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ATGAGGCGGT GCGTCATGGC CAAGGGCGAG GATCCCGCTC ATGTGGCGGG CTGGGACGAC

R ¢C vmM A K GE DPAH VA G W DD

61 CGTCAGGACG CGGTCGAGTG GTGGTGGACG GAGGCAAACG ACTCCAGGGG ACGCCAACGA

R Q

D A V EW WWT EAND S R G R Q R

121 TTGGAAGCTG CTGCTGCTGT GGCGGCGGCG GCGGCGTCCT CAACTGTGGG TCTCCCTCTT

L E

A A A AV A A A A A S S TV G L P L

181 TTTCCGCGCT TCTCACCAGG CCGACGACGA CGACGCCGCC CGCCCGCCCC CCCCCCTCCT

F P

R F S P G R RR R RURUP P AP P P P

241 CCTCCTCCTC TGTTCCTCAG CCGCCACCTC CACAGCATGC CGTGGTTATG GTGCACATGC

P P

P L F L S R HL H S MUP WIL W C T C

301 GTCAAGATGC AGATGTACTA CACGCCTACT GCTCTCACGT GTCCTCTCTC CAACTCTCTC

vV K

M Q M Y Yy TP T A L T C P L S N S L

361 GCTGCGCATG TGGGCCACAT CATCGTTGGC GTGGCGGCGC TGCTGCCTTA TTCTATGCTC

A A

HV GG H I I V GG V A AL L P Y S ML

421 CTCTTTCTCA CTGTGATGTG CAACCCGCGC AAACATGAGC CCGTGCTCCG AGCACAGCGG

L F

L T vV M ¢ N P R K HE P V L R A Q R

481 ATACGTTGGT TGACTTTCCA CTCGCTCATG TTCCGACTTC TTCGATGCAT CACCGCCTCG

I R

WL TV FH S8 L M F RULUL RCTI T A S

541 CCGGCTGTGG CAGCAAGCGT CGCAGTCGCA GCAGCCCAAA CACCGACCAG CCTGCGCCCT

P A

vV A A SV AV A A A QT P T S L R P

601 GCTGCGGTGT GCCGCCGTGG TGTTCACTTA GCACCGTCCG TACTAGCCGC GTCGGCACCA

A A

v .¢c R R G V HL A P SV L A A S A P

661 CCGCCGCCGC CGCAGCAGCA GCAGCAGCCG ACTTCCGCCG CAGTACCGGC AAGCACCGCC

P P

P P Q Q Q ©Q Q P T S A A V P A S T A

721 ACGTCGACGA CGACCATCGC GGCTGGTCCC TACCGCCGCG TCGGGAATGT GTTCATCGTT

T S

T T T I A A G P Y R RV G NV F I V

781 ACGTGCATCG ACCACCCCTT CAAGTTCTCG TGGGAGGTGA ACCGCATGCT GCGCGAGCTC

T C

I Db HP F K F S W EUVDN R MTL R E L

841 CGCCTGGAGT TCATGGGGCA GACTACCGTC GTGCCGGACA TCCCGCCAGT GCGAAAGCGA

R L

EF M G Q T TV VvV P DI P P V R K R

901 ATTTGGCGGG TGCGCCACGT TGTCCGCGTC GACCAGCTCG ACCTCGACGA AGCGAAGGCG

I W

R VvV R HV V RV D Q L D L D E A K A

961 CTCATCGGGA TTCCGGAGCA CATCTCATTT CGTGATTTGG CGGGGCAGAT CCCACCAACG

L I

G I P E H I s F R DL A G Q I P P T

1021 TTTGGCCGGG GCGGCTCCGT CGCCAACCCG CACATGCGCA GCAAGATGAA CTTTATGCGA

F G

R 6 G s VvV A NP HMUPRS KMN F MR

1081 CTGCGGCGCA TGCGGCTGCG TGACGTGATG CACCGCGATC AGCTTGAGAA ACGGCTCCTG

L R

R M R L R DV M HRDIGQ L E K R L L

1141 GAAGAAAGGC ATCATGCACT GCAGCAGCAG CAGCAGCAGC AGCAGGGTGG TGGCGAAGCA

E E

R H HAL Q Q Q Q Q Q0 0Q QG G G E 2

1201 GCAGCAGCAG CAGCAGCGAC GACTGCGTAA

A A
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