaggecatcacctgggeaaggtacceectggeagtgaccaagtacegggagt
cggagctgtgcagcagcagcatctaccaccagaacgacccectggcaccecgeecgiggticttigageagtttcttcacaacaacgagaacatiga
aaatgaggacctggtggcctgggtgacggtgggcttcctgcacatcecccactcagaggacattcccaacacagecacacctgggaacteegtg
ggcttcetgetecggecattcaacttcttcccagaggacccctcectggeatccagagacactgtgatcgtgtggectcgggacaacggcecccaac
tacgtccagegetggateectgaggacagggactgetcgatgecteeeecttttagetacaatgggacctatagacetgtgtga  (SEQ 1D
NO:23)

hDAO-Hepmut7

atgccggecectgggetgggecgtiggetgecateetgatgetgcagacggecatggeggageccticeecggggacictgeccaggaa
ggcaggggtgtiticagacctaagcaaccaagagcetgaaggcagtgcacagcticeictggiccaagaaggagcetgaggctgcagecctccagt
accaccaccatggccaagaacaccgigtitcicatcgagatgetgetgeccaagaagtaccatgtgetgaggtitctggataaaggtgaaaggceat
cctgtgegggaageecgtgecgteatceticttiggtgaccaggageateccaatgtcaccegagtttgetgtggggeccctgecagggecctgctaca
tgcgagcactgtcecccaggectgggtaccagteeteectgggeatcgaggeccatctccacagcagagtatgecectectctaccacaccecetgeag
gaagccaccaagccccigcatcagticttcctcaataccacaggcticicaticcaagactgecatgacagatgcectggecticaccgatgtggece
cccggggatgtggctictggecagegecgeagttggcettatcatacagegcetatgtagaaggctactttctgcaccecactgggetggagcetectegtg
gatcatgggagcacagatgclgggceactgggeegiggageaggtgtggtacaacgggaagtictalgggageccagaggaaciggelcggaa
gtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggeaaggggeatgacagcacagaggagecgeccetcticte
ctcccacaagcecccgeggggacticcccagecceatccatgtgageggceccecgetiggtccagecccacggecectcgcticaggetggaggg
caacgctgtgcictacggeggetggagctitgecticeggetgegetectectcegggetgeaggtectgaacgtgeacticggeggagagegceatt
gcctatgaggtcagegigcaagaggcagtggegcetgtatggaggacacacacctgcaggcatgcagaccaagtaccicgatgteggetgggge
ctgggcagcgtcactcatgagttagccecceggceatecgactgeccggagaccgecaccttcetggacactttccactactatgatgecgatgaceeg
gtccattatcccecgagecctetgectctitgaaatgeccacaggggtgecceceticggeggceactttaaticcaactttaaaggtggcttcaactictatg
cggggctgaagggccaggtgcetggtgetgecggacaacticaactgtctacaattatgattacatttgggactttatctictaccccaacggggtgatg
gaggccaagatgcatgccactggctacgtccacgecaccttctacacceecgaggggetgegecacggeactcgectgcacacccacctgattg
gcaacatacacactcactiggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagceticcagacactgcagatgaagcetagaaa
acatcaccaacccctggagcccaagacaccgcgtggtccagcecaactctggagcagacgcagtactcetgggagegecaggeggcecticag
cticaaaaggaagctgcccacgtacctgetctttaccageccccaggagaaccectggggecacaagegceagcetacegectgcagatecacte
catggccgaccaggtgctgcccccaggeiggcaggaggageaggcecatcaccigggeaaggtiaceeectggeagtgaccaagtaccgggag
tcggagctgtgcagcagcagcatctaccaccagaacgaccectggcaccegeecgtggictttgageagtitcticacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcttcctgcacatcecccactcagaggacattcccaacacagecacacctgggaacteegtg
ggcttcetgetecggecattcaacttcttcccagaggaccecetcectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegetggateectgaggacagggactgetegatgectcececttttagetacaatgggacctatagacetgtgtga  (SEQ  ID
NO:24)
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hDAO-Cysmut

atgccggcecctgggetgggecgtggetgecatectgatgetgcagacggcecatggeggageccteeccggggactctgeccaggaa
ggcaggggigtiticagacctaagcaaccaagagctgaaggcagtgcacagcticeictggtccaagaaggagcetgaggctgcagecctecagt
accaccaccatggccaagaacaccgtgtttctcatcgagatgcetgcetgcccaagaagtaccatgtgetgaggttictggataaaggtgaaaggcat
ccigtgcgggaagececgtgecgtcatcticttiggtgaccaggagceaicccaatgtcaccgagtitgetgtggggecectgecagggeecgectac
atgcgagcactgtcccecaggcectgggtaccagtectectgggeatcgaggeccatcticcacagcagagtatgecctectctaccacaccectgea
ggaagccaccaagcccctgcalcagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggecticaccgatgtggec
cceeggggtgtggettctggecagegecgeagtiggettatcatacagegctatgtagaaggctacttictgcaccecactgggetggageteetegt
ggatcatgggagcacagatgetgggeactgggecgtggageaggtglggtacaacgggaagttctatgggageccagaggaactggcetcgga
agtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggcaaggggceatgacagcacagaggageegeccctctte
tcctcccacaagecccgeggggacticceccagecccatecatgtgageggeccecgetiggtccagecccacggecctcgceticaggetggagg
gcaacgclgtgetctacggeggetggagcettigecticeggetgegctecicetcegggetgeaggtccigaacgtgeacticggeggagagegea
ttgcctatgaggtcagegtgcaagaggceagtggegcetgtatggaggacacacacctgcaggcatgcagaccaagtacctcgatgteggetggg
gcctgggcagcgtcactcatgagttagecececeggceatcgactgeccecggagaccgecaccttcetggacactttccactactatgatgecgatgace
cggtccattatccccgagcecctetgectctitgaaatgecccacaggggtgecccticggeggceactttaattccaactttaaaggtggcettcaacticta
tgcggggctgaagggcecaggtigetggtgetgeggacaacticaactgtctacaattatgattacattigggactttatctictaccccaacggggtgat
ggaggccaagatgcatgccactggctacgtccacgecacctictacaccecccgaggggetgegecacggceactegectgcacacccacctgatt
ggcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaa
aacatcaccaacccctggagceccaagacaccgegtggtccagecaactctggagcagacgcagtacteetgggagegecaggeggecttceg
cttcaaaaggaagctgcccaagtacctgctctttaccagcccccaggagaaccectggggecacaagcegcagcetacegectgcagatecacte
catggccgaccaggtgcetgcceccaggetggcaggaggageaggcecatcacctgggeaaggtaceeeciggeagigaccaagtaccgggag
tcggagctgtgcagcagcagcalctaccaccagaacgaccecetggceaccegecegtgglictitgageagtticticacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcticetgcacatcceccactcagaggacaticccaacacagcecacacctgggaacteegtlg
ggcticctgetceggecattcaacticticccagaggacccectcectggeatccagagacactgtgatcgtgtggectcgggacaacggecccaac
tacgtccagegcetggateectgaggacagggactgctegatgectcecccttttagetacaatgggacctatagacetgtgtga  (SEQ 1D
NO:25)

hDAO-Hepmut1-Cysmut

atgccggecctgggetgggecgtggetgecatectgatgetgcagacggcecatggeggagecctceccggggacticigeccaggaa
ggcaggggigtiticagacctaagcaaccaagagctgaaggcagtgcacagcticeictggtccaagaaggagcetgaggctgcagecctecagt
accaccaccatggccaagaacaccgligttictcatcgagatgetgetgcccaagaagtaccatgtgetgaggtitctggataaaggtgaaaggceat
ccigtgcgggaagceccgtgecgtcatcttctitggtgaccaggagcatcccaatgtcaccgagtttgetgtggggeccctgecagggeccgectac
atgcgagcactgtcccccaggcectgggtaccagtcctectgggcatcgaggeccatctccacagcagagtatgecctectictaccacaccecetgea
ggaagccaccaagcccctgcatcagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggecticaccgatgtggee
cceeggggtgtggettciggecagegecgeagtiggettatcatacagegctatgtagaaggctacttictgeaccecactgggetggagetectegt
ggatcatgggagcacagatgctgggeactgggeegtggageagglglggtacaacgggaagticlatgggageccagaggaactggetegga
agtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggcaaggggceatgacagcacagaggagecgeccctcttc
tcctcccacaagececcgeggggacttccccagececatecatgtgageggecceegcettggtccagecccacggeccetcgeticaggetggagg
gcaacgctgtgctctacggeggetggagcetttgecticeggetgegctectectcegggetgeaggtectgaacgtgcacticggeggagagegcea
ttgcctatgaggtcagegtgcaagaggceagtggegcetgtatggaggacacacacctgcaggeatgcagaccaagtacctcgatgteggetggg
gcctgggeagcegtcacicatgagttagcceeeggeatcgactgeccggagaccegecaccticetggacactttccactactatgatgecgatgace
cggtccattatccccgagcecctctgectetttgaaatgecccacaggggtgeccecticggeggeactttaaticcaactttaaaggtggceticaacticta
tgcggggetgaagggcecaggtgetggtgetgeggacaacticaactgtictacaatiatgattacatitgggactitatctictaccccaacggggtgat
ggaggccaagatgcatgccactggcetacgtccacgecacctictacacccecgaggggcetgegecacggeactcgectgcacacccacctgatt
ggcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaa
aacatcaccaacccctggagcccaagacaccgcgtggtccagecaactctggagcagacgcagtactcctgggagegecaggceggcecttca
gcticaaaaggaagctgcccaagtacctgctctttaccagceccccaggagaaccectggggecacaagcegeagcetaccgectgecagatecact
ccatggcegaccaggtgeigeececaggetggcaggaggageaggcecatcaccigggeaaggtacceeciggeagtgaccaagtaceggga
gtcggagctgtgcagcagcagcatctaccaccagaacgaccectggcacccgeccgtggtctttgageagtitcticacaacaacgagaacatig
aaaatgaggacctggtggccetgggtgacggtgggcticctgcacatceeccactcagaggacattcccaacacagecacacctgggaacticegt
gggcttcectgetecggecattcaacticticccagaggaccectceetiggeatccagagacactgtgategtgtggectcgggacaacggcecccaa
ctacgtccagegetggatcectgaggacagggactgetcgatgectceeectittagetacaatgggacctatagacetgtgtga  (SEQ ID
NO:26)

145

248



CN 113785052 B W BR B 10/61

hDAO-Hepmut2-Cysmut

atgeeggeeetgggetgggeegtggetgecatectgatgetgeagacggecatggeggagecctceeeggggactetgeccaggaa
ggcaggggigtiticagacctaagcaaccaagagclgaaggcagtgcacagcticcictggiccaagaaggagcetgaggcetgcagecctccagt
accaccaccatggccaagaacaccgtgtitctcatcgagatgcetgctgcccaagaagtaccatgtgcetgaggtttciggataaaggtgaaaggceat
ccigtgegggaageccgtgecgteatcttctitggtgaccaggageatecccaatgtcacegagtttgetgtggggecectgecagggeccgectac
atgcgagcactgtcccecaggcecigggtaccagtectcctgggceatcgaggeccalctccacagcagagtatgecciceictaccacaccctgea
ggaagccaccaagcccctgeateagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggcecttcacegatgtggee
ccecggggtgtggetictggecagegecgeagttggettatcatacagegctatgtagaaggctactttctgcaccccactgggetggagetectegt
ggatcatgggagceacagatgctgggeacigggecgiggageaggtgtggtacaacgggaagtictalgggageccagaggaactggctegga
agtatgcagatggagaggtggacgtggtggtcctggaggaccegetgectgggggcaaggggcatgacageacagaggagecgceccctctte
tcctcccacaagecccgeggggacticececcagecccatecatgigageggeccecgcetiggtccagececacggeecicgeticaggetggagg
gcaacgclgtlgetctacggeggetggagettigecticeggetgegetectcctecgggetgcaggiectgaacgtgcacticggeggagagegcea
ttgcclatgaggticagegtgecaagaggceagtggegelgtatggaggacacacacctgcaggeatgcagaccaagtacctegatgteggetggg
gcctgggeagcegtcacicatgagttagececeggeatcgactgeccggagaccgecaccticetggacactitccactactatgatgeegatgace
cggtccattatccccgagccctctgecictitgaaatgcccacaggggtgcccecticggeggceacttiaaticcaactttaaaggtggcticaacticta
tgcggggcetgaagggecaggtgetggtgetgecggacaacticaactgtctacaattatgattacatttgggactttatetictaceeccaacggggtgat
ggaggccaagatgcatgccactggctacgtccacgecacctictacacccecgaggggetgegecacggeactegectgcacacccacctgatt
ggcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaa
aacatcaccaaccccetggageccaagacaccgcegtggtccagecaactctiggagecagacgceagtactectgggagegecaggeggcectteeg
cttcaaaaggaagctgcccacgtacctgctctttaccagccceccaggagaaccectggggecacaagcegcagctaccgectgcagatccactc
catggcegaccaggtgctgeccccaggetggcaggaggageaggecateacctgggeaaggtaccecctggeagtgaccaagtaccgggag
tcggagcetgtgcagcageagceatctaccaccagaacgacceeiggeaceegeeegiggicittgageagtticticacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcettccigcacatcceecactcagaggacaticccaacacagecacaccigggaacticegtg
ggcticctgctccggecattcaacttcticccagaggaccectccctggcatccagagacactgtgategigtggectcgggacaacggecccaac
tacgtccagegcetggateectgaggacagggactgetegatgecteceecttttagctacaatgggacctatagacetgtgtga (SEQ 1D
NO:27)

hDAO-Hepmut3-Cysmut

atgcecggecectgggcetgggecgtggetgecatectgatgctgcagacggecatggeggagecciceccggggacictgeccaggaa
ggcagggglgtittcagacctaagcaaccaagagcigaaggcagtgcacagcticciclggiccaagaaggagetgaggctgcagecectccagt
accaccaccalggecaagaacaccgigtiicicalcgagatgetgetgeccaagaagtaccatgtgcetgaggttictggataaaggtgaaaggceat
cctgtgegggaagceccgtgecgtcatctictitiggtgaccaggagceatcccaatgtcaccgagtitgetgtggggeccctgecagggeccgectac
atgcgagcactgtcccecaggectgggtaccagtcctcetgggceatcgaggeccatctccacagcagagtatgecctcetctaccacaccctgea
ggaagccaccaagcccctgcaltcagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggecttcaccgatgtggece
ccecggggtgtggettctggecagegecgeagtiggettatcatacagegcetatgtagaaggcetacttictgcaccecactgggcetggagetectegt
ggatcatgggagcacagatgctgggcactgggeegtggagcaggtgtggtacaacgggaagtictatgggagcccagaggaactggcetcgga
agtatgcagatggagaggtggacgtggtggteetggaggaccegetgectgggggcaaggggceatgacageacagaggagecgeeectictte
tcctcccacaagececcgeggggacttceccagecceatecatgtgageggecceegctiggtccagececacggecctcgeticaggetggagg
gcaacgcigtgctctacggeggetggagetttgecticeggetgegcetectectcegggetgcaggtectgaacgtgeacticggeggagagegea
ttgcclatgagglicagegtgcaagaggceagtggegelgtalggaggacacacacctgcaggeatgcagaccaagtacctegatgicggetggg
gccetgggceagcegicacicatgagttagececeggceatcgactigeccggagaccgecaccticetggacactitccactactatgatgecgatgace
cggtccattatcccegagcecctetgectctttgaaatgcccacaggggtgecccticggeggeactttaatticcaactttaaaggtggcticaacticta
tgcggggcetgaagggeccaggtgetggtgetgecggacaacticaactgtctacaattatgattacatitgggactitatetictaccccaacggggtgat
ggaggccaagatgcatgccactggctacgiccacgecaccticlacacceecgaggggcetgegecacggceactcgectgecacacccacctgatt
ggcaacatacacactcacttggtgcactaccgegtagacctggatgtggcaggcaccaagaacagceticcagacactgcagatgaagcetagaa
aacatcaccaacccctggagcccaagacaccgcgtggtccagccaactctggagcagacgcagtactcctgggagegcecaggeggecttccg
cltcaaaacgaagctgcccaagtacctgcetctttaccagecceccaggagaaccectiggggecacaagegcagctaccgectgcagatecactic
catggccgaccaggtgctgcceccaggcetggcaggaggagcaggccatcacetgggcaaggtaccecctggcagtgaccaagtaccgggag
tcggagctgtgcagcageageatctaccaccagaacgaccecetggeaccegeccgtggtctttgageagtticticacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcttcctgcacatcceccacicagaggacaticccaacacagcecacacctgggaacicegtg
ggcttcetgetecggecattcaacttcticccagaggacceecteectggeatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagcegctggatcectgaggacagggactgcetegatgecteceectittagctacaatgggacctatagacctgtgtga (SEQ ID
NO:28)
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hDAO-Hepmut4-Cysmut

atgceggcecctgggetgggeegtggetgecatcectgatgetgeagacggecatggeggagecctceccggggactctgeccaggaa
ggcaggggtgtittcagacctaagcaaccaagagctgaaggcagtgcacagcticetctggtccaagaaggagcetgaggetgcagecctecagt
accaccaccatggccaagaacaccgtgttictcatcgagatgctgctgcccaagaagtaccatgtgetgaggtitctggataaaggtgaaaggcat
ccigtgcgggaagceccgtgecgtealctictitggtgaccaggagceatcccaatgtcaccgagtitgetgtggggecectgecagggeccgectac
atgcgagcactgtccceccaggectgggtaccagtectectgggeatcgaggeccatctccacagcagagtatgeccteeictaccacaccectgea
ggaagccaccaagcccctgcatcagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggecttcaccgatgtggee
ccecggggtgtggettctggecagegecgeagtiggcttatcatacagegcetatgtagaaggctactttctgecaccecactgggetggagcetectegt
ggatcatgggagcacagatgctgggeactgggeegtggageaggtglggtacaacgggaagtictatgggageccagaggaactggetegga
agtatgcagatggagaggtggacgtggtggicctggaggacccgetgectgggggcaaggggcatgacagcacagaggagecgececctcttc
tcctcccacaagececgeggggacticcccagecccatecatgtgageggeccecgcetiggtccagecccacggecctegeticaggetggagg
gcaacgclgtgcictacggeggetggagetitgecticeggetgegetectectcegggetgeaggtectgaacgtgeacticggeggagagegea
ttgcctatgaggtcagegtgcaagaggcagtggegcelgtatggaggacacacacctgcaggceatgcagaccaagtacctcgatgteggetggg
gcctgggcagcegtcactcatgagttageccecggeatcgactgececggagaccgcecaccticetggacactticcactactatgatgecgatgace
cggtccattatccccgagcecctcigectettigaaatgcccacaggggtgecccttcggeggceactttaaticcaactttaaaggtggcttcaacttcta
tgcggggctgaagggccaggtigetggigetgcggacaactticaactgtctacaattatgattacatttgggactttatctictaccccaacggggtgat
ggaggccaagatgcatgccactiggctacgiccacgecacctictacaccceccgaggggcetgegecacggceactcgectgcacacccacctgatt
ggcaacatacacactcacttggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaa
aacatcaccaacccctggagcccaagacaccgcegtggtccagccaactctggagcagacgceagtacicctgggagegecaggeggcectica
gcttcaaaacgaagctgcccaagtacctgctcetttaccageccccaggagaaccectggggecacaagegceagcetacegectgcagatecact
ccatggccgaccaggtgetgeccecaggeiggeaggaggageaggcecatcaccigggeaaggtacceeciggeagtgaccaagtaccggga
gtcggagcetgtgcagcagcagceatctaccaccagaacgacccectggecaccegecegtggietttgageagtttcticacaacaacgagaacattg
aaaatgaggacctggtggcctgggtgacggtgggcticetgcacatcceccactcagaggacattcccaacacagcecacacctgggaacteegt
gggcttcetgetcecggecattcaacticticccagaggaccccteectggeatccagagacactgtgategtgtggectcgggacaacggcecccaa
ctacgtccagegcetggatcectgaggacagggactgetegatgecteecectittagetacaatgggacctatagacetgtgtga  (SEQ 1D
NO:29)

hDAO-Hepmut5-Cysmut

atgceggcecctgggetgggeegtggetgecatectgatgetgeagacggecatggeggageecteeccggggactetgeecaggaa
ggcaggggtgtittcagacctaagcaaccaagagctgaaggcagtgcacagcticetctggtccaagaaggagcetgaggetgcagecctecagt
accaccaccatggccaagaacaccgtgttictcatcgagatgcetgctgcccaagaagtaccatgtgetgaggtttctggataaaggtgaaaggcat
ccigtgcgggaagceccgtgecgtcalctictitggtgaccaggagceatcccaatgtcaccgagtitgetgtggggecectgecagggeccgectac
atgcgagcactgtccceccaggectgggtaccagtectcctgggeatcgaggeccatctccacagecagagtatgecctectictaccacaccectgea
ggaagccaccaagcccctgcatcagticticctcaataccacaggctictcaticcaagactgecatgacagatgectggectticaccgatgtggec
cceeggggtgtggcetictggecagegecgceagtiggettatcatacagegcetatgtagaaggcetacttictgcacceccactgggetggagcetectegt
ggatcatgggagcacagatgctgggeactgggeegtggageaggtglggtacaacgggaagtictalgggageccagaggaactggetegga
agtatgcagatggagaggtggacgtggtggicctggaggacccgetgectgggggcaaggggcatgacagcacagaggagecgececctctic
tcctcccacaagececgeggggactticcccagecccatecatgtgageggecceegcettggtccagecccacggecctegeticaggetggagg
gcaacgctgtgeictacggeggetggagctitgecticeggetgegetectectcegggetgeaggtectgaacgtgeacticggeggagagegea
ttgcetatgaggicagegigcaagaggeagtggegclgtatggaggacacacaccigcaggcealgcagaccaagtaccicgatgteggelggg
gcctgggeagcgtcactcatgagttagcceccggceatcgactgeccggagaccgecaccticetggacactitccactactatgatgeecgatgace
cggtccattatccccgagcecctetgectctttgaaatgecccacaggggtgeccceticggeggcactttaatticcaactttaaaggtggcttcaacttcta
tgcggggctgaagggecaggtgetggtgetgeggacaacticaactgtctacaattatgattacatitgggactitatctictaccccaacggggtgat
ggaggccaagatgcatgccactggctacgiccacgecacctictacacccccgaggggcetgegecacggcactcgectgcacacccacctgatt
ggcaacatacacactcacttggtgcactaccgegtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagcetagaa
aacatcaccaacccctggagcccaagacaccgcegtggtccagecaactctggagcagacgcagtactcetgggagegecaggeggcecttceg
cticaaaacgaagctgcccacgtacctgctctttaccageccceccaggagaaccectggggcecacaagegeagcetaccgectgcagatecacte
catggccgaccaggtgctgcecccaggetggeaggaggageaggcecatcacctgggeaaggtacceectggeagtgaccaagtaccgggag
tcggagctgtgcagcagcagcatctaccaccagaacgacccectggcaccegeccgtggictitgagcagtticttcacaacaacgagaacattga
aaatgaggacctggtggcctgggtgacggtgggcticctgcacatceeccactcagaggacaticccaacacagecacacctgggaacteegtg
ggcttcctgetccggecaticaacttcticccagaggaccectecctggcatccagagacactgtgategtgtggectcgggacaacggecccaac
tacgtccagegctggateectgaggacagggactgetegatgecteeeecttttagetacaatgggacctatagacetgtgtga  (SEQ 1D
NO:30)
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hDAO-Hepmut6-Cysmut

atgccggecctgggetgggeegtggetgecatectgatgetgcagacggecatggeggagecctceceggggactctgeccaggaa
ggcaggggtgttticagacctaagcaaccaagagctgaaggcagtgcacagcticeictggtccaagaaggagetgaggctgcagecctecagt
accaccaccalggccaagaacaccg!glitcicalcgagatgcelgelgeccaagaagtaccalglgelgaggtiiclggataaaggtgaaaggceat
cctgtgcgggaagcecegtgecgtcatcttettiggtgaccaggagcatcccaatgtcaccgagtitgetgtggggeccectgecagggecegectac
algcgagcactgtcceeccaggectgggtaccagicetectgggeatcgaggeccateiccacagcagagtatgecctecetctaccacacectgea
ggaagccaccaagcccctgcalcagticticcicaataccacaggctictcaticcaagactgccatgacagatgectggcecttcaccgatgtggec
ceceggagtgtggctictggecagegecgeagtiggettatcatacagegctatgtagaaggetacttictgeaccecactgggetggagetectegt
ggatcatgggagcacagatgctgggcactgggceegtggageaggtgtggtacaacgggaagtictatgggageccagaggaactggcetcgga
agtatgcagatggagaggtggacgtggtggtcctggaggaccegetgecigggggcaaggggcatgacagcacagaggagecgeccctctic
tcctcccacaagececgeggggactticcccagecccatecatgtgageggecceegcetiggtccageeccecacggcecctegeticaggetggagg
gcaacgcetgtgceictacggeggetggagetitgecttecggetgegetectecteegggcetgeaggtectgaacglgeacticggeggagagegea
ttgcctatgaggtcagcegigcaagaggceagtggegcetgtatggaggacacacacctgcaggcatgcagaccaagtacctegatgteggetggg
gcctgggcagcegtcactcatgagttageccecggeatcgactgeccggagaccgecacctiicctggacactitccactactatgatgecgatgace
cggtccattatcceegagecctetgecetetitgaaatgececcacaggggtgeccceticggeggeactttaaticcaactttaaaggtggeticaacttcta
tgcggggclgaagggcecaggtgetggtgetgcggacaacticaactgtctacaattatgattacatitgggactttatctictacceccaacggggtgat
ggaggccaagatgcatgccactggetacgiccacgecacctictacaccccegaggggctgegecacggceactegectgcacacccaccigatt
ggcaacatacacactcactiggtgcactacegegtagacctggatgtggcaggeaccaagaacagettccagacactgeagatgaagcetagaa
aacatcaccaacccciggagcccaagacaccgegtggiccagecaactctggagcagacgeagtactectgggagegcecaggeggectteeg
citcggacagacgctgcccaagtaccigctctitaccagcccccaggagaacceetggggecacaagegcagctaccgectgcagatecactc
catggccgaccaggtgetgceccccaggcetggcaggaggagceaggcecalcacctgggeaaggtacceectggeagtgaccaagtaccgggag
tcggagctgtgcagcageagcalctaccaccagaacgacccctggcaccegeccegtggtetttgageagtitcticacaacaacgagaacattga
aaatgaggacciggtggccigggtgacggtgggcticctgcacatcececacicagaggacaticccaacacagcecacaccigggaaciceglg
ggcttccigetecggecattcaacticticccagaggacccctcectggcatccagagacactgigategtgtggectcgggacaacggecccaac
tacgtccagcgclggatcecctgaggacagggactgctcgatgeciceecectttiagctacaatgggacclatagacctgtgtga (SEQ ID
NO:31)

hDAO-Hepmut7-Cysmut

algceggeccigggelgggecgiggeigecalccigalgetgcagacggecalggeggagecciceceggggacicigeecaggaa
ggcagggotottitcagacctaagcaaccaagagetgaaggcagtgcacagceticeictggtccaagaaggagcetgaggetgcagecectecagt
accaccaccatggccaagaacaccgtgtttctcatcgagatgcetgetgcccaagaagtaccatgigetgaggttictggataaaggtgaaaggceat
cctgtgcgggaagecegtgecgteatcticttiggtgaccaggagcatcccaatgtcaccgagtitgetgtggggecectgecagggeccegectac
atgcgagcactgtccececaggectgggtaccagicetectgggeategaggeccatetccacagcagagtatgecctectetaccacacectgea
ggaagccaccaagcececctgcaltcagticticcicaataccacaggctictcaticcaagactgecatgacagatgecetggecttcaccgatgtggee
ccccggggtgtggcetictggccagegecgceagtiggettaicatacagegctatgtagaaggcetacttictgcacccecactgggetggagetectegt
ggalcatgggagcacagalgclgggcactgggccglggagcagglglggtacaacgggaagtictalgggagcccagaggaaciggeicggoa
agtatgcagatggagaggtggacgtggtggtcetggaggaccegeigectgggggcaaggggeatgacagcacagaggageegeecctctte
tectcccacaageccegeggggacttcecccagecccatecatgtgageggececegcetiggtccagececacggeccetegeticaggetggagg
gcaacgctgtgeictacggeggeiggagetigecticeggetgegetecieetecgggetgcaggicetgaacgigeacticggeggagagegea
ttgcctatgaggtcagegigecaagaggceagtggegctgtatggaggacacacacctgecaggceatgcagaccaagtacctegatgteggetgag
gectgggeagegtcactcatgagttageceeecggeategactgeccggagaccgecaccticetggacactitccactactatgatgecgatgace
cggtccattatcccegagcccictgcectctitgaaatgeccacaggggtgecceticggeggceactitaaticcaactttaaaggtggcticaacticta
tgcggggctgaagggecaggtgetggtgetgcggacaacticaactgtctacaattatgattacatitgggactttatcttctaccccaacggggtgat
ggaggccaagatgcatgecactggetacgticcacgecacctictacaccecegaggggetgegecacggeactegectgcacacccacctgatt
ggcaacatacacactcactiggtgcactaccgcgtagacctggatgtggcaggcaccaagaacagcticcagacactgcagatgaagctagaa
aacatcaccaacccctggagcccaagacaccgcegtggiccagccaactctggagcagacgcagtactcctgggagegccaggeggcectica
gcticaaaaggaagctgcccacgtacctgetctitaccageccccaggagaaccectiggggecacaagegeagetaccgectgcagatecact
ccatggccgaccaggtigctgceccccaggelggcaggaggagceaggcecatcaccigggcaaggtaccecciggeagtgaccaagtaccggga
glcggagcigigcagcagcagcatctaccaccagaacgaccectggcaccegeccgtggtetttgageagtttcticacaacaacgagaacattg
aaaatgaggacctggtggcectgggtgacggtgggcttccigeacatececcactcagaggacaticccaacacagecacacctgggaacteegt
gggcticctgctcecggcecaticaacticticccagaggacccctcectggeatccagagacactgtgategtgtggectcgggacaacggcecccaa
ctacgiccagegetggateeeigaggacagggactgetegatgecteceestittagetacaatgggacetatagacetgtgtga  (SEQ 1D
NO:32)
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Fc-hDAO
MPALGWAVAAILMLQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKRKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAVWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:39)

Fc-hDAO-Hepmut1
MPALGWAVAAILMLOTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK

FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:40)

Fc-hDAO-Hepmut2
MPALGWAVAAILMLQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDWVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:41)
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Fc-hDAO-Hepmut3
MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLOQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVWVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAVWTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:42)

Fc-hDAO-Hepmut4

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:43)

Fc-hDAO-Hepmut5

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAVWTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:44)
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Fc-hDAO-Hepmut6
MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLOMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:45)

Fc-hDAO-Hepmut?7

V. TAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPCYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:46)

Fc-hDAO-Cysmut

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHE
DPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGY
FSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIF
FGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTT
GFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVW
YNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQP
HGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYL
DVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFN
FYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIH
THLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKRKLPKYLL
FTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWH
PPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIV

WPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:47)
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Fc-hDAO-Hepmut1-Cysmut

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:48)

Fc-hDAO-Hepmut2-Cysmut

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:49)

Fc-hDAO-Hepmut3-Cysmut

MPALGWAVAAILMLQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:50)
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Fc-h mut4

MPALGWAVAAILMLOTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:51)

Fc-hDAO-Hepmut5-Cysmut

MPALGWAVAAILMLQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:52)

Fc-hDAO-Hepmut6-Cysmut

MPALGWAVAAILMLQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAWVTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:53)
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Fc-hDAO-Hepmut7-Cysmut

MPALGWAVAAILMLOQTAMAECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGKEPKSADKTHTEPSPGTLPRKAGVFSDLS
NQELKAVHSFLWSKKELRLQPSSTTTMAKNTVFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQ
EHPNVTEFAVGPLPGPAYMRALSPRPGYQSSWASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQ
DCHDRCLAFTDVAPRGVASGQRRSWLIIQRYVEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKF
YGSPEELARKYADGEVDVVVLEDPLPGGKGHDSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRF
RLEGNAVLYGGWSFAFRLRSSSGLQVLNVHFGGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWG
LGSVTHELAPGIDCPETATFLDTFHYYDADDPVHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLK
GQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAKMHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHY
RVDLDVAGTKNSFQTLQMKLENITNPWSPRHRVVQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQE
NPWGHKRSYRLQIHSMADQVLPPGWQEEQAITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFE
QFLHNNENIENEDLVAVWWTVGFLHIPHSEDIPNTATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDN

GPNYVQRWIPEDRDCSMPPPFSYNGTYRPV (SEQ ID NO:54)

hDAO-Fc

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:55)

hDAO-Fc-Hepmut1

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
CPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:56)
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hDAO-Fc-Hepmut2

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:57)

hDAO-Fc-Hepmut3

MPALGWAVAAILMLOQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
THTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:58)

hDAO-Fc-Hepmut4

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY

VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQF LHNNENIENEDLVAVWWTVGFLHIPHSEDIPN

TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV

HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL

PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:59)
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hDAO-Fc-Hepmut5

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:60)

hDAO-Fc-Hepmut6

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY

VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV

HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL

PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:61)

hDAO-Fc-Hepmut7

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK(SEQ ID NO:62)
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hDAO-Fc-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:63)

hDAO-Fc-Hepmut1-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:64)

hDAO-Fc-Hepmut2-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY

VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVVQPTLEQTQYSWERQAAFRFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV

HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL

PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:65)
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hDAO-Fc-Hepmut3-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFRFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:66)

hDAO-Fc-Hepmut4-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT

VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY

VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN

TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV

HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL

PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:67)

hDAO-Fc-Hepmut5-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFKTKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWVTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:68)

14

261



CN 113785052 B .IH' HH :I:; Bﬁ 23/61 1L

hDAO-Fc-Hepmut6-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFRFGQTLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV
EPKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ

QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:69)
hDAQO-Fc-Hepmut7-Cysmut

MPALGWAVAAILMLQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPAYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLNTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVVVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLVQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RWQPTLEQTQYSWERQAAFSFKRKLPTYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQA
ITWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPVE
PKSADKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:70)
Fc-hDAO

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
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GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCLCTGLCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT
GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:71)
h - m

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTICTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTICTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCLTGCGLCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
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TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:72)

Fc-hDAO-Hepmut2
ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA

GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT
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Fc-hDAO-Hepmut3

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACccce
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:74)

Fc-hDAO-Hepmut4

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
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CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:75)

Fc-hDAO-Hepmut5

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
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TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:76)

Fc-hDAO-Hepmut6

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCcCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
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ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCGGACAGACGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:77)

Fc-hDAO-Hepmut7

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCccce
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTICTTITGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCTGCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTICTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGC CGCCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
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CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:78)

Fc-hDAO-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:79)
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Fc-hDAO-Hepmut1-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCAcCccce
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGC CGCCeCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:80)

Fc-hDAO-Hepmut2-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
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CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:81)

Fc-hDAO-Hepmut3-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACcccce
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
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CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA ((SEQ ID NO:82)

Fc-hDAO-Hepmut4-Cysmut
ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA

GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC

K155

272



CN 113785052 B .IH' FA :I:; i 34/61 1T

TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA ((SEQ ID NO:83)

Fc-hDAO-Hepmut5-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
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TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT
GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:84)

Fc-hDAO-Hepmut6-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCCGCTTCGGACAGACGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT

GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:85)

Fc-hDAO-Hepmut7-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTCCCCCCCAAGCCC
AAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTGGACGTGTCCCACG
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AGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTGACCGTGCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCCTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTGTACACCCTGCCCCC
CTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCC
TCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCC
CCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCAGGT
GGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCA
GAAGTCCCTGTCCCTGTCCCCCGGCAAGGAGCCCAAGTCCGCCGACAAGACCCACACCGAGCC
CTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGAAGG
CAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACCATG
GCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTTCTG
GATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGAGCA
TCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGCCCCGCCTACATGCGAGCACTGTCCC
CCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTCCTC
TACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTCTCA
TTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTCTGG
CCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGGGCT
GGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGGTAC
AACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGACGT
GGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCCCCT
CTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCTTGG
TCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAGCTT
TGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGCGC
ATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGCAT
GCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGGC
ATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGTC
CATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAAT
TCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGAC
AACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGAG
GCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCACG
GCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGACC
TGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAACC
CCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGCG
CCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAGA
ACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGCC
CCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTAC
CGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTGG
TCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACGG
TGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGTG
GGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGTG
ATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGACT
GCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGTGA (SEQ ID NO:86)

hDAO-Fc

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
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TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA(SEQ ID NO:87)

hDAO-Fc-Hepmut1

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTITGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
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CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA(SEQ ID NO:88)

hDAO-Fc-Hepmut2

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
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CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA(SEQ ID NO:89)

hDAO-Fc-Hepmut3

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAL
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:90)
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hDAO-Fc-Hepmut4

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:91)

hDAO-Fc-Hepmut5

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
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TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:92)

hDAO-Fc-Hepmut6

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
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TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCGGACAGACGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGA
GAACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTG
CCCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGT
ACCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGT
GGTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGAC
GGTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCG
TGGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTG
TGATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGA
CTGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCG
ACAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTT
CCCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGT
GGACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCT
GACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGG
CCTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGT
GTACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTG
AAGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAAC
TACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:93)

hDAO-Fc-Hepmut?7

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCTGCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
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GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:94)

hDAO-Fc-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
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TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA(SEQ ID NO:95)

hDAO-Fc-Hepmut1-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGLTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:96)
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hDAO-Fc-Hepmut2-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCecaTa
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:97)

hDAO-Fc-Hepmut3-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
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TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA(SEQ ID NO:98)

hDAO-Fc-Hepmut4-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTICTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
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TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAACGAAGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:99)

hDAO-Fc-Hepmut5-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCAAAACGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
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GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:100)

hDAO-Fc-Hepmut6-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCCGCTTCGGACAGACGCTGCCCAAGTACCTGCTCTTTACCAGCCCCCAGGA
GAACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTG
CCCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGT
ACCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGT
GGTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGAC
GGTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCG
TGGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTG
TGATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGA
CTGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCG
ACAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTT
CCCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGT
GGACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCT
GACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGG
CCTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGT
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GTACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGT
GAAGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAA
CTACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCG
TGGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCA

CAACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:101)

hDAO-Fc-Hepmut7-Cysmut

ATGCCGGCCCTGGGCTGGGCCGTGGCTGCCATCCTGATGCTGCAGACGGCCATGGCGGA
GCCCTCCCCGGGGACTCTGCCCAGGAAGGCAGGGGTGTTTTCAGACCTAAGCAACCAAGAGCTGA
AGGCAGTGCACAGCTTCCTCTGGTCCAAGAAGGAGCTGAGGCTGCAGCCCTCCAGTACCACCACC
ATGGCCAAGAACACCGTGTTTCTCATCGAGATGCTGCTGCCCAAGAAGTACCATGTGCTGAGGTTT
CTGGATAAAGGTGAAAGGCATCCTGTGCGGGAAGCCCGTGCCGTCATCTTCTTTGGTGACCAGGA
GCATCCCAATGTCACCGAGTTTGCTGTGGGGCCCCTGCCAGGGCCCGCCTACATGCGAGCACTGT
CCCCCAGGCCTGGGTACCAGTCCTCCTGGGCATCGAGGCCCATCTCCACAGCAGAGTATGCCCTC
CTCTACCACACCCTGCAGGAAGCCACCAAGCCCCTGCATCAGTTCTTCCTCAATACCACAGGCTTC
TCATTCCAAGACTGCCATGACAGATGCCTGGCCTTCACCGATGTGGCCCCCCGGGGTGTGGCTTC
TGGCCAGCGCCGCAGTTGGCTTATCATACAGCGCTATGTAGAAGGCTACTTTCTGCACCCCACTGG
GCTGGAGCTCCTCGTGGATCATGGGAGCACAGATGCTGGGCACTGGGCCGTGGAGCAGGTGTGG
TACAACGGGAAGTTCTATGGGAGCCCAGAGGAACTGGCTCGGAAGTATGCAGATGGAGAGGTGGA
CGTGGTGGTCCTGGAGGACCCGCTGCCTGGGGGCAAGGGGCATGACAGCACAGAGGAGCCGCC
CCTCTTCTCCTCCCACAAGCCCCGCGGGGACTTCCCCAGCCCCATCCATGTGAGCGGCCCCCGCT
TGGTCCAGCCCCACGGCCCTCGCTTCAGGCTGGAGGGCAACGCTGTGCTCTACGGCGGCTGGAG
CTTTGCCTTCCGGCTGCGCTCCTCCTCCGGGCTGCAGGTCCTGAACGTGCACTTCGGCGGAGAGC
GCATTGCCTATGAGGTCAGCGTGCAAGAGGCAGTGGCGCTGTATGGAGGACACACACCTGCAGGC
ATGCAGACCAAGTACCTCGATGTCGGCTGGGGCCTGGGCAGCGTCACTCATGAGTTAGCCCCCGG
CATCGACTGCCCGGAGACCGCCACCTTCCTGGACACTTTCCACTACTATGATGCCGATGACCCGGT
CCATTATCCCCGAGCCCTCTGCCTCTTTGAAATGCCCACAGGGGTGCCCCTTCGGCGGCACTTTAA
TTCCAACTTTAAAGGTGGCTTCAACTTCTATGCGGGGCTGAAGGGCCAGGTGCTGGTGCTGCGGA
CAACTTCAACTGTCTACAATTATGATTACATTTGGGACTTTATCTTCTACCCCAACGGGGTGATGGA
GGCCAAGATGCATGCCACTGGCTACGTCCACGCCACCTTCTACACCCCCGAGGGGCTGCGCCAC
GGCACTCGCCTGCACACCCACCTGATTGGCAACATACACACTCACTTGGTGCACTACCGCGTAGAC
CTGGATGTGGCAGGCACCAAGAACAGCTTCCAGACACTGCAGATGAAGCTAGAAAACATCACCAAC
CCCTGGAGCCCAAGACACCGCGTGGTCCAGCCAACTCTGGAGCAGACGCAGTACTCCTGGGAGC
GCCAGGCGGCCTTCAGCTTCAAAAGGAAGCTGCCCACGTACCTGCTCTTTACCAGCCCCCAGGAG
AACCCCTGGGGCCACAAGCGCAGCTACCGCCTGCAGATCCACTCCATGGCCGACCAGGTGCTGC
CCCCAGGCTGGCAGGAGGAGCAGGCCATCACCTGGGCAAGGTACCCCCTGGCAGTGACCAAGTA
CCGGGAGTCGGAGCTGTGCAGCAGCAGCATCTACCACCAGAACGACCCCTGGCACCCGCCCGTG
GTCTTTGAGCAGTTTCTTCACAACAACGAGAACATTGAAAATGAGGACCTGGTGGCCTGGGTGACG
GTGGGCTTCCTGCACATCCCCCACTCAGAGGACATTCCCAACACAGCCACACCTGGGAACTCCGT
GGGCTTCCTGCTCCGGCCATTCAACTTCTTCCCAGAGGACCCCTCCCTGGCATCCAGAGACACTGT
GATCGTGTGGCCTCGGGACAACGGCCCCAACTACGTCCAGCGCTGGATCCCTGAGGACAGGGAC
TGCTCGATGCCTCCCCCTTTTAGCTACAATGGGACCTATAGACCTGTGGAGCCCAAGTCCGCCGA
CAAGACCCACACCTGCCCCCCCTGCCCCGCCCCCCCCGTGGCCGGCCCCTCCGTGTTCCTGTTC
CCCCCCAAGCCCAAGGACACCCTGATGATCTCCAGGACCCCCGAGGTGACCTGCGTGGTGGTG
GACGTGTCCCACGAGGACCCCGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAC
AACGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACTCCACCTACAGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGC
CTGCCCTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCCAGGGAGCCCCAGGTG
TACACCCTGCCCCCCTCCAGGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGA
AGGGCTTCTACCCCTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCCGAGAACAACT
ACAAGACCACCCCCCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGT
GGACAAGTCCAGGTGGCAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCAC

AACCACTACACCCAGAAGTCCCTGTCCCTGTCCCCCGGCAAGTGA (SEQ ID NO:102)
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ANiEHEE (HSA) , HARFF

DAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCPFEDHVKLVNEVTEFAKTCVADESAENCDKSLHTL
FGDKLCTVATLRETYGEMADCCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKK
YLYEIARRHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLKCASLQKF
GERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECADDRADLAKYICENQDSISSKL
KECCEKPLLEKSHCIAEVENDEMPADLPSLAADFVESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSWV
LLLRLAKTYETTLEKCCAAADPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKK
VPQVSTPTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVWVLNQLCVLHEKTPVSDRVTKCCTESLV
NRRPCFSALEVDETYVPKEFNAETFTFHADICTLSEKERQIKKQTALVELVKHKPKATKEQLKAVMDDFA

AFVEKCCKADDKETCFAEEGKKLVAASQAALGL (SEQ ID NO:103)

hDAO-H t4 Asn1 In

MPALGWAVAAILMLOQTAMAEPSPGTLPRKAGVFSDLSNQELKAVHSFLWSKKELRLQPSSTTTMAKNT
VFLIEMLLPKKYHVLRFLDKGERHPVREARAVIFFGDQEHPNVTEFAVGPLPGPCYMRALSPRPGYQSS
WASRPISTAEYALLYHTLQEATKPLHQFFLQTTGFSFQDCHDRCLAFTDVAPRGVASGQRRSWLIIQRY
VEGYFLHPTGLELLVDHGSTDAGHWAVEQVWYNGKFYGSPEELARKYADGEVDVWVLEDPLPGGKGH
DSTEEPPLFSSHKPRGDFPSPIHVSGPRLYQPHGPRFRLEGNAVLYGGWSFAFRLRSSSGLQVLNVHF
GGERIAYEVSVQEAVALYGGHTPAGMQTKYLDVGWGLGSVTHELAPGIDCPETATFLDTFHYYDADDP
VHYPRALCLFEMPTGVPLRRHFNSNFKGGFNFYAGLKGQVLVLRTTSTVYNYDYIWDFIFYPNGVMEAK
MHATGYVHATFYTPEGLRHGTRLHTHLIGNIHTHLVHYRVDLDVAGTKNSFQTLQMKLENITNPWSPRH
RVWQPTLEQTQYSWERQAAFSFKTKLPKYLLFTSPQENPWGHKRSYRLQIHSMADQVLPPGWQEEQAI
TWARYPLAVTKYRESELCSSSIYHQNDPWHPPVVFEQFLHNNENIENEDLVAVWTVGFLHIPHSEDIPN
TATPGNSVGFLLRPFNFFPEDPSLASRDTVIVWPRDNGPNYVQRWIPEDRDCSMPPPFSYNGTYRPV

(SEQ ID NO:108)
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