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TGCAGITGI TTTTGAACGI TATAGCCGT GCAACACCGCT GGGT GCATAT CTGGAAGAGGEG

ACGTCAACAAAAACT TGCAATAT CCGCCACGT TGTGGCGACCCACGTATAGACCTTCTCCC
AV V F ERY S RATPL GAY L EE G

TCGTCGTTTTCGTGAAGAAGGT TTTATTCGTACCGATTATCCGCCTAAACGT GATGAAGT
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AGCAGCAAAAGCACTTCTTCCAAAATAAGCATGGCTAATAGGCGGATTTGCACTACTTCA
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TCTGIGGAATCCGAAAATTAT GCGT ATGCCT CGT GAAGAACT GGAAAAAAT CAAAACCCA

AGACACCTTAGCCTTTTAATACGCATACGGAGCACTTCTTGACCTTTTTTAGI TTTGGEGT
L WNPKI _MRMPREE L E K I_KT Q

EcoRl

GCGTCTGAAAGCCATTGTI TAAATGGGCATGCGAACACAGCGAAT TCTATCCCAAATTTTG

CGCAGACTTTCGGTAACAATTTACCCGTACCCTTGTGTCGCTTAAGATAGCGT TTAAAAC
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GAAAAGCAAAGGCT TTCACCCGGACATGATTAAAACCCATGAAGATGT TGTTAAAATCCC

CTTTTCGT TTCCGAAAGT GGGCCTGTACTAATTTTGGGTACTTCTACAACAATTTTAGGG

K S K GFHPDMI_KTHEDV V KI_ P
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GGTGCTGACCAAAAAAGAT CT GCGT GCCGAT CTGCAGAAAAAT CCGCCT TAT GGCACCAT

CCACGACTGGTTTTTTCTAGACGCACGGECTAGACGT CTTTTTAGGCGGAATACCGTGGTA

VL T K KDL RADULQKNWPPY G T I_

Agel

TATGGI TCCGGAACT GGCCAAATATATCCATTTTGT TGGT GCAACCAGCGGT AGCACCGG

ATACCAAGGCCT TGACCGGT TTATATAGGT AAAACAACCACGT TGGT CGCCATCGTGECC

MV P EL A KY I_HFVGAT S GS T G

TATGCCGACCT TTCAGGGT TGEGEGT CGTGT TGAACTGGATTAT TTTGAAGAACAGCAGGEC

ATACGGECTGGAAAGT CCCAACCCCAGCACAACTTGACCTAATAAAACTTCTTGTCGT CCG

M P T F QG WGRV E L DY F E E Q QA

ACGTTATCTGT GGACCT TTGCCGGT GT TAAACCGGEGT GT TGT TTATGCCAATTATCTGAA

TGCAATAGACACCT GGAAACGGCCACAATTTGECCCACAACAAATACGGT TAATAGACT T

RY L WT F A GV K P GV VY A NY L N

TATGAGCGGCT TTTATAGCTGGGEGT CCGCCTCTGGT TGAAACCGCAATGT GGCGT TGT GG

ATACTCGCCGAAAATAT CGACCCCAGGCGGAGACCAACT TTGGECGT TACACCGCAACACC

MS GF Y SWGPPL VETAMWRCG
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TGCAACCGCAAT TGCCGGT GGTGGTGAAACCT TTTTTACCT GGAAAGATCGT CATATGCT

ACGTTGGCGT TAACGGCCACCACCACT TTGGAAAAAATGGACCT TTCTAGCAGTATACGA
A T A I_A GGG E T F F T WKDRHML
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GATTATGAAACT GTGGAAAGT TGATGT TTTTGCAACCACCCCGT GGCTGCATCGT TGGAT

CTAATACTTTGACACCTTTCAACTACAAAAACGT TGGT GGGECACCGACGTAGCAACCTA
J_ MK L WK V DV F AT TP WL HRW.I_
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TGGTGAACAGGCAAAACT GGAAGGT TGGGT TACCCCGTTTAAAGT TCTGCTGCTGCATGG
--------- S

ACCACTTGICCGITTTGACCT TCCAACCCAAT GCGGCAAATTTCAAGACGACGACGTACC
_GE QA KL EGWV T P F KV L L L HG

TGGTGCAGCAGCCGAAAAAACCAAAGAAAAACT GATGGAAGT TCACCCGAATGT CGAAAA

ACCACGTCGTCGCCTTTTTTGGT TTCTTTTTGACTACCT TCAAGTGGGCTTACAGCTTTT
G A A A EKTKEIKILMEVHPNVE K
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AGTTATTAGCGT TTGGGGCACCACCGAT GGT CATAT GGCAAT TGAACCGCCTGATGCACC

TCAATAATCGCAAACCCCGT GGT GGCTACCAGTATACCGT TAACT TGECGGACTACGT GG

N I_S V WGT T DGHMAI_E P P DA P

GGGTACACTGGT TTTTTGCGAAGATACCCAGATTTTCGATATTGT TGT TCCGGGTAGCTA

CCCATGT GACCAAAAAACCCT TCTATGGGT CTAAAAGCTATAACAACAAGGCCCCATCGAT
G T L V FWEDT QI_F D I _V V P G S Y
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TGAAGAACGT CCGGAAGGT GAACCGGECAGGT CAGGGT GAACGT GGTGAACTGATTGCAAC
--------- B T e I TIPSR PSSP

ACTTCTTGCAGGCCT TCCACT TGGCCGT CCAGI CCCACT TGCACCACTTGACTAACGI TG
_EERPEGEZPAGOQGEIRGEL _I__A T
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CCTGCTGACCCACTATACCATGCCGCTGATTCGT TATAGCCT GGGT GATTATGT GAAAAA
GGACGACT GGGTGATATGGT ACGGCGACTAAGCAATATCGGACCCACTAATACACTTTTT
L L. T HY T MP L I_RY S L GD Y V KN
CGAATTTATCTGT GATCCGACACCGGAACT GGGTATTACCCATTGT CGTTTTGCAGAACT
GCTTAAATAGACACTAGCCT GTGGCCTTGACCCATAAT GGGTAACAGCAAAACGTCTTGA
_EFI_CDUPTPEL GI_THZC CRFAE L
Pvul
GATTCCGGGT CGTGTGGAATGGATGT TTAAAGT TAAAGGCAAACTGCTGT TTCCGATCGT
CTAAGCCCCAGCACACCTTACCTACAAATTTCAATTTCCGT TTGACGACAAAGCCTAGCA
Il P GR VEWMFKV K GK L L F P I_V
Agel
TGTTGAAAAT GCAGT TAGCCAGAT TCCGGATACCACCGGT GCATATAATATTGTGGTGTA
ACAACTTTTACGT CAATCGGT CTAAGGCCTATGGT GGCCACGTATATTATAACACCACAT

VE NA V S QI_P DT T G A Y NI_V V Y

TGATGATAATATGGATAAACT GAAAAT CAAAGT GGAAACCCGCAAACCGATTCCGCCTCC

ACTACTATTATACCTATTTGACTTTTAGI TTCACCTTTGGGECGT TTGECTAAGGCGGAGG

D bDbNMDIKIL KI_KVETRIKWPI_P P P

GCCTGAATATGATAAAGAAGCACGCGAAAT TAT TGCACGT GAACT GGGT CTGAGT CCGGA

CCGACTTATACTATTTCTTCGTGCGCTTTAATAACGT GCACT TGACCCAGACT CAGECCT
P EY DKEAREI_I_AREIL GL § P E
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AGATGTTGAAATTGAATGGAT TCGT CCGGGT GAATCAGT TTGGAAAGGT TATAAACTGCA
--------- T e o
TCTACAACTTTAACTTACCTAAGCAGGCCCACTTAGTCAAACCTTTCCAATATTTGACGT
DV E I _E WI R P GE SV WK GY K L Q
Ncol
GGTCTTTCTGGATGAACGCAAAAAAT GACCATGGECTGBECCTCATGEECCTTCCTTTCAC
--------- T T

CCAGAAAGACCTACTTGCGT TTTTTACT GGT ACCGACCCGGAGTACCCGGAAGGAAAGT G
_V.F L D E R K K _*



