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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Agel (552)
501 CTGAGATCACCGGTAGGAGGGCCAGCATGCTGCTCACTCTTATCATTCTGTTGCCA
> iI*M L L T L I | L L P

601 GTAGTTTCAAAATTTAGTTTTGTTAGTCTCTCAGCACCGCAGCACTGGAGCTGTCCTGAAGGTACTCTCGCAGGAAATGGGAATTCTACTTGTGTGGGTC
11 V. V. S K F S FV S L SAPQHWSCU®PEGTILAGNGNTSTTCVG

701 CTGCACCCTTCTTAATTTTCTCCCATGGAAATAGTATCTTTAGGATTGACACAGAAGGAACCAATTATGAGCAATTGGTGGTGGATGCTGGTGTCTCAGT
44¥P A P F L I F SHGNS I FR I DTTEGTNYEQLVYVDAGV SV
801 GATCATGGATTTTCATTATAATGAGAAAAGAATCTATTGGGTGGATTTAGAAAGACAACTTTTGCAAAGAGTTTTTCTGAATGGGTCAAGGCAAGAGAGA
77z¢. | M D FHYNZEJIK R I YWVDLZERAOQLULQRVFLNSGSUZ RAQTETR
901 GTATGTAATATAGAGAAAAATGTTTCTGGAATGGCAATAAATTGGATAAATGAAGAAGTTATTTGGTCAAATCAACAGGAAGGAATCATTACAGTAACAG
1212 V. ¢ N I E K NV S GM A I NW I N EEV IW SNQQEG I I T VT

1001 ATATGAAAGGAAATAATTCCCACATTCTTTTAAGTGCTTTAAAATATCCTGCAAATGTAGCAGTTGATCCAGTAGAAAGGTTTATATTTTGGTCTTCAGA
144¥ D M K G NN S H I L L SALIKYUWPANVAVDUZPVERTF I FW S S E
1101 GGTGGCTGGAAGCCTTTATAGAGCAGATCTCGATGGTGTGGGAGTGAAGGCTCTGTTGGAGACATCAGAGAAAATAACAGCTGTGTCATTGGATGTGCTT
7z V. AG S L Y RAD LDGVGV KALULTZETSEK I T AV S LDV L
1201 GATAAGCGGCTGTTTTGGATTCAGTACAACAGAGAAGGAAGCAATTCTCTTATTTGCTCCTGTGATTATGATGGAGGTTCTGTCCACATTAGTAAACATC
211 D K R L FW I Q YNREGSNJSL I CSCDYDG GG GSVH I SKH

1301 CAACACAGCATAATTTGTTTGCAATGTCCCTTTTTGGTGACCGTATCTTCTATTCAACATGGAAAATGAAGACAATTTGGATAGCCAACAAACACACTGG
24P T Q H N L FAMSLFGD R I FYSTWIKMMEKT I W I ANZKWUHTG
1401 AAAGGACATGGTTAGAATTAACCTCCATTCATCATTTGTACCACTTGGTGAACTGAAAGTAGTGCATCCACTTGCACAACCCAAGGCAGAAGATGACACT
277#. K D MV R I N LH S S FVPLGETLIKVVHU®PLAQPIKATETDTDT
1501 TGGGAGCCTGAGCAGAAACTTTGCAAATTGAGGAAAGGAAACTGCAGCAGCACTGTGTGTGGGCAAGACCTCCAGTCACACTTGTGCATGTGTGCAGAGG
311BW E P EQ K L CK L RKGNZ CSSTVCGAQDLQSHULTCMTCAE

1601 GATACGCCCTAAGTCGAGACCGGAAGTACTGTGAAGATGTTAATGAATGTGCTTTTTGGAATCATGGCTGTACTCTTGGGTGTAAAAACACCCCTGGATC
344G Y A L S RD RK Y C EDVNECATFWNHGT CTULGT CIKNTPG S
1701 CTATTACTGCACGTGCCCTGTAGGATTTGTTCTGCTTCCTGATGGGAAACGATGTCATCAACTTGTTTCCTGTCCACGCAATGTGTCTGAATGCAGCCAT
377¢#. Y Y C T C PV G FV L L PDSGI K R CHAQLV SCUPRNVSET CSH
1801 GACTGTGTTCTGACATCAGAAGGTCCCTTATGTTTCTGTCCTGAAGGCTCAGTGCTTGAGAGAGATGGGAAAACATGTAGCGGTTGTTCCTCACCCGATA
4117*» D C V L T S EG P L C F CPEG SV L ERDSGIKTT CSGTCS S PD

1901 ATGGTGGATGTAGCCAGCTCTGCGTTCCTCTTAGCCCAGTATCCTGGGAATGTGATTGCTTTCCTGGGTATGACCTACAACTGGATGAAAAAAGCTGTGC
444N G G C S Q L CV P L SPV SW ECDT CT FU®PGYDUL QLDTEZKSTCA
2001 AGCTTCAGGACCACAACCATTTTTGCTGTTTGCCAATTCTCAAGATATTCGACACATGCATTTTGATGGAACAGACTATGGAACTCTGCTCAGCCAGCAG
477 A S G P Q P F L LFANJSQD I RHMHT FDSGTWDYSGTLUL SQAQ
2101 ATGGGAATGGTTTATGCCCTAGATCATGACCCTGTGGAAAATAAGATATACTTTGCCCATACAGCCCTGAAGTGGATAGAGAGAGCTAATATGGATGGTT
511 M G MV YA L DUHDPV ENZ K I Y FAHTATLZIKMW I ERANMD G

2201 CCCAGCGAGAAAGGCTTATTGAGGAAGGAGTAGATGTGCCAGAAGGTCTTGCTGTGGACTGGATTGGCCGTAGATTCTATTGGACAGACAGAGGGAAATC
544#S Q R E R L I E E GV DV PEGTLAVDW I GRIRTFYWTDRGK S
2301 TCTGATTGGAAGGAGTGATTTAAATGGGAAACGTTCCAAAATAATCACTAAGGAGAACATCTCTCAACCACGAGGAATTGCTGTTCATCCAATGGCCAAG
577 L I G R S D LNSGJ K RSK I I T KEN 1T SQ®PRG I AV HUPMAHK
2401 AGATTATTCTGGACTGATACAGGGATTAATCCACGAATTGAAAGTTCTTCCCTCCAAGGCCTTGGCCGTCTGGTTATAGCCAGCTCTGATCTAATCTGGC
611 R L FW T D T G I N PR I E S S SLQGULGRILVYV I A SSDTIL IW

2501 CCAGTGGAATAACGATTGACTTCTTAACTGACAAGTTGTACTGGTGCGATGCCAAGCAGTCTGTGATTGAAATGGCCAATCTGGATGGTTCAAAACGCCG
644¥pP S G I T I D F L T DK L YWT CDAIKA QS SV I EMANILDTG S KRR
2601 AAGACTTACCCAGAATGATGTAGGTCACCCATTTGCTGTAGCAGTGTTTGAGGATTATGTGTGGTTCTCAGATTGGGCTATGCCATCAGTAATAAGAGTA
677 R L T Q ND V GH P FAV AV FEDYUVWTFSDWAMZPSV | RV
2701 AACAAGAGGACTGGCAAAGATAGAGTACGTCTCCAAGGCAGCATGCTGAAGCCCTCATCACTGGTTGTGGTTCATCCATTGGCAAAACCAGGAGCAGATC
711 N K R T G K DRV RLQG SMULIKU®PSSLVVVHUPLAIKTPGAD

2801 CCTGCTTATATCAAAACGGAGGCTGTGAACATATTTGCAAAAAGAGGCTTGGAACTGCTTGGTGTTCGTGTCGTGAAGGTTTTATGAAAGCCTCAGATGG
744¥P C L Y QN G G C EH I C K K RLGTAWTCSTCU REGT FMIKASDG
2901 GAAAACGTGTCTGGCTCTGGATGGTCATCAGCTGTTGGCAGGTGGTGAAGTTGATCTAAAGAACCAAGTAACACCATTGGACATCTTGTCCAAGACTAGA
777t KX T C L A LDGHOQLULAGGTEVDTULI KN QVT®PLD I L SK TR
3001 GTGTCAGAAGATAACATTACAGAATCTCAACACATGCTAGTGGCTGAAATCATGGTGTCAGATCAAGATGACTGTGCTCCTGTGGGATGCAGCATGTATG
811 v S EDN I T E SQHMULV A E I MV SDQDUDT CAZPVGTC SMY

3101 CTCGGTGTATTTCAGAGGGAGAGGATGCCACATGTCAGTGTTTGAAAGGATTTGCTGGGGATGGAAAACTATGTTCTGATATAGATGAATGTGAGATGGG
844¥A R C | S EG EDATCQCLKSGTFAGDTGZ K LT CSD I DETCEMG
3201 TGTCCCAGTGTGCCCCCCTGCCTCCTCCAAGTGCATCAACACCGAAGGTGGTTATGTCTGCCGGTGCTCAGAAGGCTACCAAGGAGATGGGATTCACTGT
g77v V. PV C P P A S SK C I NTEGGYVCRT CSEGYAQGDSG I HC



3301 CTTGATATTGATGAGTGCCAACTGGGGGTGCACAGCTGTGGAGAGAATGCCAGCTGCACAAATACAGAGGGAGGCTATACCTGCATGTGTGCTGGACGCC
911 L D I D E C Q L G VH S CGENASTCTNTESGG GYTT CMTCASGR
3401 TGTCTGAACCAGGACTGATTTGCCCTGACTCTACTCCACCCCCTCACCTCAGGGAAGATGACCACCACTATTCCGTAAGAAATAGTGACTCTGAATGTCC
944¥L. S E P G L I C P D ST PP PHULI REDU DU HHY SV RN SD S ETC P
3501 CCTGTCCCACGATGGGTACTGCCTCCATGATGGTGTGTGCATGTATATTGAAGCATTGGACAAGTATGCATGCAACTGTGTTGTTGGCTACATCGGGGAG
977 L S H D G Y C LHDGVCMY I EALDJIKYACNT CVVYVGY I G E
3601 CGATGTCAGTACCGAGACCTGAAGTGGTGGGAACTGCGCCACGCTGGCCACGGGCAGCAGCAGAAGGTCATCGTGGTGGCTGTCTGCGTGGTGGTGCTTG
1011 R C Q Y R D L KWW E L RHAGHS GO QQQKV I VVAVCVVVL
3701 TCATGCTGCTCCTCCTGAGCCTGTGGGGGGCCCACTACTACAGGACTCAGAAGCTGCTATCGAAAAACCCAAAGAATCCTTATGAGGAGTCGAGCAGAGA
1044V M L L L L S LWGAHY Y RTOQIKLLSKNUPIKNUPYETESSR RTD
3801 TGTGAGGAGTCGCAGGCCTGCTGACACTGAGGATGGGATGTCCTCTTGCCCTCAACCTTGGTTTGTGGTTATAAAAGAACACCAAGACCTCAAGAATGGG
077 V R S R R P A DTEDSGMSSCUPQPWF VYV I KEHA QDILZK KNG
3901 GGTCAACCAGTGGCTGGTGAGGATGGCCAGGCAGCAGATGGGTCAATGCAACCAACTTCATGGAGGCAGGAGCCCCAGTTATGTGGAATGGGCACAGAGC
1111 G Q P V A G E D GQ A ADS G SMOQ®PT SWI ROQEU®PQLTCGMGTE
4001 AAGGCTGCTGGATTCCAGTATCCAGTGATAAGGGCTCCTGTCCCCAGGTAATGGAGCGAAGCTTTCATATGCCCTCCTATGGGACACAGACCCTTGAAGG
1144 Q G CW | PV S SDKSGSCUPQVMER RS FHMZ®PSYGTAQTL EG
4101 GGGTGTCGAGAAGCCCCATTCTCTCCTATCAGCTAACCCATTATGGCAACAAAGGGCCCTGGACCCACCACACCAAATGGAGCTGACTCAGTGAAAACTG
11778 G V E K P H S L L S A NPLWIOQQRALDU®PUPHA QMETLTNQ e
Nhel (4244)
4201 GAATTAAAAGGAAAGTCAAGAAGAATGAACTATGTCGATGCACAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAG

4301 AATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGC

4401 ATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGC
> -

4501 AAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTT

4601 GCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCA

4701 CATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTT

4801 CATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTG
4141 ¢ N R T
4901 TACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTC
364y K L P I L E E I T T KV LKGNMTE I LV FCDUPAYDS I L ER
5001 TGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTT
34 ¢C M G C P SV VR I SRDVEDSYPHU RVAV I TDFDZKIGQGN
5101 GCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTC
7%1 S VvV AS G I A1l A EACV TV RG I YAE I HVAS I I EGTHKT
5201 CTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGA
364R | AA GV HHKNDEY LMT I KETA AV EV L ELDI QQS I NF
5301 AGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC
3 T K M- -
5401 ITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTT

5501 TGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCA
-

5601 TTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCAT

5701 AATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATA

5801 CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCA

5901 GGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTT
-

6001 GCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAG

6101 GCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTT

6201 CTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTT

6301 ATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGC

6401 GGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAA

6501 GAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGA

6601 AGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCG




6701 GCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAA
6801 CAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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