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' MVVKAVEV 1 NG DAKGTVFFEQESSGTPVKVSGEVEOLAKGLE- - - - F HVHEFGDNTNGCMSS 80
1 MTKAVCVLGG EVKGTIFFEQPESTNSVKVTOQVTOLKKGLHG- - - - F HVHEFGDNTNGCTSA 88
TMLAEGVTCRSRFGF VSWWPLFVLTC I LPSARTVERRAVCYAPG PVFMOLFFVOES |EHSVVITGD I TGLQPGAMG - - - - MHVHSFGDLTNGENST 01
1 MATKAVAVLKGD GPVQG I [NFEQKESNGPVKVWGS | KGLTEGLHG - - - - FHVHEFGDNTAGCTSA 81
1 MAMKAVCVLKGD GPVQGT IHFEQKASGEPVVLSGQ I TGLTEGQHG - - - - FHVHOYGDNTAGCTSA 81
1 MALKAVEVLKGD GPVHGV I HFEQQOEGGPVVLKGF | EGLTKGDHG - - - - FHVHEFGDNTAGCTTA 81
1 MVNKAVEVLKGT GEVTGTVYFNQEGEKKPVKVTGE | T6LTRGKHG - - - - FHVHAFGDNTNGE IS4 81
1 MKVL 1 ALSTVLCVVLAK DAPRKAIVYLOG TSGUSGNVTISQPSCTERVF 1D INVVGLTPGKHG - - - - FHIHEKGDLTDGCAST 78
' MKVL IVLAIFGCSTLLVNA- - - DOAKKAIVFLQS TAGVVGNVTLSQRSCTEPVF IEVSVIGLTPGKHG - - - - FHIHEKGDLSDGCAST 81

—

MKVL VL - LoV: L DA KAVCVL KGD TGPV+GT+F FEQ+S5s EPVKVTO | TGLTPGHRG - - - FHVHEF GDNTNGCTSA

GAHF NPLGKDHGGPDSD | RHVGDLGN I EADASGVANVN I TDKT 1QLAGRHSV IGRTLVVHADPDDLGKGOVELSKTTGNAGARLACGV G 1 TKY 152
G SHF NPUHKDHGAPEDRERHVGDLGN | KADAEG KARVY | TDGM I SLVGHHN | VGRAMVVHANPDDLGKGGTEDSKNTGSAGGRLACCY IGFVSGSAWTARDLRL 188
GPHFNPLSRKHGGPKDEERHVGDLGNYTADKDGVADYS EDSVISLSGDHS | 1GRTLVVHEKADDLGKGGNEESTKTGNAGSRLACGVIG IAQ 154
GPHF NP HSKKHGGPADEERHVGDLGNYTAGKDGVANYS | EDRVISLSGEHS | 16RTHVVHEKADDLGKGGNEESTKTGNAGSRLACGV G 1AQ 154
GAHF NPLSKKHGGPKDEERHVGDLGNYTADENGKADVDMKDSV I SLSGKHS | 16RTMVVHEKADDLGKGGNEESTKTGNAGSRLACGV G AP 154
GPHF NP HDKTHGGP TDSVRHVGDLGNYTADASGVAK IE I EDAMLTLSGOHS | 1GRTHV I HEKEDDLGKGGNEESLKTGNAGGRLACGVG 1T 154
GOHYNPDKVSHGAPNDQVRHVGDLGN I AADENG I AKTSYSDTVVSLYGARSV IGRAIVIHAEVDDLGKTNHPDSLKTGNAGGRVACGV G IL 7

GPHFNPYOKEHGAPVDENRFLGDLGN I EATGDCPTKVN I TDSKITLFGADS | 1GRTVVVHADADDLGOGGHELSKSTONAGARIGCGV G IAKY 1
GOYNPDKVSHGAPNDQVRIHVGDLGN I LADEHG I AKTSF SDTVVSLYGSRSVLGRG IV IHAE DDLGKTNHPDSLKTGNAGGRVACGY IGVL 73

GPHFNPLSKKHGGP+DEERHVGDLGN | TAD+ DGVAKVS | +DSV I SLSGAHS | |GRTMVVHAKTDDLGKGGNEES+KTGNAGGRLACGV |G I AQY
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ML- - - - SATLSAVKRAVPSPAWLATAA- VRMKHTLPDLPYDYNALEPY I SAD I MKLFHKKHANAYVTNLNVAQEKLSEAEAKND INS 1 1SLQPSLRF NGOG I NS 1102
ML- - - - SAKTLTLARCATKPAFLGTVA- TRLTHTLPDLPYDYNALEPY | SAD MKLIHSKHHNTYVTNLNIAEEKLAEAVAKNDVNTC I NLQPALKF NGGGH | NS 1102
ML- - - - ARFSRAVAR- LPSTGILGCTG- ARFKHTLPDLPYDYNALEPY | SAE IMKIHHSKHHATYTNNLNAVEEKLAEALAKNDVSSY | ALOPALKF NGGGNL NS 1101

- LCRAAGIR
MNTLCRVGQ IH
G RNSAKVVAPLGELY
RSGAKLIAPLGELY
LCRLAVAAGRRNNTAL I TSLGCLA

RCAASLSQT INGVAASROKHTLPDLAYDYGALEPH I SAE IMQLIHHSKHHATYVINLNYTEEKYKEALVKGDVTTQVSLAPALKF NGGOH I NHS 1103
RCAASLSQAVRQVGASRHKHTLPDLTYDYGALEPH I SAE IMQLIHHSKHHATYVNNLNVTEEKYQEALAKRDYTAQVALQPALRF NGGGH I NHT 1105

SROKHTLPDLPYDYGALERH I NAE IMQLHHSKHHATYVNNLNVAEEKYKEAL AKGDVTAQUSLAPA | KFNGGG|H I NHT 163
SROKHTLPDLPYDYGALERH I NAE IMQLHHSKHHATYVNNLNVAEEKYKEAL AKGDVTAQUSLAPALKF NGGG|H I NHT 163
SRKKHTLPDLPYDYGALOPH I SAE IMQLHHSKHHAAYVNNLN I AEEKYKEALAKGDVTAQUSLAPALKFNGGG|H I NHS 1104

M- - LCRAACSSSRN- - - - LVPALGVLG- SRAKHTLPDLPYDYGALEP H | NAQ | MOLIHS KHHAAYVNNLNVVEEKYOEALKKGDVTAQVALGPALKF NGGGH | NS 1100
ALGYLG- SRAKHSLADLPYDYGALEP H I NAQ | MOLIHSKHHAAYVNNLNVTEEKYQEALAKGDVTAQ I ALQPAL KF NGGGH I NHS 185
M- - LCRAACSTGRR- - - - LGPVAVAAG- SRHKHSLPDLPYDYGALEP H | NAQ | MOLIHS KHHAAYVNNLNATEEKYHEALAKGDVTTQVALGPALKF NGGGH I HHT 1100

M- - LCRLSVCG- - RORMRCVPALAYSF - CKEKHTLPDLPYDYGALQPH I SAE IMOLIHSKHHATYVNNLN I TEEKYAEALAKGDVTTQVSLOAALKF NGGGH | NHT 1102

'
1
1
1
1
1
1
T
1
1
1
1
1
1
'

MLGAC S RNLVFRSLV- - TLG- ARTKHTLPDLPYDYNALEP | | SADLMRVHHDKHHAAYVNNLNAAEEKLADALAKNCTQG | I SASVA | KF NGGGHL NS 157
MLRAC S-RNLVSRSLA- - TLGGARKKHTLPDLPYDYNALEP | I SADLMHVHHDKHHAAYVNNLNAAEEKLADALAKNC TS | I SASVA | KF NGGGHIL NS 158
SSVRTG GVKASVYRSLVGRATT- SRAKHTLPDLPYDYGALERVISGDLMRVHHOKHHAAYVNNLNAAEEKLADALAKNCVRS VS CSMA | KFNGGOHLNHS 1101

MLRLCRAAS 57 ++ RNAASLSAALG* LGASRQKHTLPDLPYDYGALEPH | SAE |MOLARSKHHAAYVNNLNVAEEKYAEALAKGDVTAQYSLAPALKF NGGGH I NHS |

103 FWEVLSPNGGGEPDGDLIMHE | KRDFGSYDEMKKEL TASAVTVOGSGWAWLGF NPVSGRLRVSACANGDPLEATTGLVPLEG I DVWERAYYLOYKNVRPDYVGA | F SVAZID
103 FWEVL SPNGGGEPSGDLKET | KRDFGSF ENMKKEL SGAAVGVOGSGWSWLGF NPNSGRLRVAVEANQDPLOATTGL | PLFG I DVWEHAYYLOYKNVRPDYVAA I F N IA210
102 FWENMSPNGGGDPSGDLLED |NKDFGSVDNMRKALSA I TTAIQGSGWOWLGYNGS TNKLA | ATCANDPLOASAGLYPLEG I DVWEHAYYLOYKNVRPDYVNA IWNVA20
103 FWTNL SPNGGGEPOGELMEA | KRDFGSFOKLAEKMSAATVAVQGSGWOWLGF EKDSGRLR | AACANGDPLAGSTGL I PLLG I DVWEHAYYLQYKNVREDYVKA WHVV21T
108 FWTNL SPNGGGEPOGELMEA | KRDFGSFQKMKEKMSAATVAVOGSGWOWLG YSKETGRLC | AACGNADPLOGTTGL I PLLG | DVWEHAYYLOYKNVRPDYVKA IWNV 1213
94 FWTNLSPNGGGEPKGELMEA | KRDFGSF ANFKEKL TAVSVGVQGSGWOWLGYNKEQGRLG | AACANGDPLOGTTGL I PLLG I DVWEHAYYLOYKNVRPDYLKA WNV 1201
04 FWTNLSPNGGGEPKGELMEA | KRDFGSF SNFKEKL TALSVGVOGSGWOWLGYNKEQGRLG | AACANGDPLOGTTGL I PLLG I DVWEHAYYLOYKNVRPDYLKA IWNV 1201
108 FWTNLSPKGGGEPKGELLEA|KRDFGSFASFKEKL TAVSVGVOGSGWOWLGF NKESNRLA | AACSNDPLOGTTGLTPLLG | DVWEHAYYLOYKNVRPDYLKA IWNV 1212
101 FWTNLSPNGGGEPKGELLEA|KRDFGSF EKFKEKL TAVSVGVOGSGWOWLGF NKEQGRLA | AACSNADPLOGTTGLVPLLG | DVWEHAYYLOYKNVRPDYLKA WNV 1208
B0 FWTNLSPNGGGEPKGELLEA | KRDFGSF EKFKEKL TAASVGVOGSOWGWLGF NKERGOLA I AACPNGDPLOGTTGL IPLLG I DVWENAYYLOYKNVRPDYLKA IWNV 1183
101 FWTNLSPKGGGEPKGELLEA|KRDFGSF EKFKEKL TAMSVGVOGSGWOWLGF NKEQGRLA | AACSNADPLOGTTGL I PLLG | DVWEHAYYLOYKNVRPDYLKA WNV 1208
103 FWTNL SPNGGGEPQGELLDT | KRDFGSFOKFKEKL TAVSVGVOGSGWOWLGYNKD SNKLALAACANDPLOGTTGL I PLLG | DVWEHAYYLOYKNVRPDYLKA WDV 1210
98 YWTNLSPNGGGEPKGDLLEA | KKDFGSF EALKSLMSARAVGVAGSGWAWLGYNPKTARLAVAST

99 YWTNLSPNGGGEP TGDLMEA | KKDFGSF EALKGLMSARAVGVOGSGWAWLGYNPKTOKLAVASTFNGDSLYDTEGLVPLE T1DVWEHAYYLOYRNVRPDYVKA WD | A208
102 YWTNLSPNGGGEPTODLLEA | KKDFGSF EALKAGMSARAVGVOGSGWAWLG YNPKTORLAVAT TGNDSLWD TEGLVPLE T 1 DVWEMAYYLOYRNVRPDYVKA 1WD | A208

FWTNLESPNGGGEPIGELLEA KRDFGSFENFIENLTAT SUGUOGS GWOWLG Y NIESGRLO AACANGDPLOGTTGL IPLLG DUWEHAYYLOYINURPDYIIA WY
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