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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

401

BspHI (560)
Agel (552)
501 CTGAGATCACCGGTCATCATGACTCCTCCCTGCCTCAATTGTTCCATCTTTCCTGG
- 1I*»M T P P C LN C S I F PG
601 AGCGCTCTCCCCAAATGCTTCAAGGAGCCCCCTGGTCTGCAATATCAGTGAGTTCAAGTGGCCCTATCAACCTGAGGATCTGAACCTTACCGATGAGGCC
3 A L S PNASRS®PLVCN I SETFHKWTPYQPEDTILNTLTTUDEA
701 CTGAGGCTGAAGTATTTGGGGCCACAGCAGATGAAACAGTTTGTCCCCATCTGTGTCACGTACCTGCTGATCTTCGTGGTGGGCACTCTGGGCAACGGGC
47 L R L K Y LG PQQMIKI QFV P I CVTYTLLIFVVGTTULSGNSG
801 TGACCTGCACCGTCATCCTGCGCAACAAGACTATGCGCACGCCCACCAACTTCTACCTCTTCAGCCTCGCTGTGTCCGATATGCTGGTGCTCCTGGTGGG
g¢L T C TV I L RNKTMRTPTNTEFYLFSLAVY SDMILVLLVGE
901 CTTGCCTCTGGAGCTTTATGAGATGCAGCAAAATTACCCGTTCCAGCTGGGTGCGAGTGCCTGCTACTTCCGAATACTGCTCTTAGAGACCGTCTGCCTA
113 L P L E L Y EM QQN Y PFQLGASACYTFR I LLLETVCHL
1001 GCTTCAGTGCTCAATGTCACAGCCCTGAGTGTGGAGCGTTATGTGGCCGTGGTGCGCCCACTCCAAGCCAAGTCTGTGATGACACGGGCCCATGTGCGCC
147 A SV LNV TA LSV ERYVAVVRPLQAKTSVMTRAUHVR
1101 GCATGGTGGGGGCCATCTGGGTCCTCGCTACTCTCTTCTCTCTGCCCAACACCAGCCTGCATGGCCTCAGTCAACTAACTGTGCCCTGCCGGGGGCCGET
18R M V G A I W V L ATLTFSLPNTSILHGLSQLTVPCRGTZPYV
1201 GCCCGACTCAGCTATATGTTCGCTGGTGGGTCCCATGGACTTCTACAAGTTGGTGGTACTGACTACCGCACTGCTCTTCTTCTGTCTGCCCATGGTCACC
23 P D S A I C S LV GPMDTFYKTLVVY LTTATLTLTFEFFCLZPMVT
1301 ATCAGTGTGCTGTATCTGCTCATTGGGCTGCGGCTGCGGAGGGAGAGGATGTTGCTCCAAGTGGAGGTCAAGGGCAGGAAAACCGCAGCAACCCAGGAGA
247# 1 SV L Y L L I G LRLRRERMTLTLAQVEVI KGR RIKTAATAQE
1401 CCTCCCACAGAAGGATTCAGCTGCAAGATAGGGGACGGAGACAGGTGACCAAGATGCTGTTTGCACTGGTTGTGGTATTCGGCATCTGCTGGGCTCCATT
280PT S H R R I Q LQDRGRRQVTKMLTFALVVVFG I CWAPTF
1501 CCATGCTGACCGTATCATGTGGAGCCTGGTGTATGGACACTCAACGGAAGGCCTGCACCTGGCCTACCAGTGTGTCCACATTGCCTCTGGCATCTTCTTC
338B2=H A DU R I MW S LV YGHSTEGTLHTLAYQCVH I ASG I FF
1601 TATCTCGGCTCAGCAGCCAACCCGGTGCTCTACAGCCTCATGTCTACTCGCTTCCGAGAGACCTTCCTGCAAGCCCTGGGCCTTGGAACCCAGTGCTGTC
347 Y L G S AANUPV LY SLMSTRTFR RETT FILQALGTLSGTA QTCSC
1701 ATCGCCGCCAACCCTATCATGGCTCCCATAACCACATCAGGTTGACCACAGGCAGCACCCTGTGTGACGTGGGCCACAGGAACAGCAGGGACGAACCTCT
380PH R R Q P Y H G S HNUH I RLTTGSTULCDVGHU RNT SR RDTETFPIL
Nhel (1875)
1801 GGCTGTGAATGAGGATCCAGGGTGTCAGCAAGAGACAGACCCCTCCTGAATAAAATTTGGAAGGAGCCTTACCCAGCTAGCTGGCCAGACATGATAAGAT
413 AV N ED P G C Q Q E T D P S o
1901 ACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAG

2001 CTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAA

2101 TGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATC
_— -

2201 AGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCAT

2301 TTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTT

2401 ATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAA

2501 GAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAG
#4494 ¢ N R T Y K L P I L E E I T T KV L K G NME I L V F
2601 CAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAG
1134 D P A Y D S I L ERCMGTC®PSVVR I SRDVEDSYPHRVA
2701 CCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTG
841 Vv | T D FDKQGNSVASGI A I AEACVTVIRG I YATE I H
2801 GACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCC
474 V. A S I | E G T K T R I ANA GV HHIKNDEY LMT I K ETAV E
2901 ACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAA
13v L E L DQQS I N FTKM-
3001 TTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTT
— -
3101 GCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAA
-




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

TCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTA

GGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGAT

GTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGT

CAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGC
e

AAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTG

GCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCC

GCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACG

AACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGG

TAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGC

GCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGC

AGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGT

CATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACAT

ACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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