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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Sphl (560)
Agel (552)
501 CTGAGATCACCGGTCAGCATGCCCAGCTCGCTGTTCGCAGACCTGGAGCGCAACGG
- 1I*M P S S L FADILTETRNSGE

601 CAGCGGAGGCGGAGGCGGAGGCAGCAGCGGAGGGGGAGAGACCCTGGATGACCAAAGAGCCCTGCAGCTCGCGCTCGACCAGCTCTCCCTGCTGGGGCTG
13 S G G6G6GGGGSSGGGETTLDDG QRATLGO QLALDTG QLT STLTLG.L
701 GACAGTGACGAGGGCGCCTCTCTGTACGACAGCGAGCCGCGCAAGAAGAGCGTGAACATGACCGAGTGCGTGCCAGTACCCAGTTCTGAGCATGTCGCCG
47 D S D E G A S L YD S EPRIKIK SVNMTET CV PV P S S EH VA
801 AGATCGTGGGGCGGCAAGGTTGTAAAATCAAAGCGCTGCGGGCGAAGACCAATACTTACATCAAGACCCCAGTTCGCGGGGAGGAGCCTGTCTTTGTTGT
8E | V G R Q G C K I K A LRAKTNTY I KTU®PVRGETEUPV F VYV
901 GACGGGCAGGAAGGAGGATGTGGCCATGGCTCGGAGGGAGATCATCTCTGCTGCCGAGCACTTCTCCATGATCCGCGCCTCCCGGAATAAGAACACGGCA
113 T G R K E DV AMAIRI RTE Il I S AAEHTFSM I RASI RNIKNTA
1001 CTCAACGGCGCGGTGCCTGGGCCGCCCAACCTGCCCGGGCAGACCACCATCCAAGTGCGGGTACCCTACCGCGTGGTGGGGCTCGTGGTGGGGCCCAAAG
147 L N G AV P G P PN LPGAQTT I QV RV P Y RV V G LV V G PK
Sphl (1187)
1101 GCGCCACAATCAAGCGCATCCAGCAGCAGACGCACACGTACATCGTGACGCCCAGCCGGGATAAGGAGCCGGTGTTCGAGGTGACCGGCATGCCAGAGAA
180G A T | K R 1 Q Q Q T HT Y IV TUPSIRDIKEWPV FEVTSGMUPEN
1201 CGTGGATCGCGCTCGAGAGGAGATTGAGGCGCACATTGCTCTGCGTACCGGCGGCATCATTGAGCTCACAGACGAGAACGACTTCCACGCCAACGGCACC
213 v D R A R E E I E A H I AL RTGSG I | ELTWDENDTFHANGT
1301 GATGTGGGCTTCGATCTGCATCATGGGTCCGGCGGGTCCGGCCCAGGCAGCCTCTGGAGCAAGCCCACCCCCAGCATCACGCCCACCCCCGGCCGCAAGC
247 D V G F D LHHGSGG SGUPGSLWSKUPT®PS I T PTPG RK
1401 CTTTCTCTAGCTACCGCAACGACAGCTCCAGCTCGCTTGGCAGTGCTTCCACAGACTCTTATTTCGGCGGCGGGACCAGCAGCAGCGCAGCGGCTACCCA
280P F S S Y RND S S S SLGSASTDGSYTFGGGTSSSAAATNQ
1501 GCGCCTGGCGGACTACAGCCCCCCTAGCCCCGCCCTGAGCTTTGCGCACAACGGAAACAATAACAATAACGGCAATGGGTACACCTACACAGCGGGGGGA
338 R L ADY S PP S PAL S FAHNGNNNNNGNGYTYTASGG
1601 GAAGCCTCAGTGCCATCCCCCGACGGCTGCCCCGAGCTGCAGCCCACTTTTGACCCGGCTCCCGCTCCCCCACCTGGGGCACCACTTATCTGGGCCCAGT
347 EA SV P SPDGT C®PEILQ®PTFDUPAPAPZPUPGAUPTIL I WAAQ
1701 TCGAGCGGTCCCCGGGAGGCGGACCTGCAGCTCCGGTATCTTCTTCCTGCTCTTCTTCTGCATCTTCGTCTGCTTCTTCCTCCTCCGTGGTCTTCCCCGG
30PF E R S PGGGUPAATPVSSSCSSSASSSASSSSVVFPG
1801 GGGTGGCGCCAGTGCGCCCTCCAACGCCAACCTGGGGCTATTGGTGCACCGCCGGCTGCACCCTGGCACCAGCTGCCCGCGCCTGTCTCCACCCTTGCAC
413 G G A S AP SNANJULGTULULVHI RRLHW®PGTSTCU®PR RTLS PP LH
1901 ATGGCCCCGGGGGCGGGAGAGCACCACCTGGCTCGCCGGGTGCGCAGCGACCCGGGTGGAGGAGGCCTGGCCTACGCCGCTTATGCCAACGGGCTGGGGG
447 M A P G A G EHHLAR I RVI RSDUPGG GG GG GULAYA AAYA ANSGTILG
2001 CACAGCTGCCTGGCTTGCAGCCGTCGGACACGTCGGGCTCCTCCTCTTCGTCCAGCTCCTCCTCCAGCTCTTCATCCTCTTCCTCCGGGCTTCGGCGTAA
480*A Q L P G L Q P SDT SG S S S SSSSSSSSSSSSSGLRREK
2101 AGGCAGCCGCGACTGCTCCGTGTGCTTCGAGAGCGAAGTGATTGCCGCGCTGGTGCCCTGTGGCCACAACCTCTTCTGCATGGAGTGCGCCAATCGCATC
513 G S R D C SV CF ESEV I AA LV PCGHNULT FTCMTETCANR I
Nhel (2277)
2201 TGTGAGAAGAGCGAGCCCGAGTGCCCGGTCTGCCACACCGCGGTCACTCAGGCCATCCGCATCTTTTCTTAAAGGCAGCTAGCTGGCCAGACATGATAAG
547 C E K S E P E C PV CHTAVTQA 1 R I F S e _—
2301 ATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATA

2401 AGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACA

2501 AATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCA
_— -

2601 TCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTC

2701 ATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTT

2801 TTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGC

2901 AAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAA

414 ¢« N R T Y K L P I L E E I T T KV L K G NM E | L V F
3001 AGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGAC
1144 C D P A Y D S | L E RCMGC®PSVVR I SRDVEDSYPHRYV

3101 AGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATG
84 AV | T D FDKOGNZSVASG I A I AEACVTVRG I YA E I



3201 TGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCT
474H VvV A S | I E G T K T R I AAGV HHIKNDEYLMT I K ETAV E
3301 CCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATT
144 v L E LD QQ S I' N F T K M-
3401 AATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCAT
-y
3501 TTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGA
-
3601 AATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAG

3701 TAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTG

3801 ATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGAC

3901 GTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCA
-

4001 GCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGG

4101 TGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGT

4201 CCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCA

4301 CGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACT

4401 GGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCT

4501 GCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCA

4601 GCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTG

4701 GTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAAC

4801 ATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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