tttggagggcccaggacaatgcagtggaaagtgctttggcttggaggcagaagtcccagaggcagtacttctcag
ctgtcacctctgacaagcttctccagecgtttcttctgttaaaatgageccecccaaaatgecctacgaccecggttgeg
atcgagtggccgacgcccccagtgggagtgaggecccagcacgcgagctecggtecectettectggageccaggtggg
tgcgcgcecttcaggctcacccggecggcgcaagcgggagaageccaggtgeectcaataaacatggececgecacgeca
gcgtcaacccggctcgggaggeccgegectgecgettgggaatcecgcaggtttggegt

H P A R NH V M Q E V P E A A G L A R V

3 cacccggcccggaaccacgtgptgcaggaggtgeccgaggeggeggggetegegegggtg 62
E P P R R S.S.G6G VvV G A A R L R F P G G S

63 gagccgccteggegttecgageggggtgggggetgeceggttgagatttecceggegggtee 122
R P L R A R A CV L A L A V L AL P E R

123 cggcctctgcgtgcacg-cgtgctcgcgctcgcggttctggcgctgcc+aaagg 182

N N A D S.M S A H S.M L CcERIEHa2arriI1InaekRK

183 aataatgctgacagcatgtctgcacattccatgctctgtgaacgaatcgeccatagccaag 242
E L I K R A E S.L S.R S.R K G 6 1 B ¢ ¢

243  gaactgatcaagagagcagaatcactttctagatcafiiaaEg@tggcatagaaggtggt 302
A KL cs K BxaBErxrx  r B oKV EAG

303 gcaaagctgtgcagcaaattgaaggcagaattaaaattcttgcagaaagtagaagctggg 362

KVAIKI‘S-QST L T H L R A I

363 aaagtagctattaaagagtctcatttacagagcactaacctaacacacctgagagccatt 422

v BE s.o E N L EEV Vs @ 5 v Blc v T

423 gtggaatcagcagaaaacctggaagaagttgttagtgttcttcatgtctttggttataca 482

D T. L G E K o T. L v VB v | 2 ~ ¢ ¢ 8 T

483 gataccttaggagaaaagcaaacccttgtggtagatgtagttgcaaatggtggtcatact 542

@VIAIGIKIEALHNIWLGRG

543  tgggtgaaagccattggclifi@lloctgaagctcttcataacatctggectgggcagggge 602

o vy @B x s.t1|1 e § 2~ pFr § or§ H 0

603 caatatggtgacaaaagcatcattgagcaggctgaagacttcctccaggccagtcaccag 662

o p Vv Qv s NBEHEIETFOAETYHNS s Vv s s.
663 cagccagtgcagtatagcaaccctcacatcatctttgcattttacaacagtgtctccage 722
p M@ £ x B k EM c § s.% R E D1 § 2 v

723 cccatggcagagaagctgaaagaaatgggcatatctgtgagaggagacatagtagcagte 782

N A L L D H P E E L Q P S.E S.E S.D D E

783 aacgctctgttagatcaccctgaagagcttcaaccaagtgagagtgaatcagatgatgag 842
G P E L L Q V T/TR V I R E N I L A S V A

843 qqccctgaacttttgcaggtga-cagagttgaccgagaaaatatactagcaagtgttgcg 902

F P T E I K V DV cC KR Vv NN 7 v L

903 tttccaacagaaattaaggtcgatgtgtgcaaaagagtaaatctggacattactacttta 962



I 7T vy @8 A~ 1 s.Yy ¢ 8 cH F I EERE x vV

963 atcacatatgtatctgccéfcagctatggaggctgccactttattttcaaagagaaagtg
L T E Qo AcE O B KE QV L P QUL EAF
1023 ctcacagaacaagcagagcaagagaggaaagagcaggttctacctcagctggaggccttt
Mm k D Kk E B Fa@es BvkpbrFros @ rL|
1083 atgaaggacaaggagttgtttgcttgtgaatctgctgtcaaggactttcagtctatttta
p T L @6 p ¢ EREER=2rTVETIZ KR RTIN
1143 gataccttaggaggacctggggagagagagagggccactgtgttaattaagcgaattaat
fesosS = R A2 . R B v a s s.K I N
1203 gtggtaccagaccagccttctgagecgtgecttgagactagtggeccagttcaaaaattaat
S.R s L T. 1 B ¢ T ¢ p T. L kK A 1 [ v @R
1263 agccgctcattaacaatttttgggacgggagacaccctaaaagccatcacaatgactget
N s c E v RAADNNOQG GV KT F SV F I H
1323 aatagtggttttgtcagagctgcaaacaaccagggtgttaaatttagtgtgtttatccat
Q Pp R A L T. E S.K E A L A T P L P K D Y
1383 cagcccagagcacttactgagagtaaagaggctctagccacccceccttaccaaaagactac
T T D $S E H * R Y P L N I F V E V S Y L
1443 acaactgacagtgaacactaaagataccctttaaatatttttgtggaagtaagttattta
1503 taccaaaggctgggtcttcccatctaaactggtgggaaaaaaggtctatagtaaaagtaa
1563 aactgagaactcttaaaccagtagagtttctttgtctctcatctaaagtatataacctce
1623 caaagtagaaaaagcacaagagagaagcttatctatcaaactgtc-attagt-att
1683 aagaaccgaaatacgtctatataaagctttcagctgtattgtaatactttgattcgatag
1743 ggctacaactcccctactgctaa_tcatgg_ctacattgcatcttgca
1803 ttaaatatctggagaaaattcaaaaaaaaaaaaaaaaaaaaal| 1844
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