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Q209 ROeeeeeaeeel 0QQQQQOROQ....RQQQ..Q
860 870 880 890 900 910

DLVDIMFGVS
DLVDIMFGVS

EFFTEQKDWQ.
EFFTEQKDWQ.

. . .NVKVE[V|SGSEVDETIRK

. . .NIKVE[VSGSEIDATIQK
EVFAKEKDWK. . . .ELKIE[VSDDEVDSTIRK
SIFAEQSTAME. ...VVHARDDEAERQANVA
DFFHGEKDWA..........AATIDITEEEVDAVIKR
SSFREIPVGGDREKTDAPVLSTLVA[VKDEEISLVSKQ[V|....RGK[I|.. TRDAKITEDQ
RTAVQLTELP.....+.+.......ERAAE..AGEALDKLPQLLOQWPLLQQQVEQMKDKT IDLVDAVFGVD
EDLLSLDVLP.....+.+.......AVTDEEKATVRNELEKALQWAPVRHQEGQTTGAT DRVDAVFGLS
QFITKESNIK...:.ccccoeeeo INKIEDNKNVYN. |lofoe o ooeecfefeeeoeeeeeeeelfofefoeooeeeens

I C-terminal extension

. .RTS[L|. . TRDRSLSEDSWA
..RSS[L|. . TRDRSLSEDSWA
. .RDS[LI. . TGNRSTSEEAWADLVDIAFGVS
«.QTIL..LHSELPARDDWEEVSDVLFGVS
««.RTV[LI. .A.SETLSAEGWTDLVDIVFGVT
N
A
A

DLLDTVFGVS

a28 a29 a30
e ettt eeoooeeoseosssssssocessscssssecccsssosssssocsssscsascsose

950 960 970 980

EAVAATYKFDPNTQLIAEDAPDRLFEVVRTDLGLSYPDDSE. . .
DA[VEATYKFDPNTQLIAEDAPDRLFEAIRTDLGLSYPEDSE. ..
KA[FILHYSPDCNVELIAEEISQEVMQAAQARLPLPGLPVSS. ..

GA[IEAIYRFDISNTQLIAEDPPARIFDLVRAELGFSPPEDSE.
QFVTSLYKVDAPLQLVAEDPPPRLFEFVRAELALSPPEATK.

MY|IIQQQLDIDPYIQLIEETPSEEAVAF ILRY[VIGINSKSHM . o o o o o o o ¢ o o e oo ooosseoeeooccccssscsscssoccesssssssssosscasssss
VYVNEEYSLEPNTQLLDETPSEAAISTILRSVGVNPERESEVTNLLICFFSVRSLAPQYGTAFGSGGCQCVLFHSKGHPLTRDAY. . .PVQLSTPFHILG
ON[IQNKITYDKNMEQT|SEKHN . ITMNKKRERVNFV..........DACT.....cceeeeceoccessssses.VHSEDTKKNQDTFNFPSKKKHVY.LLD

I C-terminal extension

e e+ .....00000000000000000000000.000..

990 1000 1010
eeeve....LGRFLVHR[V|SK[SJHTAWATVDRL[A.RIQA. . . LRILALIRR « E v v o v ot e e ot ot o eenenenenneneneenensnseeeaensnneasass
. .LGRFFVHR[V|SK|SHTAWATVDRLA.RQA. . . LRLALISR . E 0000000000000 00 ©00000000000000
. .MGRFITHR|T|TK|S|FIAWATVDRLA|.RQA. . .LRVALKR.HG. ©000000000000000 ©00000000000000

. .[VFSHIRARMIQAHIALS|TVD|TLL|.RLG. ..LREAVNR.NPTVKAVYEAIRSYDRTTSATAAAAATASTAGGGRGTEESLPGAAAAV

« .[LGRRITRGALQISFSAWARIDRC|L-[RIQA. . . FRILAV/ES  PSNu o o ¢ ot oo v ot o oo aonsnsnnenensnsensnsnsaeaensans

L.|.|. TYFRDRV|FA|SYVAWA[SADRL[I|.RLA. . .VRRCV|SK.DPDGAS « « v v v v v v v vvuennnn ©00000000000000
LSTNGHGIPIIFAVRLPRAICAISIYVSWT|SADRL[V|.RVA. . .LRRC|[VISS « VSSASA . ¢« ¢ ¢t v e e oooosseeessoccccssscssssscccscsssssssss
KEKKDYDSTLGMN . . . .|IEV|SFSQLS|T I SDH[S|TKIONNVINKND[IKENSGDIKENSGDIKENSG...D...IKKNSSDKKKNSGDKKKNSGDIKKNSSDK

I C-terminal extension

TAAAAGKGEPPREGLRP

.ATGMDGEEAAGAGGAMTQQREQMGRRGEESAATGAAESEVPLSRGTAAAAAGSRALFLAAAASQE

«+«..NSGDKKKNSGDIKKNSSDNNIKNGDNNIKNGDNNIKNG.

KKNSSDKKINSGDKKINSDDIKKNSDDIKKNSDDIKKNSGDKKKNSGDIK
I C-terminal extension

a3l
20000
1020 1030
@ e e e o s e e e e s e e e e e e e e e e e s e e e e e s eeee e e e et eeeccsecsesssssssccccccsssss  BRTROVIVYEQLLSGEKPS.
.ERTRQVYTQLLSGEKPS.

.SESEK
. SGSEK

@ e o e o s e e e s e e e e e e s s e e e e e e e e e e s eee e e e eeeessesecsecescsssssscscccccess  KDTOOVIfEQFLAGEKPR....AANAQ
AREDVVRAAAAVVADRIASRGEPRAAAAETRGMGGGEE.QAGAQRRRRERGCFGRRRKRRCRRRVGVEHGRREEEEEEEEERRESAGVET....AAAVK
I ¥: % 29 AALESGRVPA....PEQEK

HAKYTAGDIVT. .VTEQQ
et teeecccccecs JHRKYASGNAVT. .EEEAT
-.NGDNNNNNIEKTEP[IKRKGILKKSPSDSNSENDLK

.DNNINNGDNDIKN.DDNNIKNGDNIKNGDNNIN.

a32 a33
Qe ...000000000...00Q TT Q000
1040 1050 1060 1070 1080 1
AF........F.... SEANYFGLFWDFPS..AGLFGVPPEE RKTH FVGK::eeeeooeooooooaaon
e sFol SEANYFGLFWDFPS..AGLFGVPPEE RKTH FV|GK . c e e e e e e e e
e Yol SQANYFGLPWDFAT. .PSVFGLSAEE RNTHLTYVAK. c e e e e e e e e
e Yol SIQIYRRPFWQIHP..ETHFGLSAEE KQILLPFIAQ. B I T IR
e Yol TAASHSGLPWGPDA..VSDFGVAAEE R|STH LIAK. c e e e e e e e e
eeeQ... ISSETHYGLPWSVSAA.LFDIGAPEEQLSLYFRDIVITPLRVE. B I T IR
AL....cecee0Q.00 ATAETHYGLPWGVSGA .KMDFGFSESQVSRIVRDKMIKVI|ISK: « oo oo eeooooessoss
DLINRIKMKYFNESC KNS IVGTIMKIFSIEYEKYRPDIFDIYSLIKKDITYI.KDKDDNVEKNL.LTILQKIREPDMVSILKQKINGSDYIMYKMVI
I C-terminal extension
a34 a3s a36 a37
Q000000000 QQ0Q0 TT Q000000 Q000000000
1100 1110 1120 1130 1140

QKKILEAAVRVTVRG...LNA......cceeeeeess.5.LPASLVD ATVFAALPTKAPVSPPFLYGLE..... KEM F
QKK[ILEAAVRVTVRG...LNA.. eeeees.S.LPTSLVD ATVFAAVPTKAPVSPPFLYGLE KQM F
LRLVAFFLV|FC.|V|]. . .CAAER. . eeeeee  K.VSKSSPFAV .fe o|c[FCSL|e e ¢ ¢ e e e eveeeaesT oo efe]e e
LQVVLAFS|IERAVAS...LGS.. «eee+..L.PEESMPAVYETVVDKMKVDLILPLPFSAETV EQ L
HRQIILDSS|I|QVAVRRLLGEQA. . «eee+..T.LPDSLSAVYEMAFGALPRYAHVNMPFLVGLE KEA] v
ALSLLHLQVERAVYRLCVIAAGAAATTATSAAATVAAALPETSNLRSLYSRLMKEMOQRDRLVPLSFGINQE KRTV|IIF
AKKLLLLOQIKRAVIYRLPS . .+ ¢t ceeeeeceesss . DSLPGGTNLRGVYAAVLREMHKDHFVPLPFGVWDE. ... .. REL Y
LKALLIFYG|e|e o ofefe e 0000 v eew ceeeeseeees [ JYFTLYER[LSYEFKIYEHQIFPLRENNEDTFGTI[IERCM. .. HRFNFNEWSNLL|IV

I C-terminal extension
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a38
QQeeeenn
1170 1180 1190

TRHELNIAVQTA[VGK[IPDATNLS.D.E
. TRHELNLAVQTAV|GKIPDATNLS.D.E
FRHLLRLRIRER[LSAVISSDAAFAARMVV.........
.TRHELKIAVEKAVDALGADAEKSNDEE

TT
1200 1210
........ DIEKQEGML......PAHLRSPSPA
DIEKQLEGLL...... PAHLRSPSPA
.SKESVVREEADYMR. ..... HVYALETTSF
.LAENLMKELL...... PQHIRIAPPA

ILAWQ

a39
Q.

1220 1230
FGWPPEAV.ADNIRLFIR
FGWPPEAL.ADNIRLFIR
YGWEPHQLKARL.QQMVQ
FGWKEQANIRTSILDFVK
YAPEETTAL.RVIREVVE
FGLTEQIGE.GVLEGVLT
TGWDNFHINYDDIYD...

Q00.0000
1240 1250 1260

EAK.DELALHGPDMVHNR[I GRSKPPRRAA

EAK.EELALHGPDMVHDR|I. GRSKPPRRAA.

EEF..DFVRETLPLVRTT[I GVARSSQSEN.

DVR.RRRSLAGPDMVQVR|I|. GKSKPPRDAS.

KEIDIINTPKRSGLISFW|I GPFVRSKETN.

EALYNARKPEVEGLTTLS[V GAFLRSPKTN

..... KHDEKDLS|LIRKTILKLDNSVIRDMNINLAILLNDMFWKHKNRCKGVNYNHMKVKYADNTIKEFNIQKNPIIDLHKPIGSIVKGLIKNDDIMIS

KGHTNINTLDYIIPINIHLDVILONSLHFVYTSTLIKCAEKMDKKGIIYHRDITYNRKKETIKIKIGLISNSYFYLNVDISYLRYHEITLKDIIYFIYR

B10 40 n6 Bll
—_
1270 1280 1290 1300 1310 1320
........ FLFHEIFRKAIAFKKDISVILOFNQFF|TDILK. «+ vt teeueueeeeeeneoenaenaseeeenes. . QSFDPQCRRFIMA|.EVKKRVKSAPAE
.FLFHEIFRKPIAFKKDISVLQFNQFFTDILK .QSFDPQCRRFIA|. EVKKRVKDAPAE
.SRIFRILTKTFFLYPDTTV/GEVNRFFTRLLR .RSYNVRCQTYVA|. SLRRLVEGPEPS
.LVLHEIRKKLVAFKSGVSV[SQFNEFFTRVLK .ESFNPFCRSFVA|. ELKKRIKRSPAE
.SRAGILVMKQIQMYPKTTARHFNRHFTEVLR . ¢t vttt nenenennnnenennenenennnns SSSLAPGCERYSA[. ILKRQEA. .DGTF[T
........ RQIGRPAVKHLKLPPEATAGYVNEHFTNILA TSLCPPVWVLLRSIRSSLAPGCSRYKA|. ILKRKMA. .SGK[Y[E
NYKSELNKSVRSNIEKRSFLFFDCLLV/NEYNTFFYNNSTKKLIKETSFNKLISQLYNINLNDPEYIIKSTIN.YYNHRKSNMPLIISLVTISHTIHER

adl 12
TT —
1330 1340
RV|. .ADTEAVAPLFEG. .. sc0cu... EGKDILKLVAVDPA.....
RV|. .AETEAVAPLFEG....... DGKDILKLVAVDPA.....
PV|. .LPYYKAAPLLET....... RGGRKFKLVATPV......
TV|. . SGDTALVTLLGQ. ... ... DGSSIFKLVAVDPS.....

B13
TT TTT -
1350 1360 1370
...... ARASDPEPNN[CFLWTQAFLDDKTIVVS

ARASDPEPNNCF[L

DPTPAFPIRNCF[L
VQGSASEPNN(CF|I

TREFLQDRGIVMS

TQAFLDEKTIVVG. .

TPAFLADEKIIVIEAA.

..LLGG .DEQKDKFRLFAVPPE..... TGSNRRLLNNCFLWTAPFLSPDPFVVPAPG...PAADQVVIDMPY.
..LQGG .EGQKDRLRLYAVPPA..... TGTNARTPNNCFLWTAEILRPESYTVLPAA. ..
GIKKQTDYILQPSINNYSDEYNEELIDPSKLKFKNPSLNIKENMNRIIMRNRYEGYQYRLVKCFD[F|... . .LHKKNISYYKDQHTTNLFDQIIIPAVFIH

LKNDDISKINIKLALEHRKIKFNIITDIMNLQIYENQIFTLTDFMYLIFRWLETYISFNDRDHCTFLTDRTQISQYDLVLSIETGKDKINILYKNNEGV

IKFIFQNILKNHQVNQYTSEFLMSAIKLNKLKLFFVLKDELKYIFPDIPEGLYFHLKESNYKIINCLKYLDGKNVKLLENNIYDDSYVPVKIKFMNVTV

IYRIKKDNFKNIIYNFTKYEVLKHYGKQLFTRFISPINDIENKFRYLFLRDLSYYIDIPRDIKRDKDDFMVSMDSNVYNALNEKHNIYMNNYSSIIEKM
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