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The present disclosure provides, in one aspect, specific doses of an ENPP1 agent for in vivo treatment
of Diffuse idiopathic skeletal hyperostosis (DISH), Ankylosing Spondylitis, and/or Spondylarthritis.
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%12 - 44 89 HEHRHED)



202342103

[0067] 8 B/NE# DNA HY Sanger JIFHEETEE 3 19
ENPP] SN ESHEGHE - BMAFEKER 1 &5 ENPPl &g
c.536A>G > {H5 —{F ENPP1 &84 c.1352A>G AT RAFEBIER 2 d > 3£
HTHESESHE -

[0068] 9N T ENPP1 GV IRRFIM TR BB A AL
H - ENPP1 {4 E & HE(CD) ~ B RE 45 B (TM) R B Wi B 4 & 39 &0
ZESTEL(SMBL AT SMB2) + {6 (b 465 I8 R 2 B T 48 40 8 I3 4 1k 1 40
SNEEREIAE R - N179S8 R1 Y451C S Bt SMB2 F{# L4 & & -

[0069] 10 R T WT ~ N179S8 1 Y451C 69B /S LLE -
ZEH WT ENPP1 MHEL » N179S F1 Y451C E 84 RISE T E 55%F 70%
WEERIERE TR - RPEBE R R 8 Mg i Bl - #x**.
p<0.0001 -

[0070]) 11 R T B4R ENPPI H8ZE H (SEQ ID NO: 1)/
SR RMTHEERFY - MENEEERM TESETR - BEN
N-MEEARA B L B HE SRR - PSCAKE (BB£: 99-104 5 FIEN)E A H
ENPP1 EHH o HYAERL » A SMB1 (5EE 104-144)F1 SMB2 (%
H 145-189) o

[0071] 12 R TEEBEHEENK TEE09HER 5 ENPPI
4SEERY WT A1 Enppl*s /NE P AYMMEE PPi (Y FE(E 12) - *P<0.05 >
**P<0.01 ; (FFZE2DHT » Kruskal-Wallis #5Eg) o

[0072] 13 ERTEBEREENE TR EER S ENPPI
fERR#1118 AI#2000 435ER9 17 BHERHY WT 1 17 HEHY Enppl1°s i
MNEFHEEFEENAGRENRKIE - BEE 1118 %5 3 BB
FIEGEE—R > THEEB#2000 K5 5 BREAFELE - - B CT
EGENERETEERA2000 " EEFEENBERENS R L BF
LAg#E 1 mg/Kg BIE4 %0 Enpp 1** HEMEFIMEME /N E R &R /R BAAE -

[0073] 14 B THESEREBEENE THE09EE % ENPPI
#1118 FI#2000 45280y 17 &Y WT 0 17 BHEE AT Enpp 1% i

% 13H > 89 HBUTRAES)
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MANETHNERESFEENMARENRIE - BER#L118 15 3 ARA
HEGE—R > MEBEEBH#2000 5 5 BRBEREGE R - #EAMCT
EGE AR ETEERA2000 PEHZFFENBE B ENTR 1 HE
DIE#E 1 mg/Kg Bl E45 28209 Enpp1®* FEtEFIME /N B R &R /R AH A -

[0074] 15A-15B R T ESEAEEN KT B 2 1Y 5 Bl 2
ENPP1 FEZEAE#1118 FI#2000 45%Efy 17 EESMN WT M1 17 HEHW
Enppl* /NEFHIEBISRE R IE - HBERBH#1118 1855 3 ARKET B
—R  MEERE 2000 BEERRE S BERAETEGE R - FIBFHEEMN
ERE > 58 2 mg/Kg BIEA/Y ENPP1 fEER#1118 > DIREHE 0.5
1 mg/Kg HIEH ENPP1 #2000 - 7] LATER; KR (8 kHz) & E A HY
EHEE - AERE BEESTE | mg/Kg BB %R ENPPL R
#2000 1 » 7R S FHEE (32 kHz)J ENPPI GRZBIYIAVER DI E -

[0075] 16 B8R THEEBEAEENE TEIENEEEC ENPPI
FEZEAE41118 FI#2000 B9 WT FI 17 BBy ENPP1*s /NE Ay = EH
FGF23 KE - fEEB#11181E5E 3 ARBTHESE—ZO MEBER#2000
BEYRE S ERREHEGE X - BiBEER > E8EMN 1 mg/Kg
4 mg/Kg 455205 > ENPP1 BER#2000 B{EAIFIEEAY FGF23 - 4t
B2 HE I M L T 2243 HT Kruskal-Wallis I3, 0 #8123 %% Dunn H93E
BOMREAEE WT K PN ER(BERETEZ0M) - SsrEFEWA p
BHERR > WAL TEE @ *p<0.05 » **p<0.01 » ***p<0.001 >
#x5%p<0.0001 -

[&EEI75]

[0076) ==

[0077] ARAEFHEANMEREEEABEATNETRTNE
BEMEEANEBS R TEAEELREETHNERE R - REMBEET
EER I E R E A T T TR AR R ER LA EBEN ANV
AR 07 05 P R anf BUERIE B MR AL BRSNS & - i sE R E A EE A

%14 7 - 4L 80 R(BHHRHAE)
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HEEE BRI HZMEE E!’JE%'”’J:TIEIMEW%%
(0078 #0ASTATA ﬁhun "DISH , ZHEHEMEEEEEENE
fiE - WHRE R Forestier R » 2 —BUASENHEERBHEEN S
B% [&E Bt (Resnick et al., Diffuse idiopathic skeletal hyperostosis
(DISH) - Forestier's disease with extraspinal manifestations,
Radiology. 1975;115:513-524) - DISH Z 8 N EE S (L (&8
RIKEFEEENSHREROENNERER(BLE) - BEBENE
BE—EEHTETURRFMNEENTFER)  HUs5ERE &
{EFIVEEE TR - B8 AP B R8I AL 815 45 4 ik (FILIE R i
”) BRI SEASEEEBRZENRGYRER - BFY
W AL E B AR (8 B B 4 fE )(Pillai & Littlejohn,
Metabolic Factors in Diffuse Idiopathic Skeletal Hyperostosis - A
Review of Clinical Data, The Open Rheumatology Journal. 2014;
8:116-128) - ZRKNFZ—E T HEHNERENFRERTIBERAMN -
RN EE  BEEFLERPEEEH  HIWERFEME - B4
FRENLRER  MEETR - RBEAR - EEHE - B3 - BRIz
EREST A AL - E—SEFF > SEERE - BE - HE - A -
S B8 ~ FFIIE (Helfgott, Diffuse idiopathic skeletal hyperostosis
(DISH). UpToDate. June 7, 2017) - DISH 3t [F145 M K /50 i IR +E
AR B9 B M A M S5 e A B (b B S A TR TR0V 45
b AEHEREE Y (peripheral annulus fibrosus fiber)AYiB4L - 484
HEAYRISMAE (R > MERZ > BERTFHRRE  HEIRE B
R EEMEEL 0 M - AR/ REREEIRAR 0 SRR

SRR EMESERX R/HEHEE -

[0079] DISH FH KM HS B HEBES L MEENTE
ZE(FI) » HIERATHE(Mader et al., Diffuse idiopathic skeletal
hyperostosis: clinical features and pathogenic mechanisms > Nat

Rev Rheumatol. December 2013; 9(12):741-50& Nascimento et al.,

%15 H - 3t 89 H(HHREE)
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Diffuse idiopathic skeletal hyperostosis: A review, Surgical
Neurology International. 2014; 5(Suppl 3):S122-S125) - i DISH

NEREHERZLEEANRPAEE -BMUEM - SR ERME - FBER
F - SRBEME - MAEEEL - S - ERBARERAFERE - DISH 7
BEERN  FEEBLAT  @ERBENHZEGETZEH -
[0080] DISH 2HiZEEAMAVET LA BRRK - R R KE
e ER BB A B > 50 bl R B ML s DISH BB RRS RIS
25%F1 15% o hoh > EHAABEFRTE 6.3%  F£ILEF 25%NWERITH
SR EETHELS OPLL WREREFREB KD &P LB ETHESE-
TE AN B i R BT MRS5S DI B EOF 5 B IR A BT R 5 EERY B IR A
HREMEE - MILEANBEREERBRENRBENES - BREEEHE
FI NSAID W{R<FIEEMAERBEEHMERN  BREEA YR ERHALE
SERBENETHERL MAYERBINERERMCEENRREAN L
E’/“ o TR RN ES RO h A mE4E AR - A2 OPLL FHIALBE
EREFMAERREPBERTEENEEHILZESE RO A
7’% 70%F1 24%) « AL - BR T REMRBE RIS - A SEET Tl 78 -
[0081] #nACFTH » B4 DISHHZHE - 226 & DISH
2% - DISH W2 B B IR U 2 R /B EEPREE R » Wil Resnick H
Niwayana B - M EENRA & BHITE2E8 DISHNE—RAE
A& ITR - sHERETE G (CT)F R AR HEE 48T 2
HHEERE  |BENFRNEODEMNSIENER EUGZERERE
MEEAE R B OPLL [& 4 F 2K (Artner et al., Diffuse idiopathic skeletal

hyperostosis: current aspects of diagnostics and therapy, 2012,
Orthopade. 2012 Nov;41(11):916-22; Olivier:i et al., Diffuse
idiopathic skeletal hyperostosis may give the typical postural
abnormalities of advanced Ankylosing Spondylitis Rheumatology
2007 Nov 1;46(11):1709-11) - FZig=/D 4 [EAHAMEF (B 3 (EHE
1 A% 22 ) BY RO AR (AT HE 81 7 ) IR AR R BNV $5 L FB (b - W R B MERE R

%16 H » # 89 HEWRHS)
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=¥ > KB DISH - £ DISH BEWNHER M CT & T RAyat:
A% i+ S Y #F 8 (Radswiki & Baba, Diffuse idiopathic skeletal
hyperostosis. Reference article, Radiopaedia.org)41 T -

[0082) Ik PR il 1 25 FE S5 4
- MENHYEAL ¢ S /D TU{E A #B BT HE B A T 0 B A BT AMETE TE AR Y

(florid) s #F 1k
- BEMBERTERF
- IR E LR S ERE T Y R
- EERTE
- RENFEF o UAEEHBEEREE
- EHEEAR R ERGTRE BT TATEREHEEE - %
% > HLBE R w8 10 -

PR M 5 A SNRE ¢
- FERE  ABFEEIFRE AR R BR
- EEHENB S ENERIER(ES - BE > BRI -
- TSR ) BB B W (enthesophytes)

[0083] 3k BR it ARG R A5 1
- K
- 75 B &R E RN
- —EB B E P E TR E e i

[0084] ZE—iuE @+ > DISH & HBER » T ENBREHERE
A BENESNCEHEE) TR - SRRE(HFEEESE) - &
EEME -~ BT - SRR - EEME R - A BRI B L
HEEG TREE - ZYER - FESESIENHEARAGER - SIEE
BEIME(EBLME HEE) R/ X EAERESRE N — B SE .

(00851 T FLBE s (RE 1B > enthesis) | 52 R B0 )% BB I 82 9 28
fir » REBIRUEGEE : ZENEESHESE b sdmen
Al FE (B2 4N A (tenocytes)) AR » 6 B iy [ B0 11T BB EE GRS

B1TH » 3 8 H(BRHRES)
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A B ) RFWEERE - HEERFHARER - L HEH TEA
NEBEREANFEELFEER BENGERT  BHEXEKEAR
7w THA NAEN X ABRECHNEEESEEER ) DIELF > #H
R 4nRE - BARRR AR S RE R B B 1 ABEREQ WK (Calejo
et al., Enthesis tissue engineering: biological requirements meet at
the interface, Tissue Eng Part B Rev. 2019;25(4):330-356) - A}t >

JLEmARRT —BILAFTRER ETUEMERRA N ENES ——E
o B (JIE FE 1 S AH ) B B (R PMETE 4R 48%) ~ M B L SE IR 4B 7 (Calejo
et al., Enthesis tissue engineering: biological requirements meet at
the interface, Tissue Eng Part B Rev. 2019;25(4):330-356)  {E£i=1H

R ENEABESEHEIR B EDE S Wik Bay E s M
NN 2 EAAE RGN Z WA B R E £ T © (Genin et al.,
Functional grading of mineral and collagen in the attachment of
tendon to bone, Biophys J. 2009;97(4):976-985) - {EfEFAM"FEE& » T
REBRSG®HZHNROMEYEEWIN EEE TESELNVRE
(Genin et al., Functional grading of mineral and collagen in the

attachment of tendon to bone, Biophys J. 2009;97(4):976-985) - HI.
Bl LAV R E R X EBAME T B (Deymier et al., Micro-
mechanical properties of the tendon-to-bone attachment, Acta
Biomater. 2017;1(56):25-35) » [ MR/LAVER R0 IRV EN IR A0
25 30 4P B N 58 B N B (Marinovich et al., The role of bone
sialoprotein in the tendon-bone insertion, Matrix Biol. 2016;52—
54:325-338) - H L - MR E WAL - DUE 2R LB I Y A% EE AR
PEfE ©

[0086) #iASCFRAD » TREMAER  SiE—TEWER L5
ENEEMENREXE BEZEFEESANERR - RRENE
B AE B IR MR AT - B S AR AIRIE R E R D R B A
- SR BERRYRTISEMN - ReBEE RN HERERmEE -

5518 5 » 4k 89 H(BHHREAE)
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[0087] BEREUARXNKRETT BN LTS EEEE
SRENESE FEREBENAAERN A EOHBESE > R HLA-
B27T iR - REAKFI WA A ZEEEREMREEBIE - 2HBEEAR
ER > WEBEZHEMMBNAN R REMSEXE—BmERE
HE R BERZENABE TG FEERR F(ROFENGEE - BH
MR ERXRHECHRER L - AETEREEY AR - EE - WHEE
5 ARER VBB TR - £ ANEEYEE NSAID - JEEEE -
DMARD (1 20790 S i ML 08 ) 1 4 ) B/ (40 TNF #1408 - fr A AJEH A
H 0.1%M 0.8%MAREEE > Hh@mEESEEFRNREAN
e BUENMZHESHZEEE AW > LB EETEHE S E
AERE -

[0088) nARCETAH » T&BIEX | 5 7 SpA | WEMENHEE
AE(RRBERA IR ~ FEER) - B ERET MRS RE - BRIIERT
DLge % > MATE&EER -~ SR RMREMSR - HLA-B27 2T EME
HEBEER - 2(E SpA HELENBRERE 0.1%% 1.9% > EXEE
FMNEBRZHEEEEZE - FSEBRFERE RS NSAID)EIBRER
FAER A RS BEFRMEREE - BB EEB N EMEY(Q
5Pl TNF 224 (TNF [HETHDFI BT IL-17 884 (1L-17 BHETE])) ¥ NSAID
NIER ST EEZEEI -

(00891 " ENPP1 I | 8945 BE R 2 5% (5 K /5% 1 48 o
ENPP1 Bg/&PE/KF R/ - ENPP1 BifE 2 RAVE(EIEREE » HEE
ENPP1 By ENPP1 BEHMIIEZRES|HE - ENPP1 ERABEES
HAM/IEEREFEMBIBRBERE IS, - ENPP1 H 44N
ATP AL B g B R B B (PPiI)F1 AMP -

(00901 #H% 7 ENPP1 ZLRAEY M ES(RIEMN , » NUWAXFA
THEFY ENPPL ZREY T BEEMAT ) 2 B EEH ATP K25 AMP I
PPi K /8iR: AP3A /KfER ATP fYJEM: - ENPPL 5% ATP /KEE
AMP 1 PPi-{FH ATP {E 2B &€ ENPP1 /25 Michaelis-Menten

19 | » £k 89 H(BHERIAD)
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BB - FTDUEBEE(E K fEAY HPLC 3 #T=5 9 ENPP1 fE ATP - W 2
WEMA ATP - AMP fl ADP B mEREENREEYNE WD - £F
£ ENPP1 W9BRT » ATP BREBERNEESE  WERBEEY AMP By
ER - HAAERER ATP BE » f£FE ATP YEIL TE L ENPPI
HYEI 4R R (rate velocity) Wi BB B S B M & LU R HEBBERERER -
FELEH pH AT - NPPL (9B /TS H R BR Ku= 2 pM Al keum 3.4
0.4 5!

(0091 AR FrEfARIMTEE " MAEERIRE B (PPi)KF ) 2HEH
YR EENEREENE - EEEERE T HYEERE b
B R AE - 4E - B M/MRIVER - Ao BN E MR
FRIMBFFR PPi- FABEAE PPI A BEhZ—BEMKRE-Z6H
M % & E(UDPG) B B (BB AV BG A 5 B8 (Lust & Seegmiller, 1976,
Clin. Chim. Acta 66:241-249; Cheung & Suhadolnik, 1977, Anal.
Biochem. 83:61-63) » EFEX -

[0092] @WEERLT BEAZHENME PPi KPHEELY 1
M E| 3 oM 2R > FE—EEH T 1-2 pM Z [ - MmEE$ ENPP1 AYIE
BEAXFEEERERZAEPEFODRERRECPHLER KFAEHEN
ENPPl EEME - BE AN PPi WIEE/KFEHER 2-3 uM - BF
ENPP1 #hfEHYZ R FHRELE PPi /KF - HEELEEEKPFEIDE
10% ~ EEIEEKEEZDEK 20% ~ LEIEEAKEZDE 30% - LEIEE KF
Z/D% 40% ~ LRIEE AKFEZEDE 50% ~ LEIEHEKEZEDE 60% ~ EEIE
HAKFEEDE 70% ~ (EEEKFEDE 80%REES - EREHF GACI
FyEET S PPi /PR 1 uM > FE— 55 FEF T A A RY 7K
FEH PXE AYEZFHF » PPi /KK 0.5uM (Arterioscler Thromb
Vasc Biol. 2014 Sep; 34(9):1985-9; Braddock et al., Nat Commun.
2015; 6: 10006) -

[0093] A ETH @ fi5sE TR EMEES(E ) RIS I5HE B RAVKE
B AR EEPNRERENEEREEE - ERERA  #44F

5520 B 4 89 H(ZHRWEH)
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SERISE T 4H 4 AT S B R B ML MR EB S LS EER
IMBKFFE (BB AE) - B4R ST B N AT - BT D
R IR DA R RSN R AR 4 A L B R O R R S A B R B R
BB - BB ES I — A BN ERaE  TRE—— SRS
FRE - BRI > R o BE SR B ARAR -

[0094] AR AMME BEEBL 2EEIEE AGNHAS S
REBE R REREEENESGES T EATOREERY - HiESy
BNESRNBENRE B LORSEEE : KRB LESELRT
PR EE B EABLES LG EB P NASHARNT
FIEAL 5 (b4 M B b (metaplastic ossification) &1 IE ¥ (Y # B 4 7
FELEEYE  hUEBEL

(00951 ENPPI1 &7 5[5 | RISH B ZHE MM HHI ENPPI KR
RENIEHEKTH 5%-10%895E - A2 E+ ENPP1 HJIE% K
SPREFE 10 E 30 ng/mL 2 (Am J Pathol. 2001 Feb; 158(2): 543-
554) o

[0096] ™ 2 Ar 454k |45 DL 5% B 7 4R 4% o A9 v B0 0k 0758 B0k 4 8
BB A ERSBONEE -

(0097 T #raB @ BOL85(L , RISR B ENEYREAL B Bk
PR E R STE (LB AR  REBRA - BRENR
B /S5 AR - TEIIRESAL | RIS S AT EIRALL B R e e IR
R/ BB RS ) R Air $5 4k o BOAG$5 10 S B R S8 RS R AL BE BRI & 4B L0 LS
209 B BE 0 ~ I M B A B VA PR R B > DA R I B R T 1 R
] H9 B B B 0B B -

[0098] TERAR#5(E BISHECBRIWELSEL BRSO TE
AR B9 551 36 R A6 T 37T £ T 4 B R 7 R S R B R SR o

[0099] T HRE 5L RIEHMAERE LG FHREEIE- =5
$ERN > SENESERANEE B0 E0BBETSE - ke
HALEB AR - BRF - XL BREERENSEER (SR

21 H - 3t 89 H(RHERHEE)
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CKD)BRf - IKEHSLHNEEFERARLOESENESER T © IkE
FLEEESELSENEE BREREBKGLEFERNVIKESLER
= HoHE RV ERSS L -

[0100] T §$5/L J(BC)BRIEIEFFEMAVHEHHEE LK FHMHE
il YR M B BEFAE BB E T HIIR#R L BRME T HHE&RE
WE - JEELEERSEERENSEETERAGM > BEERESE
B SRR MEXERR  HeRR  MESRS  MEE/RIEN
53 AR IE °

(01011 DRGSR ESHIIBEY(JREEEEMBEYE)E
Do BB A B BT 40 E B AR 4H SR AR IR B AR E G H VAR R -

(0102 MANFTH  "HYWEFEREMBD), ZHEUEEHEK
FEFABMRTHNBKEAEAFENER - RYENFEREE
#EEEE CKDA  MHEEASBERENTNEATRERBA

[0103] MANFH M  REUHFERRE ) REFHERRE
HIBREIEE:  HBEE U R ERZIBN/EERNEERARTE ¥
REREFEESRE - E - AFRAMVAEEZEL -

[0104] THERD  ZRUFEETERBHHENERRE  SEH
RS EFAETNERE I - SRERERERE  ERHEERTPRY
BRETRICEETRE - B 2EBRENELEERE D REB(TEEEENT
Y - 5] 6 2 BB E M 4R & BI5 THEAY) A1 B B FE 5 R I Bk B B /K S RY A
FESIRERY o FEALA & E B Z & ¥ s ry B o & EEIEMR
BEEFBEHNANES - BRERE - TERBENPAKE -

[0105] #AATA > "HERERNEERD ZHEETHEREY
BEEERNEENRE - —&KH > FERVEENETREVEEET S
BAE-1.0 M1-2.5 Z2f - FEBDURAMEARE > Sl T ERKT E R
iE - HPEREEERIE  BEREFTT -

[0106] #ASIATA » T REEBIHEL(OPLL) , BIEEH KT
HRAGBLNFEECEEFRER)NE - RN EELREEFER

22 H - £ 89 AEHRHED)
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A WERSENEITR SR AR EEEER - SERNER
BAETTE R B DR G BT BE B Pe Gl PR 8 - OPLL 7 W] A 2 3 v KK AR %
B EHER - SHERRERBEEY - BY - FERT99%E
FIFEEUmA - OPLL 84 DISH R » W &A¥  OPL » Bt R A% 4t
B MABRFEEEEERER AL %Y DISH -

[0107] OPLL S[#EAVEERIEMRM BB T B R  ()EER A
MRG AL TEESMEE L KGR hAERER  2)EmE
WA R DRARMEE RN )M E > S AERBEREEL -
OPLL RHif % RAVENGEFOVRE BRI - UREH - BE
HEETIREGRIBRTER - TR IR TRER - M0 8K - OPLL FEHIfir
TEBH SR ERAE > BHRR G (MR RIS B4 E k& (CT)E 5
MER R TSR 8 OPLL W2 B fITE RE 22 406 -

[0108] OPLL £ EAEMKNERTA FRLE  FlEMAZ PR
EREREZ BRRNEH I THREZERNERTEFINE 58
RBEAREREN SRS EREENEREZFLOERE - BRrgEE
STFREBENR  BRFWERENTEAEEY - BER%ELEROR
RERNERNVESFEEEEETAERE -

(0109] HA#ERAELN OPLL A E B R HIEEE FGF23 (WA S
(Kawaguchi, Y., et al., Serum biomarkers in patients with
ossification of the posterior longitudinal ligament (OPLL):
Inflammation in OPLL. PLoS One, 2017. 12(5): p. e¢0174881;
Kawaguchi, Y., et al., Increase of the Serum FGF-23 in
Ossification of the Posterior Longitudinal Ligament. Global Spine
J,2019.9(5): p. 492-498) » B 2% F I HE X 7§14 5% B 58 I fE (X LH)
FIRE 2 G e R 1 IR M B B M £ (B (ARHR) B9 L 35 3R > iE B 9%
REHE DISH M OPLL JEMIAYE IR EER - IEE IR0 » FGF23
(TR EBBRENE)EL EEROZ B TEERRER > A
M > FGF23 Fh-w& K/ B BE B e K 0T AE 55 23 10 (- BOR S Bs 1E B (L A A8l

B2 H 4k 89 H(RUIERHED)
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WARER

[0110] 4IASZETAGY " & E R m s B B En SR HEmK
F R B K PR BV ER (R EME) - BiREEEYE - AHE
BRIOTENEEFPRZHEZ - ¥ RNE  BE2H PHEX RIS
SR - HMt o sE BN EREWENERKEE CLCNS ~ DMP1 ~ ENPPI »
FGF23 f1 SLC34A3 £ [ - 78 {514 6 i 4 1 B8 4= 1) 48 78 B9 Lt RS ORDUiE
R EIERE S B RS (B R (craniosynostosis)) I G - 2
EERE SN NRARSNFEENEE FRERGELER) -
FERAT EHBENENSEERBLFRENERKL - Z—EF
REAN B N EE &S RIE(HHRH) /Y 35 & Y {5 1 & 5 5 1% H
B HPR T EBBREMESNS  EERENFEEERKRRFTEHKE
$5 EY BRI (= #5 PR AE)

[0111) #anA&SCFETA » "X EHREE R 8 MmE (XLH) |, @ figsE X &
$5 16 Bl B B 1M (XLH) - 8 Ry X SH B M (R M BR BE B M ) B > B0 X
HHGEER D AR - & X EEEERANEEREFRL)
HAXSHABRNWEBELAR AAMAEERD LAEEGEE -EY
DB ERER  BEEMEB/NIBAR(SER) - B8 PHEX R
FI(Xp.22)HY R B RBE R PHEX BEHRYKTERER

(0112) WA FTRA > "E4eREHEHEEIEMNSER 2 &
(ARHR2) | B EHMBRENE - @B EK/EFTRIERERER AR
BB B R e BN R IR R - O AR R M W B B M R 2
#I(ARHR2)ZH ENPP1 BN SINERKEESIRE -

[0113] WAXFETAH > "HRACREHEMBEERBREGTER
(ADHR) | BRIEEERNEEEER  EFPRRFHERENVEEZEIEH
BRVEFRE(WER) - BEMTEREE - ADHR Z2HESGCHARE R
KF 23 (FGF23)RYZEE 5[y - ADHR R HERBERBELZE - M
BRR/BEERL - BEZE(1,25- TR EgEA R DI) KRN - B
B E SR RRMIEREHEE - FGF23 MESEZEAEEREMNAR

24 H - £ 89 E(RHREE)
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WEHIGSE - R8T FGF23 Y4 WiE 1k - FGF23 228 By E i
5 R D T AT b /N E A BE TE I 7R T b B9 8 B 3% 828 88 (sodium-
phosphate co-transporter) NPT2a fI NPT2c WHEH » B T S u e
BEOHFE

(0114] "1 fn 5 B% B 1 49 B J(DLRTHE B 48 4 2 D Bk (o B%)
& B H A IR T B K SR A EREIEE i (painfully) R AR
SEMAER - ERTECEESSHNETETRBE  SREE 5
HEE BRERTR  REME/N - F—S2EENBE T FHEY
MR ZEFERMERRN > EHEETRH - ASHEERESHAHES
FHMEERY  FEEEEEMNEEWR(EHEE (dolichocephaly)) -

(0115 A3CFTA » iff3E TENPP1 &4 |, E45H 5 ENPPI
ENE—EHEHRERERL > AR TH ENPPI BERIINEREF R
MELFRNEREY U RFER IENBERE - M7 ENPP1 BHE
RS H PAETR — A E LK PPi K EFRE S (LA B - |
DISH (R #M S HRRENREREFRLEE R T 1T L% ENPP1 &
BEHRRARM 0 K/EHESE -

(0116] #RKRLHMERKR BMEEREUTH SEEYNT
RERNEE  ERBAEERLHDERN/NERTERR HE LR
FI 8 R R ERIn SR - BN EE B Ear BT ERESERER
MEEERS  URENREFWEEEAZEYE BEHERET 4y
EEFNERRE - BEESTNEERAEL T B EyhEEERE
fFRMNER EhEARNEEN R4S EARNEZEHSBESMER
NHEGCHEARUES T AR  BEHFATERENEBSMNER
AR BB TR A e > RMEHEER IR EEREY -

(0117] 41> 24533 ENPP1 #J N179S ZEg 25 ENPP1 & (9 £
IRERKS - B N179S ZE S 9B # H 22 % ENPP1 N7 F &5 PPi
EETERE - AZHAR T N179S RSB FKERE DISH KESEFE
BIFAERT B E R BB WHEREER TP TE S DISH {5 S5 %ZE

F2H A9 EEGTRED
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FAE R R /B [ A I8 (AT E

[0118] EfE > EE283H ENPP1 gy Y451C ZegE B 7 ENPP1 B HY
iEEEk - B Y451C s B9 # H e ENPP1 R AR EE PPi
EETRE - ABPHABT Y451C RS EFEA DISH KBS FE
RN EE SR WELLEETX T T /FR DISH R EEHRRE
EAE BRI BB R /o 1 3 (A S ) - -

[0119) WAXHA » THEEE  ZHEEMBEAXFLSEET A
ZRIRI R -

[0120] WAXH R 5:E TS5, EEEAR  ORAHY 4
NE - FABEEREDYNREENLMETRE  2EBYQ
B-f-FH¥ 5 WEAR)  ZEWHALBYA RN NEED
YICNEEESY  WNE - RERKE) - ZITEaEETES RN
2RE - AER—EERIRNT  SREEWALHY > BEEAE-

[0121] MEEHFZEBEOERNBRERE EXLEERERY
RN WMEE R - IR ERREEES T g®E, -

[0122) MIASTHT A » s "E, - THE, c TBE ® TR
@ RIS ERNEE > PEEEBEHN SR Tk - 1
(S EE) NS AESEENERESE  BA  BL BEBNAER
&k -

[0123) T ESUEERSE B8y ELEFEREBE
I EERMREEREESINE  IBURERTEEERL -

[0124] Epipey T RERE , BR—EEERE > ETEYESEREN
e HEREYAZBEENERMELE S RERERF - R
B BEA—EEENSURERNE—S TR -

[0125] #IZASCHTA - fifsE TENPP | 5 "NPP |, BIESMEEBE
W5 4 B/ BB —BERE -

[0126] #NAXFiH » fifsE TENPP1 B HE |, 5 "ENPP1 %fk |
it ENPPl ERGHENIMKET R ERRIS/BIE _EE-1 E0E -

om

i)

5526 5 » 35 89 H(BHHAD)
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EENEQER I MEEEES WARSEEE LEEXTRK
M HUBEE — B DL R R NS IR Y S BB 42 - ENPPL BB
LA B A MR T Y M B S M - SRS I B — 5 Y B
£ RHENE BEH - BILEHIRN(SEQ ID NO: 1 {52 186 Z 586)
LB BB (SEQ ID NO: 1 B35 524 F 885) - B4 A ENPPI
W FHI R14E#EFE Braddock £ A K PCT HHEE /N5 WO 2014/126965
AL o SEBE] R RO A A -

(0127] WEZLE)%) ENPP1 S8k - RSB HIEHBE BENT
BT # B B PCT M 3% /A BB BE & 44 B8 ¢ Braddock % A B9
WO/2014/126965 ~ Braddock & A HJ WO/2016/187408 - Braddock &%
AHY WO/2017/087936 F1 Braddock % A By WO2018/027024 B =p=
S B 5 LA B O A A -

(0128 A FTA - i35 "ENPPL HIRSE 54 | Rf5 4 ENPPI
1 N Ui LA S S P S ENPPL « 178 (K BRAE > (5 S5l (E i
R BN F R K o R (DLW T W %)% ENPP1 242
BLEGE ENPPL B AE - ARSI A SR 750 5B F R B
EOERIFT - REZEERIFS (azurocidin signal sequence) -
ENPPI f53E0C/F 7] - ENPP2 (55ERKFFFY - ENPPT 5 580 F 51 B/
ENPPS {55 HkF 51 <

(01291 WAZFTA - i35 TENPP1-Fo #E4 | B4 156 5 F
(BefEdt AJB 1gG)Y FeR & & MM BE RS B/SABRA (A fEH
RSB E)H ENPPL - fER S FHE )T ENPP1 1 C B FeR
EE R N A REE -

(0130] @A AT - flish "Fo, R4 AM 18G (REREH)Fe
S - % EIERA 1gG1 - 1gG2 ~ 1gG3 Al 1gG4 17 1gG ZEEU A Fe
A -

(0131 WAXHTA > "Fo % Fo ik ) & 1eG 5 FH—#5
HOEEALEEEN(G 186 A TREBNTESE BN - FcBag

F2TH > 3 89 HEHRAE)



202342103

R IR RN 1gG S THMRESEDN Cln—F - ERADIRES
EE . BEERRKLEYWH U AR Fo (B FeRn Z4)H
GEefiih - Fe RERBEESRES HEESHE CH2 (fRE Kabat I 4
& > A IgGl ByEE 231-340)HIE =HE & CH3 (BE 341-
447) - figsE " 1gG §UgE-Fo B, 2 ' BE-Fe REr, B H Fe B(EE
231-447)F07E Fe BHY N i ZE 7 B 82 98 & (B4 216-230)8H 5k HY 1gG 77
TER -5 " EESRBE , BEREREGo T 8o EAEAER
REREINS—HMD EFHREGURNTE&E#EE - BEER
SHRERFY] - EEEBBAESEEN CHL - CH2 71 CH3 & 2L
KRRy CHL 585 -

(0132 kAT > 58 " R BR L EANKER - ZIEEAZE
TR - BN "R, UREDE 15-50-100 - 100-500 ~ 500-
1000 ~ 1000-1500 {E#Z HME ~ 1500-2500 2% 2500 EZER(MEZM
BV BEB0(E) - AASCRTA » 58 " R R AR E S BEU Kl > 215
WMAEHERKTFY > REATLZD KL 2050100200300
B 400 {E f BB (R B 2 BBV R (T B BE) -

[0133] T orBEdy BRERRAZREBEBERB LAY - §I40 > FEEEE
VP RARFEENZERS RN " 28Er ) - BEERARENIES
BEs 2o HNERZBRRE®RE " o8N, - SBNERRED
BRIUMEE LA ATFE A UFEERIERARE - fla1E

ELHEF -
(0134 MASCFTA - MisE T BE, ~ TEE, X "Z2HE, B
N

(0135] AR ATH - flosE " BBy, X TR L BIEEREAR
FHPEFRANZ ) —EBLoYHEBE EEINHBNESY - B 5
HERETEEMRBENER AERPEESERA LRI
fii > HEFBERRNRET - 8IkA - O - KRR - ®A-EE -kBE-
BR-EN-E-ET-BENHA-FRN R HEAEZEHEA -

28 H - £k 89 HEHHPED)
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(01361 nASTFTA - 1738 T B2 R 2m , BERERLEY
WAEYREHEEE I S REIMR > flOsSESmER > 81 %
MBI EAZEE MR E5EF ENAEYERERUFEN TR
BAR TR EMESEEIER 5 G140 > B 4% & B /K(PBS)

(01371 smACATA  #isE " MR EBEEE (PPi) /KT | ZIEEWM
RHTENERRENE - EELEHE AT BWEEAR - NE -
B R AB - DFNE - ERRM/NMERER > EXAENEBNETAE
MAF+H PPi- EZEHEPPINATR > HP—EE2BERERRT %
B# &= E(UDPG) BB I L BB AV EE 4 3 58 (Lust B Seegmiller » 1976 >
Clin. Chim. Acta 66 : 241-249 ; Cheung 1 Suhadolnik > 1977 » Anal.
Biochem 83 :61-63) > AFEHN - BEZHENLEE PPi K& E 1\
ERY1 ypmBL3 pM> E—8BERTRE 12 pM 20 - F—SE
FEF o PPIfy TR K EREZEEN M EGRBECPPIHENKER
IE#E KR 2%-5%H9 4R 5 (Arthritis and Rheumatism, Vol. 22, No.
8 (August 1979)) -

[0138] A ENPP1 RGN ZHEHEANRE HR/EN PP
K HEEEEEREKERED 10% ~ ILIEFEKFEEED 20% - LEIE
FKPERZED 30% ~ LREEKEEED 40% ~ LLIEEAKREED 50
% ~ [EIEEKEEZED 60% ~ ELIEFE KFEZED 709% ~ ERIEHE K EZE
EV 80N RELE-TEEE GACIIEE |- 88 PPi /KP{ER 1 pM>
E—EER T ER TR AE - F£EF PXEHVEFF > PPi KPER
0.5 Mm (Arterioscler Thromb Vasc Biol. 2014 Sep; 34(9):1985-9;
Braddock et al., Nat Commun. 2015; 6: 10006)

(0139) IARSCATA » 538 T 2Rk L /245 ch 38 IR Ak 8 B3 0 I B T
58 ~ M B B K 28 7 1E MO 65 6 4 B 2 B A 9 R AR TR ME B9 LI U 4L R
WEEY -

[0140] ‘MAFTH > fiisE "PPi, BISEBEEE -

(01411 ‘NASCATA - %538 T3EMG L 2 TR IE L RIS R R A Rk

F29H - #t 89 H(BIREE)
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HEREL - MR ERBRRFEE  RNRCEEEREIRREE
ARG EE—SHNERRERERE - BFR T ASEENAEERKERTA R
Y — £ 3 & B AR AV AE

[0142] WMAFTAR "H&, B "EYEL ) BREEZEE T
WEDME - AL TEaEe R RAZRENEHIREEREDN
mRNA ~ ZRRRHEAMER YN EAEYH > L HTEEEE @RI
52 8 AR/ -

[0143] MAFA "EE L@, 2HEEE LT E M -
Bl BE LE NS RECEEERE UHRREERELS GIEA
B S K - FERFIMEER T AR 95K « 99N HIMRE
99.5%HILLE ~ 99.9% ISR 10096 HYLLE -

(0144 IASCERA - lisE TiaF ) T EE ) ERREAER
EAZEHPERN CEM(EBNES - BERNES)EHAKERZ
B S aERIEASEM 2K A EE TR E SR A (B
Rz rEA) % EERERREER /R RA R ERITE
R ETE/RHE - A - RE - &8 WE @7 UE -WE -BER
I SETR B B/ BB /M B 97 B R B R/ BHR  S PR B Y EE AR Y HE 2 - R e
SEYERNHESEHETNAR - TUEEHERRENERIGRE -

[0145] dmASCHTH » AifsE " FARG L ~ T FEBGAY L A TBGIE 2T
el 2R ERRNEASRVERE - AT URE 2@ ZHRE T
SERAAEREME) R 8 - Rt s HEKREN S B - E
FegEmEITX P > T BEREGRRRERIEE -

[0146] MMAICATA @ isE " AL ) ZRERRAFERIFETEDN
ERFEEEY BEUEREABRTRER  LHRLEREERET /A
JE ENPP1 ERFM TEHR 2 "HAHW B - X M5 " HEER
RHEATENERNNEREYEL  EFFI R/RITEEE (Bl Er R
M) EERH R ENNP1 ARSAREY - U TBRAFENSE
e EEEFENARNNEAREYHILEEANENFEEENE

530K - £ 89 H(RURAED)
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WEZBRFIDE—EEREEETEE -

[0147] MASCFHTH - #T5E T IR S8 | ¥ R ENPP1 (£
ER)NFIEE EFRFENZHK L ARE T ENPP1 IR & 2T
- HEERERRY T HA ENPPl (NEYEEEN T EERTALR
RZHEEN SEAHEFNERTYERANERAERTE - S8
MR ARIEXR ENPP1 AR S S W A S AR -

(01481 ENPP1 HYBhAES M EMEME 4L ENPPL BE LEEMN
Sk TEELREN BREESEFYIE L ENPPL FFHE—
MHEESREED 80% FED 85% FE/D 90% - ZE/ 91% -~ F/P 92% -
Z/93% B/ 94% ~ B 95% - B/ 96% ~ B/ 97% ~ B/ 98% R
EZDII%NEHNELEFY -

(01491 WifEl % Ak~ MR [E — L2 R A st M E A A
Fffr A BBEZIRRA JT AR EE N - W BB BB 5 > B8y R — s
BB H BLASTP B A (BLAST Manual, Altschul et al., NCBI NLM
NIH Bethesda, Md. 20894, Altschul et al., J. Mol. Biol. 215: 403-
410 (1990)kEE » E 2t 7T DAL A E A BBl &% - £/ BLAST 7
BLAST 2.0 F 7R 3O A BY 2 B2k e 52 P 51 B — P 5 43 Bk - 4T BLAST
TR EBE R EMEMEERLARES -

[0150] ENPP1 £y MIhEE S Ess  TLBEBBRSUTBAN
BRERKES  EERE®ROFZRANEE ENPPI (975 Mgy
VTR - B8N T BB FEL TUKLHNEBREAREE > B8E
PEAT B TIEEZE 40 University of Wisconsin Package Version
9.0, Genetics Computer Group, Madison, Wis £ 1 Z1EF 15 5

"Human high.cod ; -

[0151] 4mASCATA » T4y, BT HENE  FlaNsE - s
S BEAEREENEQ mg/kgH 0.6 mg/kg 5 1.8 mg/kg)Hy+
10968 5% » EELEE TP RE1-5% » EFREER AT HE5%
EFREEHTN T RI4%  ERBER TR R1496 » £ 558 5 =

31 H - £k 89 H(RRHE)
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129 RIEF BT H T A1 BNEL HEEENESLERH
TTARAFMNITEREELN -

[0152] AABMARBERTEREENELGEFIINES - Friksy
EHERIIAUREETRESZNEB T B LER BT - ER
ERFEETLUEFTEEE®BNILIE - # 41 Expasy
(https://www.expasy.org/) fl &£ ¥ € B 2 R ¥ 2| (www dot
bioinformatics dot org) °

[0153] %[ : EEENABERNRT REBEAFHNSEITEA
PIIEHEE N 2 - EEHME - UHEERETWELER R T HEM
BRE MAEEKERRHEREARHEENAZENRE - FIL - B
BHENEAASEREAR T ExEENNA TN TEHE DX
HEEE - flw BN 15 6 VEHBEAESTHEART F#
B Pl 1283 -RI1F4-RE1ES-E2F4-fE2F 6137
6% DUAZGEENNWEESF flw1-2-27-3-4-5-53F16-
HEinEENEENT - SEHEM -

(01541 ST T SRRy T3 7ATO A » {8 B2 ST AT At 69 J7 S RO %
FAE DL B AR HY DT VA R A R B R R A BBV T A I AR B Y B R B
AE o AR EIN TR H R - BAFE - BFFHEA2E R E B
SIREEREEHF AL -

(01551 EBEM X

1. ENPP1 #]

[0156) ENPP1 ZE&—7%& ENPP1 %k - AXABIEY ENPP1 %fik
BEEFRRR ENPP1 KR E AT 1 195 B LU R AR 5 4 08 (B
ERFRF ENPPI (NEEMWHEMSE(EERERE - RE - #B&
BARERYE)

[0157] ENPP1 BRI LA TEHAAHAXEART

W-BEHE-Z-$&HBiK-X-Y
I

32 H - #89 HEYIRHAD)
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Hp @ -

W A FHESERE LG S =R R E SRS

EHHE B ENPP1 WELE ;

EBB A FERBEEBS AL [gG Fc BB (Fo) ~ AEMEAEH
(ALB)MHAEEER BENED—F ;

XM ZBILMAFERHERE 1-20 [EEFEERNZEL 0 f

YAEEHESEEHRUT B8R, FYAFS] : Du (SEQ ID
NO:11) ~ (DSS). (SEQ ID NO:12) ~ (ESS), (SEQ ID NO:13) »
(RQQ)» (SEQ ID NO:14) » (KR), (SEQ ID NO:15) ~ R (SEQ ID
NO:16) + DSSSEEKFLRRIGRFG (SEQ ID NO:17) -
EEEEEEEPRGDT (SEQ ID NO: 18) - APWHLSSQYSRT (SEQ ID
NO: 19) ~ STLPIPHEFSRE (SEQ ID NO: 20) - VTKHLNQISQSY
(SEQ ID NO: 116)#1 En (SEQ ID NO: 117) »

Hf mBIrWEH 158 15 98E - &
Hon I 2w 1 8 10 198 -

[0158] fE—HEHGTXT W AEE -F—BFHEIRNF WE
AT LS HE M/ =R ER T -

[0159] #FE—&EiEHA+ » ENPP1 BlGEFEAEEEE - £—
g T FEREERER AT NRERFEY - E—SEES
AT FEBEEANELREBRERRLLE -

[0160] #ff5E "ENPP1, 5 TENPP1 %k , BIER BT AYEN
SMZH B e B B8/ 52 —T5Es 1| Z2 5 (NPP1/ENPP1/PC-1)#1 ENPPI
HEHZEH -ENPP1 EHBERKEE —F8W I A EFEEE S -ENPPIL
EONBEERAESEERERENVENMAREA N IREHE - Bl
A 2 BUE S B I A KA iR M & i - KB SNE 8 #E SMB1 #I
SMB2 & > B M2 8 ENPPl — B {L(Gijsbers ot al.,
Biochem. J. 371; 2003: 321-330) - B85 » SMB &EEHKGS UE
KRR A o B EERSI R U E RS > W BB E R S

£33 H 0 3k 89 H(ZHRHH)
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FHEMSFAENE ENPPI WEE — B - EORBESEEE  HE
ERZERAZEBREORE BRI R ERN TR EN R RE -
ENPPl EOWIIER KX TR S' =B KELSEENERELE -
KEB_IBHESBEA - ENPPl EOFEEREREETHEEN > MIE
REFREESELME - HE - 2% - AT - BENMREIIER
SAET - B 11 Bon T AME ENPPL FifEE B (NCBI & #k5t NP_006199)
WY Bl MERE £ B2 751 (SEQ ID NO: 1) A%H ENPP1 FIAS & H £ ENPPI
FY N ImEEA R ENPPL B3R5 - AXFTtAYFTA ENPP1 HH 5
ZIRMI R RIRERNE 2 TR A ENPP] FIREHFIIHGE
o BRIESAERREE - AEEER T F > ENPPl fileEHE—FH
RARESRERENGERKFY - EEOE KRR - E9RKFIKE
ENPP1 RiR8E O R RME LK - LR LAY ENPPL ZEH -2 &> fil41
Jansen et al., J Cell Sci.2005;118(Pt 14):3081-9 - A[EA R /N
ZRK—REERNRAIEESRKFFIEREERRE ENPPL E57KF5]
ENPP2 5% K751 - ENPPT7 {552k 75 fz /8¢ ENPPS (S5 F 51 - JF
PE i1 B b0 T (R BV Ry 4 4h ENPPL ZRKFF5I1E SEQ ID NO: 2 5
o

[0161] AER—MEHE » ENPP1 EXREHYHEBMMATH
H b EBEREFIHZEE LRTH - §l40 - & 7A-7B #
47 NJH ENPP1 AME/ME1EEZ1E ENPPL EEENEMAELLZ F7]
L - ENPP1 HEERZH R =8 KA ATP ~ UTP ~ GTP ~ TTP M
CTP) » pNP-TMP ~ 3',5'-cAMP 1 2'-3'-cGAMP NE & S ERSF
By ( B @ » K Kato et al.,, Proc Natl Acad Sci USA.
2012;109(42):16876-81 1 Mackenzie et al., Bone. 2012;51(5):961-
8) o Rk » EEEthE fr » ALATRAS IER ENPPL EMHREEAHNE
SMNEREE BB B B ] DI A AT e B AR A EE B I
H ENPP1 EMMIEERME - it - BB EAMAFRNEKRYEANE
BEEMN A ENPP1 LA UEES—EAEEY ENPPL FFH

B34 H 89 HEERHED)
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L EREN—ENE EEER  EYUAEE NERE A Y
FFHI A BLAY ZR B o 12 40 B B IR — 8] 2 25 {18 e e I A9 04 0 A 958 1%
SFHIEAREAUAC A T AE s 2 BRI IR S B IE % ENPPI jE 4
RSTFHE LRV ERER —ERKEEN R TR - SRR - =
BMESF RS RS —E S EARERENARS—E QFEE
BWMAEERE  AOBEBINARLEE  AREHENAR LR -
flan - ENPP1 % AR B EM T 408 ENPP1 SRNFFINSIL - &
FF5I8 ENPP1 ZIREYFIIEDEL 80%HNE—H » REEE/D 85% -
90% ~ 91% ~ 92% ~ 93%~ 94% ~ 95% ~ 96% ~ 97% ~ 98% ~ 99 % B A
Y[ — 1 -

2. ENPP1 HYBEE M

[0162] TEERMEY B HEARERTELRET ENPPI
EH - EREERTAT - ASCABKIFI AN ENPP1 BEH HIEETHR
B ke /BuhEBE —Fa BB UEYE - Bl E— L EE T+ - ENPP1 BEHES
%E =0 (2 ATP-UTP-GTP-TTP f CTP)~ pNP-TMP-3",5'-
CAMP 1 2'-3'-cGAMP ; WM HR=MHEEE LA EEENRE2
H > B4 Kato % > Proc Natl Acad Sci USA. 2012;109(42):16876-
81; Li et al., Nat Chem Biol. 2014;10(12):1043-8; Jansen et al.,
Structure. 2012;20(11):1948-59 ; f1 Onyedibe et al., Molecules.
2019;24(22)] - ‘

(0163] TEESEMERY , 3¢ T E¥ E MR | ENPPL % IREIHE M &
BB B /SR BE — Fa SR (P14 - sE S 4E & ATP R/ H/KE R AMP
fl PPi > R/BEES AP3a R/EiG H KR ATP) - fl#1 » ENPP1 &K
MR BB/ BB IR S B BUK BN R =0l - DELE
WEBEEE (PPI) - Wi B — M2 WAN - EREEM Y DUE A DTt 6y
pNP-TMP = E& 2K | = (Saunders et al., 2008, Mol. Cancer Ther.
7(10):3352-62; Albright et al., 2015, Nat Comm. 6:10006) - 7 F &b

B35 H 4k 89 H(BUHERHE)
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BN 0 TN ENPPL ZIRHEE ATP By ke ERREFRE
3.4 (£0.4)s7' B B koo REBHEZNKE ATP WEREEH -
HFERAE TG 0 T ENPPL SR EE ATP /Y Ky H/NREE
&2 pM > Ht Ky 2 BBENESIOKE ATP BRETH - BT AX
R ES » BEESF RN BN A KRR T —ERSEEYEE (R
RERELAREETRE)NT A ENPPL E0ERME T RTHE
P g

=

3. @ %% ENPP1 .

[0164] 7E—@EEH FRT » XIBERNES K ENPPL A » 0HF
RS ENPP1 %K - AL ATt > fiTsE 7 A ENPP1 % ik EL#E ENPPI
EANEMRKRAGEENMEIEEBEURRE T EYBEEWGIA - IS
M (A SR (EERER - R RTKEREYE) - 8% ENPP1
ZIRIEFIETE - §l40 0 ENPP1 IS EREE(SEQ ID NO: 2) - FEH:
T B 0 TA Y ENPPL ZkEkT ENPP1 % BRHI4HRR NGS5
25 E- S EEERFI - mEIENERFIIERE ENPPL ZIKMVR
EEVRFY KBS —EEAERERFY] > 41 hENPPT E5RF 5 -
Bl A BHSE NS WO 2012/125182 ~ WO 2014/126965 ~ WO
2016/187408 ~ WO 2018/027024 ~ WO 2020206302 f WO
2020/047520 g TS A Y ENPPL SV ERF - EFTEREM
HEgmEEs [ HIFAR -

4. ENPP1 B & EY

[0165] FE--LE I+ » ENPPI ZRREREED » EEHE
ENPP1 ZRERBA—ENZERIRE Qo (BIE ENPP1 EJRAYZ%
FREERER) - MR A FFI4E SEQ ID NO: 1 fiR/RHY ENPP1 fy/B =
thig A e —ih SR > QIR A8 ENPPL £ - £ BT A+
BREATTEEREREAN Fe &BR - F—EFhRITA+ » 2%

36 H 0 1L 89 E(SEAMAE)
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REQH Fo &BIEE 1gG1 RERE LK Fo &5 - £ BT R
o A ENPPL ZR7E CInBl AJEEEERE N 1 (I1gGl) ~ AR E
REBQ 2 (1gG2) - AEAEERER 3 (IgG)E/RAEREXRESD 4
(IgG4)Ry Fe &SRS - EEMBER 7+ » 5B ENPP1 & kT
NimB ABERERED 1 (1gG) - AHERERES 2 (1gG2) - AERE
PREA 3 (IgG3)R/HABEEEIREH 4 (1gG4)Hy Fe SIS - 1T
—EEREGRA P FcEBBNEERET EEH T8 - BT aE
R AT WA ENPPL ZERAVEM - EELER T+ - FE
NI 1gG B TR 7r (1gG1 ~ 1gG2 ~ 1gG3 H IgG4) T F K Fe #45 (F
0 ENPP1-Fo)- fl#l KIFBEABRENRECEACRELARERE
HEEEHENS KM EH ENPPL > FiiE EE&BBRAIMES 8
IgG1 ~ 1gG2 ~ 1gG3 F/2; 1gG4 #y CHI ~ CH2 B CH3 4&EREH - Fe |2
B EEFEAE 1gG IEE - M HEE (R Rabat R5E 44 » A 1gG1
MySEE 216-230) ~ B (E5E _HELE B CH2(5 A 231-340) L =18
TGN CH3 (BB EE 341-447) « AL FTF > #iisE " ENPP1-Fo # R
ZF5 ENPP1 (A M (H40 » ENPP1 % RG4S SRS IR) » H 8l
IgG 77 F(BER/AE [gO)RY FcR EEE&RREAMS H/S(LE2EES
(BfEFAEMFELERS) - EFRLEH T+ > ENPPL §J C Jj#EL FcR
EEERBIBONHRERES -

(01661 & FH ¥ AYE 1gG1 Y Fe B4 (G1Fc) M BEE I8 7 5119 2
& SEQIDNO: 6 (R 1) - Ho#h » RIBEANRTRETEEUT - EX
B PA T 4HER S A T 4R A9 25 Bk © 82 SEQ ID NO: 6 BA 70% ~ 75%
80% ~85% ~ 86% > 87% > 88%~89%~90%~91%~92% ~93% ~ 94% ~
95% ~ 96% ~ 97% ~ 98% ~ 99%IX, 100% & — M Ay P E B FF 71 -

[0167] HZE—HEH TN BEFREOHOEEEAM TN —EX
ZEGEHEER  BEME - FLAG 24 - Glu-Glu ~ 2 HEL S-#i%
(GST) - HEBEH  EH A -ZEHG AEREAEHEEEE(Fc) »
REMESELMBP)RABMBEAED - BiA SR DI EE» Y

FITH > B H(SFHRED)
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BTRTEAZE MR - fld > — M EEEREAEBNER TEMSE
HRBIBER - hTHRAGENESN  EHMHAFNENEREE 80
HEL - B - SRR ENEE - FEEENEEMN TEH , BE
fit » 41 Pharmacia GST #i{E &% QIlAexpress™ Z.45(Qiagen) » H
HHISo)R G HEEER - ERES—EES - TUEERS&BSE - DUE
# ENPP1 ZARMUARCH - EEGHAEHEENEEESZERLEE (U
GFP) LK " RAUEE  EREREARFI REMEIENHEZTHL -
FSEUERNBITAE S THANARNNRUEEESRE FLAG - MRS ML
BEEHAF c-myc B8 - E—EEBHITAP > BIEEREBAEEER
HEALEL > FIEF Xa BEEME - EESHMANE DS HINERE
GEO RMBEHEOREFBRER - RE BEBRNET OB
AN ESERRSEBE T oL R -

5. BEET

[0168] FF—EEM FF > ENPP]l Rl&6EHE—FEBHEEME
ENPP1 ZRRERBIFA —EXNZEEREQ T 7 (HIAFe REREDE
B ENEFET(Z) - EEEHITAF - T4 % ENPPL ZIKE#
S Fe SBIBEG - E—SLERT\F 55 ENPPl fI& &
HATE Fc &I ENPP1 Lk B EE T+ E—EEH TP &
BFRLEERE 1-200 ERFERNEERMERE a@ENKEREER
EBRENN > PIUNEEEEEEEEABRBEOTKE  WEBRANGREER
HIRK BT -

[0169] HE—HERFXT  EETEEFTHEBERE T Gly-
Ser BT - F—HBERAAT  HEETES THNET » FIAZ%E
HEWHEE : GA (SEQID NO: 21) - GS (SEQ ID NO: 22) ~ GG (SEQ
ID NO: 23) ~ GGA (SEQ ID NO: 24)  GGS (SEQ ID NO: 25) * GGG
(SEQ ID NO: 26) ~ GGGA (SEQ ID NO: 27) ~ GGGS (SEQ ID NO:
28) * GGGG (SEQ ID NO: 29) - GGGGA (SEQ ID NO: 30) ~ GGGGS

% 38 F » 4% 89 H(SHIERHEZ)
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(SEQID NO: 31) - GGGGG (SEQ ID NO: 32) - GGAG (SEQ ID NO:
33) ~ GGSG (SEQ ID NO: 34) - AGGG (SEQ ID NO: 35) ~ SGGGG
(SEQ ID NO: 36)5; SGGG (SEQ ID NO: 37) - f— & 5 &
FHifRETESE 2 £ 12 EEER - 8% GA 5 GS WEFRF » 41 GA -
GS » GAGA (SEQ ID NO: 38) - GSGS (SEQ ID NO: 39) - GAGAGA
(SEQ ID NO: 40) ~ GSGSGS (SEQ ID NO: 41) - GAGAGAGA (SEQ
ID NO:42) - GSGSGSGS (SEQ ID NO: 43) - GAGAGAGAGA (SEQ
ID NO: 44) - GSGSGSGSGS (SEQ ID NO: 45) - GAGAGAGAGAGA
(SEQ ID NO: 46)F1 GSGSGSGSGSGS (SEQ ID NO: 47) - ff— b
pEFEt o HRETRE 3 2 12 EEEE > 81 GGA I GGS &
Fr > 141 GGA ~ GGS ~ GGAGGA (SEQ ID NO: 48) ~ GGSGGS (SEQ
ID NO: 49) - GGAGGAGGA (SEQ ID NO: 50) ~ GGSGGSGGS (SEQ
ID NO: 51) - GGAGGAGGAGGA (SEQ ID NO: 52)
GGSGGSGGSGGS (SEQ ID NO: 53) - £ BH — L&k =\ F - HF
ETRES 4 E 12 [HEERE 0 S5 GGAG (SEQ ID NO: 54) » GGSG
(SEQ ID NO: 55)iyE > 541 GGAG (SEQ ID NO: 56)~GGSG (SEQ
ID NO: 57) » GGAGGGAG (SEQ ID NO: 58) ~ GGSGGGSG (SEQ ID
NO: 59) - GGAGGGAGGGAG (SEQ ID NO: 60) #I
GGSGGGSGGGSG (SEQ ID NO: 61) - £#—8e & Hatt » HEET
& GGGGA (SEQ ID NO: 62)5 GGGGS (SEQ ID NO: 63)HEFE >
%l 4 GGGGAGGGGAGGGGA (SEQ ID NO: 64) #I
GGGGSGGGGSGGGGS (SEQ ID NO: 65) - FAZRIMN — LB 5=
o BURE BB (BIA > Fo SREBER - B4R Fe & - EERE
BEHLACHY Fe &R BIA > 7D BN —EHLEIR) - &S
EEK - BEEAEBEBRAEMEAE Q)M SEE ENPP1 %k
B REBRERETLE GGG~ GGGA (SEQ ID NO: 27) » GGGG
(SEQ ID NO: 29) - GGGAG (SEQ ID NO: 66) - GGGAGG (SEQ ID
NO: 67)8 GGGAGGG (SEQ ID NO: 68) -

B30 H - 3 89 H(HWHEE)
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[0170] F—£ERE SR+ HRECTEERHEEE - AERA
&R DASMRY R BB - 170 > LIN (SEQ ID NO: 69) ~ TGGGG (SEQ
ID NO: 70)  AAAL (SEQ ID NO: 71) ~ AAAK (SEQ ID NO: 72) -
AAAR (SEQ ID NO: 73) - EGKSSGSGSESKST (SEQ ID NO: 74)
GSAGSAAGSGEF (SEQ ID NO: 75) - AEAAAKEAAAKA (SEQ ID
NO: 76) - KESGSVSSEQLAQFRSLD (SEQ ID NO: 77)
GENLYFQSGG (SEQ ID NO: 78) ~ SACYCELS (SEQ ID NO: 79)
RSIAT (SEQ ID NO: 80) - RPACKIPNDLKQKVMNH (SEQ ID NO:
81) » GGSAGGSGSGSSGGSSGASGTGTAGGTGSGSGTGSG (SEQ
ID NO: 82) - AAANSSIDLISVPVDSR (SEQ ID NO: 83)
GGSGGGSEGGGSEGGGSEGGGSEGGGSEGGGSGGGS (SEQ ID
NO: 84)~ NSS (SEQ ID NO: 87) - ESS (SEQ ID NO: 88) - RQQ (SEQ
ID NO: 89) + KR (SEQ ID NO: 90) » (R)m; m=0-15 (SEQ ID NO:
91) - DSSSEEKFLRRIGRFG (SEQ ID NO: 92) - EEEEEEEPRGDT
(SEQ ID NO: 93) - APWHLSSQYSRT (SEQ ID NO: 94) -
STLPIPHEFSRE (SEQ ID NO: 95) - VTKHLNQISQSY (SEQ ID NO:
96) ~ (E)m; m=1-15 (SEQ ID NO: 97) - RSGSGGS (SEQ ID NO: 98) »
(D)m; m=1-15 (SEQ ID NO: 99) - LVIMSLGLGLGLGLRK (SEQ ID
NO: 100) - VIMSLGLGLGLGLRK (SEQ ID NO: 101)
IMSLGLGLGLGLRK (SEQ ID NO: 102) MSLGLGLGLGLRK (SEQ
ID NO: 103) - SLGLGLGLGLRK (SEQ ID NO: 104)
LGLGLGLGLRK (SEQ ID NO: 105) - GLGLGLGLRK (SEQ ID NO:
106) + LGLGLGLRK (SEQ ID NO: 107) ~ GLGLGLRK (SEQ ID NO:
108) * LGLGLRK (SEQ ID NO: 109) ~ GLGLRK (SEQ ID NO: 110)
LGLRK (SEQ ID NO: 111) - GLRK (SEQ ID NO: 112) - LRK (SEQ
ID NO: 113) ~ RK (SEQ ID NO: 114)5(K)m; m=1-15 (SEQ ID NO:
115) - EF—8EHE AT > HFETHES EAAAK (SEQ ID NO: 85)HY
EF fIUSESEENER E—LEEIXd  ARETEEER

B 40H » 3£ 89 HEHRHES)
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BREFIINER IS EREERNERT > Frit s & BB 54
(XP)n » Hop X AL BEM A0 A-KKE) »n 2 1-5> DR
PAPAP(SEQ ID NO: 86) -

(01711 BAERENREEMERNWERERTIREBERSEORIE
EHENRKENEMC YR ENENEERAR - HEENEE T
PURE > DIHEREENEENBTBATERBER -

(0172] FE—BEH AT BMEEAMEEREL Fc faE
BRI [F TT 4 5 DAL EE Fr R S Th A5 — BRI A 5 kT - Bl » BT
¥ ENPP1 ZREREBTUENERESE O/ C I » T8N » BIE
EHEH I UER AN ENPP1 LRI C IF - 5354 ENPPI
IMEEBENREREAR ST EBN B EEERAEO S B4
MGE R ER A7 T ERBET —EHE0 CIHR N HREER
ZH - BERMEEH SR SEQ ID NO: 3-5 th{F A —{# 5 L Fy i £ B
FEF -

[0173] HE—EHHFRD - RIEBRNENTEYE ENPP1 % ika
A ESZERERBS - LM T35 M ENPPL S EEEETLTHY
—EE S ERIEE D WA EER - PEG LA RER  EEE(D
PRl - BRI EER - £EMBRCWEER  HEEENSSANEE
BAMAAETERSONEER F—EFE T AXABNE%
& ENPP1 Lk E—F B8 - EEEHBEERRERZIHEE - %815 -
WAL ~ BRERL - AS(CHOERML - UL > B[ ENPP1 kAR & A IF
BERTA  UELZE-BE - SR EENGRE - SEIERER
TSRS Y ENPPL % FRIDAEAY 8 B AT 5 8 S0 HoAth 5] 75 ¥4 ENPP1
% Ry HE A A AT ORI - B AR B N XY 25 ik FE 4 B o 3 0B U AR 5 K Y T
ERAELER  BIEANTHRNESENERITER/NIhEMTES
EEW - NEB4IE (4 CHO ~ HeLa ~ MDCK ~ 293 ~ WI38 » NIH-3T3
2 HEK293) ¥ 5 E RIS A 5 B AT S f 45 Bk g » oy s
AT Y 4 B DU RE (R | A M ENPP %6 Bk IEFEERF RN T -

BAIE > H 89 H(BIHRES)
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[0174] WAXFH - SHFFNSHFFI M T A— 55
b i 2 R 7E EL 3 P 81 3 3 AR IR (A0 52 76 5 SRR 35 ) B 28 B K B9 72 31
I~ BT 47 Ea 2 + 2 I 51 o0 8255 5 1 o0 B 6 B4 B 2 A A B 2
BT AL T 53 L - R B R P B — M 43 LR 0 A9 T A B
o LU B S A RIS E A RER G100 A AR TR
HEER 14> {541 BLAST-BLAST-2-ALIGN~MEGALIGN (DNASTAR)~
CLUSTALW & CLUSTAL OMEGA & - F—Em AT > E/58
CLUSTAL OMEGA #c/ ¥ {7 LL 3 o 7 S0 HO 2 17 A B BT DA L 5 P
SIS S8 AR ERLROFIINS & D ERBANLSFEOE
R -

6. HEE oM

[0175] fF—sbgE g 5=t » AU ENPP1 % JRAYSE M th T DLFE
S 4 i % Y 9 3R B PR A TORIER o B4 - AT DUBIE F5 4 ENPPL &
RS i RS (PP EE A I E - BB > ENPP1 EAERE
G/5i e R MK RN B = R U E R
(PPi) A MEEE AT o BEERTDER pNP-TMP SLBR MR
A HPLC By ATP /KESER A EZE » WajET#E(Saunders et al., Mol.
Cancer Ther. 7(10):3352-62; Albright et al., 2015, Nat Comm.
6:10006) - T BLsL{E T 51 ENPP1 %K% £ 81 ENPP1 AABER I
ARHR2 IWERZHWEEBIUREEARERRET 23 EREHRM
WEHEAE) c BTN EREE - ENSER TR S HEERE
fi ENPP1 BB ETE FHETT SN DI 4 DI (F 22 4 T 25 14 ENPPI
%k - EAE 0 AAME ENPPL % BT i 2 /N B H A Ehy » 36 B %
ENPP 1 A8 B8 557 10 B2 28 5] {8 F ARSI AN SR RS J7 R HE 1T 5946

[0176] fE—segHE TR T - REA LT AEFH ENPPL %
RESBIIZH - UAXFA  SENEAERNSKERCEREIEA
BENESSHENEQERSK E—BEHIXT > ARHERNENS

42 H > 3t 89 H(ZUERHE)
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REBE AR R 95% > 96% ~ 97% ~ 98%TX, 99% Y &l [ » @B 4 s
K (B4 SDS-PAGE ~ EEEE(IEF) - BB TR REHR (FUEFT
ARBSME BPLO) T FEE BY - sPE Al B A E A ERE RN [ SR
Bl » Flatman et al., 2007, J. Chromatogr. B 848:79-87] - ff — b

He 75 2 IRE AR AT Y J7 /A 6 FH AV HT 25 M ENPP1 B RLEEH SRk

7. ENPP1 & &

(01771 KIBEEAAEHY ENPP1 % K] DUBME LB AER T HNE
T E-Bla A DI EAEENEABELERTARABBENSHNSIL
41 Bodansky, Principles of Peptide Synthesis, Springer Verlag,
Berlin (1993)% Grant G. A. (ed.), Synthetic Peptides: A User's
Guide, W. H. Freeman and Company, New York (1992)fHiiny o
LS HEZREMEZHE % LA EAY(Fl40 Advanced ChemTech
Model 396 ; Milligen/Biosearch 9600) - B3 » RIBBEBRN S LAL »
BERERERER > IUERSERFAKPIUABER THAR
NS (CHO)4HM ~ COS #lif - fFINRSE - ERBBEHLE  BER
FBGEARNA - ZE O DMER YIS P A R A - E— T
AT BEESE CHOMAfEDRE - hTEUBENAEZ » 5%
B ENPPl BRI EEIEENSHBET  DARAKRENE
ABEE EFRETH TN TEBEANEQR  SIUKEESE-
BEREELOR  REORE  SEOBNEY®EEEBELEE(PACE)
HIEEHEEN 2R ENPPL %R 4EEAIBERNEN BN R EH
B2 R - ST AR AT ((E A B 26 L o1 B AV #F > 140 MacVector, Omega,
PCGene, Molecular Simulation, Inc.)®] DL 2K EE %8 & 4 B /K i 2L
firkh - MM - EEL NS DU AR B R EE(PIURER - BES)®
EHAERN 2K ENPP1 ZRAFEL -

8. RELE

BAIHE - I O H(BHARIASE)
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[0178] BAIFZRF LGN BETHREE ENPPLRISEA
EHE (BN AR E R SRS BSPIOEEES #LE&%%
EBRSTEHEREAES) REFE@GIOHME) - B4l - S
RSN - THENESETNMUUERTAES > IO EARE LR
R HFREERE LREFIIESE -

[0179) T AERBENTXN(FIOEFEF)  AHZEEOENS
W E LS - BAEFFLE(LEE I IETE Becker 11 Guarente >
1990 > Methods Enzymol. 194:182 1\ BF - jRThE LAY AR - BI&H
RIEZE WA DNA EEBVMANE > FTUBBARNNEITETEE - #l
M SIARBEEBFEEANHARYTUAERIALEE ENPPL £k - 7] 2
U HEAH B NG dEfT3LE » W E B4 Southern » 1975 » J. Mol. Biol.
98:503 F /= Berent et al., 1985 » Biotech 3:208 H iy 5 AR E
40HEHT DNA & & > DU#ll DNA MyfFE7E vy » v DIGE A i s ia il

EERFEOENERE -

[0180) FHMEERE &5 & pRS403-406 fl pRS413-416 »
I H 3B E 7] f¢ Stratagene Cloning Systems, La Jolla, CA, USA J&
15 'E 5 pRS403-pRS404-pRS405 1 pRS406 2R EEEH(Yip)’
i H oA T B EREMEER 1-11S3 ~ TRP1 ~ LEU2 M1 1JRA3 - HiS
pRS413-416 EERE 4N E#(Yeast Centromere plasmid » YCp)

[0181] E&HH T L EITAKEE GBIV R nEF DNA B
TR EM R - fl0 » AT DA RV B YR (homopolymer tract)
AINE] DNA EE: T A TS DNA 1 - AR EBEBE G HNEEYE
ZHEINEEEEEN DNA &R EFLRKLIPREL DNA 571 -

[0182) &8 —{EZZ ER &AL B & BERE T4 T DNA
B ER R R E N T E TR - M NUIZEEEER G 8 (L& KAy DNA
EERFAWES T4 DNAEAHMEABIEE DNAES I EHE - S5
EEBRERE 3-5-INMIZEBEIEERIZCHE 3 -BEH#E Ry 0 WH AR
EEEMEAMARN 3'-RinHYEE -

F 44 H - 3 89 H(BRIRAD)
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(0183] ELbiEMAIAH AR LA T i DNA BEE - ABIEEEH
fE{E~Fim DNA 5 FHYEEZERI (B0 - WE S T4 DNA EEEE)NET
T B PREREAREEERENEETY T HEE -SRE  NE
NWENREERGEFERSEZETFYIMN DNA EE - E5 DNA B
ARAEENRFERIIESE  WESERERE  ZRASEC
EAF DNA EERInES N R EE XN E -

[0184] R EVEHEBEE LANMBMAOER  THEHY
ENPP1 & E O ERRER - TUE 06 AL FURBE R FER A
HIFT A iy & B B EL ' pNP-TMP (Albright et al., 2015 Nat. Commun.
6:10006)58 B ERZE ENPP1 2 1 357 A9 B 4 B FE 4% - BEMERESR
HEWRE ENELEVDEERKEY R ES P55 204 Albright
et al., 2015, Nat. Commun. 6:10006 d2 53t HY o

9. ENPP1 %fi{L

(01851 ENPP1 fy&libo] DL A A IR E A A EE LR T4 &
KSERK © &i1E1%& - T LA ENPP1-Fc BT EH A Zn2 1 Mg 1y 4
£ 5% 7 mg/ml Z[EH PBS (PBSplus) » G BL 200-500 pl Y45 st ks
FE-80C T AR - MAEFE AR L ESE 4 BiME » L EIBEFF PBSplus
T RERE ] DU AR AV ELE TR AT E 31.25 au/ml (549 0.7 mg/ml > 35
H R B -

10. i F 3R R R SR

(0186] ZRAWIMlEMs B EZRE - FHEEEHIT X
FoEAGMKRE - WRE - —BRK—ERENEENEMERYE 2
s E A A XA BRI RIS 4 ENPP1 % k5 ENPPI & %5 Bk B9 58 — %1
o REEFRIOWNEAR NSREHA —REEZ—F—RKED - HE
VR RE M A BRR 2 2 R WEUAMEMBENRZE Fla:
BEARRRDE > AR ERNVEENBRERE  UREFNHIAER -

A5 H o 3L 89 H(RUEREE)
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[0187] FIMIZEFZHEWNETIEEIUEMEE PPi NBERKFRFF
FEE E BB > R/SEMAE PPi FYRFGUKF R IER PPiAKF(2-
3 uM)BERIEE PPi AKE(LES 30-50%) » it H R RE B ZHEFE
FERAX ARNE —BEBERBZATREK PPi K -

[0188] w[#EHy - ENPP1 BIRDLIE 2 KR 5iFE 4 R > BHEE
BHIEESREMERE - DLEE ENPPI B /EHNEEKFE -

[0189] W[ EHy » BHENZHENER KN ERN— L EE
RoUEFE2XR -HF4R EFEIAEANEEREEREAREERE
TN HY ENPPL A - |

[0190] HFEAFERZHERLARNERT - HERK ML PPi (NRERR
@R EIEE KPR R/ETE 2R R EESENER -

(0191 FZFEFEEEH T T LG B - BE I NEHH
ERZESZHRE F—BERITF  SREKTHA -

[0192) WnARSCRETA  8EH "B S IMNER  BEFEER MUZH
A B B O RNE B A RV BRG] ENPP L BIOY E e &
&« L S SN SIS AR R PR S R - BT Y O
I RRY) - BB BEAGIEF MG ORI 4E Y F &K j A ENNP1 K-
St > ZEBFI/IMNEACBEERRRET ~ #IkW - BEA ~ LA -
BB A (intrastemal) i 5 F1 B EAT#ER ;T

[0193) WA FEWAEGSEEFTNENHER - B0 FTUE—E%
RIS M B (B R) SRRt A 24 7 SI B 2 DU REEVEIE - ] B
@ﬁﬁﬁm/}_"ﬁﬂg » SR DU SE AL ST - B4 0 ENPP 1 BIHY AT 2L B & By 2252

BEAENEGE RN R AR ES -

[0194) %3 Fla0m LB (H ) A A B E N SN AERY
(B4 AT 5 ENPPl SRARERMAER)  IERTCHNER » AR
REEBENERNEENE SMFRERET - BEIGEIRAE
9 ENPP1 B Frii M EMN A RE TRBLUTEEME1L - FIAFRA
RS YAENE AR (LYl R  BFEFERH S &

A6 H - 3k 89 H(RHRHB)
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(CEPME A M EEY) - (LY Bb el 366 BT B B S
BEARAE -« Fie ~ MER] - BEE RN - — RN E DR
EEAS T AR A E - TR R S HE IR RENERN
EET 2 AR ML SR YIS AR EEE W YIS X
BUAR FEMAEF A (C &Y M 4R n (AT 0F R T i -

E

e
b

11. G HHE A

[0195] ‘ﬁi@ﬂiiﬁfﬁ]rﬂ'@' RSB Rl A B A - TR A2
B B LS (2 s N ENPP 1 2 K1 B 2 o o [ et 1 T 5
MR -

(0196 JEMERL Sy (B4 > a5 ENPPI SR HMAED) -
%‘%Lﬂ?ﬁ%ﬂ@%ﬁ@ﬂw\&ﬂiiﬁ%ﬁmiﬂ%CPB@'fifﬂ%?l\ﬂ’ﬂﬁiﬁﬁﬁﬁﬁfﬁ
ERAPAE > EEUANHUERNZAEN S - K/NIFHIE > IF & —
L HUATS I R BT IR1E - BEIAGR - AP el @154 0.1% E 4
100% (w/w) Z B EMER 7 -

12. ENPP1 % ik FE%
= 1: 5
SEQ ID

51 | N

1 MERDGCAGGG SRGGEGGRAP REGPAGNGRD RGRSHAAEAP GDPQAAASLIL
51 APMDVGEEPL EKAARARTAK DPNTYKVLSL VLSVCVLTTI LGCIFGLKPS
101 CAKEVKSCKG RCFERTFGNC RCDAACVELG NCCLDYQETC IEFPEHIWTCN
151 KFRCGEKRLT RSLCACSDDC KDKGDCCINY SSVCQGEKSW VEEPCESINE
201 PQCPAGFETP PTLLFSLDGF RAEYLHTWGG LLPVISKLKK CGTYTKNMRP
251 VYPTKTFPNH YSIVTGLYPE SHGIIDNKMY DPKMNASFSL KSKEKFNDEW
301 YKGEPIWVTA KYQGLKSGTF FWPGSDVEIN GIFPDIYKMY NGSVPFEERI B54 # ENPPI1
351 LAVLQWLQLP KDERPHFYTL YLEEPDSSGH SYGPVSSEVI KALQRVDGMV
401 GMLMDGLKEL NLHRCLNLIL ISDHGMEQGS CKKYIYLNKY LGDVKNIKVI e .
451 YGPAARLRPS DVPDKYYSFN YEGIARNLSC REPNQHFKPY LKHFIPKRLH HifG s Y5
1 501 FAKSDRIEPL TFYLDPQWQL ALNPSERKYC GSGFHGSDNV FSNMQALFVG
551 YGPGFKHGIE ADTFENIEVY NLMCDLLNLT PAPNNGTHGS LNHLLKNPVY 21~ FhnT
601 TPKHPKEVHP LVQCPFTRNP RDNLGCSCNP SILPIEDFQT QFNLTVAEEK
€51 IIKHETLPYG RPRVLQKENT ICLLSQHQFM SGYSQDILMP LWTSYTVDRN
701 DSFSTEDFSN CLYQDFRIPI, SPVHKCSFYK NNTKVSYGFL SPPQLNKNSS HIRE SR 5]
751 GIYSEALLTT NIVPMYQSFQ VIWRYFHDTL LRKYAEERNG VNVVSGPVFD
801 FDYDGRCDSL ENLRQKRRVI RNQEILIPTH FFIVLTSCKD TSQTPLHCEN
851 LDTLAFILPH RTDNSESCVH GKHDSSWVEE LLMLHRARIT DVEHITGLSF
901 YQQRKEPVSD ILKLKTHLPT FSQED

NO

G547 B AL 89 H(HIHSHAE #)
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1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801

PSCAKEVKSC
CNKFRCGEKR
NEPQCPAGFE
RPVYPTKTFP
EWYKGEPIWV
RILAVLOWLQ
MVGMLMDGLK
VIYGPAARLR
LHFAKSDRIE
VGYGPGFKHG
VYTPKHPKEV
EKIIKHETLP
RNDSFSTEDF
SSGIYSEALL
FDFDYDGRCD
ENLDTLAFIL
SFYQQORKEPV

KGRCFERTFG
LTRSLCACSD
TPPTLLFSLD
NHYSIVTGLY
TAKYQGLKSG
LPKDERPHFY
ELNLHRCLNL
PSDVPDKYYS
PLTFYLDPQW
IEADTFENIE
HPLVQCPFTR
YGRPRVLQKE
SNCLYQDFRI
TTNIVPMYQS
SLENLRQKRR
PHRTDNSESC
SDILKLKTHL

NCRCDAACVE
DCKDKGDCCI
GFRAEYLHTW
PESHGIIDNK
TFFWPGSDVE
TLYLEEPDSS
ILISDHGMEQ
FNYEGIARNL
QLALNPSERK
VYNLMCDLLN
NPRDNLGCSC
NTICLLSQHQ
PLSPVHKCSF
FQVIWRYFHD
VIRNQEILIP
VHGKHDSSWV
PTFSQED

LGNCCLDYQE
NYSSVCQGEK
GGLLPVISKL
MYDPKMNASF
INGIFPDIYK
GHSYGPVSSE
GSCKKYIYLN
SCREPNQHFK
YCGSGFHGSD
LTPAPNNGTH
NPSILPIEDF
FMSGYSQDIL
YKNNTKVSYG
TLLRKYAEER
THFFIVLTSC
EELLMLHRAR

TCILEPEHIWT
SWVEEPCESI
KKCGTYTKNM
SLKSKEKFNP
MYNGSVPFEE
VIKALQRVDG
KYLGDVRKNIK
PYLKHFLPKR
NVFSNMQALF
GSLNHLLKNP
QTQFNLTVAE
MPLWISYTVD
FLSPPQLNKN
NGVNVVSGPV
KDTSQTPLHC
ITDVEHITGL

AT A (i
HY)4HAR SN
ENPP1 %kFF
5l

FTAGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKF
RCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPT
LLFSLDGFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVIGLYPESH
GILIDNKMYDPKMNASFSLKSKEKFNPEWYKGEP IWVTAKYQGLKSGTFFWPGSDVEINGI
FPDIYKMYNGSVPFEERILAVLOWLQOLPXDERPHFYTLYLEEPDSSGHSYGPVSSEVIKA
LORVDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGS CKKYIYLNKYLGDVKNIKVIYG
PAARLRPSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTF
YLDPOWQLALNPSERKYCGSGFHGSDNVFSNMOALFVGYGPGFKHGIEADTFENTEVYNL
MCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPST
LPIEDFQTQFNLTVAEEKIIKHETLPYGRPRVLOKENTICLLSQHQFMSGYSQDILMPLW
TSYTVDRNDSFSTEDFSNCL-YQDFRIPLS PVHKCSFYKNNTKVSYGFLSPPQLNKNSSGI
YSEALLTTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLEN
LRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGK
HDSSWVEELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDLINDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

ENPP1-Z#F
_hIgG1 Fc #&
fey.

GLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCG
EKRLTRSLCACSDDCKDKGDCCINYSSVCOGEKSWVEEPCESINEPQCPAGFETPPTLLF
SLDGFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVIGLYPESHGIT
DNKMYDPKMNASFSLKSKEKFNPEWYKGEP IWVTAKYQGLKSGTFFWPGSDVEINGIFPD
IYKMYNGSVPFEERILAVLQWLQOL.PKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQR
VDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY IYLNKYLGDVKNIKVIYGPAA
RLRPSDVPDKYYSFNYEGIARNLSCREPNQEFKPYLKHFLPKRLHFAKSDRIEPLTFYLD
POWQLALNPSERKYCGSGFHGSDNVFSNMQALFVGYGPGFKHGIEADTFENIEVYNLMCD
LLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPI
EDFQTQFNLTVAEEKIIKHETLPYGRPRVLQKENTLCLLSQHQFMSGYSQDILMPLWTSY
TVDRNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPOLNKNSSGIYSE
ALLTTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQ
KRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHDS
SWVEELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDLINDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNA
KTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQ
VYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLY
SKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

ENPP1-i#fFF
-hIgG1 Fe 1#

=)

PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCGEKR
LTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLESLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGIIDNK
MYDPKMNASFSLKSKEKFNPEWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGIFPDIYK
MYNGSVPFEERILAVLOQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDG
MVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYIYLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQW
QLALNPSERKYCGSGFHGSDNVFSNMOALFVGYGPGFKHGIEADTFENIEVYNLMCDLLN
LTPAPNNGTHGS LNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDF
QTQFNLTVAEEKI IKHETLPYGRPRVLOKENTICLLSQHQFMSGYSQDILMPLWTSYTVD
RNDSFSTEDFSNCLYQODFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALL
TTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRR
VIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHDSSWV
EELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDLINDKTHTCPPCP

ENPP1-Z##F
-higG1 Fc 1%

b=

48 H » 4L 89 H(HUIREAE)
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APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYT
LPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVF SCSVMEEALHNHYTQKSLSLSPGK

DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVD

6 GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS Aig IgGl Fc

DGSFFLYSKLTVDKSRWOQGNVFSCSVMHEALHNHYTQKSLSLSPGK N

X—
118 PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCGEKR
LTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNK
MYDPKMNASFSLKSKEKFNPEWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGTFPDIYK
MYNGSVPFEERILAVLQWLOLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDG
MVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYIYLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGIARNLSCREPNQHFKEPYLKHFLPKRLHFAKSDRIEPLTFYLDPQW
QLALNPSERKYCGSGFHGSDNVFSNMOALFVGYGPGFKHGIEADTFENIEVYNLMCDLLN
LTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDF IBLFIIIS(E§
QTQFNLTVAEEKI IKHETLPYGRPRVLOKENT ICLLSQHQFMSGYSQDILMPLWTSYTVD
RNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQILNKNSSGIYSEALL ?ﬁ)
TINIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLROKRR
VIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHDSSWV
EELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDRSDKTHTCPPCPA
PELLGGPSVFLFPPKPKDTLYI TREPEVICVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYRTTPPVLDSDGSFFLYSKLT
VDKSRWQQGNVFSCSVMEEALHENHYTQKSLSLSPGK-Y

X—
119 PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCTIEPEHIWTCNKFRCGEKR
LTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGIIDNK
MYDPKMNASFSLKSKEKFNPEWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGIFPDIYK
MYNGSVPFEERILAVLOWLOLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDG
MVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYIYILNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEDPLTFYLDPQW
QLALNPSERKYCGSGFHGSDNVFEF SNMOALFVGYGPGFKHGIEADTFEN IEVYNLMCDLLN
LTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDF
QTQFNLTVAEEKITKHETLPYGRPRVLOKENTI CLLSQHOFMSGYSQDILMPLWTSYTVD | BL.-782
RNDSFSTEDFSNCLYQDFRIPLS PVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALL
TINIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRR
VIRNQETLIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHDSSWV
EELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDRSDKTHTCFPCPA
PELLGGPSVFLFPPKFKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVENAKTKP
REEQYNSTYRVVSVLTIVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTL
PPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLT
VDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK-Y

¥ SEQ ID NO:118 f1 119 :
X=gH F7 :
Y=F i AEHRIL I FH (B E AR - Q@B EEH)

(0197 F#EmFFIEIERHEEFEEERRE DDDDDDDD
F:/5% EEEEEEEE -

[0198) ZEiHAE - JFTEIGFR=-EHTFTER  HUNESERE
FoBETHRERERTURTEN - EXERREENER T

F49H 389 H(EIERTE)
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ERETEEAUEEREE MR - DIHEIESRS E M E O R E (Rl

HS 5 HG fiF = RS 5 RG) -

THBEFEE= A8 I1gGI(f£ BL-1118 1 {g{L > Hrf M883Y S885T T887E

[0199]

Ze 2 U A A2 T 2R AR
TEIRFE=AM ENPPI1 H4HME/P SRR (£ BL-1118 F{B(E » HH
1256 T RYEUC AR AR T B4R HAE )

SEQ ID NO: 7 (/A& ENPPI- NCBI &Z### NP _001295256.1)

1

61

121

181

241

301

361

421

481

541

601

661

721

781

841

901

MERDGDQAGH
SLVLSVCVLT
TCVEPTHIWT
DTPECPAEFE
NHYSIVTGLY
TYFWPGSDVE
GHSHGPVSSE
KYLGDVNNVK
LHFAKSDRIE
AEVDSFENIE
TSNDLGCTCD
LTGYSLDLLM
LTPPRLNRVS
DFDYDGRYDS
HRPDNIESCT

IFSQED

SEQ ID NO:

1

MERDSCAGGG

GPRHGSAGNG
TILéCIFGLK
CNKFRCGEKR
SPPTLLFSLD
PESHGIIDNK
IDGILPDIYK
VIKALQKVDR
VVYGPAARLR
PLTFYLDPQW
VYNLMCDLLG
PWIVPIKDFE
PLWASYTFLS
NHIYSEALLT
LEILKQONSRV

HGKRESSWVE

8 (4 ENPPI1- NCBI

SRGGEGGRGP

RELESPAAAS

PSCAKEVKSC

LSRFVCSCAD

GFRAEYLHTW

MYDPKMNASF

VYNGSVPFEE

LVGMLMDGLK

PTDVPETYYS

QLALNPSERK

LIPAPNNGSH

KQLNLTTEDV

NDQFSRDDFS

SNIVPMYQSF

IRSQEILIPT

ELLTLHRARV

REGLAGNGRD

LLAPMDLGEE

KGRCFERTFS

DCKTHNDCCT

GGLLPVISKL

SLKSKEKFNP

RILAVLEWLQ

DLGLDKCLNL

FNYEALAKNL

YCGSGFHGSD

GSLNHLLKKP

DDIYHMTVPY

NCLYQDLRIP

QVIWHYLHDT

HFFIVLTSCK

TDVELITGLS

PLEKAERARP

NCRCDAACVS

NYSSVCQODKK

KNCGTYTKNM

LWYKGQPIWV

LPSHERPHFY

ILTISDHGMEQ

SCREPNQHFR

NLFSNMQALF

IYNPSHPKEE

GRPRILLKQH

LSPVHKCSYY

LLORYAHERN

QLSETPLECS

FYQDRQESVS

AKDPNTYKVL
LGNCCLDFQE
SWVEETCESI
RPMYPTKTFP
TANHQEVKSG
TLYLEEPDSS
GSCKKYVYLN
PYLKPFLPKR
IGYGPAFKHG
GFLSQCPIKS
RVCLLOQQQF
KSNSKLSYGF
GINVVSGPVF
ALESSAYILP

ELLRLKTHLP

BHFENP_001193141.1)

PGPGRAAEAS GEPQAAASLL APMDLGEEPL

%50 H » 3L 89 HEHRFED)
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61
121
181
241
301
361
421
481
541
601
661
721
781
841

901

ERAARARPAK

RCDAACVDLG

GSVCRGEKSW

CGTYTKNMRP

YKGEPIWLTA

KDERPHFYTL

ISDHGMEQGS

QEPNQHFKPY

FLNMQALFIG

TPKHPKEVRP

RPRVLQNSTV

PVHKCSFYKN

QRYAEERNGL

SQTPLQCENL

QERKEPISDI

SEQ ID NO:

1

61

121

181

241

301

361

421

481

541

601

MERDGCAGGG
EKAARARTAK
RCDAACVELG
SSVCQGEKSW
CGTYTKNMRP
YKGEPIWVTA
KDERPHFYTL
VSDHGMEQGS
REPNQHFKPY
FSNMQALFVG

TPKHPKEVHP

DPNTYKVLSL

NCCLDYQETC

AEEECDSIDE

VYPTKTFPNH

KYQGLKTGTF

YLEEPDSSGH

CKKYVYLNKY

LKHFLPKRLH

YGPGFKHSTE

LVQCPFTRAP

CLLYQHQFVS

NAKLSYGLLS

NVVSGPVFDS

DAMAFILPHK

LKLKTHLPTF

9 (% ENPPI1- NCBI

SRGGEGGRAP

DPNTYKVLSL

NCCLDYQETC

VEEPCESINE

VYPTKTFPNE

KYQGLKSGTF

YLEEPDSSGH

CKKYIYLNKY

LKHFLPKRLH

YGPGFKHGIE

LIQCPFTRNP

VLSVCVLTTI

IEPERIWTCT

PQCPAGFETP

YSIVTGLYPE

FWPGSDVKIN

SYGPVSSEVI

LGDTKDYKVV

FAKNDRIERL

VDSFENIEVY

RESLDCSCDP

GYSRDILMPL

PPQLHKGSSQ

DYDGRYDSLE

TDNSESCAHG

NQED

REGPAGNSRD

VLSVCVLTTI

IEPEHIWTCN

PQCPAGFETP

YSIVIGLYPE

FWPGSDVEIN

SYGPVSSEVI

LGDVKNIKVI

FAKSDRIEPL

VDTFENIEVY

RDNLGCSCNP

LGCIFGLKPS
KFRCGEKRLS
PTLLFSLDGF
SHGIIDNNIY
GIFPDIYKIY
RALQRVDNMV
YGPAARLRPS
TFYLDPOWQL
NLMCDLLNLT
SILPIVDFQT
WTSYTIGRND
VYSEALLTTN
TLKQONSKIIR

KHESLWVEEL

CAKEIKSCKG

RSLCSCSDDC

RAEYLHTWGG

DPQMNANFAL

NVSVPFEERI

GMLMDGLKEL

DVPDKYYSFD

ALNPSERKYC

PAPNNGTHGS

QLNLTMAEEK

SFSTEDFSNC

IVPMYQSFQV

NLEVLIPTHF

LKLHTARITD

RCFERTFGNC
KDKGDCCINH
LLPVISKLKT
KNKEKFNPEW
LATLKWLQLP
NLHRCLNLIL
YEGIAKNLSC
GGGFHGSDNT
LNHLLSNPVY
TIKRGALPYG
LYQDLRIPLS
IWHYLHGTLL
FLVLTSCKNT

VEHITGLSFY

EHFFE NP _001162404.1)

PGRSHAAEAP

LGCIFGLKPS

KFRCGEKRLT

PTLLFSLDGF

SHGIIDNKMY

GIFPDIYKMY

KALQRVDNMV

YGPAARLRPS

TEFYLDPQWQL

NLMCDLLNLT

SILPIEDFQT

51 R 3 89 H(SHIRAE)

GNPQAAASLL

CAKEVKSCKG

RSLCACSDDC

RAEYLHTWGG

DPKMNASFSL

NGSVPFEERI

GMLMDGLKEL

DVPDKYYSFN

ALNPSERKYC

PAPNNGTHGS

QFNLTVAEEK

APMDVGEEPL

RCFERTFGNC

KDQGDCCINY

LLPVISKLKK

KSKEKFNPEW

LAVLOQWLQLP

NLHRCLNLIL

YEGIARNLSC

GSGFHGSDNI

LNHLLKNPVY

NIKHETLPYG
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661
721
781
841

901

RPRVLQKKNT

SPVHKCSFYK

LRKYAEERNG

ASQTPLHCEN

YQOORKEPVSD

ICLLSQHQFM
NNTKVSYGFL
VNVVSGPVFD
LDTLAFILPH

ILKLKTHLPT

SGYSQDILMP LWTSYTVDRN DSFSTEDFSN CLYQDFRISL

SPPQLNKNSR GIYSEALLTT NIVPMYQSFQ VIWRYFHDTL

FDYDGRYDSL EILRQKRRVI RNQEILIPTH FFIVLTSCKD

RTDNSESCLH GKHESSWVEE LLMLHRARIT DVEHITGLSF

FSQED

SEQ ID NO: 10 (##£# ENPP1- NCBI Z#5ENP_001076211.2)

1 MERDGCAGGG SQGGGKGGRG PREGLAGNGR DPSHGQASEA PGDPQAAASI: LAPMDLGEEP

61 LEKAAGARPA KDPNTYKVLS LVLSVCVLTT ILGCIFGLKP SCAKEVKSCK

121

181

241

301

361

421

481

541

601

661

721

781

841

901

CRCDVACVDL

YSAVCQGEKS

KCGTYAKNMR

WYKGEPIWLT

PKDERPHFYT

LISDHGMEQG

CREPNQHFKP

VEFSNMQALFV

YTPKHPKEVQ

GRPRLLQKKS

FSPIHNCSFY

LLORYAEERN

NTSQTPLQCD

FYQERKEPVS

SEQ ID NO:

GNCCLDYQET

WVEETCENIN

PVYPTKTFPN

AKYQGLRSGT

LYLEEPDSSG

SCKKYIYLNK

YLKHFLPKRL

GYGPGFQHGI

PSVQCPLAGS

SVCLLYQHQF

KNNAKLSYGF

SINVVSGPVF

NLDPLAFILP

DILKLKTHLP

CIEPERIWTC

EPQCPEGFEM

HYSIVTGLYP

FFWPGSDVKI

HSYGPVSSEV

YLGDTKNIKV

HFAKSDRIEP

EVDSFENIEV

PRDSLGCSCN

VSGYSHDVLM

LSPPQLSKDS

DSDYDGRYDS

HRSDNSESCV

TVSQED

NKFRCGEKRL

PPTLLFSLDG

ESHGIIDNKM

NGIFPDIYKI

IKALQRVDNM

IYGPAARLRP

LTFYLDPQWQ

YNLMCDLLNL

PSILPIVDFQ

PLWTSYTVNR

SQIYSEALLT

SEALKRNRRV

HEKRESSWIE

SRSLCACSDD

FRAEYLHTWG

YDPKMNASFS

YNGSVPFEER

VGMLMDGLKE

SDVPEKYYSF

LALSPSERKY

TPAPNNGTHG

TQFNLTTAEE

NDSFSTEDFS

SNIVPMYQSF

IRNQEILIPT

ELLMMHRARI

118 (FBZEHE 1118-1 A% ENPP1-Fc)

GRCFERTFGN

CKERGDCCIN

GLLPVISKLK

LKSKEKFNPE

ILATILKWLRL

LNLHQCLNLI

NYENIARNLS

CGSGFHGSDN

SLNHLLKNPI

KNINRASLPY

NCLYQDLRIS

QVIWRYFHDT

HFFIVITSCK

MDVEHITGLS

MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTC
NKFRCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLDGFRA

EYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASFSLKSKEK

5 52/ 0 44 89 H(RERTE)
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FNPEWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGTFPDIYKMYNGSVPFEERI LAVLQWLQLPKDERPHFY
TLYLEEPDSSGHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYIYLNKYL
GDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYL
DPQWQLALNPSERKYCGSGFHGSDNVFSNMQALFVGYGPGFKHGI EADTFENIEVYNLMCDLLNLTPAPNNGT
HGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPS ILPIEDFQTQFNLTVAEEKI TKHETLPYG
RPRVLOKENTICLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFR I PL.S PVHKCSFYKNNT
KVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGER
CDSLENLRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHDSSWVE
ELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDRSDKTHTCPPCPAPELLGGPSVFLFPP
KPKDTLYITREPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY

KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK*

SEQ ID NO: 119 (f5Z# 2000—F 5y ENPP1-Fc¢)

MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYOETCIEPEHIWTC
NKFRCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLDGFRA
EYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASFSLKSKEK
FNPEWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGTFPDIYKMYNGSVPFEERILAVLQWLQLPKDERPHFY
TLYLEEPDSSGHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYIYLNKYL
GDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYL
DPOQWQLALNPSERKYCGSGFHGSDNVFSNMQALFVGYGPGFKHGI EADTFENIEVYNLMCDLLNLTPAPNNGT
HGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDFQTQFNLTVAEEKI IKHETLPYG
RPRVLOQKENTICLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNT
KVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVFDFDYDGR
CDSLENLRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKUDSSWVE
ELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQEDRSDKTHTCPPCPAPELLGGPSVFLFPP

KPKDTLYITREPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE

%53 5 » 3t 89 E(SHIHREEE)
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YKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY

KTTPPVLDSDGSFFLYSKLTVDKSRWQOQGNVEFSCSVMHEALHNHYTQKSLSLS PGKDDDDDDDD*

[0200] B 5&E Wi 6l

[0201] EBSEDUTEREMY  E—PHHABEABERNE -
RUEBEERFAIRESR TR  BEABREZRENER  BRIFAR AR
B - Kb ABANEEFERERBERNUTERS - WERER
REEHRAXRENHENBSHENEMAM/AFEL -

[0202] 4@ 55— it > M8 E AR |V B ET A & 7] LUF] A AT
E A T ERAEEES  HENAHAREASTN EEYILE
BFrE K REN L Al TEANTAEEHRAERBEL T XEEAE
B B M 5 = TR FE B AR 5 DUE A 05 A IR B A5 8 N B A KR 0
ﬁ °

[0203] 3R DUT B HAIH ARG EETHRAL -

[0204] AEZHRZE

[0205] [EEMEHUCE BEOBIE  AEEHEHE X LRBA -
HESEERE(CT)MEREYE % E(BMD) - IE#RE& 57 ENPP1 288
NEHENFRAOEYEERE -

(02061 ZE&& 4y iT

[0207) #fEBEEEEMBEREEGER RKEAEEODNEE
B R - S BER S SE(OPPG)(R 2)HMNERET T RE D
#r > FIFH Kazusa DNA BZEFTHY MiSeq Sequencing RE&EET T T —
RAF - WZ AT AR (Fujiki et al., 2018) o 4.7 {il T K EAHY (Fujiki
%> 2018) ) ABEAR 2 FIHSY > EABENRERE T Y
BB ENPPI ERETHEHBASF - ABW 2 (in silico) TH
PolyPhen-2~SIFT f1 Mutation Taster (Adzhubei et al., 2010 Kumar
et al., 2009 ; Schwarz et al., 2010)sE{H i BI BV EB N EIR M -

5 54/ » 35 89 H(HHRHD)
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R 2. REFZRIFHHANERQT AR ENPPI B:H S E
SIBNS[%(B) -

(A) EHE AN A

R

B OI #1 OPPG #HEE BMPI, COL1A1, COL1A2, CRTAP, FKBP]0,

HyE A IFITM5, P3HI1, PPIB, SERPINFI, SERPINHI, SP7,
TMEM38B, WNT1, CREB3L1, SPARC, TENT5A,
MBTPS2, MESD
BEMmBEREEaE PHEX, FGF23, DMPI, ENPPI, FAM20C, FGFRI,
WA R BY & R PTHIR, SLC3443, SLC943R1, CLCN5, OCRL,
CYP27B1, CYP2RI1, VDR, HNRNPC, CYP344, NFI,

SLC3441 -

(BYH X ENPPI R B HFFINE

b= ERERFY A EYR/AN
ENPP] GGATCATACTCAGGAAGACAGC E= 321
c.536A>G
TGGCCAATAGCCATGACTCC K 18]

Ol » BF &4 | OPPG » BHEGEE- B EBERE &R

[0208] #5%& DNA 1y %E

[0209) fE % 3 GBI - o F i i 0% A0 5 & T 8 K2 JE (R T-
PCR) - ZREH/MHMEBEZAMATILE RNA A& K ENPP1 ¢cDNA -
ENPP1 ¢cDNA 1 pT7blue T-# & (Merck, Darmstadt, Germany){f &%
EEIRERE T ZATETHESE - B QlAprep Spin Miniprep E 4
(Qiagen, Redwood City, CA, USA) ¥R Ay H BT 4L » BAEWE
FERPETHR -

[0210) =2#f) FGF23 By &

55 H 389 H(BYIRIE)
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[0211)] #RiBBLEREAY HZE » B3B8 Determinar CL FGF23(CL)HI
=508/ FGF23 (Minaris Medical, Tokyo, Japan) - CL @&, B2
ZOLEE B IR (CLEIA) » ERHILAS FGF23 /NEEMRBIE - EH
BEfE A FGF23 V& EHE R 16.1-49.3 pg/ml » E o FGF23 tHEE
K KBRS B M EAY B IE{H & 30 pg/ml (Ito et al., 2021 ; Kato et al.,
2021) o

[0212] |m#¥ PPi WM&

[0213] UrZESHEEFNMFDUNE MAF LB E (PPI)REE - M4
EE% o fEmE BB EFEME 30kDa E(PALL, Port Washington,
NY, USA) BAEBR /MR - WHERM®E 1 /NFRZEPR-80T » fLERME
Fi o MBE[PPI]AVHIEEA ATP WEE/LESETT » WRIATAL - HIEEBX
(Jansen et al., 2013 ; Jansen et al., 2014) - & {58 EnSpire %
B R EE S (PerkinElmer, Waltham, MA, USA)EZEE NEH -
B 4K B0 1 5 [PP11 3 38 3 15 8 2 S DR 19 35 2 9% 55 (PP T A% 1E - (8
ATP W LB ERAER REMF P EN[PPI| S B HEREHRE K
2,360 3] 4,440 (Bernhard et al., 2022) - :ZE{E 8 7 gk S Y FE R
ABJEAF B (O'Neill et al., 2010)F814L -

[0214] ENPP1 WYEEZEF HEREB

[0215] {5 F§ Quikchange II-XL fir Bk 22 [ 5% & % (Agilent
Technologies, Santa Clara, CA, USA)/& A fHZe% T2 (L% hENPPI-
Fc &EtEfe T - F¥Ez51%% » # A Lipofectamine 2000 (Thermo Fisher
Scientific, Waltham, MA, USA)S B EBE LT CHO-K1 4t f - &
Ju A8 /NBETE 0 #8510 uL FERHE 90 pL &7 250 mM Tris pH 8.0 -
500 mM NaCl >~ 0.05% Triton X-100 f1 1 mM RgEF 50- 55 B 16 B8 S5 5
ERENHBEERES RECEOFRBNEHERENEE T H
R OD405 nM/TEEL >  BEBEEZDE S REHE - LHYER
WT%EEAEAL -

[0216] #igtorin

55 56 H » 3% 89 H(BWRAE)
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(02171 PPi /K FLIFE TR R (SD)RT - AT ESWES
Mr WT FIZE8 2 RjEy ENPP1 BV B R 8) T 2By thik - B Mt e
7% P<0.05 - EiE 57488 Windows HY GraphPad Prism version 6.05
(GraphPad Software, San Diego, CA, USA)¥#ETT -

[0218] EHEHI 1 : EEBEN ENPP1 EEHL

[0219] B&E 1 B2—R 47T BROBEY > EF LKA FTRAFHE -
fil EEEBERE > F 20 BENRESE - MFEFRREE AR B
SEENR REAFERRERMOGES WA TERREENRIE
e 46 pEEF - MHIRER  WRH RARBEEER  £8FE—EH%
PR E 3R T RRBA ST ~ Pt R 6 0 ER B 8RO - il B A B e - RS
MU 7 AT (IR RE X B9 4R B B8 (DEX AR T 43 8153 Bl Fy-3.8 F1-2.6 o
BN CTHEERE 7T ME 11 WERNEBHEFRE 1A) -

(0220] & PO R 1% B BUR B B A % (E S I B (uptake) » BHA %
FEEyT(E 1B) - FEBHBAEIFIRRA & - SRR A A W) g A iR 21
AU AEHER(E 1C-1H) - ZEERN2H B ERSUEEHRERE I
ETTEREZREUFRESEFERRENER(L  BRAEEH —F
& B B IR H A IME B > (7B M 07 T % T I R 5 o 4 9 1 TG
BAE BES-RBREERANIMES - B FGF23 RN (BA
=1)-

(02211 H AR5 IBThEERE » AME FHRAR S - B EEM G S
BERMNEB)BEEFHEAGRR 1) - WL M#FHEE University
of Tokyo Hospitals {E# —25 5 (& » W B ¥ a¥4E 7 MREZBRK 5 (3£ 3) -
ERERERET  E¥MBEEELKE  EERIESH(S.8 mg/dL) » &
EFEMER(2.7 mg/dL » 2% &R 2.7-4.6 mg/dL) » ITE# FGF23 (28
pg/mL » @R 16.1-49.3 pg/mL) » ML RAK 25 FELLEE D(7.2
ng/mL)

[0222] g O 5% OPPG #ERAAILET - WHH OI 5 OPPG
HRNERETTREDNER 2) BERFECTHERER - ERNER

B STH > #£ 89 HEHARAER)



202342103

VBN ENMBZESMTYWE AT DAERMERE-EYDERF
T o BT G % O R I B G B M (B R V2 B M B AH B R TT 2
M > BT ENPP1 HEFSEEER(c.536A>G > p.Asnl79Ser
[N179S1)(5 3) - # FAAF 18 BRI0ME 495 T 0 45 T HOHHG ENPPI
BHENEBEAF  BRTHEWNESG ENPP1 S8 (E 2A) - BEZ AT
T K- IEF A BMD——FEER(-1.6)FI BB AL AI(-0.8) YK Z 738
B fi e AR - PERBAET - BRBAETSRE R R A E S FITNEMLFLENE
(& SA-5G fIZE 3) °

[0223] 2EH 22 7T mLE  HE2EBERESFEMEEEHEE
1 4= fE (DISH) - & M 2 A P B4 M ST IF #2882 University of
Tokyo hospital - FFfEES > il CT BHIEFHFREFE T FEMZEE
HEGEMEEIT(E 3A) - b4 ERBRRAE TERMNERMLETLE
3F) > (BRI 2 5EEAI(E 3B - 3C ~ 3D 1 3E) - HiE CT &
ME R ERSE BITASENE - BENELEER  K-IEE MER
(3.1 mg/dL » &% &ER 2.7-4.6 mg/dL) » &-IE% FGF23(43.3pg/mL >
2E&ER 16.1-49.3 pg/mL) - AR BFREFZH R TFEREMLFE 5
EiEEY: FGF23 M EBIMEMENZE (R85 ARHR 5 XLH)-
HEEEME MR EEAERERERNAEGR 2)B R T ENPPIL
R R e (c.1352A>G » p.Tyr451Cys[Y451C])(F 3) -

[0224] 2% 3 2 54 Lt BN EREME > FERERE -
PRI RI R R E - thBER IR T AU/ B9 ®I B {L(OALL/OPLL) » #
i Ky DISH - S QIBE & HERE 7  ERARE T AR R(E 4A-
41) - BEBHEHREE R > K- EFMABRHKRE (2.9 mg/dL)fIS-EE MF
FGF23 (38.4pg/mL » 2% &i[& 16.1-49.3pg/mL) - £ LsEHE B HF
s LRSS > BH T FGF23 AN AR EMENLR > X
HERSH(F DT/ RTHEEE 1 71 2 HEMK ENPP1 58(c.536A>G
Al c.1352A>G)(FR 3)- B MR HMATEF(19 BRI 23 5%)#EFT T Sanger
B o 3B AERAE c.1352A>G 954 ENPP1 &R (E 2C) - HBE

S8 H - 8 R(BHRED)
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R » 35 B4R A ZD 50 45 L 0 R B AR 11 B » 7 7 25 K OB o
BB AL(E 6A-6G 1 TA-7G) -
MR 1. B2 AT 1 A9 E AR

RI » FRA RHl1
Mi%s$5 (mg/dL) 8.8 -10.1 9.4
MEBEHKE (mg/dL) 2.7 -4.6 2.8
eGFR (mL/%34%/1.73m?)
25(0OH)D (ng/mL) < 4.0
1,25(0H)>D (pg/mL) 20 - 60 39.7
ALP (U/L) 38 - 113 152
BAP (ug/L) 3.7 -20.9 25.6
TRACP-5b (mU/dL) 170 - 590 594
iPTH (pg/mL) 25.8 - 75.7 36
FGF23 (pg/mL) 16.1 - 49.3 28
TSH (uIU/mL) 0.38 - 4.31 2.46
WFEEENE (pg/mL) 4.7 - 21.6 5.6
KEEE (ng/dL) 4.5 -21.1 6.0

fElEEE C R1- 2% ER) 5 eGFR > 3 AYB/NERIEB R 5 25(0H)D »
25-FHRELEE D 1,25(0H)D » 1,25- 8442 ; ALP » i MERE
fcls : BAP » FligtE i ELES 5 TRACP-5b - B A BG M 1 BhBEER 5b s
iPTH » SEREBIFRERE 5 FGF23 » jREMEERRET 23
TSH > REFRBEHE -

%59 F - 4t 89 H(BIHRAED)
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[0225] EHEH 2 : ENPP1 EERREREFEENREK

[0226) A& 23 147 ENPP1 #Y.Z 7# DNA

[0227] % ENPP1 #YE #§ DNA EfTEERMAEF > DIFEE W E
ENPP1 SR EMNE—EFUERNERHEHRKNEMERF - BEFAE
WP 8B ~RA 3 ER ENPPL EENESHESH(E 8) -

(0228] &/ f# 217 ENPP1 SR 1T B R HERIH B R A

[0229) fEAFAIFHAFET N179S 1 Y451C NEMERER
FEENEFEEEBIEE(GnomAD) 4 #E 73 A% 0.00010 71 0.00016 «
AT » £ Tohoku Medical Megabank Organization (ToMMo)&E#E
1y 3552 A EBAFANEBNLERNESEES - N179S 1 Y451C 19
ZEUEREREHRE T AR 0.0071 f1 0.0055 (T 4) - Asn 179 fujt4E
R#FAEHE B &EE 2 SMBY)d - EHERE _EIENREMRZERE
2o 0 Tyr 451 FERLEEET(E 9) - Asn 179 1 Tyr 451 EFTEY
BRHEESERTH -  FEATHIANWETRENESHK N179S
Y451C SR /HBORERN(FR 4)

#24. ENPP1 SERURYS(r ZFSRASTIRY 227 |, .536A>G orc.1352A>G.

- SBR8  GromAD ToMMo :PolyPhen-2 SIFT  Mutation Taster

c53ASG 000010 0007 HAEEE  BAE SRR
cABLASG: 000016 00055  EREAE W AE e 2 5k

[0230] 4% PPi 75/ &

(0231 B ={E%EFZEHEURH 1-3)RERERSVIMEE PPi T T
HE - EA¥S ENPP1 B EERAHIAE 1,000 F 2,000 nM 2R
HIMnaE PPi /K (3R 3) » MEAEEMEAR ENPP1 8 NAEE FAYM
#% PPi RILHBELIAY 1,866 nMHTERE -

[0232) ENPP1 B9 ZE 17855

%62 F > 3t 89 H(BRHRAE)
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[0233] BT #—H {5288 % ENPPI E(LBHATE » L WT
ENPP1 R THIMLE - ERINEB T —E A 2RV ERET T
it - 2 WT ENPP1 AHEL » N179S 1 Y451C &5 FIFE{E T ENPP1 1y
EEZR 55%F0 70% (B 10)- KL R ACMG 5> N179S 1 Y451C
BREWOYER T WEBKAN , (N179S ¢ PM1+PP3+PS3 » Y451C :
PM1+PS3) o

[0234] ZEF4EE

[0235] &ERFH EEZZHEBEESL 13T EEMAIESAE
ENPP! RfGHI—fFIE &S EE S ENPP1 BRI IREH
EEEZHENTLPERLESIN=0] ENPP1 EE£H4L -

[0236] B&H 1 REREZUEERRE MEE 2 RELAEEE
HRAREN DISH WHEERZE > U S/ EREFERREHSRESR
MEBGEMHE ST B 1A-1B fl 3A-3G)- B 3 A E S %S ENPPI
e HHBE | M2 P EENEEZREHK - F15 8% 2 ENPPI 4
RGN BERBEHENNSEFHFEE  DUEERGEENSL
0 R PR $5 (B AE 1L BE 5 (& 4A-41) -

[0237] o FTEBERERBRE N EEANESEMAER
ENPPl EBENAERES NEBTNERFLERFHIAETHRER
MEE 1N BRAFHNEREEEENZES R-1.60)0EE 38 195
23 AR ENIRBESS LR - EREERANSBEE— B /FT
ENPP1 G [EFE A 52 o 7 7 9 57 Bk P B 1Y 43 9o 148 11 v A2 4200 1 I AU B8
Eljj o

[0238] AT BIHEAEFHE GACIHY4i4 ENPP1 28 &1 5 RATEL
GRS - BEMN 2 ENPPI #8535 E AR » (E#75 (K65 M fE FKHE R
BIMAERMFE(CIEE - R0 ENPP1 WRE RSB EER B &
EEA (Kotwal et al., 2020) - #iZ » Oheim FARE T HEEF R
BERBRENRESEETA ENPP1 BERL » EEEMOELERER
ENPP12si/2si fff ENPP1 4i& L fE/NE H (Oheim et al., 2020) » &

%63 H » £k 89 H(RIRHE)
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7 ENPPI FAFH ATV EENEL - ZF L BF 1 figh 18 GRAYRE
FHYE R I Z R ENPP1 BEEGR K B S0 1B H i RRAE AV BA Wk o

[0239] % #H%e#$ ENPPI BEEGENEHBERE DISH 2% -
DISH £2 5MHER - EREERFFMARBRY &L - LEEERE
[AE - DISH B EFER B KRN ESHE KD - WIRMELEFTITH
JE. B (Mader et al., 2013) - EEZAEREMHI NI - /2 DISH EEREA
(50 gLl E) ~ Bk - R - S mMBENRE K% AR (Kuperus & > 2020) -

[0240] 7EREFE 2 B9RHIH  dhAVFEEER 50 5% (EFF4E DISH
EAMmBRRAE K SHEZEER ENPPL EEMEARRE - ERAR
FO/N BB BE PR R ER R AU F2 K 416 ENPP i g B 25 A5 81 7 o E A el B
(Okawa % » 1998 ; Nakamura % » 1999 ; Saito % > 2011 ; Hirao Z >
2016) - BRUMAE PPi fE({EAY ENPP1 EMZBEREZ BEFEHENETT
MEREFFLNS R LERN—ERRER -

[0241] Fri&ai@9 Wi {8 ENPP1 ZEEE(N179S #1 Y451C)&E LR
ENPP1 @ E ERFHFIIF > B _E(ANRBEME(Asn 179) Bl
{BSEME(Tyr 451)JEHEE - fhoh > N179S M1 Y451C L EYE T HE
HWERAENGER4)  BE2SERERERBURED -

[0242] L4k - 22 WT /KEAHEL - N179S F1 Y451C o5 R ES /&
M 55%F0 70% > =8 ENPP1 Ry E M Bop & e T E N B s /ST
£l (Kotwal et al., 2020 ; Oheim et al., 2020 ; Rutsch et al., 2003 ;
Stella et al., 2016 ; Thumbiger-Math et al., 2018) - & FFil » ELE
IR T FF—{EE % {8 ENPP1 ##8 N179S K/ Y451C &F = HL=
EYEEFRREMEMELEL - '

[0243] &4k ENPP1 FHEIHL AT AR IRCRVMEH i 2 =3 & > R
EEBELECEAEEINRBERLNVEEGEHREE HEE 102 fATd
B EMRBEHEMEE[PPI](5 A% 1,646 nM F1 1,748 nM » £F &
BB 2,360 - 4,440 nM) » 5% ENPP1 WE(LEHEBZINWEER
Ay {ER —% - ENPP1 #1 ABCC6 BT EEKMEE PPi /K¥E

64 H 3k 89 E(BEFREE)
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(Lorenz-Depiereux et al., 2010 ; Levy-litan et al., 2010 ; Rutsch et
al., 2001 ; Nitschke et al., 2012 ; Le Saux et al., 2000) - ENPP1 E&
EBRABETEMEE PPi KEATAE ENPP1 SLEERI414& ENPPL $1F4
BER PPiKEZHE(Kotwal et al., 2020 ; Oheim et all., 2020) -
fEY B & 69 PPi /KSEWIEAE 1,000 = 2,000 nM & ERN - HHEFE
BEUR  EEEAKES ENPPL GAIGHTRE 3 ) PPi LS BB 8 (5 2
ENPP1 B& MLl - BRAF M EMEH 28 (Kotwal et al., 2020) -

[0244] pEsh - FEB 3 3 R R B S ERIFRIETHEETE > B—
FHEEEZME TS ENPP1 GG EFE (Kotwal & > 2020 » FI
Capelli Z&>2015)%1 ENPP1 ERFEHY /N B AR i B 2 5] - 7y FGF23 FF
S o (Y EA R T PTH & 7175 > 20 Hyp /NEEFI A7 XLH f1 ARHR
AR L FOF23 NfEAEREEE DIE(LZEMH RS2 MR
FR BRI RETT#E (Carpenter JBMR » 2011) - JE{UHIHEHI I 4EMERE T 9%
B3 PRI ERI IR L R B E R HEEE DR DR
4i& ENPP1 #hEHEMmFl(Kotwal et al., 2020) - R EFH 3
MNBERALERAETE G AL BRAGEZDMAREEHEERD
VAR A DY UE T PG 4 1 B F R AR ThAE TT B E Y =1L -

[0245] BEAMRFHEEZHHBEHENEE FGF23 » EEHK
EEEME#KIFPNERT  ZAKVEERARAS  ERRETEES
BB RE O R B T REE - 7EEJTE © ARHR2 B FIEH & Ay
HWHANAZEBEERMEHRNER TEAR - EFHNEBA ST
FGF23 - 7 Levy-Litan #f 3 Q@K EZNEEF > 3 AhHF 2 AR
AR-IEFRI5EEM FGF23(50 pg Ml 47 pg» EESEHER 10-50
pg) > (Levy-Litan % » 2010) » Lorenz-Depiereux &/ 7 4 ARHR2
BERAE 5 ANHEE FGF23 BN EEREN LREEE A S REE
= EREBEREENEERFUNEEAERREANERT  EL8E
EEEERRS

[0246] HEABERZEEMERMBHIONBERT » KHAEKERH

565 H - #k 89 H(HUIERHAD)
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ENPP1 BEEHLILAE ENPPL SRR EE KA FGF23 J+7& » £IEE
MR- EH MEREQ2.7-3.1 mg/dL > 2= FHERK 2.7-4.6 mg/dL)AYE N
T SEEFGF23 MIEEMS-E¥KPSHE T B ERNFENY (KR iMm
EESE  THRAEETERNE - ZWMRERE  EE RS EERAD
ARHR ~ XLH F1& ifn 55 B B 1 B @ 85 L ERY B A S50 L BR B g
(Okawa et al., 1998 ; Nakamura et al., 1999 ; Saito et al., 2011 4F ;
Hirao et al., 2016 4£ ; Maulding et al., 2021 #£ ; Rutsch et al., 2001
4 ; Cheng et al., 2005 4£ ; Albright et al., 2015 ) » DA R EHRREE
EE X OPL EEH—FGEEE AP (Albright et al., 2015 £ ; Ferreira
et al., 2021 4F) > EMAYTEER FGF23 FIRBEBEEEMAE S A= - HHE - 5
{EFE 1E Bh7 SN k8 FGF23 BY{E i ik Bk B8 M Mg s FE =041 SLC34A3
ERPEMERH (Kotwal et al., 2020) » Kt » FGF23 {0l F HLE L R AV E R
HER® -

[0247] Jzfiiff ENPP1 Bifa/NE2FHETHERE SRS
Enppl fYKIEZREEMIIT Fef23 ek » WK/ T Wntl0b F Wntl6 #
$% (Maulding et al., 2021) 353 H ENPP1 & [g 04 ih 28 28 2 I8 AY Wnt
EHREEFETEFNEREL - B8 | REXRFUABENVREENS
FGF23 7K 3§98 (% Be B8 M {0 8% - T BB USRS M IR A R B
BiEAES 5b (TRACP-SH)ENEFEHE H RHFERBRENBERIAES
i E—REEREN Wnt EREEFENSRAHGRRE - -
R L > NEVBEEERE ENPPL GG RY/N B BB R E SR 4 3 T FT &R
BY 5 & i iR e — 2 (Maulding et al., 2021)

[0248]) Ef% EEMBAETZMEFEMNBENEUERFAR
MER-EEE 2 PRAFNEMCER(Y4SIOEAREFARA S
(ToMMo : 0.0055)EL7E BT A H & e & (GnomAD : 0.00016)5&J 30
g - ENBEINEFA AR ENPP1 Y451C 2884 OPL BR - BEEE
BARNEZETERMBET HAR OPLL ##FR(1.8-4.1%)[EXH
(0.12%)FIEEH(0.1%)%& 10-40 f5(Stapleton et al., 2011) -

%65 66 H > 3t 89 H(RHIHRIE)
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[0249] EHEf] 3 : ENPP1 B &EH A4 R FIY DISH BE/NE,
EPdi

[0250] ENPP1 AR

[0251] ENPPI & ZE O W —{EE 2 ENPP1-Fc - AT »
ENPP1-Fc 8y B8l o] 38 A A a0 A SZ Bt 69 LA ENNPP1 g & 2 5 (1
ENPPI-HZEH) -

[0252] ENPP1-Fc 2EMRMAER » HAEH IgG1 1 Fc B B
(thENPP1-Fe)éS & /Y A ENPP1 (A &AM ENPPL)AY4H AN 4S5 -
ENPP1-Fec (Y EHMMMIING B E & EE(L0EE 0 ©E4 ENPPI f§iH
[{] - ENPP1-Fc B CHO #iff P & g It X AEZEBRAENE
HABEH B EHYRIENES - ENPPLI-Fc Z_REBNITEYE
290 kDa s ENPP1-Fc 25 EREELR » pl 5% 6.0 - K JEM: ENPP1
—#% » ENPPI-Fc (N TEHREBE ATP » T# 32L& 5 AMP I PPi o

(02531 FEERAE M =0T ol &M ENPPL & A & hEEF(AE
el - BRRBEBRAIRLB AR EESETWAE Fc SRS - =
{8 ENPP1-Fc f&EEE{ER | HE R SEQ ID NO :3 -4 f1 5 417¢
CHO 4 &by -

[0254] ENPPI1-Fc (4i{E T @B —AFREENSTBER  £4a
BEUT=ZENELE  DEAIEFRET B9 A BFZE - QBiEER
BREE REERRERBENE - R~THEER ARG E TR RER
e ST IBARE BB G E IR TR ER - EEHE®R > TUUE
F pNP-TMP fE Ry o BB 5K 5F4h ENPP1-Fc & 4 (LR M

[0255] F§ ENPP1 %45 DISH fEAI/NE,

[0256] &% pk AT FEE 1L BE 9% (DISH)/N B B2 Enppl BRFEHY
N R ttw ( TREERITE/NE § (tip toe walking mice)) - ttw /N
BRANBENEBRIEZNSEZHFHBLENEERK - BT 5
PPi BEGEIF BN AV EREE Z AR 4 > 1% 23 B#R 49 Enpp 12 /1N
EAVERIBET TRE » B8/ EDFBEREE -

5867 H » 3t 89 H(SUAHE)
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[0257] ERTHERFER Hﬁ%“"’%‘ﬂ(PBS)%‘Z*%@{%Eﬂ%[PPi]
EEIEM A ENPPL-Fc AL ERER - ENPP1-Fc HyJEH 77
L MBS SMTFIE S E EE LR Ferreira et al., Musculoskeletal
Comorbidities and Quality of Life in ENPP1-Deficient Adults and

the Response of Enthesopathy to Enzyme Replacement Therapy in
Murine Models. J Bone Miner Res, 2021) - {£3E# » o] EH2F FIE

[ &EFEIRAY ENPP1 BI(FIAERFRF ENPPL-Fo)EREER » DIEFI
EATIE S AVERL -

[0258) fF% 2-23 B2 D& 0.3 mg/kg @ Enppl? /NEHE
F§ ENPP1 B (Fl41/2 FFRF ENPP1-Fc) » VA E452% Enppl2si /N R
AYMmEE PPi o EEEIMEE N WT H2kE8 » PPiEEZENI > HRAZEE
AL B B 1358 vs 2235 nM » & 6) °
6 23 B Enppl VT HILEERN KORGEER Enpp 18/ /NE AV I

WY
28 k==L 114 Enpp1* ENPP1%i Enpp12s
+PBS +PBS +BL-~1118

&5 mg/dlL  |6.6+0.5 7.0+0.8 6.9 + 0.4
BhERES mg/dL  [6.4+0.9 57405 55+0.8

PTH pg/ml  |137+80 229 + 89 524 +248*(1)
FGF23 pg/ml  [172=28 439 £215'(}) [614+167™"(1)
PPi nM 22354621 51£22""(|) (1358 £268"(})

(02591 HERREFRVE LRIWETEGEZD > LEHEHD
MATLAB B SR BT R WEAMKA TG RETEE -
TR IR Enppl® NEREBE EEBERNRE LHRER
L 9§54k > T4 ENPP1-Fo ¥ &Y Enppl1® /NEAYRE S LT F M
il -

[0260] 7ZERZEmLARBERT » £L 1k BE 7 DUARAE 7t 1 48

F 68 K - 3t 89 H(BRWAHRHD)
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PPi. 3 H B[ PAE 48 A G40 ENPP1 &[(f40 ENPP1-Fe)dI B 4 Yy 84 A
FriEm4%E PPi KRB EBR - ARG R R > EBREBENE > TEY
2 2 58 = HI AL (R Bh -

[0261] PPi¥% DISH #EE /NG L

[0262] 7% T 5Ffim#E PPi ¥ DISH/NBEBE P EEF R AR
SRR B8 > £58 3-17 HZ B AR E | mg/kg ENPP1-Fc [§
Enppl®/NE4GEE > WRBRBEM CT 54T H B - B 12 : A ENPP1-Fo
$HEERY/N R R B SRV A PPi K (XY 10 pm) » HEE WT KEEH
& -

(02631 f£F ENPP1 &(#l41 ENPP1-Fc)a#y DISH /N E
o FEME PPi T E MBS BLH R/ 1ERE - £ DISH i
ABZHAFERE ENPPL i L A ZEE - WERENHHE
B - .

(0264 EEHEH] 4 : B E

[0265] DAT5IEENEE > —HHA ENPPL BE(fla » HARRR
ENPPI - ENPP1-X ~ ENPP1-Fc /5 ENPP1-Fc-X» Hh X B24AX
FHAMLER 3 BT ALY & EE A2 #R) ¢ 0.2 mg/kg ~ 0.3 mg/kg ~ 0.4 mg/kg~ 0.5
mg/kg~ 0.6 mg/kg ~ 0.7 mg/kg ~ 0.8 mg/kg ~ 0.9 mg/kg ~ 1.0 mg/kg ~
1.1 mg/kg~1.2 mg/kg~1.3 mg/kg-1.4 mg/kg-1.5 mg/kg~1.6 mg/kg-
1.7mg/kg~1.8 mg/kg~1.9 mg/kg~2.0 mg/kg~2.1 mg/kg~2.2 mg/kg-
2.3 mg/kg~2.4 mg/kg~2.5 mg/kg~2.6 mg/kg~2.7 mg/kg~2.8 mg/kg-
2.9mg/kg~3.0 mg/kg~3.1 mg/kg~3.2 mg/kg~3.3 mg/kg-
3.5mg/kg~3.6 mg/kg~3.7 mg/kg~3.8 mg/kg~3.9 mg/kg-
4.1 mg/kg~4.2 mg/kg~4.3 mg/kg~4.4 mg/kg~4.5 mg/kg-

3.4 mg/kg-
4
4
4.7 mg/kg-4.8 mg/kg~-4.9 mg/kg~5.0 mg/kg~5.1 mg/kg-5.2 mg/kg-
5
6
7

.0 mg/kg~
.6 mg/kg-

W

3 mg/kg~5.4mg/kg~5.5mg/kg~5.6 mg/kg~5.7 mg/kg~5.8 mg/kg-

V]

9 mg/kg-~6.0 mg/kg~6.1 mg/kg~6.2 mg/kg~6.3 mg/kg-6.4 mg/kg-

6.5 mg/kg~6.6 mg/kg~6.7 mg/kg~6.8 mg/kg~6.9 mg/kg~7.0 mg/kg-

569 H - £t 89 H(EHIREE)
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7.1 mg/kg~7.2 mg/kg-~7.3 mg/kg~7.4 mg/kg-~7.5 mg/kg~7.6 mg/kg-
7.7 mg/kg~7.8 mg/kg~7.9 mg/kg~8.0 mg/kg-8.1 mg/kg~8.2 mg/kg-
8.3 mg/kg~8.4 mg/kg~8.5 mg/kg~8.6 mg/kg-8.7mg/kg~8.8 mg/kg-
8.9 mg/kg~9.0 mg/kg~9.1 mg/kg-9.2 mg/kg-9.3 mg/kg-9.4 mg/kg-
9.5 mg/kg ~ 9.6 mg/kg ~ 9.7 mg/kg ~ 9.8 mg/kg~ 9.9 mg/kg ~ 10.0
mg/kg R/SESTEEEH - MARE TEHGSC) EMERZI—K
KRR BAED—REFMRX - BA=ZR - 8EEL—REHWXK -
(02661 ENPP1 BIFVE—HERESE | RIEH -ES 8 KR ERK
PLUEEETEHY ENPP1 B mg/kg WHIEGERM X EZHE A ENPPI
Bl BB EEEGEHNRYE—FREEA NS ZEETH
HofEBRE 2 BNNEMBRENEAR 2 B~THEE AL H A -
[0267] ENPP1 HifJiEEEIERE 0.2 mg/kg~ 0.3 mg/kg > 0.4
mg/kg ~ 0.5 mg/kg ~ 0.6 mg/kg 5 1.8 mg/kg SC Z— - B SC Y
ENPP1 H = —EBEREELTZ— 0.2 mg/kg ~ 0.3 mg/kg ~ 0.4
mg/kg ~ 0.5 mg/kg ~ 0.6 mg/kg ~ 0.7 mg/kg ~ 0.8 mg/kg ~ 0.9 mg/kg -
.0mg/kg~1.1 mg/kg~1.2 mg/kg~1.3 mg/kg-~1.4 mg/kg-1.5 mg/kg-
.6 mg/kg~1.7 mg/kg~1.8 mg/kg~1.9 mg/kg~2.0 mg/kg~2.1 mg/kg-
.2 mg/kg~2.3 mg/kg~2.4 mg/kg~2.5 mg/kg~2.6 mg/kg~2.7 mg/kg-
.8 mg/kg~2.9 mg/kg~3.0 mg/kg~3.1 mg/kg~3.2 mg/kg-3.3 mg/kg-
4 mg/kg~3.5mg/kg~3.6 mg/kg~3.7 mg/kg~3.8 mg/kg~3.9 mg/kg-
.0 mg/kg~4.1 mg/kg~4.2 mg/kg~4.3 mg/kg~4.4 mg/kg~4.5 mg/kg-

1
1
2
2
3
4
4.6 mg/kg~4.7 mg/kg~4.8 mg/kg~4.9 mg/kg~5.0 mg/kg~5.1 mg/kg-
5.2 mg/kg~5.3 mg/kg~5.4 mg/kg~5.5 mg/kg~5.6 mg/kg~5.7 mg/kg-
5.8 mg/kg~5.9 mg/kg~6.0 mg/kg~6.1 mg/kg~6.2 mg/kg-6.3 mg/kg-
6.4 mg/kg~6.5 mg/kg~6.6 mg/kg~6.7 mg/kg~6.8 mg/kg~6.9 mg/kg-
7.0 mg/kg~7.1 mg/kg~7.2 mg/kg~7.3 mg/kg~7.4 mg/kg~7.5 mg/kg-
7.6 mg/kg~7.7 mg/kg~7.8 mg/kg~7.9 mg/kg~8.0 mg/kg~8.1 mg/kg-
8

2 mg/kg~8.3 mg/kg~8.4 mg/kg~8.5 mg/kg~8.6 mg/kg~8.7 mg/kg-

BT0R 89 H(RHRED)



202342103

8.8 mg/kg~8.9 mg/kg~9.0 mg/kg-9.1 mg/kg~9.2 mg/kg~9.3 mg/kg-
9.4mg/kg~9.5 mg/kg~9.6 mg/kg~9.7 mg/kg~9.8 mg/kg~9.9 mg/kg-
10.0 mg/kg M/E 7 EEE - ENPP1 BIWWE—HI S0 EE | X
HA-SB—HER THZHEEZ 7 X UEAZ2MELKE PKER-
EH 8 RME% THEBEWNREZEENEE ERFERI RS
HWOBLT » BELEENKIZHEH ENPPL A -

[0268] =233 w1 BULE 29 RAVEFFEER #8252 8 I EAY ENPP1 2>
Blan - HRBEZEMER 0.2 mg/kg ~ 0.6 mg/kg 1 1.8 mg/kg » BEHE
29 Ry HI#%E 1.6 mg ~ 4.8 mg fl 14.4 mg - HEZHETUFEZSZRH
HOR B ERE  NBEERERALHGHENEBELT -

[0269) EZpyEfE ENPP1 Bs—#& » ENPP1 BIZUfE ATP DL&RL
AMP 1 PPi» {113 fufn 8% PPi /K5F » dME#E{LR AMP » CD73 A
HEERIRE - BoRE S E R EEA R I ok s
RIS ENPP1 BB - BRBENREEEREEMNER
PR E o

(02701 WG] 5 : $EE ENPP1 EEFANBEN AR

(0271] GEMBIEEE 1 REE TiEk WHEES 8 K54S E MW X 4
THECHENKEEREA ENPP1 BEFHKLNE LA ENPP1 Hl-

= 7.

1 0.2 mg/kg
2 0.6 mg/kg
3 1.8 mg/kg

[0272] ENPPI1 #[PL 0.2 mg/kg ~ 0.6 mg/kg 5 1.8 mg/kg SC
—HWEERERA SEEOWMIO GHEHBREREE -HEEE
ENRAHBERNNE  WHEXBEESYN  §ld > BEHEERT
ENPP1 #A[EIY— B2 2 EEAR D » R/RFER A RN -

[0273] EHEfl 6 - BB EA DISH Iy BHHIAH

FI1H > 3L 89 H(&HHRES)
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[0274] DISH @EE M kAL EERNYFNIGL - —BERNF
BRAE E@@E%E’ﬂ—ﬁﬁﬁﬁﬁﬁ)ﬁ’m’ﬁ c BHEE FETEBE Y ERE
B At gHEER > EROBFEHELZEENFR A/ ER - DISH
BEEPEFIMSEINY LS - BREMSEME - Z30m » DISH 5] 2L
FERE-N-F - BRE -8 - IR R/EHER -

[0275] fEREEH TN F -  ENPPL BT 2B A DISH
2% BERER 0.2 mg/kg~0.6 mg/kg 3¢ 1.8 mg/kg Z— SC~»
IV )/ IP i f§ ENPP1 Bl > EHZPRIR  KREABEHBREREE -

[0276] FHREFH T+ - A ENPP1 B)aFE W2 EH DISH
NeRE BEEEE5 0.2 mg/kg~0.3 mg/kg~0.4 mg/kg~0.5 mg/kg~

0.

1
1

6 mg/kg~0.7 mg/kg~0.

2 mg/kg~1
.8 mg/kg~1
4 mg/kg~2.
.0 mg/kg-~3.
.6 mg/kg-3
.2 mg/kg~4.
.8 mg/kg-4.
4 mg/kg~5

8 mg/kg~17.
4 mg/kg-8.

3 mg/kg~1
.9 mg/kg-~2.
.6 mg/kg~2.7mg/kg-~2
.2 mg/kg~3.3 mg/kg-~3
.7 mg/kg~3.
3 mg/kg~4.
.0 mg/kg~5.1 mg/kg-~5
.6 mg/kg~5.7 mg/kg-5.
.2 mg/kg~6.3 mg/kg-~6.
8 mg/kg~6.9 mg/kg-~7.
4 mg/kg~7.5 mg/kg-~7.
.0 mg/kg~8.1 mg/kg~8
.6 mg/kg~8.7 mg/kg~8.

5 mg/kg~2
1 mg/kg-~3

9mg/kg-5

S mg/kg-5
0 mg/kg-~6.
.6 mg/kg-6.
2 mgl/kg~T7.

1 mg/kg~6

7 mg/kg-6.

3 mg/kg~7
9 mg/kg-~8
5mg/kg~8

.0 mg/kg~9.1 mg/kg~9

8 mg/kg~0.9 mg/kg~1

.4 mg/kg~1.5mg/kg~1

0 mg/kg-~2.1 mg/kg~2

8 mg/kg~3.9 mg/kg-4.

4 mg/kg~4.5 mg/kg-~4

.2 mg/kg-~9.3 mg/kg-~9.

.0 mg/kg~1.
.6 mg/kg~1
2mg/kg~2
.8 mg/kg~2.
A4 mg/kg~3
0 mg/kg-4.
.6mg/kg~4.
.2 mg/kg~5
8 mg/kg-5.
4 mg/kg-~6.
0 mg/kg-~17.
6 mg/kg~7.
.2 mg/kg~ 8.
8 mg/kg-~ 8.
4 mg/kg~9.

l mg/kg-

.7 mg/kg-
3 mg/kg-

9mg/kg-

S mg/kg-

l mg/kg-
7 mg/kg-~

.3 mg/kg-

9mg/kg-
Smg/kg-
l mg/kg-
7 mg/kg-
3mg/kg~
9 mg/kg-
5 mg/kg-

2
3
3
4
4
5
6.
6
7
7
8
9
9

.6 mg/kg ~ 9.7 mg/kg ~ 9.8 mg/kg ~ 9.9 mg/kg ~ 10.0 mg/kg M/ZE
BB Z— > SC~ IV K/ IP i ENPP1 & » BEE/PW K » BF
HEHBEEREE -

B 72E » 3 89 E(HIRIAE)
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[0277] FRIBFEEE > M DISH BEWESERINITIE > M H 5
BiHEERY > B0 » WA ERHE DISH i — @ =K% (BEMRATR D ~ FREA
RALAVIEE -

[0278] Ty 5EH DISH RGN SHERBRAETE 81
ENPP1 FIZRi6HK - EELEEH X+ - ¥ DISHNERARAZS
BEARRKAXEER - BMUER - SBREZME - BRE - SRELE -
MAE K EL ~ SMmEE - TEAREIAR B K /205% B - DISH 7] LB MEiR e -
EAEERT  BERBRAZEGETLSE EEXEFEHEFRXT
DISH BAEHRB AR (S0 s B) ~ B - B - S mBE K/ SERBAER -

[0279] =]t > 275 DISH M BB AR R ERNERS
W2 Z A A ENPPL BlU&HE » MFEG S &E/NMEEFEBITAIE I -
EEIRETT N - B R/ B DISH FRME MR -

[0280] FEERHEZSNEET > TEHEEL ABIEEEE N EM
BRI TR E -

(02811 EEHGHY 7 : BEF R REH B £ W REsk

[0282] B&R{KImM&E PPi 4h » ENPP1 BRFEAY B E 19 LS IR FME
MEHBE - SREERE - K% TmP/GFR-E¥E§5(Ca) K-IEEJR Ca~
IEH 25-5E 42 D(25 0HD) ~ {&-IFE% 1,25(0H)2D -~ & BAP ~ &
528 FGF23 ~ IEH# KM/ F 5K PTH (IOF 2019) -

[0283] % 8 AU T AEXEER IR T IEBLAERZI T
BENSIINAERENEESEY -

® 8. BRTREYMAEYESE

BERE B A
LB R B (PPI) ik ging
S 10 4% = [ &
FEEEYHEE | FGF23 (ZEN) ik
55 TmP/GFR MMENLE - MmFwEEE -
PR 5 i B
ALP, BALP, CTx, PINP | & « m4f - B&

F13H 3t 39 HEHRAEE)
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[0284] E % 8 : F§ ENPP1 BIH AR ATHEI

[0285] wmIDlB@MAIEMAE PPi MRAEEMIMESTY » 40
FGF23 ~ Pi~ FGF23 » Pi~» TmP/GFR ~ M5 BEBEEG(ALP) ~ BiS R
e ALP (BALP) ~ T B BE 5 69 3 5 AR08 S0 B 08 Bk (CTx) /380 1 BRI
N I AT RA (P INP) SRS /& R - B0 ¥ 2 7] fE & B ENPPI &#
FAE RN PD fEsEY > DIFEE ENPPL BIAYRESRL - BB e (LT
WM SR ERFEANEL > UEREARE P UFEMKRERN TR - T

FEG PK I PD 2R BRHEE -

[0286] Mm#E PPi /K ~ FGF23 /KRS HLEF 7 B R R B Pt
EREGNSLIHREERN t BRI -

[0287] EHEHI 9« EYRENAE

[02838) ph4h > oIft BEEA M > DU E M 19 ENPP1 &
E-UtFEE-—HERGIEXFE)NSZREHER/ZEIRB)ETEREN
PK 28R E -

[0289] WA 10 - EREFLEDHE)

[0290] #RFE > & ENPP1 B R ERET LIEARED LS
(ADA)ZKH & - R RS TR L B R JT7A 5 MREE N E
B AE] ADA > RIFDIETHERIRIEESESE - FLattTAR
M- P EUIANFEERIEVER) MR HiiErEE -

(02911 ‘EEMEf] 11 : BV L - BRBNHFEREEMELEYS
Mr

[0292] w[% PK AFEEITEEYEIHZ5H ENPP1 BIH PK S8
B B AU SR AT Y R B R AE4E - AT DAREAS PK 1 PD S BBV H & 4%
YR - A LIEE PK/PD 7p#7 ~ RERMES - UREREEYERL
8T .

[0293] EMHI 12 - BBNEMAEERE

[0294] @E®REEFD PPi/KFEZFEM ENPPL BlAEIE DN
FEEER > HORFTENGE - 0T DUGE B XAy 3 2 KB BN EE

5874 B » 3 89 H(HUHRAD)
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RN - BSYHEAEEFEN T —HERLHE -
(02951 1. J&d 4R FEAHMTAD Bk &2

a. AR EREELN XCRRA (x-ray) - W] DUEBEEN X KR
o DBRAENSRER - Fl4 TMESFRABREN X %E
E e

b. DEXA 77#f - DEXA fai vl HINiEAL B B &L -

c. EETFRHVEE G - TEBETBR G - B4R Na'®F-
PET/HRpQCT(Z HR-CT) n[gE 2 E S —FIEH ENPP1 B8y 1 (A KN
ETHNEERE  UNEEGEFRNBENGLEUREROVEYR
A AR R A T FAMESEAE - Na'3F-PET I &5 i M R B IR TH55
1t - BoREETERE B R HRQCT)E HR-CT o] DIFEEIE L
o M B 5 F1 i & B I (non-dominant distal radius and tibia) g8y &%
G STEERNTRAMSE -

d. Z2HEELHE - TIEE— B R ENPPLRIFIN 3 KA
SEKERLEE - ZEPHEEBTANAE OHEINGEILVEF » MRF]
Co g RO AR AU 8510 DA K B AR B 4L -

e. LB TFEEKE - B TE BB G T B A TR b B A B
TE -

f. SAEFEIRAT A E - ShRENIRTE S EPAT)E R RS 8 F
R KEMPWA) » BEEBFAEE(LHEE -

g BEHEE  BREBERETITAN > fl4 » EHAMER ENPPI
ey 1EAN > HEBESE-

h. FHGPLEZHEER - TEITHERIERERNE - BT
FIEMRAT  BRENBREAERT 10X -

[0296] 2. sBfTREH

[0297) 517 L o] 18 By R & X 5 Jil & (submaximal exercise
measurement) > DL&E& .0 - & RAALREHRIENEIEEA K B H
TR -6 7EFTHROGMW) RV HERBERH S

~

BISH 3t 89 H(EHREE)
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(American Thoracic Society)(ATS 2002)BEE AR KA » IEZEA
PR AR FLEE R (Mylins %0 2016) > IR BHFHENANERNRE
W% B8 M FLZE 4B fE (Montes %0 2018)~H K AL N E &R BiE(McDonald
2, 2013)f182 A EE H 5 (van der Meijden & > 2018) - 2 31T M
HCMWT)EFEE NIH TEFHES - I B8Rk % Mk 200 8 M H Y
HE -

(02981 6MWT I 2MWT &7 72 36 BT 36 5 0 o S5 0 R T 4 5
EREMAZERE NRZHAECEEGEAETHED 2MWT» AEE
BN ST ET HBRERBREERE AR EEEER
O - FIDLEEEk OMWT BYRT 2 BN R 6 sENTITAYEERE - 2 77
A 6 S ENSITRYEEEE 1] EE R A A LAY B E BR AT IEER(HE
REBE L) -

(02991 3. HLJIMIE %

[0300] FEiaMERT R/SUAHERRE » THEBERBREERAEER
MJTAELEFHENR - FRANDAZZEZZEHENENENTEZ B
RREMBA - TR ERALREEERE | BHINE - R - FEbE
H -~ RPERRE - BRERSMNE - BRENE L - ME A EARE R - BEILA
HTDEEANE 2 XK -

(03011 a. &7 - FE )R AT R/BOEEEE - T HERERGREE
R EFE R E R R CR B8 /7 - 55 R FRAE & A9k B ] LR A B AV S
BEETIREAL - BT EEMETHMG  RPERFET —REEFN—
REANNEHE » SRTHFEMERN TRV ETBBEETER@AR
HHIEE) °

[0302] b. ZEgE - EEEE T B ASE LT G B2 —EH
AHEETAENNERERERHSREENES - NARNEEE B EEE R
B LR EREER AASNRBESEHELEERHNKSE LIEES
MR - RERESHNEEESAENE —HES HSEMNAEIZ
B EEEE T MFAEMU T -HENEH  BEINE - BEEE - FEE

5576 K » 2k 89 AEYIHRHE)
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B~ FECRRE - MENE - HEES c B eENBE R .

[0303] 4. BEJTHIER

[0304] chpEgEjyi84c8 ARHR2 AR (Brachet et al., 2014 ;
Steichen-Gersdorf et al., 2015) - ERGEODFEBU T —EXZE
HE: BERNESHERE SHEINBRGEEBASENEE) 43
JTABECPTA) (MR TN » FHETE 8 kHz) (MR PTA WHE
>15dB - AIRAEBEZHETBFEENR) - SEEBEHEHEFA) R
5% 16 kHz -

[0305] 5. EEREHTKBENSESR

[0306] EEPR#ABEIZ(CGI-S)ERERANRBRBEEETE
BT BhAVER PR 5T M B 3509 » DUIR AL EE PR SR A 7R B 16 (68 FA R 52 25 %) 2 B
MZ %Y BEERINEEENENE - BILAEFE(Guy 1976) - CGI 4
THERBEAENERTHEYRAGEENEBESHTNE  RaEY
BEER  HELEBE - ER TRUMERYBHIEEINEE
HBEAE o W] DIFE VR R AT R/ BUGEHIM KA CGI-S » HiB iRt
HRE  LHEABER-3 (REB(ME3 (EEXS)NCEESRY
BALETHBIEE -

(03071 6. MHAKESIESBEARK-EEMNEITIR

[0308] HEKIEENTHEE HE LG -BEFBEETR(GMFCS-E fl R)
A AR /BB FRIARI A B R R IR E A E - GMFCS-
EMRHBEZDHENEGECTHE  EEEEERL 1T SHBY -

[0309] 7. BEHEERNEZEERSR

[0310] BEFELERMEEE AL (PROMIS)HERRIFHE
B (NTH) B S SRS - MR EBEZENAETEEE - B
tt & EA](www.healthmeasures.net) - iZ LS EM AN BE 181 R
AR LRI B ER PRI 25 - 20 X B SRR RE BL B8 I E - RAET X - 811k
EAHEEERER - BHHEE4S 8E 10 HEE » HSHEEDE 1(#
R)E S(BR)W 5 oHIE R ER(Likert scale) TS - BHIH%

B TTH  $£89 HEHHRAE)
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RSEMEN R EoR AN EHENERFELS(WFESHNES EE%0
BRINEE) - RASEER SONFEEER I0MNWEREREEHRL T 28
(T-Scores) » DUEB A E AR — R AR RITLLE: - PROMIS BRI
ERBETEGIR 8a) BEARE(RAE 32) - BREINE- EiR(CERIESE
%) BEIE-BEM(ER 13a FACITES) - BE(EX)NRNBE
(JE3% 8a) THEERBREZFAEEERNA/BCEFRAFEBR - &
B G T D HZREEREEURNERL TR

[0311] 8. BEEEMBEESZER

[0312] fEiaERI R/EIEEHSNE > THEFRRBREZFAETHE
FHNREEEARBEEHEENENR BEHZEEBLOREE T EL
L EERCERER  SEE-3 (BREERDE 3 (EEWE) -

[0313] 9. HZARKBAMBTEENHAEFHGIRER

[0314] WOMAC ZRBERENEGER » AR FEE R SRR &
KEBRENHEEETE eS8 - $8 - —BEFE  BEN4EEE
=(www.sralab.org) - ZFEfEH 24 [HIEHHARN  FEERNNEZE 12 o8&
WA - WOMAC mPAfEBFE R /BB A » HEERREREM
HAE - e HZHAEBERFENNELTNEK

[0315) EHef 13 : EAM(REZEE 1118 » SEQ ID NO: 118)F
I (EEE 2000 SEQ ID NO: 119)ENPPI1-Fc HiIEHMEER
B HY b

[0316] 13 BRTHEEREENE TEEEES ENPPI
TEEREA1118 FI#2000 4520y 17 B#EAY WT A 17 H#E Y Enpp1°
H/NETHBSESEENBAGRENKE - #BER41118 5 3 BREK
FEGEE— > MBER42000 1E5E 5 BB HEGE X - WM CT
B G EREEREERE#2000 A28 Enppl® EH/INETERFZFEE
MBS R B ©

[0317] 14 ERTHESERAKEENE TEIEMNHERE ENPPI
PEEEEA41118 FI#2000 4AZEHY 17 BHEAY WT A1 17 H#HY Enpples Iif

B8 H v 4 89 H(BHARIEH)



202342103

‘féE/J\Eﬂﬂtﬂ%%ﬁ%%%%ﬂ%ﬁﬁﬁé@ﬁﬂ’ﬂ}iﬁéﬁ - fEEERBH1118 1255 3 ERIM
FHEGE—R > MEBEEEA20001£5 5 BRETEGLE R - EM CT
Bl &R BEEBERB42000 45250 Enppl®s MEME/NE P H =
%%ﬂ%ﬁ’éﬁﬁﬁﬁﬂ’ﬂﬁﬁ °

[0318] 15A-15B BT E&HE FH?aﬁE’JEZTmJEE’JﬁHIUZ
ENPP1 %@%#1118 F#2000 45280 17 Hilgry WT 1 17 BHEsH
Enppl*““J /I B T Y BE AR S R S B 1‘%3&%%*#1118 " 3 z@ﬁ‘ﬁﬁélﬁé;ﬁé

TR RS 2000 2RSS S BRBEHEGE - - FURERN
E%Eﬁ & 2 mg/Kg K EH ENPP1 %Lﬁ%#IHS ’ UJSZE& 0.5 H1
1 mg/Kg FIEH) ENPP1 HBEEE#2000 - 7] DLTHFHKAE(8 kHz) &1 B Y
FER - ERE WEESTE 1 mg/Kg B B4 ENPP1 575
#2000 1 » T%iﬁ%ﬁ@(” kHz)Al ENPP1 G2 EN VIR T -

[0319] 16 R T HEEEREENK T2 EEIE, ENPPI
FEERSEH#1118 FI#2000 By WT F1 17 Higay ENPP1asi /NG b By 528
FGF23 /K- HEREE#1118 15 3 HRKRE ELEE IO MEEE#2000
BEYVKS S BRBEELSE R - HBETR > EFHEMN 1 mg/Kg
4 mg/Kg 455205 » ENPP1 #2000 BEMFI T FGF23 « izt
BEHENRERTESN Kruskal-Wallis Az > A% 83 Dunn fJE
BTG WT K PEVER(BEERRITESN) - SRt BEZEM p
BRN - WH A LT ER @ *p<0.05 » **p<0.01 » ***p<0.001
*EEEDN<).0001 o

[0320] z=xm

1. Lorenz-Depiereux B, Schnabel D, Tiosano D, et al. Loss-
of-Function ENPP1 Mutations Cause Both Generalized Arterial
Calcification of Infancy and Autosomal-Recessive
Hypophosphatemic Rickets. Am J Hum Genet. 2010;86:267-272.

2.. Levy-litan V, Hershkovitz E, Avizov L, et al. Autosomal-

Recessive Hypophosphatemic Rickets Is Associated with an

F19H - 389 H(RIRHEE)



202342103

Inactivation Mutation in the ENPP1 Gene. Am J Hum Genet.
2010;86:273-278.

3. Goding JW, Grobben B, Slegers H. Physiological and
pathophysiological functions of the ecto-nucleotide
pyrophosphatase/phosphodiesterase family. Biochim Biophys Acta
- Mol Basis Dis. 2003;1638:1-19.

4. Okawa A, Nakamura I, Goto S, et al. Mutation in Npps
in a mouse model of ossification of the posterior longitudinal
ligament of the spine. Nat Genet. 1998;19:271-273.

5. Nakamura I, Tkegawa S, Okawa A, et al. Association of
the human NPPS gene with ossification of the posterior
longitudinal ligament of the spine (OPLL). Hum Genet.
1999;104:492-497.

6. Saito T, Shimizu Y, Hori M, et al. Case Report A pat'ient
with hypophosphatemic rickets and ossification of posterior
longitudinal ligament caused by a novel homozygous mutation in
ENPPI gene. Bone. 2011;49:913-916.

7. Hirao Y, Chikuda H, Oshima Y, et | al. Extensive
ossification of the paraspinal ligaments in a patient with vitamin
D-resistant rickets: Case report with literature review. Int J Surg
Case Rep. 2016;27:125-128.

8. Maulding ND, Kavanagh D, Zimmerman K, et al. Genetic
pathways disrupted by ENPP1 deficiency provide insight into
mechanisms of osteoporosis, osteomalacia, and paradoxical
mineralization. Bone. 2021;142:115656.

9. Rutsch F, Vaingankar S, Johnson K, et al. PC-1
nucleoside triphosphate pyrophosphohydrolase deficiency in

B 80K £ 8 H(RITRHE)



202342103

idiopathic infantile arterial calcification. Am J Pathol.
2001;158:543-554.

10. Cheng KS, Chen MR, Ruf N, et al. Generalized arterial
calcification of infancy: Different clinical courses in two affected
siblings. Am J Med Genet. 2005;136 A:210-213.

11. Albright RA, Stabach P, Cao W, et al. ENPP1-Fc¢ prevents
mortality and vascular calcifications in rodent model of
generalized arterial calcification of infancy. Nat Commun.
2015;6:1-11.

12. Ferreira CR, Kavanagh D, Oheim R, et al. Response of the
ENPPI1-Deficient Skeletal Phenotype to Oral Phosphate
Supplementation and/or Enzyme  Replacement Therapy:
Comparative Studies in Humans and Mice. J] Bone Miner Res.
2021;36:942-955.

13. Ferreira CR, Ansh J, Nester C, et al. Musculoskeletal
comorbidities and quality of life in ENPP1-deficient adults and the
response of enthesopathy to enzyme replacement therapy in murine
models. J Bone Miner Res. 2021. doi: 10.1002/jbmr.4487.

14. Kotwal A, Ferrer A, Kumar R, et al. Clinical and
Biochemical Phenotypes in a Family With ENPP1 Mutations. J
Bone Miner Res. 2020;35:662-670.

15. Oheim R, Zimmerman K, Maulding ND, et al. Human
Heterozygous ENPP1 Deficiency Is Associated With Early Onset
Osteoporosis, a Phenotype Recapitulated in a Mouse Model of
Enppl Deficiency. J Bone Miner Res. 2020;35:528-539.

16. Fujiki R, Ikeda M, Yoshida A, et al. Assessing the

Accuracy of Variant Detection in Cost-Effective Gene Panel

% 81 H - 4t 89 H(FHRTH)



202342103

Testing by Next-Generation Sequencing. J Mol Diagnostics.
2018;20:572-582.

17. Adzhubei IA, Schmidt S, Peshkin L, et al. A method and
server for predicting damaging missense mutations. Nat Methods.
2010;7:248-249.

18. Kumar P, Henikoff S, Ng PC. Predicting the effects of
coding non-synonymous variants on protein function using the
SIFT algorithm. Nat Protoc. 2009;4:1073-1082.

19. Schwarz JM, Rodelsperger C, Schuelke M, et al.
MutationTaster evaluates disease-causing potential of sequence
alterations. Nat Methods. 2010;7:575-576.

20. Ito N, Kubota T, Kitanaka S, et al. Clinical performance
of a novel chemiluminescent enzyme immunoassay for FGF23. J
Bone Miner Metab. 2021. doi:10.1007/s00774-021-01250-1

21. Kato H, Hidaka N, Koga M, et al. Performance evaluation
of the new chemiluminescent intact FGF23 assay relative to the
existing assay system. J Bone Miner Metab. 2021.
doi:10.1007/s00774-021-01258-7

22. Jansen RS, Kiigciikosmanoglu A, De Haas M, et al. ABCC6
prevents ectopic mineralization seen in pseudoxanthoma elasticum
by inducing cellular nucleotide release. Proc Natl Acad Sci U S A.
2013;110:20206-20211.

23. Jansen RS, Duijst S, Mahakena S, et al. ABCC6-mediated
ATP secretion by the liver is the main source of the mineralization
inhibitor inorganic pyrophosphate in the systemic circulation -

Brief report. Arterioscler Thromb Vasc Biol. 2014;34:1985-1989.

582 F » 3k 89 E(ZHARIEE)



202342103

24. Lek M, Karczewski KJ, Minikel E V., et al. Analysis of
protein-coding genetic variation in 60,706 humans. Nature.
2016;536:285-291.

25. Kuriyama S, Yaegashi N, Nagami F, et al. The Tohoku
Medical Megabank Project: Design and mission. J Epidemiol.
2016;26:493-511.

26. Richards S, Aziz N, Bale S, et al. Standards and guidelines
for the interpretation of sequence variants: a joint consensus
recommendation of the American College of Medical Genetics and
Genomics and the Association for Molecular Pathology. Genet Med.
2015;17:405-424.

27. Rutsch F, Ruf N, Vaingankar S, et al. Mutations in ENPP1
are associated with “idiopathic” infantile arterial calcification. Nat
Genet. 2003;34:379-381.

28. Stella J, Buers I, van de Wetering K, et al. Effects of
Different Variants in the ENPP1 Gene on the Functional Properties
of Ectonucleotide Pyrophosphatase/Phosphodiesterase Family
Member 1. Hum Mutat. 2016;37:1190-1201.

29. Thumbigere-Math V, Alqadi A, Chalmers NI, et al.
Hypercementosis Associated with ENPP1 Mutations and GACI. J
Dent Res. 2018;97:432-441.

30. Stapleton CJ, Pham MH, Attenello FJ, et al. Ossification
of the posterior longitudinal ligament: Genetics and
pathophysiology. Neurosurg Focus. 2011;30:9-12.

31. Resnick D, Shaul SR, Robins JM. Diffuse idiopathic
skeletal hyperostosis (DISH): Forestier's disease with extraspinal

manifestations. Radiology. 1975;115:513-524.

583 H > 3L 89 H(BEUERAE)



202342103

32. Mader R, Verlaan JJ, Buskila D. Diffuse idiopathic skeletal
hyperostosis: Clinical features and pathogenic mechanisms. Nat
Rev Rheumatol. 2013;9:741-750.

33. Kuperus JS, Mohamed Hoesein FAA, de Jong PA, et al.
Diffuse idiopathic skeletal hyperostosis: Etiology and clinical
relevance. Best Pract Res Clin Rheumatol. 2020;34:101527.

34. Rashdan NA, Rutsch F, Kempf H, et al. New perspectives
on rare connective tissue calcifying diseases. Curr Opin Pharmacol.
2016;28:14-23.

35. Whyte MP. Hypophosphatasia: Enzyme Replacement
Therapy Brings New Opportunities and New Challenges. J Bone
Miner Res. 2017;32:667-675.

36. Nitschke Y, Baujat G, Botschen U, et al. Generalized
arterial calcification of infancy and pseudoxanthoma elasticum can
be caused by mutations in either ENPP1 or ABCC6. Am J Hum
Genet. 2012;90:25-39.

37. Le Saux O, Urban Z, Tschuch C, et al. Mutations in a gene
encoding an ABC transporter cause pseudoxanthoma elasticum. Nat
Genet. 2000;25:223-227.

38. Kawaguchi Y, Kitajima I, Nakano M, et al. Increase of the
Serum FGF-23 in Ossification of the Posterior Longitudinal
Ligament. Glob Spine J. 2019;9:492-498.

39. Kato H, Koga M, Kinoshita Y, et al. Incidence of
Complications in 25 Adult Patients with X-linked
Hypophosphatemia. J Clin Endocrinol Metab. 2021;106:E3682-
E3692.

40. Bernhard, E., et al., A Reference Range for Plasma
Levels of Inorganic Pyrophosphate in Children Using the ATP

% 84 H » 4L 89 H(HHREAD)



202342103

Sulfurylase Method. J Clin Endocrinol Metab, 2022. 107(1): p.
109-118.

41. O'Neill, W.C., M.K. Sigrist, and C.W. MclIntyre, Plasma
pyrophosphate and vascular calcification in chronic kidney disease.
Nephrol Dial Transplant, 2010. 25(1): p. 187-91.

42. Capelli, S., et al., Clinical and molecular heterogeneity
in a large series of patients with hypophosphatemic rickets. Bone,
2015. 79: p. 143-9.

43. Chalmers, J., Enthesopathy as the presenting feature of
X-linked hypophosphatemia. A case report. Acta Orthop Scand,
1993. 64(2): p. 221-3.

44. Hardy, D.C., et al., X-linked hypophosphatemia in adults:
prevalence of skeletal radiographic and scintigraphic features.
Radiology, 1989. 171(2): p. 403-14.

45. Liang, G., et al., Survey of the enthesopathy of X-linked
hypophosphatemia and its characterization in Hyp mice. Calcif
Tissue Int, 2009. 85(3): p. 235-46.

46. Ramonda, R., et al., [The enthesopathy of vitamin D-
resistant osteomalacia in adults]. Reumatismo, 2005. 57(1): p. 52-
6.

47. Reid, I.R., et al., X-linked hypophosphatemia: a clinical,
biochemical, and histopathologic assessment of morbidity in adults.
Medicine (Baltimore), 1989. 68(6): p. 336-52.

48. Ferreira, C.R., et al., Musculoskeletal Comorbidities and
Quality of Life in ENPP1-Deficient Adults and the Response of
Enthesopathy to Enzyme Replacement Therapy in Murine Models.
J Bone Miner Res, 2021.

%85 H o 4k 89 H(HWHE)



202342103

49. XKaraplis, A.C., et al., Mineralizing enthesopathy is a
common feature of renal phosphate-wasting disorders attributed to
FGF23 and is exacerbated by standard therapy in hyp mice.
Endocrinology, 2012. 153(12): p. 5906-17.

50. Gafni, R., et al., SUN-364: Enthesophytes are a common
feature of FGF23-mediated hypophosphatemia due to tumor-
induced osteomalacia. J Endocrine Soc, 2020. 4-(Supplement 1).

51. Kawaguchi, Y., et al., Serum biomarkers in patients with
ossification of the posterior longitudinal ligament (OPLL):
Inflammation in OPLL. PLoS One, 2017. 12(5): p. e0174881.

52. Kawaguchi, Y., et al., Increase of the Serum FGF-23 in
Ossification of the Posterior Longitudinal Ligament. Global Spine
J,2019. 9(5): p. 492-498. |

53. Chen, A., et al., Description of 5 Novel SLC34A3/NPT2¢
Mutations Causing Hereditary Hypophosphatemic Rickets With
Hypercalciuria. Kidney Int Rep, 2019. 4(8): p. 1179-1186.

(03211 HREWEH 3-12 Y525 SR

ATS. American Thoracic Society Statement: Guidelines for the
six-minute walk test. AmJRespir, CritCare- Med. 2002
2002;166(1):111-7.

Brachet C, Mansbach AL, Clerckx A, Deltenre P, Heinrichs C.
Hearing loss is part of the clinical picture of ENPP1 loss of
function mutation. Horm Res Paediatr. 2014;81(1):63-6.

CTFG. Recommendations related to contraception and
pregnancy testing in clinical trials. 2014 [19 May 2020]; AJ¥EH:

http://www.hma.eu/fileadmin/dateien/Human Medicines/01-

5 86 K - 3t 89 H(BRHRAD)



202342103

About HMA/Working Groups/CTFG/2014 09 HMA CTFG
Contraception.pdf.

Ferreira C, Ziegler S, Gahl W. Generalized Arterial
Calcification of Infancy. In: Adam MP, Ardinger HH, Pagon RA,
Wallace SE, Bean LJH, Stephens K, et al., editors.
GeneReviews((R)). Seattle (WA)2014.

Guy W. The Clinical Global Impression Scale. In: Rush Jr AJ,
First MB, Blacker D, editors. Handbook of Psychiatric Measures,
2008. Washington, DC: American Psychiatric Publishing, Inc; 1976.
p.- 90-2.

IOF. Autosomal Recessive Hypophosphatemic Rickets Type 2
(ARHR2). 2019 [19 May 2020]; o B H
https://www.iofbonehealth.org/osteoporosis-musculoskeletal-
disorders/skeletal-rare-disorders/autosomal-recessive-
hypophosphatemi-0.

Mackenzie NC, Huesa C, Rutsch F, MacRae VE. New insights
into NPP1 function: lessons from clinical and animal studies. Bone.
2012 Nov;51(5):961-8.

McDonald CM, Henricson EK, Abresch RT, Florence JM, Eagle
M, Gappmaier E, et al. The 6-minute walk test and other endpoints
in Duchenne muscular dystrophy: longitudinal natural history
observations over 48 weeks from a multicenter study. Muscle Nerve.
2013 Sep;48(3):343-56. |

Montes J, McDermott MP, Mirek E, Mazzone ES, Main M,
Glanzman AM, et al.

Ambulatory function in spinal muscular atrophy: Age-related

patterns of progression. PLoS One. 2018;13(6):¢0199657.

587 H > 3t 89 H(RTRHAD)



202342103

Moran JJ. Idiopathic arterial calcification of infancy: a
clinicopathologic study. Pathol Annu. 1975;10:393-417.

Mylius CF, Paap D, Takken T. Reference value for the 6-
minute walk test in children and adolescents: a systematic review.
Expert Rev Respir Med. 2016 Dec;10(12):1335-52.

NCI. National Cancer Institute Division of Cancer Treatment
and Diagnosis (DCTD), National Cancer Institute (NCI), National
Institutes of Health (NIH), Department of Health and Human
Services (DHHS). Common Terminology Criteria for Adverse
Events V5.0 (CTCAE). Published: November 27, 2017. Available
at
https://ctep.cancer.gov/protocoldevelopment/electronic_applicatio
ns/docs/ctcae_v5 quick re ference 8.5x11.pdf. 2017.

Orriss IR, Arnett TR, Russell RG. Pyrophosphate: a key
inhibitor of mineralisation. Curr Opin Pharmacol. 2016 Jun;28:57-
68.

Rutsch F, Boyer P, Nitschke Y, Ruf N, Lorenz-Depierieux B,
Wittkampf T, et al. Hypophosphatemia, hyperphosphaturia, and
bisphosphonate treatment are associated with survival beyond
infancy in generalized arterial calcification of infancy. Circ
Cardiovasc Genet. 2008 Dec;1(2):133-40.

(0322] @EES|AHPEA

(03231 ARSIV AURYMERBESIFAUEEBIAR
X B EEBNHRYREANEEEMEBREHEBSIAM A -

[0324] E fin & i J7 =X

[0325] HEACKSw T ATENEBERF {EIJ:L‘“H
SR T A 2 REIMERY o REIMAYE T A B LB EA Eﬁiﬂl—FE
WHEFNBERER  SFLBLEEEENER FAEHNEHEEESR

88 F - 4k 89 H(RRHE)



202342103

AERFREERY  URSAHSENELE LWL HEEREE -

[rroraiiA]

jy

hitin
ARY)

55 89 H - #t 89 H(SHHHHD)



202342103
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<7xml version="1.0" encoding="UTF-8"7>
<IDOCTYPE ST26Sequencelisting PUBLIC "-//WIPO//DID Sequence Listing 1.3//EN"
"ST26Sequencelisting_V1_3.dtd">
<ST26Sequencelisting originalFreeTextLanguageCode="en"
nonFnglishFreeTextLanguageCode="zh" dtdVersion="V1_3"
fileName="047162-7377W01(01806) Sequence Listing.xml" softwareName="WIPO
Sequence" softwareVersion="2.2.0" productionDate="2023-01-11">
<Applicationldentification>
<IPOfficeCode>US</IPOfficeCode>
<ApplicationNumberText></ApplicationNumberText>
<FilingDate></FilingDate>
</Applicationldentification>
<ApplicantFileReference>047162-7377W01(01806)</ApplicantFileReference>
<FarliestPriorityApplicationldentification>
<IPOfficeCode>US</IPOfficeCode> .
<ApplicationNumberText>63/325,554</ApplicationNumberText>
<Fi1lingDate>2022-03-30</FilingDate>
</EarliestPriorityApplicationldentification>
<ApplicantName languageCode="zh">HERE KEZ</ApplicantName>
<ApplicantNameLatin>YALE UNIVERSITY</ApplicantNameLatin>
<InventorName languageCode="zh">HiFEE , K FEHT</InventorName>
<InventorNameLatin>Braddock, Demetrios</InventorNamelLatin>
<InventionTitle languageCode="zh"> FIFVER - E K /ETEV R EEREN S
B4 GE(DISH)BY F7AE KA </InventionTitle>
<SequenceTotalQuantity>119</SequenceTotalQuantity>
<SequenceData sequencelDNumber="1">
<INSDSeq>
<INSDSeq_length>925</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..925</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Amino Acid Sequence - Wild Type</INSDQualifier_value>
<NonEnglishQualifier_value>ENPP1f#ERE 751 - BEF4:HI</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>

</INSDFeature>

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..925</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q2">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

NonEnglishQualifier value>&itEERE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MERDGCAGGGSRGGEGGRAPREGPAGNGRDRGRSHAAEAPGDPOAAASLLAPMDVGEEPLEK
AARARTAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIE
PEHTWTCNKFRCGEKRLTRSLCACSDDCKDKGDCCINY SSVCQGEK SWVEEPCES INEPQCPAGFETPPTLLESLDGFRA
EYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSTVTGLYPESHGI IDNKMYDPKMNASESLKSKEKFNPEWYK
GEPIWVTAKYQGLKSGTFEWPGSDVEINGIFPDI YKMYNGSVPFEER ILAVLOWLQLPKDERPHEYTLYLEEPDSSGHSY
GPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLIL I SDHGMEQGSCKKY T YLNKYLGDVKNIKVI YGPAARLRPSDV
PDKYYSFNYEGI ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR ] EPLTFYLDPOWQLALNPSERKYCGSGFHGSDNVES
NMQALEVGYGPGFKHGIEADTFENI EVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRD
NLGCSCNPSILPTEDFQTQFNLTVAEEK I IKHETLPYGRPRVLOKENT [CLLSQHQFMSGYSQDILMPLWTSYTVDRNDS
FSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNI VPMYQSFQV IWRYFHDTLLR
KYAEERNGVNVVSGPVEDEDYDGRCDSLENLRQKRRVIRNQEIL I PTHFFTVLTSCKDTSQTPLHCENLDTLAF ILPHRT
DNSESCVHGKHDSSWVEELLMLHRAR T TDVEH I TGLSFYQQRKEPVSDILKLKTHLPTFSQED</ INSDSeq_sequenc

e>
</INSDSeqg>
) </SequenceData>
<SequenceData sequencelDNumber="2">

<INSDSeqg>
<INSDSeq_length>827</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..827</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="g3">

<INSDQualifier_name>note</INSDQualifier_ name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>
<NonEnglishQualifier_value>ENPP14&fik</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>

</INSDFeature>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>1..827</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_ type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g4">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&RitEiEdE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCGEKRLT
RSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLEFSLDGFRAEYLHTWGGLLPVI SKLKK
CGTYTKNMRPVYPTKTEFPNHYSIVIGLYPESHGI IDNKMYDPKMNASFSLK SKEKENPEWYKGEP IWVTAKYQGLKSGTF
FWPGSDVEINGIFPDI YKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDGMY
GMLMDGLKELNLHRCLNLILI SDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGTARNLSC
REPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVEFSNMQALFVGYGPGFKHGIE
ADTFENTEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPS ILPTEDFQT
QFNLTVAEEKI IKHETLPYGRPRVLOKENTTCLLSQHQFMSGYSQDILMPLWTSYTVDRNDSESTEDEFSNCLYQDFRIPL
SPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGI YSEALLTTINIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGPVED
FDYDGRCDSLENLRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFTLPHRTDNSESCVHGKHDSSWVEE
LLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTESQED</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="3">
<INSDSeq>

<INSDSeq_length>1063</INSDSeq_length>

<INSDSeq_mol t ype>AA</INSDSeq_mol type>

<INSDSeq_division>PAT</INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..1063</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g5">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier value>

<NonBnglishQualifier_value>ENPP1Z&fik</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..1063</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q6">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&ReiEiEfS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>FTAGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKEFRC
GEKRLTRSLCACSDDCKDKGDCCINY SSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLESLDGFRAEYLHTWGGLLPY
TSKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASFSLKSKEKFNPEWYKGEPIWVTAKYQG
LKSGTFEWPGSDVE INGIFPDI YKMYNGSVPFEER 1 LAVLOWLQLPKDERPHEFYTLYLEEPDSSGHSYGPVSSEVIKALQ
RVDGMVGMLMDGLKELNLHRCLNLIL I SDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLRPSDVPDKYYSENYEGT
ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVESNMOALFVGYGPG
FKHGIEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILP
TEDFQTQEFNLTVAEEKI IKHETLPYGRPRVLOKENT ICLLSQHQFMSGYSQDI LMPLWTSYTVDRNDSESTEDFSNCLYQ
DERTPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGI YSEALLTTNI VPMYQSFQVIWRYFHDTLLRKYAEERNGVNVV
SGPVFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFILPHRTDNSESCVHGKHD
SSWVEELLMLHRARITDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQEDL INDKTHTCPPCPAPELLGGPSVFLFPPK
PKDTLMISRTPEVTCVVVDVSHEDPEVKENWY VDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNK
ALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVESCSYMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="4">
<INSDSeqg>

<INSDSeq_length>1060</INSDSeq_length>

<INSDSeq_mo] type>AA</INSDSeq moltype>

<INSDSeq_division>PAT</INSDSeq division>

<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..1060</INSDFeature_ location>
<INSDFeature_guals>
<INSDQualifier id="q7">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier_value>ENPP1Z%fik</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature key>source</INSDFeature_key>

<INSDFeature_location>1..1060</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g8">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& R ERG</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCTEPEHT WTCNKFRCGEK
RLTRSLCACSDDCKDKGDCCINYSSVCQGEK SWVEEPCES INEPQCPAGFETPPTLLEFSLDGFRAEYLHTWGGLLPVISK
LKKCGTYTKNMRPVYPTKTFPNHYS I VIGLYPESHGT IDNKMYDPKMNASFSLK SKEKFNPEWYKGEPI WVTAKYQGLKS
GTFFWPGSDVEINGIFPDIYKMYNGSVPFEER I LAVLOWLQLPKDERPHFYTL YL EEPDSSGHSYGPVSSEV IKALQRVD
GMVGMLMDGLKELNLHRCLNLILI SDHGMEQGSCKKY I YLNKYLGDVKNIKVI YGPAARLRPSDVPDKYYSENYEGIARN
LSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGEHGSDNVESNMQALFVGYGPGEKH
GIEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIED
FQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHQFMSGYSQDILMPLWTSYTVDRNDSESTEDESNCLYQDER
IPLSPVHKCSFYKNNTKVSYGELSPPQLNKNSSGIYSEALLTTNI VPMYQSFQVIWRYFHDTLLRKYAEERNGVNVVSGP
VFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAFTLPHRTDNSESCVHGKHDSSW -
VEELLMLHRAR I TDVEH I TGLSFYQQRKEPVSDILKLKTHLPTFSQEDL INDKTHTCPPCPAPELLGGPSVELFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVIINAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData> :
<SequenceData sequenceIDNumber="5">
<INSDSeg>

<INSDSeq_length>1057</INSDSeq_length>

<INSDSeq_mo1 type>AA</INSDSeq_mol type>

<INSDSeq_division>PAT</INSDSeq_division>

<INSDSeq_feature-table>
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<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g9">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier_value>ENPP1Z&k</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql0">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pifEEAS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>PSCAKEVKSCKGRCFERTEGNCRCDAACVELGNCCLDYQETCI EPEHIWTCNKFRCGEKRLT
RSLCACSDDCKDKGDCCINY SSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLESLDGFRAEYLHTWGGLLPVISKLKK
CGTYTKNMRPVYPTKTEPNHY S IVTGLYPESHGI IDNKMYDPKMNASESLKSKEKFNPEWYKGEPTWVTAKYQGLKSGTE
FWPGSDVEINGIFPDIYKMYNGSVPFEERTLAVLQWLQLPKDERPHFYTLYLEEPDSSGHS YGPVSSEVIKALQRVDGMV
GMLMDGLKELNLHRCLNLILI SDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGIARNLSC
REPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVESNMQALFVGYGPGFKHGIE
ADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPETRNPRDNLGCSCNPS ILPIEDFQT
QFENLTVAEEKT IKHETLPYGRPRVLOKENTICLLSQHQEMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFRIPL
SPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGI YSEALLTTNI VPMYQSFQV I WRYFHDTLLRKYAFERNGVNVVSGPVED
FDYDGRCDSLENLRQKRRVIRNQEILTPTHFFIVLTSCKDTSQTPLHCENLDTLAF ILPHRTDNSESCVHGKHDSSWVEE
LLMLHRARTTDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQEDL INDKTHTCPPCPAPELLGGPSVFLFPPKPKDTIM
I SRTPEVICVVVDVSHEDPEVKENWYVDGVEVANAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPT
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSDTAVEWESNGOPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMH?ALENEYTQKSLSLSPGK</INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<SequenceData sequencelDNumber="6">
<INSDSeq>
<INSDSeq_length>227</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..227</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql1">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Human IgGl Fc</INSDQualifier value>

<NonEnglishQualifier_value> A%HIgGl Fe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..227</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="ql2">

<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&fkigEfa</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMI SRTPEVICVVVDVSHEDPEVKENWY VDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPTEKT I SKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDK SRWOQGNVESCSVMHEALHNHYTQKSLS
LSPGK</INSDSeq_sequence>
: </INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="7">
<INSDSeg>
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<INSDSeq_length>906</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..906</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql13">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Mus
musculus</INSDQualifier_value>

<NonEnglishQualifier_value>/NE&</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MERDGDQAGHGPRHGSAGNGRELESPAAASLLAPMDLGEEPLEKAERARPAKDPNTYKVLSL
VLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTESNCRCDAACVSLGNCCLDFQETCVEPTHI WTCNKFRCGEKRLS
REVCSCADDCKTHNDCCINY SSVCQDKKSWVEETCES IDTPECPAEFESPPTLLESLDGFRAEYL HTWGGLLPVI SKLKN
CGTYTKNMRPMYPTKTFPNHYS I VIGLYPESHGI IDNKMYDPKMNASEFSLK SKEKENPLWYKGQPIWVTANHQEVKSGTY
FWPGSDVEIDGILPDIYKVYNGSVPFEERI LAVLEWLQLPSHERPHFYTLYLEEPDSSGHSHGPVSSEVIKALQKVDRLV
GMLMDGLKDLGLDKCLNL IL.I SDPHGMEQGSCKKYVYLNKYLGDVNNVKVVYGPAARLRPTDVPETYYSENYEALAKNLSC
REPNQHFRPYLKPFLPKRLHFAKSDR IEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNLESNMOALF IGYGPAFKHGAE
VDSEFENIEVYNLMCDLLGLIPAPNNGSHGSLNHLLKKPT YNPSHPKEEGFLSQCPIKSTSNDLGCTCDPWIVPIKDFEKQ
LNLTTEDVDDIYHMTVPYGRPRILLKQHRVCLLQQQQFLTGYSLDLLMPLWASYTFLSNDQFSRDDFSNCLYQDLR IPLS
PVHKCSYYKSNSKLSYGFLTPPRLNRVSNHI YSEALLTSNI VPMYQSFQV IWHYLHDTLLORYAHERNGINVVSGPVEDF
DYDGRYDSLEILKQONSRVIRSQEILIPTHFFIVLTSCKQLSETPLECSALESSAY ILPHRPDNIESCTHGKRESSWVEEL
LTLHRARVTDVELITGLSFYQDRQESVSELLRLKTHLPIFSQED</ INSDSeq_sequence>
</INSDSeg>
</SequenceData> 4
<SequenceData sequencelDNumber="8">
<INSDSeq>

<INSDSeq_length>925</INSDSeq length>

<INSDSeq_mol type>AA</INSDSeq_mol type>

<INSDSeq_division>PAT</INSDSeq _division>

<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..925</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql4">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Oryctolagus cuniculus</INSDQualifier_ value>

<NonEnglishQualifier value>7T{f</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MERDGCAGGGSRGGEGGRAPREGPAGNSRDPGRSHAAEAPGNPQAAASLLAPMDVGEEPLEK
AARARTAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVK SCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIE
PEHIWTCNKFRCGEKRLTRSLCACSDDCKDQGDCCINYSSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLESLDGERA
EYLHTWGGLLPVI SKLKKCGTYTKNMRPVYPTKTEPNHYSIVIGLYPESHGI IDNKMYDPKMNASESLKSKEKFNPEWYK
GEPIWVTAKYQGLKSGTFFWPGSDVEING IFPDI YKMYNGSVPFEER ILAVLOQWLQLPKDERPHFYTLYLEEPDSSGHSY
GPVSSEVIKALQRVDNMVGMLMDGLKELNLHRCLNL ILVSDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLRPSDV
PDKYYSENYEG I ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALNPSERKYCGSGFHGSDNIFS
NMQALFVGYGPGFKHGIEVDTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPL IQCPETRNPRD
NLGCSCNPS ILPIEDFQTQFNLTVAEEKNIKHETLPYGRPRVLOKKNT ICLLSQHQFMSGYSQDILMPLWTSYTVDRNDS
FSTEDFSNCLYQDFRISLSPVHKCSFYKNNTKVSYGFLSPPOLNKNSRGI YSEALLTTNI VPMYQSFQV IWRYFHDTLLR
KYAEERNGVNVVSGPVEDFDYDGRYDSLEILROKRRVIRNQEILIPTHFFIVLTSCKDASQTPLHCENLDTLAF ILPHRT
DNSESCLHGKHESSWVEELLMLHRAR I TDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQED</ INSDSeq_sequenc
e> .
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="9">
<INSDSeqg>

<INSDSeq_length>924</INSDSeq_length>

<INSDSeq_mol type>AA</INSDSeq_mol type>

<INSDSeq division>PAT</INSDSeq division>

<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..924</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql5">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>Bos
taurus</INSDQualifier_value>
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<NonEnglishQualifier_value>BRM4</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MERDSCAGGGSRGGEGGRGPREGLAGNGRDPGPGRAAEASGEPQAAASLL APMDLGEEPLER
AARARPAKDPNTYKVLSLVLSVCVLTTILGCTFGLKPSCAKEIK SCKGRCFERTEGNCRCDAACVDLGNCCLDYQETCIE
PERIWTCTKFRCGEKRLSRSLCSCSDDCKDKGDCCINHGSVCRGEK SWAEEECDS 1DEPQCPAGFETPPTLLESLDGERA
EYLHTWGGLLPVISKLKTCGTYTKNMRPVYPTKTFPNHYSTVTGLYPESHGI I DNNI YDPQMNANFALKNKEKFNPEWYK
GEPIWLTAKYQGLKTGTFFWPGSDVKINGIFPDIYKIYNVSVPFEERILATLKWLQLPKDERPHFYTLYLEEPDSSGHSY
GPVSSEVIRALQRVDNMVGMLMDGLKELNLHRCLNL IL.I SDHGMEQGSCKKYVYLNKYLGDTKDYKVVYGPAARLRPSDV
PDKYYSFDYEG I AKNLSCOEPNQHFKPYLKHFLPKRLHFAKNDR I ERLTFYLDPQWQLALNPSERKYCGGGFHGSDNTFL
NMQALFIGYGPGFKHSTEVDSFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLSNPVYTPKHPKEVRPLVQCPFTRAPRE
SLDCSCDPSTLPTVDFQTQLNLTMAEEKTTKRGALPYGRPRVLONSTVCLLYQHQFVSGYSRDILMPLWTSYT IGRNDSF
STEDESNCLYQDLRIPLSPVHKCSFYKNNAKLSYGLLSPPQLHKGSSQVYSEALLTTNIVPMYQSFQVIWHYLHGTLLQR
YAEERNGLNVVSGPVEDSDYDGRYDSLETLKQNSKT IRNLEVL IPTHFFLVLTSCKNTSQTPLQCENLDAMAFILPHKTD
NSESCAHGKHESLWVEELLKLHTARI TDVEHI TGLSFYQERKEPTSDILKLKTHLPTENQED</ INSDSeq_sequence

>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="10">
<INSDSeg>
<INSDSeq_length>926</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..926</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql6">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>Papio hamadryas</INSDQualifier_value>

<NonEnglishQualifier_value>fefir{a%#3#H</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_s equence>MERDGCAGGGSQGGGKGGRGPREGLAGNGRDPSHGQASEAPGDPQAAASLLAPMDLGEEPLE
KAAGARPAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTEGNCRCDVACVDLGNCCLDYQETCI
EPERIWTCNKFRCGEKRLSRSLCACSDDCKERGDCCINY SAVCQGEKSWVEETCEN INEPQCPEGFEMPPTLLESLDGER

%10 H



202342103

047162-7377W01(01806) Sequence Listing.xml

AEYLHTWGGLLPVISKLKKCGTYAKNMRPVYPTKTFPNHYSIVIGLYPESHG I IDNKMYDPKMNASESLK SKEKFNPEWY
KGEPIWLTAKYQGLRSGTFFWPGSDVK INGIFPDIYKIYNGSVPFEERILA ILKWLRLPKDERPHFYTLYLEEPDSSGHS
YGPVSSEVIKALQRVDNMVGMLMDGLKELNLHQCLNLILISDHGMEQGSCKKY I YLNKYLGDTKNIKVIYGPAARLRPSD
VPEKYYSENYENTARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALSPSERKYCGSGFHGSDNVE
SNMOALFVGYGPGFQHGIEVDSFENI EVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPI YTPKHPKEVQPSVQCPLAGSPR
DSLGCSCNPSILPITVDFQTQFNLTTAEEKNINRASLPYGRPRLLQKKSSVCLLYQHQFVSGYSHDVLMPLWTSYTVNRND
SFSTEDFSNCLYQDLR I SFSPTHNCSFYKNNAKLSYGFLSPPQLSKDSSQIYSEALLTSNIVPMYQSFQVIWRYFHDTLL
QRYAEERNSINVVSGPVFDSDYDGRYDSSEALKRNRRV IRNQEILIPTHFFIVITSCKNTSQTPLOCDNLDPLAFILPHR
SDNSESCVHEKRESSWIEELLMMHRARIMDVEHI TGLSFYQERKEPVSDILKLKTHLPTVSQED</ INSDSeq_sequen
ce>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="11">
<INSDSeg> '
<INSDSeq_length>15</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql7">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier value>

<NonEnglishQualifier_value>ENPP1Zfk</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>2..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql8">

<INSDQualifier_name>note</INSDQualifier name>

<INSDQualifier_value>MISC_FEATURE - Features section of the listing that any one
or all of aminoacids 2-15 can either be present or absent</INSDQualifier value>

<NonEnglishQualifier_value>MISC FEATURE -5IZREVSHEET SR BEEL2- 1 ST T —F
B A RS TFFE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql9">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>ERifEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DDDDDDDDDDDDDDD</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceDNumber="12">
<INSDSeg>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_locatiom>l..30</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier id="q20">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier_value>ENPP1Z%fk</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>4..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q21">

<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>MISC_FEATURE - Amino acids 4-30 can either be present or
absent in groups of3(DSS) starting at position 4</INSDQualifier_value>

<NonFnglishQualifier value>MISC_FEATURE - B#E:fg4-30U[1EEAFIENNLBE 45461
3(DSS)4H H1</NonEnglishQualifier_value>
</INSDQualifier>

</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_ name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q22">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&iitEiERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>DSSDSSDSSDSSDSSDSSDSSDSSDSSDSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="13">
<INSDSeqg>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="qg23">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier_value>ENPP1%&fk</NonEnglishQualifier_value>
</INSDQualifier>
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</INSDFeature_quals>

</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>4..30</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q24">

<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>misc_feature - Amino acids 4-30 can either be present or
absent in groups of3(ESS) starting at position 4</INSDQualifier value>

<NonEnglishQualifier_value>misc_feature -FEE:EE4- 30 1FESAREER A B4BELEHY
3(ESS)4HH</NonEnglishQualifier_value>
</INSDQualifier>

</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q25">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>EpiiiEas</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ESSESSESSESSESSESSESSESSESSESS</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="14">
<INSDSeq>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier i1d="q26">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonFnglishQualifier_value>ENPP1Z6fif</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>4..30</INSDFeature_location> :
<INSDFeature_quals>
<INSDQualifier id="q27">

<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>MISC FEATURE - Amino acids 4-30 can either be present or
absent in groups of3(RQQ) starting at position 4</INSDQualifier_value>

<NonEnglishQualifier_ value>MISC_FEATURE - R&E:&4-30n]FAEBANFEN AL E AR BRY
3(RQQ)4HH</NonEnglishQualifier_value>
</INSDQualifier>

</ INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q28">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_ value>&fiiEERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature> '
</INSDSeq_feature-table>
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<INSDSeq_sequence>ROOROUROQRQORQQROQROQRQQRQQRAN</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequenceIDNumber="15">
<INSDSeqg>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_mol t ype>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg29">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier value>

<NonEnglishQualifier_value>ENPP12&fk</NonFnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>3..20</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q30">

<INSDQualifier_name>note</INSDQualifier name>

<INSDQualifier_value>MISC_FEATURE - Amino acids 3-20 can either be present or
absent in groups of2(KR) starting at position 3</INSDQualifier value>

<NonEnglishQualifier_value>MISC_FEATURE - BEEE3- 200 {FEfEEC AR LB 3B 4EHY
2(KR)4H</NonEnglishQualifier_value>
</INSDQualifier>

</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protcin</INSDQualifier_value>
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</INSDQualifier>
<INSDQualifier id="q31">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&itE@ERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>KRKRKRKRKRKRKRKRKRKR</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="16">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q32">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPPl Polypeptide</INSDQualifier_value>

<NonFnglishQualifier_value>ENPP1%fik</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_gquals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>2..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q33">

<INSDQualifier name>note</INSDQualificr_name>

<INSDQualifier_valuesMISC_FEATURE - Features section of the listing that any one
or all of aminoacids 2-15 can either be present or absent</INSDQualifier_value>

<NonEnglishQualifier value>MISC_FEATURE -FURHRFEIER S RITMEENE2- 15PAVE—&
B e[ SR fE</NonEngl i shQualifier_value>
</INSDQualifier>
</INSDFeature_quals>

¥ 17 H



202342103

047162-7377TW01(01806) Sequence Listing.xml

</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="qg34">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&aiiEiE#S</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RRRRRRRRRRRRRRR</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="17">
<INSDSeqg>
<INSDSeq_length>16</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..16</INSDFeature location>
<INSDFeature_gual s>
<INSDQualifier id="qg35">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier_value>ENPP1%k</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..16</INSDFeature location>
<INSDFeature_gual s>
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<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q36">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>EfEER</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DSSSEEKFLRRIGREG</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="18">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q37">

<INSDQualificr_name>note</INSDQualifier_name>
<INSDQualifier value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier_value>ENPP1%fk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>

<INSDQualifier id="qg38">
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<INSDQualifier_ name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&hifEiERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEPRGDT</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="19">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q39">

<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>
<NonEnglishQualifier_value>ENPP12fk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="q40">
<INSDQualifier_name>organism</INSDQualifier_ name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& i ERS</NonEnglishQualifier_value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>APWHLSSQYSRT</INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequenceIDNumber="20">
<INSDSeg>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q41">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier value>ENPP1%fik</NonEnglishQualifier_value>
' </INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q42">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&kigEfe</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature> '
</INSDSeq_feature-table>
<INSDSeq_sequence>STLPTPHEFSRE</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="21">
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<INSDSeq>
<INSDSeq_length/>
<INSDSeq_moltype/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelIDNumber="22">
<INSDSeqg>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="23">
<INSDSeqg>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="24">
<INSDSeg>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="25">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="26">
<INSDSeqg>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="27">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q43">

<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>i#EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature key>source</INSDFeature_key>

<INSDFeature_location>1..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="q44">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pitEERe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGA</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="28">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFcature_key>
<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q45">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>#$EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..4</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q46">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&HEiiEiERe</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="29">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q47">
<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#$##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q48">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>EpitEiES</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGG</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="30">
<INSDSeqg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_guals>
<INSDQualifier id="q49">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_ value>

NonFnglishQualifier_value>##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
: </INSDQualifier>
<INSDQualifier i1d="q50">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&ri#iE#E</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature> '
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGA</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="31">
<INSDSeg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_guals>
<INSDQualifier id="g51">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>##f#f</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature> ’
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_ name>
<INSDQualifier _value>protein</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="g52">
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<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&EiEiERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGS</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="32">
<INSDSeg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g53">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#f##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="g54">
<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>
<NonEnglishQualifier_value>&ifEEEES</NonEnglishQualifier_value>
: </INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGG</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="33">
<INSDSeqg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature guals>
<INSDQualifier id="g55">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>#f#f</NonEnglishQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="g56">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&RiiEERE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAG</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="34">
<INSDSeq>
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<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="qS57">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

NonEnglishQualifier value>#i$¥# 7-</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l. .4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
. </INSDQualifier>
<INSDQualifier id="q58">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&pkiEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="35">
<INSDSeq>
<INSDSeq_length>4</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="g59">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#fT-</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="g60">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&RiiEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AGGG</INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="36">
<INSDSeq>
<INSDSeq_length>5</INSDSeq _length>
<INSDSeq_mol type>AA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q61">

<INSDQualifier name>note</INSDQualifier name>
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<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>3##¥#1-</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..5</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_ name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q62">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&hifEE S</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGGGG</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="37">
<INSDSeg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q63">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>###TF</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q64">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&hiiEERe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGGG</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="38">
<INSDSeg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="g65">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>###T</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q66">

<INSDQualifier name>organism</INSDQualifier_ name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&fifiEfE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGA</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="39">
<INSDSeg>
<INSDSeq_length>4</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q67">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#E#:F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>

</INSDQualifier>

<INSDQualifier id="q68">
<INSDQualifier_name>organism</INSDQualifier_name>
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<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&EitEEAS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGS</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="40">
<INSDSeg>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier i1d="g69">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>i###F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q70">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&ERiiEERS</NonEnglishQualifier_value>
</INSDQualifier>

</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="41">
<INSDSeq>
<INSDSeq_length>6</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</ INSDFeature_key>

<INSDFeature_location>l..6</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier 1d="q71">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_ value>###F</NonFnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature key>

<INSDFeature_location>l..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q72">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonBEnglishQualifier_value>&pifEE#a</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGS</INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="42">
<INSDSeqg>
<INSDSeq_length>8</INSDSeq length>
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<INSDSeq_mol t ype>AA</ INSDSeq_mo!l type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>]..8</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier id="g73">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>i#E#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q74">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&rpifEE#S</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGA</INSDSeq sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="43">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>l..8</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier id="q75">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier value>###-F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier _name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q76">

<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

NonEnglishQualifier_value>&fiEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGS</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelIDNumber="44">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..10</INSDFecature_location>
<INSDFeature_quals>
<INSDQualifier id="q77">
<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
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<NonEnglishQualifier_value>##f</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature key>

<INSDFeature_location>1..10</INSDFeature_location>
‘ <INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q78">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&RitEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGAGA</ INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="45">
<INSDSeqg>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_divisi1on>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="g79">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<NonEnglishQualifier_value>#J#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>

</INSDFeature>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>l..10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q80">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&HitEERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGSGS</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="46">
<INSDSeg>
<INSDSeq_length>12</INSDSeq_length> -
<INSDSeq_mol type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals> :
<INSDQualifier 1d="q81">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature> '
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="g82">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&RiiEERE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGAGAGA</ INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="47">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q83">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<NonEnglishQualifier_value>##:F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q84">

<INSDQualifier_name>organism</INSDQualifier name>
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<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&liEiEfE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGSGSGS</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="48">
<INSDSeq>
<INSDSeq_length>6</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature location>l..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q85">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQua1ificr_value>Linker</INSDQualifier_value>

<NonEnglishQualifier value>##$#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>1..6</INSDFeature_location>
<INSDFeature_gquals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q86">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pifEEfe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_sequence>GGAGGA</ INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="49">
<INSDSeg>
<INSDSeq_length>6</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q87">

<INSDQualifier_name>note</INSDQualifier_ name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>####F</NonEnglishQualifier_value>
, </INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q88">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&EiiEERS</NonEnglishQualifier_value>
</INSDQualifier> .
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGS</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="50">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature location>l..9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q&9">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..9</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="q90">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&ifEiERS</NonEnglishQualifier_value>
' </INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGAGGA</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="51">
<INSDSeq> :
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..9</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier 1d="g91">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>#$#¥</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q92">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&RifEEfS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_gquals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGSGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="52">
<INSDSeq>
' <INSDSeq -length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq _mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q93">
<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>Linker</INSDQualifier_value>
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<NonEnglishQualifier_value>##ET</NonknglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q94">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>& g fa</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGAGGAGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="53">
<INSDSeg>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q95">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#f#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature key>
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<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q96">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_ value>

<NonEnglishQualifier_value>& iR </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGSGGSGGS</ INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="54">
<INSDSeqg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q97">
<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#Ef#T</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_locatiomn>
<INSDFeature_gquals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>
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<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q98">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&fktEEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="55">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_moltype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q99">
<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>Linker</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature location>l..4</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql00">

<INSDQualifier_name>organism</INSDQualifier_ name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&iiiEiERS</NonEnglishQualifier_value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="56">
<INSDSeg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q101">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_ value>

<NonEnglishQualifier_value>#f#T-</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_ location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql02">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>EpiiEiERa</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>

</INSDSeq_feature-table>

<INSDSeq_sequence>GGAG</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
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<SequenceData sequencelDNumber="57">
<INSDSeqg>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l. .4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql03">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier value>##EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql04">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& i iERe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="58">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

£ 49 H



202342103

047162-T7377W01(01806) Sequence Listing.xml
<INSDFeature_key>REGION</INSDFeature key>

<INSDFeature_location>l..8</INSDFeature location>
<INSDFeature_qual s>
<INSDQualifier id="ql05">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_ value>##$ET</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..8</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="ql106">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&fkifEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGGAG</INSDSeq_sequence>
</INSDSeq>
- </SequenceData>
<SequenceData sequencelDNumber="59">
<INSDSeg>
<INSDSeq_length>8</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..8</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier id="ql07">
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<INSDQualifier name>note</INSDQualifier_name>

<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##FF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql0O8">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&itEiERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGGSG</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequenceDNumber="60">
<INSDSeq>
<INSDSeq length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql109">
<INSDQualifier_name>note</INSDQualifier_name> |
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>##EF</NonFnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="gl110">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&BtEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGGAGGGAG</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="61">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_ locatiom>
<INSDFeature_quals>
<INSDQualifier id="qll11">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>###F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="qll2">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& g ERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGGSGGGSG</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="62">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mo!l type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q113">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_ value>

<NonEnglishQualifier value>#f</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFcature_quals>

<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>

<INSDQualifier id="ql14">
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<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>& R EE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="63">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql15">

<INSDQualifier_name>note</INSDQualifier_ name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>###F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>
<INSDQualifier_name>mol type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>

<INSDQualifier id="ql16">
<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&RiiEE S </NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGS</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="64">
<INSDSeg>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql17">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonFnglishQualifier_value>#$#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql118">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&aki#iERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGAGGGGAGGGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="65">
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<INSDSeg>
<INSDSeq_length>15</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql119">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>##ET-</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql120">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>ahiiEEa</NonEnglishQualifier_value>
</INSDQualifier>
A </INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGSGGGGSGGGGS</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="66">
<INSDSeqg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mo1 type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<JNSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..5</INSDFeature_Jlocation>
<INSDFeature_quals>
<INSDQualifier 1d="ql21">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonFnglishQualifier_value>#$#F</NonFnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>l..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="ql122">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&ifEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGAG</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="67">
<INSDSeg>
<INSDSeq_length>6</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql23">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>#$#f</NonEnglishQualifier_value>
"</INSDQualifier>
</INSDFeature_guals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="ql24">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pifEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGAGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="68">
<INSDSeq>
<INSDSeq_length>7</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql25">

<INSDQualifier name>note</INSDQualifier name>

<INSDQualifier_valuesLinker</INSDQualifier_ value>

<NonEnglishQualifier_value>#E#ET</NonEnglishQualifier_value>
</INSDQualifier>

</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>1..7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql26">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&hiiEEdS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGAGGG</ INSDSeq_sequence>
</ INSDSeq> ’
</SequenceData>
<SequenceData sequenceIDNumber="69">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="70">
<INSDSeqg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mo! t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier 1d="ql27">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier value>#$EF</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql28">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&hitEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>TGGGG</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="71">
<INSDSeq>
<INSDSeq_length>4</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql29">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier value>
<NonEnglishQualifier_value>###T</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="q130">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQnalifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&fiitEiERe</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAL</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="72">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l. .4</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="ql131">

<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_valuesLinker</INSDQualifier_value>

<NonEnglishQualifier_value>#f#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_location>
<INSDFeature_qual s>

<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>

<INSDQualifier id="ql32">
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<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&itEiERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="73">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql133">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#E##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>]..4</INSDFeature_location>
: <INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql34">
<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

"~ <NonFnglishQualifier_value>&fkiEiERE</NonEnglishQualifier_value>
| </INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAR</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="74">
<INSDSeq>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql35">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_ value>ﬂ§%§ﬁi</NonEngl1shQua11fler value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql36">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>E it ERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EGKSSGSGSESKST</ INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="75">
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<INSDSeqg>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql37">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier value>#$#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q138">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&ifEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSAGSAAGSGEF</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="76">
<INSDSeqg>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql139">

<INSDQualifier name>note</INSDQualifier_ name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##EET-</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql140">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pitEERa</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq_sequence>AEAAAKEAAAKA</INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="77">
<INSDSeqg>
<INSDSeq_length>18</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..18</INSDFeature_location>
- <INSDFeature_quals>
<INSDQualifier id="ql41">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier value>###F</NonEnglishQualifier _value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..18</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q142">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&fkiEERa</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq_sequence>KESGSVSSEQLAQFRSLD</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="78">
<INSDSeqg>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>!..10</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="ql43">

<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#$T</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql44">

<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonBnglishQualifier value>EEiiEER</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GENLYFQSGG</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="79">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature location>l..8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql45">
<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>###T</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..8</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql46">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&pitEiERE</NonEnglishQualifier _value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SACYCELS</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="80">
<INSDSeqg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mo] type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>]1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql147">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier value>¥#ET-</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="q148">

% 68 H



202342103

047162-7377W01(01806) Sequence Listing.xml
<INSDQualifier name>organism</INSDQualifier name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&hkigiEfE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RSIAT</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="81">
<INSDSeg>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql49">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#$EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>"
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="gl150">
<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>
<NonEnglishQualifier_value>&pifEERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RPACKIPNDLKQKVMNH</INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="82">
<INSDSeq>
<INSDSeq_length>36</INSDSeq_length>
<INSDSeq_mol t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgl51">

<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>iE$#iF</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..36</INSDFeature_location>
<INSDFeature_guals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql152">

<INSDQua1ifier_name>organism</INSDQua1ifiér_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&efEiERS</NonEnglishQualifier_value>
' </INSDQualifier>
</INSDFeature_gual s>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>GGSAGGSGSGSSGGSSGASGTGTAGGTGSGSGTGSG</ INSDSeq_scquence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="83">
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<JNSDSeqg>
<INSDSeq_length>17</INSDSeq length>
<INSDSeq_mol t ype>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..17</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier id="ql153">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier value>#Ef#T</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..17</INSDFeature_location>

<INSDFecature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_ name>

<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>
<INSDQualifier id="ql54">

<INSDQualifier_name>organism</INSDQualifier name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&piiEiEfa</NonEnglishQualifier_value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
: <INSDSeq_sequence>AAANSSIDLISVPVDSR</INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="84">
<INSDSeq>
<INSDSeq_length>36</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql55">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#E##F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q156">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&pitEEaE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_ sequence>GGSGGGSEGGGSEGGGSEGGGSEGGGSEGGGSGGGS</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="85">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mo1 type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier id="q157">
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<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##E+</NonEnglishQualifier_value>
, </INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql58">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&itEERE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EAAAK</INSDSeq sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="86">
<INSDSeq>
<INSDSeq_length>5</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql59">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_ value>
<NonEnglishQualifier_value>#E#FT</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql160">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>&fkiEiERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PAPAP</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="87">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="88">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber—"89">
<INSDSeg>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="90">
<INSDSeg>
<INSDSeq_length/>
<INSDSeq_moltype/>
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<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="91">
<INSDSeqg>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature location>l..15</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier 1d="ql61">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonFnglishQualifier value>#iFT</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</ INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql162">

<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier value>MISC FEATURE - Features section of the listing that any one
or all of aminoacids 1-15 can either be present or absent</INSDQualifier_value>

<NonEnglishQualifier value>MISC_FEATURE -FIRHVREERRIAEREL - 15PHYE—F
BN U o] AR B A 17 E</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier i1d="ql63">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>EpiiEERE</NonEngl1shQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RRRRRRRRRRRRRRR</ INSDSeq_sequence>
</ INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="92">
<INSDSeg>
<INSDSeq_length>16</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<JINSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql64">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_ value>
<NonEnglishQualifier_value>##EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql65">
<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_ value>
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<NonEnglishQualifier_value>&FifsERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DSSSEEKFLRRIGRFG</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="93">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql66">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_valuesLinker</INSDQualifier_ value>

<NonEnglishQualifier_value>#E{# F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql67">

<INSDQualifier_name>organism</INSDQualifier_ name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& it ER</NonEnglishQualifier_value>
- </INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEPRGDT</INSDSeq_sequence>
</ INSDSeg>
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</SequenceData>
<SequenceData sequencelDNumber="94">
<INSDSeg>
<INSDSeq_length>12</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol t ype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql168">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier value>#EET</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier i1d="gl169">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&hifEiEfS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>APWHLSSQYSRT</ INSDSeq_sequence>
</ INSDSeq> 4
</SequenceData>
<SequenceData sequenceIDNumber="95">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>

£ 18 HE



202342103

047162-7377W01(01806) Sequence Listing.xml
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql70">

<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#$F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql71">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier value>E&rEkiEiERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>STLPIPHEFSRE</ INSDSeq sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="96">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql72">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

NonEnglishQualifier value>#E#EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQua1ifier_name>mol_type</INSDQualifier_name>‘

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql73">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&aifEE#E</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VIKHLNQISQSY</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="97">
<INSDSeqg>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q174">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>i#f#</NonEnglishQualifier_value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>2..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql75">

<INSDQualifier name>note</INSDQualifier_name>

<INSDQualifier_value>MISC_FEATURE - Features section of the listing that any one
or all of aminoacids 2-15 can either be present or absent</INSDQualifier_value>

<NonEnglishQualifier value>MISC_FEATURE -FURAVHRHEES 7 3ROGMEENE2 - 1 S HME—E
WA FEE BN F E</NonEngl ishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature key>

<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql76">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& il S</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEEEEEEEEE</ INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="98">
<INSDSeqg>
<INSDSeq_length>7</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>l..7</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="ql77">

<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#Ef#f-</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier 1d="ql78">

<INSDQualifier name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&i#iE#E</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RSGSGGS</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="99">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</ INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql79">

<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##HiT-</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>2..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql180">

<INSDQualifier_ name>note</INSDQualifier name>

<INSDQualifier_value>MISC_FEATURE - Features section of the listing that any one
or all of aminoacids 1-15 can either be present or absent</INSDQualifier_value>

<NonEnglishQualifier_value>MISC_FEATURE -%IZREVEFEERTRIFBERL] -1 SHPRIE—F
A FEAE RN EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q181">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonFnglishQualifier_value>&lifgEfe</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DDDDDDDDDDDDDDD</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="100">
<INSDSeqg>
<INSDSeq_length>16</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..16</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier 1d="ql82">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>##f#F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q183">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>& it R8</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LVIMSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceIDNumber="101">
<INSDSeg>
<INSDSeq_length>15</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="ql84">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

NonEnglishQualifier_value>#EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql185">

<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& it EiGe</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VIMSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequenceDNumber="102">
<INSDSeq>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql86">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
- <NonFEnglishQualifier value>###F</NonEnglishQualifier_value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="ql87">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>EplifEiERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>IMSLGLGLGLGLRK</ INSDSeq_sequence>
- </ INSDSeg> .
</SequenceData>
<SequenceData sequencelDNumber="103">
<INSDSeqg>
<INSDSeq_length>13</INSDSeq_length>
<INSDSeq_mo! type>AA</INSDSeq mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>]l..13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="ql88">
<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Liniker</INSDQualifier value>
<NonEnglishQualifier_value>##§#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1..13</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q189">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>E it ERa</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="104">
<INSDSeqg>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature _location>l..12</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="ql90">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>
<NonEnglishQualifier_value>#fEF</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier name>
<INSDQualifier_value>protein</INSDQualifier_value>
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</INSDQualifier>
<INSDQualifier id="q191">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&ki#ERe</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SLGLGLGLGLRK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="105">
<INSDSeq>
<INSDSeq_length>11</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..11</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q192">
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_ value>
<NonEnglishQualifier_value>##7F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>l..11</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier name>
<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql193">
<INSDQualifier_name>organism</INSDQualifier_name>

<INSDQualifier_value>synthetic construct</INSDQualifier_value>
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<NonEnglishQualifier_value>& i ERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="106">
<INSDSeqg>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mo! type>AA</ INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql194">

<INSDQualifier name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>##ET</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifrer>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="ql95">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& & iERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLGLGLRK</INSDSeq sequence>
</INSDSeq>
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</SequenceData>
<SequenceData sequenceIDNumber="107">
<INSDSeq>
<INSDSeq_length>9</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq _division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature key>

<INSDFeature_location>1..9</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q196">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>#if#F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..9</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql97">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>SHitEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLGLGLRK</INSDSeq_sequence>
</ INSDSeqg>
</SequenceData>
<SequenceData sequenceIDNumber="108">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
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<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..8</INSDFeature location>
‘ <INSDFeature_quals>
<INSDQualifier 1d="ql198">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>###F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
' </INSDQualifier>
<INSDQualifier id="ql199">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonBnglishQualifier_value>&ii&iE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFcature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLGLRK</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="109">
<INSDSeqg> _
<INSDSeq_length>7</INSDSeq_length>
<INSDSeq_mo]l type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q200">
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<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#E#EF</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q201">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>&Rii#iERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq _feature-table>
<INSDSeq_sequence>LGLGLRK</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="110">
<INSDSeg>
<INSDSeq_length>6</INSDSeq_length>
<INSDSeq_mo1type>AA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q202">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>

<NonEnglishQualifier_value>##ET</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..6</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier 1d="q203">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>& A iEfS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLRK</ INSDSeq_sequence>
</INSDSeqg>
</SequenceData>
<SequenceData sequencelDNumber="111">
<INSDSeg>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
<INSDFeature_gquals>
<INSDQualifier id="q204">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<NonPnglishQualifier value>#Ei¥F</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..5</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q205">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>& B ERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLRK</INSDSeq_sequence>
</INSDSeg>
</SequenceData>
<SequenceData sequencelDNumber="112">
<INSDSeg>
<INSDSeq_length>4</INSDSeq length>
<INSDSeq_moltype>AA</INSDSeq_moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>1..4</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier i1d="q206">

<INSDQualifier_name>note</INSDQualifier name>
<INSDQualifier_value>Linker</INSDQualifier value>
<NonEnglishQualifier_value>###t</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..4</INSDFeature_location>
' <INSDFeature_quals>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
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<INSDQualifier 1d="q207">

<INSDQualifier_name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonFnglishQualifier value>apiiEiERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLRK</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="113">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</ INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="114">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="115">
<INSDSeqg>
<INSDSeq_length>15</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq; division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>l..15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier 1d="q208">

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier_value>

<NonEnglishQualifier_value>#EfF</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>2..15</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier id="q209">

<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>MISC_FEATURE - Features section of the listing that any one
or all of aminoacids 2-15 can either be present or absent</INSDQualifier value>

<NonEnglishQualifier_value>MISC_FEATURE -FIRAVRFEER > ZOHE RS2 - 1SR E—E
e IS A FE</NonEngl ishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..15</INSDFeature_location>
<INSDFeature_gual s>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier value>
: </INSDQualifier>
<INSDQualifier id="q210">

<INSDQualifier_ name>organism</INSDQualifier name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&RitEERS</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>KKKKKKKKKKKKKKK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequence [IDNumber="116">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>l..12</INSDFeature_location>

<INSDFeature_quals>
<INSDQualifier id="q211">
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<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>

<NonEnglishQualifier_value>ENPP1Z&fik</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>l..12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q212">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier -value>

<NonEnglishQualifier_value>&piifEEERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</ INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VIKHLNQISQSY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="117">
<INSDSeqg>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq_division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1..14</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier i1d="q213">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Polypeptide</INSDQualifier_value>
<NonFnglishQualifier_value>ENPP1Z%fik</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>

<INSDFeature_key>REGION</INSDFeature_key>

<INSDFeature_location>2..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier i1d="qg214">

<INSDQualifier_name>note</INSDQualifier_name>

<INSDQualifier_value>MISC_FEATURE - Features section of the listing that any one
or all of aminoacids 2-15 can either be present or absent</INSDQualifier_value>

<NonEnglishQualifier_value>MISC_FEATURE -FIZRAVIFEET S FREHRGERS2- 15T —F
B2 E AN TEIE</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>

<INSDFeature_location>1..14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>

<INSDQualifier_name>mol_type</INSDQualifier name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q215">

<INSDQualifier_name>organism</INSDQualifier_ name>
<INSDQualifier_value>synthetic construct</INSDQualifier_value>

<NonEnglishQualifier_value>&HiEERE</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>FEEEEEEEEEEEEEE</ INSDSeq_sequence>
</ INSDSeq> ,
</SequenceData>
<SequenceData sequenceIDNumber="118">
<INSDSeqg>
<INSDSeq_length>1078</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>

<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1..1078</INSDFeature_location>
<INSDFeature_qual s>
<INSDQualifier>

<INSDQualifier name>mol_type</INSDQualifier_name>

<INSDQualifier_value>protein</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier id="q216">

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier value>&RitEERS</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_qual s>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQE
TCIEPEHIWTCNKFRCGEKRLTRSLCACSDDCKDKGDCCINY SSVCQGEK SWVEEPCES INEPQCPAGFETPPTLLESLD
GFRAEYLHTWGGLLPVI SKLKKCGTYTKNMRPVYPTKTFPNHY S I VTGLYPESHGI IDNKMYDPKMNASFSLKSKEKENP
EWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGTFPDI YKMYNGSVPFEER ILAVL.QWLQLPKDERPHFYTLYLEEPDSS
GHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLILI SDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSENYEGI ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSD
NVFSNMQALFVGYGPGFKHGI EADTFENI EVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPETR
NPRDNLGCSCNPS ILPIEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHOFMSGYSQDILMPLWTSYTVD
RNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGI YSEALLTINI VPMYQSFQVIWRYEHD
TLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFFIVLTSCKDTSQTPLHCENLDTLAFIL
PHRTDNSESCVHGKHDSSWVEELLMLHRARI TDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQEDRSDKTHTCPPCPA
PELLGGPSVFLFPPKPKDTLY I TREPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPTEKTI SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber—"119">
<INSDSeqg>

<INSDSeq_length>1086</INSDSeq_length>

<INSDSeq_mol type>AA</INSDSeq_mol type>

<INSDSeq_division>PAT</INSDSeq_division>

<INSDSeq_feature-table>

<INSDFeature>

<INSDFeature_kéy>source</INSDFeature_kcy>
<INSDFeature_location>1..1086</INSDFeature_location>
<INSDFeature_quals>

<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier_value>protein</INSDQualifier_value>

</INSDQualifier>

<INSDQualifier 1d="q217">
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<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier_value>synthetic construct</INSDQualifier value>

<NonEnglishQualifier_value>& RS </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQE
TCIEPEHIWICNKFRCGEKRLTRSLCACSDDCKDKGDCCINY SSVCQGEK SWVEEPCES INEPQCPAGFETPPTLLESLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSTVTGLYPESHGI I DNKMYDPKMNASESLK SKEKFNP
EWYKGEPIWVTAKYQGLKSGTFFWPGSDVEINGTEPDI YKMYNGSVPFEER I LAVLQWLQLPKDERPHFYTLYLEEPDSS
GHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNL IL.I SDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGI ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTEFYLDPQWQLALNPSERKYCGSGEHGSD
NVESNMQALFVGYGPGFKHGI EADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTR
NPRDNLGCSCNPSTLPTEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHQFMSGYSQDILMPLWTSYTVD
RNDSFSTEDEFSNCLYQDFRTPLSPVHKCSFYKNNTKVS YGFLSPPQLNKNSSGI YSEALLTTNI VPMYQSFQVIWRYFHD
TLLRKYAEERNGVNVVSGPVFDEDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAFIL
PHRTDNSESCVHGKHDSSWVEELLMLHRAR I TDVEHI TGLSFYQORKEPVSDILKLKTHLPTFSQEDRSDKTHTCPPCPA
PELLGGPSVFLFPPKPKDTLY I TREPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPIEKTTSKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDI AVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQKSLSLSPGKDDDDDDDD</ INSDSeq_sequen

ce>
</INSDSeq>

</SequenceData>
</ST26Sequencelisting>
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<?xml version="1.0" encoding="UTF-8"7>
<!DOCTYPE ST26SequenceListing PUBLIC "-//WIPO//DTD Sequence Listing 1.3//EN"
"ST26SequenceListing V1_3.dtd">
<ST26SequenceListing originalFreeTextLanguageCode="en"
nonEnglishFreeTextLanguageCode="zh" dtdVersion="V1_3" fileName="047162-
T377TW01(01806) Sequence Listing. xml" softwareName="WIPO Sequence"
softwareVersion="2. 2. 0" productionDate="2023-01-11">
<{Applicationldentification>
<IPOfficeCode>US</IPOfficeCode>
<ApplicationNumberText></ApplicationNumberText>
<FilingDate></FilingDate>
</Applicationldentification>
<ApplicantFileReference>047162-7377W01(01806)</ApplicantFileReference>
<EarliestPriorityApplicationldentification>
<IPOfficeCode>US</IPOfficeCode>
<ApplicationNumberText>63/325, b54</ApplicationNumberText>
<FilingDate>2022-03-30</FilingDate>
</EarliestPriorityApplicationldentification>
<ApplicantName languageCode="zh">HR & K %</ApplicantName>
<ApplicantNameLatin>YALE UNIVERSITY</ApplicantNameLatin>
<InventorName languageCode="zh"># % i %, ¥ sk #£#7</InventorName>
<InventorNameLatin>Braddock, Demetrios</InventorNameLatin>
<InventionTitle languageCode="zh"> R4 ~ &R/ KA HERGET T A
5 (DISH) 64 77 ik B ta st </InventionTitle>
<SequenceTotalQuantity>119</SequenceTotalQuantity>
<{SequenceData sequencelDNumber="1">
<INSDSeq>
<INSDSeq_length>925</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 925</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ENPP1 Amino Acid Sequence - Wild
Type</INSDQualifier_value>
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<NonEnglishQualifier value>ENPPlpk % & 5 5] — 2f4 Al
</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 925</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MERDGCAGGGSRGGEGGRAPREGPAGNGRDRGRSHAAEAPGDPQAAASLLAPMDVGEEPLEK
AARARTAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIE
PEHIWTCNKFRCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLDGFRA
EYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHG I IDNKMYDPKMNASF SLKSKEKFNPEWYK
GEPIWVTAKYQGLKSGTFFWPGSDVEINGIFPDIYKMYNGSVPFEER I LAVLQWLQLPKDERPHFYTLYLEEPDSSGHSY
GPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY IYLNKYLGDVKNIKVIYGPAARLRPSDV
PDKYYSFNYEG I ARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVFS
NMQALFVGYGPGFKHGIEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRD
NLGCSCNPSILPIEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT I CLLSQHQFMSGYSQDILMPLWTSYTVDRNDS
FSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHDTLLR
KYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRRV IRNQE ILTPTHFF I VLTSCKDTSQTPLHCENLDTLAF ILPHRT
DNSESCVHGKHDSSWVEELLMLHRARITDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQED</ INSDSeq_sequenc
e>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="2">
<INSDSeq>
<INSDSeq_length>827</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 827</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q3">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 827</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCGEKRLT
RSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLF SLDGFRAEYLHTWGGLLPV I SKLKK
CGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPEWYKGEP IWVTAKYQGLKSGTF
FWPGSDVEINGIFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDGMV
GMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY I YLNKYLGDVENTKVIYGPAARLRPSDVPDKYYSFNYEGIARNLSC
REPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVFSNMQALFVGYGPGFKHGIE
ADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDFQT
QFNLTVAEEKI IKHETLPYGRPRVLQKENT I CLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFRIPL
SPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQV IWRYFHDTLLRKYAEERNGVNVVSGPVFD
FDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF ILPHRTDNSESCVHGKHDSSWVEE
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LLMLHRARITDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQED</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="3">
<INSDSeq>
<INSDSeq_length>1063</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 1063</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="gb">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1063</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>FTAGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRC
GEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLF SLDGFRAEYLHTWGGLLPV
[SKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPEWYKGEP IWVTAKYQG
LKSGTFFWPGSDVE ING IFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQ
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RVDGMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY IYLNKYLGDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGI
ARNLSCREPNQHFKPYLKHFLPKRLHF AKSDR IEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVF SNMQALFVGYGPG
FKHGIEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILP
IEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQ
DFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHDTLLRKYAEERNGVNVV
SGPVFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF ILPHRTDNSESCVHGKHD
SSWVEELLMLHRAR I TDVEHI TGLSFYQQRKEPVSDILKLKTHLPTF SQEDLINDKTHTCPPCPAPELLGGPSVFLFPPK
PKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="4">
<INSDSeq>
<INSDSeq_length>1060</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 1060</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1060</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
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<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEH IWTCNKFRCGEK
RLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLF SLDGFRAEYLHTWGGLLPVISK
LKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHG I IDNKMYDPKMNASFSLKSKEKFNPEWYKGEP IWVTAKYQGLKS
GTFFWPGSDVEING IFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVD
GMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY IYLNKYLGDVKNIKVIYGPAARLRPSDVPDKYYSFNYEGIARN
LSCREPNQHFKPYLKHFLPKRLHFAKSDR IEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVF SNMQALFVGYGPGFKH
GIEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIED
FQTQFNLTVAEEKI IKHETLPYGRPRVLQKENT I CLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFR
[PLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQV IWRYFHDTLLRKYAEERNGVNVVSGP
VFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF I LPHRTDNSESCVHGKHDSSW
VEELLMLHRARI TDVEHI TGLSFYQQRKEPVSDILKLKTHLPTF SQEDL INDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="5">
<INSDSeq>
<INSDSeq_length>1057</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q9">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIEPEHIWTCNKFRCGEKRLT
RSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLF SLDGFRAEYLHTWGGLLPV I SKLKK
CGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPEWYKGEP IWVTAKYQGLKSGTF
FWPGSDVEINGIFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSYGPVSSEVIKALQRVDGMV
GMLMDGLKELNLHRCLNLILISDHGMEQGSCKKY I YLNKYLGDVENTKVIYGPAARLRPSDVPDKYYSFNYEGIARNLSC
REPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNVFSNMQALFVGYGPGFKHGIE
ADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTRNPRDNLGCSCNPSILPIEDFQT
QFNLTVAEEKI IKHETLPYGRPRVLQKENT I CLLSQHQFMSGYSQDILMPLWTSYTVDRNDSFSTEDFSNCLYQDFRIPL
SPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQV IWRYFHDTLLRKYAEERNGVNVVSGPVFD
FDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF ILPHRTDNSESCVHGKHDSSWVEE
LLMLHRARITDVEHI TGLSFYQQRKEPVSDILKLKTHLPTFSQEDLINDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="6">
<INSDSeq>
<INSDSeq_length>227</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 227</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Human IgGl Fc</INSDQualifier_ value>
<{NonEnglishQualifier_value> A#aIgGl Fc</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 227</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHYTQKSLS
LSPGK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="7">
<INSDSeq>
<INSDSeq_length>906</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 906</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql3">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Mus musculus</INSDQualifier_value>
<{NonEnglishQualifier value>-)» &</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MERDGDQAGHGPRHGSAGNGRELESPAAASLLAPMDLGEEPLEKAERARPAKDPNTYKVLSL
VLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFSNCRCDAACVSLGNCCLDFQETCVEPTHIWTCNKFRCGEKRLS
RFVCSCADDCKTHNDCCINYSSVCQDKKSWVEETCESIDTPECPAEFESPPTLLF SLDGFRAEYLHTWGGLLPVISKLKN
CGTYTKNMRPMYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPLWYKGQP IWVTANHQEVKSGTY
FWPGSDVEIDGILPDIYKVYNGSVPFEER ILAVLEWLQLPSHERPHFYTLYLEEPDSSGHSHGPVSSEVIKALQKVDRLV
GMLMDGLKDLGLDKCLNLILISDHGMEQGSCKKYVYLNKYLGDVNNVKVVYGPAARLRPTDVPETYYSFNYEALAKNLSC
REPNQHFRPYLKPFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNLFSNMQALF IGYGPAFKHGAE
VDSFENIEVYNLMCDLLGL IPAPNNGSHGSLNHLLKKP I YNPSHPKEEGFLSQCPIKSTSNDLGCTCDPWIVPIKDFEKQ
LNLTTEDVDDIYHMTVPYGRPRILLKQHRVCLLQQQQFLTGYSLDLLMPLWASY TFLSNDQFSRDDFSNCLYQDLRIPLS
PVHKCSYYKSNSKLSYGFLTPPRLNRVSNHIYSEALLTSNIVPMYQSFQVIWHYLHDTLLQRYAHERNGINVVSGPVFDF
DYDGRYDSLEILKQNSRVIRSQEILIPTHFF IVLTSCKQLSETPLECSALESSAY ILPHRPDNIESCTHGKRESSWVEEL
LTLHRARVTDVELITGLSFYQDRQESVSELLRLKTHLP IFSQED</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="8">
<INSDSeq>
<INSDSeq_length>925</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 925</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>Oryctolagus cuniculus</INSDQualifier_ value>
<{NonEnglishQualifier value>’X #%</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MERDGCAGGGSRGGEGGRAPREGPAGNSRDPGRSHAAEAPGNPQAAASLLAPMDVGEEPLEK
AARARTAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQETCIE
PEHIWTCNKFRCGEKRLTRSLCACSDDCKDQGDCCINYSSVCQGEKSWVEEPCES INEPQCPAGFETPPTLLFSLDGFRA
EYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSTVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPEWYK
GEPIWVTAKYQGLKSGTFFWPGSDVEINGIFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSSGHSY
GPVSSEVIKALQRVDNMVGMLMDGLKELNLHRCLNL ILVSDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLRPSDV
PDKYYSFNYEG IARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR IEPLTFYLDPQWQLALNPSERKYCGSGFHGSDNIFS
NMQALFVGYGPGFKHG IEVDTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPL IQCPFTRNPRD
NLGCSCNPSILPIEDFQTQFNLTVAEEKN IKHETLPYGRPRVLQKKNT ICLLSQHQFMSGYSQDILMPLWTSYTVDRNDS
FSTEDFSNCLYQDFRISLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSRGIYSEALLTTNIVPMYQSFQVIWRYFHDTLLR
KYAEERNGVNVVSGPVFDFDYDGRYDSLEILRQKRRVIRNQEIL IPTHFF I VLTSCKDASQTPLHCENLDTLAF ILPHRT
DNSESCLHGKHESSWVEELLMLHRAR I TDVEHITGLSFYQQRKEPVSDILKLKTHLPTFSQED</ INSDSeq_sequenc
e>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="9">
<INSDSeq>
<INSDSeq_length>924</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 924</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql5">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Bos taurus</INSDQualifier value>
<{NonEnglishQualifier value>Bki 4</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MERDSCAGGGSRGGEGGRGPREGLAGNGRDPGPGRAAEASGEPQAAASLLAPMDLGEEPLER
AARARPAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKE IKSCKGRCFERTFGNCRCDAACVDLGNCCLDYQETCIE
PERIWTCTKFRCGEKRLSRSLCSCSDDCKDKGDCCINHGSVCRGEKSWAEEECDS IDEPQCPAGFETPPTLLFSLDGFRA
EYLHTWGGLLPVISKLKTCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNNIYDPQMNANFALKNKEKFNPEWYK
GEPIWLTAKYQGLKTGTFFWPGSDVKINGIFPDIYKIYNVSVPFEERILA ILKWLQLPKDERPHFYTLYLEEPDSSGHSY
GPVSSEVIRALQRVDNMVGMLMDGLKELNLHRCLNLILISDHGMEQGSCKKYVYLNKYLGDTKDYKVVYGPAARLRPSDV
PDKYYSFDYEG I AKNLSCQEPNQHFKPYLKHFLPKRLHFAKNDR I ERLTFYLDPQWQLALNPSERKYCGGGFHGSDNTFL
NMQALF IGYGPGFKHSTEVDSFEN IEVYNLMCDLLNLTPAPNNGTHGSLNHLLSNPVYTPKHPKEVRPLVQCPFTRAPRE
SLDCSCDPSILPIVDFQTQLNLTMAEEKT IKRGALPYGRPRVLONSTVCLLYQHQFVSGYSRDILMPLWTSYT IGRNDSF
STEDFSNCLYQDLR IPLSPVHKCSFYKNNAKLSYGLLSPPQLHKGSSQVYSEALLTTNIVPMYQSFQVIWHYLHGTLLQR
YAEERNGLNVVSGPVFDSDYDGRYDSLETLKQNSKI IRNLEVLIPTHFFLVLTSCKNTSQTPLQCENLDAMAF ILPHKTD
NSESCAHGKHESLWVEELLKLHTARITDVEHITGLSFYQERKEP ISDILKLKTHLPTFNQED</ INSDSeq_sequence
>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="10">
<INSDSeq>
<INSDSeq_length>926</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 926</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="ql6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>Papio hamadryas</INSDQualifier_ value>
<{NonEnglishQualifier value>[ s fr46 %4 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MERDGCAGGGSQGGGKGGRGPREGLAGNGRDPSHGQASEAPGDPQAAASLLAPMDLGEEPLE
KAAGARPAKDPNTYKVLSLVLSVCVLTTILGCIFGLKPSCAKEVKSCKGRCFERTFGNCRCDVACVDLGNCCLDYQETCI
EPER IWTCNKFRCGEKRLSRSLCACSDDCKERGDCCINYSAVCQGEKSWVEETCEN INEPQCPEGFEMPPTLLFSLDGFR
AEYLHTWGGLLPVISKLKKCGTYAKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNPEWY
KGEPIWLTAKYQGLRSGTFFWPGSDVKINGIFPDIYKIYNGSVPFEERILATLKWLRLPKDERPHFYTLYLEEPDSSGHS
YGPVSSEVIKALQRVDNMVGMLMDGLKELNLHQCLNLILISDHGMEQGSCKKY I YLNKYLGDTKNIKVIYGPAARLRPSD
VPEKYYSFNYENIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDR I EPLTFYLDPQWQLALSPSERKYCGSGFHGSDNVF
SNMQALFVGYGPGFQHG IEVDSFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNP IYTPKHPKEVQPSVQCPLAGSPR
DSLGCSCNPSILPIVDFQTQFNLTTAEEKN INRASLPYGRPRLLQKKSSVCLLYQHQFVSGYSHDVLMPLWTSYTVNRND
SFSTEDFSNCLYQDLR I SFSPTHNCSFYKNNAKLSYGFLSPPQLSKDSSQIYSEALLTSNIVPMYQSFQV IWRYFHDTLL
QRYAEERNSINVVSGPVFDSDYDGRYDSSEALKRNRRVIRNQEILIPTHFF IVITSCKNTSQTPLQCDNLDPLAF ILPHR
SDNSESCVHEKRESSWIEELLMMHRARIMDVEHI TGLSFYQERKEPVSDILKLKTHLPTVSQED</ INSDSeq_sequen
ce>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="11">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql8">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 2-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%|%& a945 8038 & PARc A 85 2-15 P &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DDDDDDDDDDDDDDD</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="12">
<INSDSeq>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q20">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>4. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q21">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>MISC_FEATURE - Amino acids 4-30 can either be
present or absent in groups of3(DSS) starting at position
4</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE - Az % #4-30°T 2 R AN E
A58 45 69 3(DSS) 48 F </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q22">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DSSDSSDSSDSSDSSDSSDSSDSSDSSDSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="13">
<INSDSeq>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q23">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>4. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q24">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>misc_feature — Amino acids 4-30 can either be
present or absent in groups of3(ESS) starting at position
4</INSDQualifier value>
<NonEnglishQualifier value>misc_feature -Bz & #8£4-30T A KR HFLANLE
AFA 45 69 3(ESS) 48 F </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q25">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ESSESSESSESSESSESSESSESSESSESS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="14">
<INSDSeq>
<INSDSeq_length>30</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q26">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>4. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q27">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>MISC_FEATURE - Amino acids 4-30 can either be
present or absent in groups of3(RQQ) starting at position
4</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE - Az % #4-30°T 2 R AN E
AR 459 3(RQQ) 8. % </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 30</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q28">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ROQRAQRQORAQRAARAORAQRAQRAORAQL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="15">
<INSDSeq>
<INSDSeq_length>20</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q29">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>3. . 20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg30">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>MISC_FEATURE - Amino acids 3-20 can either be
present or absent in groups of2(KR) starting at position 3</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE - Az % #83-20°T 2 R RN E
3r 45 e92(KR) % % </NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 20</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qg3l">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>KRKRKRKRKRKRKRKRKRKR</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="16">
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<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@32">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@33">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 2-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%|%& a945 8038 & PARc A 85 2-15 P &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q34">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RRRRRRRRRRRRRRR</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="17">
<INSDSeq>
<INSDSeq_length>16</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg35">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qg36">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DSSSEEKFLRRIGRFG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="18">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q37">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q38">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEPRGDT</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="19">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@39">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q40">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>APWHLSSQYSRT</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="20">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q4l">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q42">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>STLPIPHEFSRE</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="21">
<INSDSeq>
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<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="22">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="23">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="24">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="25">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="26">
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<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="27">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q43">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q44">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>GGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="28">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q45">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q46">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGS</INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="29">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q47">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q48">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="30">
<INSDSeq>
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<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q49">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="31">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="gbl">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@b2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="32">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@b3">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="33">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="@bb5">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="34">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgb7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@b8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="35">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@b9">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qg60">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AGGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="36">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg6l1">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q62">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGGGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="37">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg63">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q64">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGGG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="38">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg65">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qb6">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="39">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg67">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="g68">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGS</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="40">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg69">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q70">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="41">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q7l1">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q72">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGS</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="42">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q73">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q74">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="43">
<INSDSeq>
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<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q75">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q76">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="44">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q77">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q78">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGAGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="45">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q79">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q80">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGSGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="46">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q81">

111137435 FEH5E A0202 B8 - H107E(FIR) 1123044721-0



202342103 11272 H20H PrifEis

<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q82">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GAGAGAGAGAGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="47">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q83">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q84">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSGSGSGSGSGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="48">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q85">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q86">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="49">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q87">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>

111137435 FEH5E A0202 #4558 - H1075(FIR) 1123044721-0



202342103 11272 H20H PrifEis

<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q88">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="50">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q89">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q90">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGAGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="51">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q91">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q92">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGSGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="52">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q93">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q9%4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGAGGAGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="53">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q95">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q96">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGSGGSGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="54">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q97">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q98">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGL/ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="55">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q99">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql00">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="56">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql01">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql02">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="57">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
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<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql03">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql04">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="58">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="ql0b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql06">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGGAGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="59">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql07">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql08">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGGSG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="60">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql09">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGAGGGAGGGAGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="61">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qlll">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGGSGGGSGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="62">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll3">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGA</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="63">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qllb">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="qll6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="64">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
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<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGAGGGGAGGGGAL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="65">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll19">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql20">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGGSGGEGSGGGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="66">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql21">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql22">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_sequence>GGGAGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="67">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql23">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql24">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGAGGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="68">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql2b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql26">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGGAGGGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="69">
<INSDSeq>
<INSDSeq_length/>
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<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="70">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql27">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier i1d="ql28">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>TGGGG</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="71">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql29">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql30">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAL</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="72">
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<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql31">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql32">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="73">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql33">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql34">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAAR</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="74">
<INSDSeq>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql3b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql36">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EGKSSGSGSESKST</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="75">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="ql37">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql38">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GSAGSAAGSGEF</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="76">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql39">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
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<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql40">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AEAAAKEAAAKA</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="77">
<INSDSeq>
<INSDSeq_length>18</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 18</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql41">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 18</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql42">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>KESGSVSSEQLAQFRSLD</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="78">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql43">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql44">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GENLYFQSGG</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="79">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql4b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql46">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SACYCELS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="80">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql47">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="ql48">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RSIAT</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="81">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql49">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql50">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
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<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RPACKIPNDLKQKVMNH</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="82">
<INSDSeq>
<INSDSeq_length>36</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql51">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql52">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSAGGSGSGSSGGSSGASGTGTAGGTGSGSGTGSGL/ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="83">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql53">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql54">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>AAANSSIDLISVPVDSR</ INSDSeq_sequence>

111137435 FEH5E A0202 #7658 - H1075(FIIER) 1123044721-0



202342103 11272 H20H PrifEis

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="84">
<INSDSeq>
<INSDSeq_length>36</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql5h">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 36</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql56">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GGSGGGSEGGGSEGGGSEGGGSEGGGSEGGGSGGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="85">
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<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql57">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql58">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EAAAK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="86">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql59">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql60">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>PAPAP</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="87">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="88">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="89">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="90">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="91">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql61">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql62">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 1-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%| & e945 8038 & PA Rk A 8g1-15F &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql63">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RRRRRRRRRRRRRRR</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="92">
<INSDSeq>
<INSDSeq_length>16</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql64">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql6b">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DSSSEEKFLRRIGRFG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="93">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
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<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql66">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql67">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEPRGDT</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="94">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="ql68">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier i1d="ql69">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>APWHLSSQYSRT</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="95">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql70">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql71">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>STLPIPHEFSRE</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="96">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql72">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql73">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VTKHLNQISQSY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="97">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql74">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql75">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 2-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%|%& a945 8038 & PARc A 85 2-15 P &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql76">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEEEEEEEEE</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="98">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql77">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql78">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RSGSGGS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="99">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="ql79">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql80">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 1-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%| & e945 8038 & PA Rk A 8g1-15F &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql81">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DDDDDDDDDDDDDDD</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="100">
<INSDSeq>
<INSDSeq_length>16</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql82">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 16</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql83">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LVIMSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="101">
<INSDSeq>
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<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql84">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql8h">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VIMSLGLGLGLGLRK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="102">
<INSDSeq>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql86">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql87">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence> IMSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="103">
<INSDSeq>
<INSDSeq_length>13</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
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<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql88">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Liniker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql89">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MSLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="104">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql90">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql91">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SLGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="105">
<INSDSeq>
<INSDSeq_length>11</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 11</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql92">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 11</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql93">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="106">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql94">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>

111137435 FEH5E A0202 #9558 - K175 (FIIE) 1123044721-0



202342103 11272 H20H PrifEis

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql95">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="107">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier i1d="ql96">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql97">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLGLGLRK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="108">
<INSDSeq>
<INSDSeq_length>8</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier i1d="ql98">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 8</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier i1d="ql99">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="109">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q200">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q201">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LGLGLRK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="110">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q202">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q203">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="111">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q204">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q205">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>LGLRK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="112">
<INSDSeq>
<INSDSeq_length>4</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q206">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 4</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q207">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GLRK</INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="113">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="114">
<INSDSeq>
<INSDSeq_length/>
<INSDSeq_mol type/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="115">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q208">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Linker</INSDQualifier value>
<{NonEnglishQualifier value>i % -F</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q209">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 2-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%|%& a945 8038 & PARc A 85 2-15 P &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q210">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>KKKKKKKKKKKKKKK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="116">
<INSDSeq>
<INSDSeq_length>12</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q211">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 12</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q212">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>VTKHLNQISQSY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="117">
<INSDSeq>
<INSDSeq_length>14</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q213">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>ENPP1 Polypeptide</INSDQualifier value>
<NonEnglishQualifier value>ENPP1 % Bk</NonEnglishQualifier_value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>REGION</INSDFeature_key>
<INSDFeature_location>2. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q214">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>MISC_FEATURE - Features section of the listing that
any one or all of aminoacids 2-15 can either be present or
absent</INSDQualifier value>
<NonEnglishQualifier value>MISC_FEATURE -%|%& a945 8038 & PARc A 85 2-15 P &y
AE —# KA T F AL R AFF4£</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 14</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q215">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEEEEEEEEEEEEE</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="118">
<INSDSeq>
<INSDSeq_length>1078</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1078</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q216">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQE
TCIEPEHIWTCNKFRCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNP
EWYKGEP IWVTAKYQGLKSGTFFWPGSDVEINGTFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSS
GHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLIL ISDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSD
NVFSNMQALFVGYGPGFKHG IEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTR
NPRDNLGCSCNPSILPIEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHQFMSGYSQD ILMPLWTSYTVD
RNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHD
TLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF IL
PHRTDNSESCVHGKHDSSWVEELLMLHRARITDVEH I TGLSFYQQRKEPVSDILKLKTHLPTF SQEDRSDKTHTCPPCPA
PELLGGPSVFLFPPKPKDTLY ITREPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="119">
<INSDSeq>
<INSDSeq_length>1086</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1086</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q217">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<{NonEnglishQualifier value>&- mA%3E %2 </NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MRGPAVLLTVALATLLAPGAGAPSCAKEVKSCKGRCFERTFGNCRCDAACVELGNCCLDYQE
TCIEPEHIWTCNKFRCGEKRLTRSLCACSDDCKDKGDCCINYSSVCQGEKSWVEEPCESINEPQCPAGFETPPTLLFSLD
GFRAEYLHTWGGLLPVISKLKKCGTYTKNMRPVYPTKTFPNHYSIVTGLYPESHGI IDNKMYDPKMNASF SLKSKEKFNP
EWYKGEP IWVTAKYQGLKSGTFFWPGSDVEINGTFPDIYKMYNGSVPFEER ILAVLQWLQLPKDERPHFYTLYLEEPDSS
GHSYGPVSSEVIKALQRVDGMVGMLMDGLKELNLHRCLNLIL ISDHGMEQGSCKKY I YLNKYLGDVKNIKVIYGPAARLR
PSDVPDKYYSFNYEGIARNLSCREPNQHFKPYLKHFLPKRLHFAKSDRIEPLTFYLDPQWQLALNPSERKYCGSGFHGSD
NVFSNMQALFVGYGPGFKHG IEADTFENIEVYNLMCDLLNLTPAPNNGTHGSLNHLLKNPVYTPKHPKEVHPLVQCPFTR
NPRDNLGCSCNPSILPIEDFQTQFNLTVAEEK I IKHETLPYGRPRVLQKENT ICLLSQHQFMSGYSQD ILMPLWTSYTVD
RNDSFSTEDFSNCLYQDFRIPLSPVHKCSFYKNNTKVSYGFLSPPQLNKNSSGIYSEALLTTNIVPMYQSFQVIWRYFHD
TLLRKYAEERNGVNVVSGPVFDFDYDGRCDSLENLRQKRRVIRNQEILIPTHFF IVLTSCKDTSQTPLHCENLDTLAF IL
PHRTDNSESCVHGKHDSSWVEELLMLHRARITDVEH I TGLSFYQQRKEPVSDILKLKTHLPTF SQEDRSDKTHTCPPCPA
PELLGGPSVFLFPPKPKDTLY ITREPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGKDDDDDDDD</ INSDSeq_sequen
ce>
</INSDSeq>
</SequenceData>
</ST26SequenceListing>
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