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Pvul (7)
Sgfl (6) Mfel (82)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

SphI (560)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCAGCATGCCTGTGTCCTGGTTCCTGCTGTCCTTGGCACTGGG

- 1M P V S WF L L S L AL G

Bsu36I (640) XemI (678)

601 CCGAAACCCTGTGGTCGTCTCTCTGGAGAGACTGATGGAGCCTCAGGACACTGCACGCTGCTCTCTAGGCCTCTCCTGCCACCTCTGGGATGGTGACGTG
13 R NP V VV S L ERLMEZ®POQDTARTECSULSGL S CHULWDGTDV
Bbsl (789)
701 CTCTGCCTGCCTGGAAGCCTCCAGTCTGCCCCAGGCCCTGTGCTAGTGCCTACCCGCCTGCAGACGGAGCTGGTGCTGAGGTGTCCACAGAAGACAGATT
47 L C L P G S L Q S APGPUVLVPTRILA QTTETILUVLR RTCTPAOQKTTD
801 GCGCCCTCTGTGTCCGTGTGGTGGTCCACTTGGCCGTGCATGGGCACTGGGCAGAGCCTGAAGAAGCTGGAAAGTCTGATTCAGAACTCCAGGAGTCTAG
80kC A L C VR V V V HLAVHGHMWATEUZPTETEASGIKSDSETLOQE SR
901 GAACGCCTCTCTCCAGGCCCAGGTGGTGCTCTCCTTCCAGGCCTACCCCATCGCCCGCTGTGCCCTGCTGGAGGTCCAGGTGCCCGCTGACCTGGTGCAG
113* N A S L Q AQV VLS FQAY&®PI ARCALLTEVAQVPADTLVAQ
BglII (1064) Acc65I (1088)
1001 CCTGGTCAGTCCGTGGGTTCTGCGGTATTTGACTGTTTCGAGGCTAGTCTTGGGGCTGAGGTACAGATCTGGTCCTACACGAAGCCCAGGTACCAGAAAG
147 P G Q S V G S AV F D CFEASLGAEUVQI WS Y TIKUPRY QK
Tth111I (1132)
1101 AGCTCAACCTCACACAGCAGCTGCCTGATGGTGACAATGTCCTTCTGACACTGGATGTCTCTGAGGAGCAGGACTTTAGCTTCTTACTGTACCTGCGTCC
180 E L N L T Q Q L P DGDNVLLTLWDVSETEA QDTFSTFLILY L RP
1201 AGTCCCGGATGCTCTCAAATCCTTGTGGTACAAAAACCTGACTGGACCTCAGAACATTACTTTAAACCACACAGACCTGGTTCCCTGCCTCTGCATTCAG
213 VvV P D AL K S LWYKNLTG®P QNI TLNWHTUDILVPCLTC I Q
EcoRI (1333) ApalLl (1361)

1301 GTGTGGTCGCTAGAGCCAGACTCTGAGAGGGTCGAATTCTGCCCCTTCCGGGAAGATCCCGGTGCACACAGGAACCTCTGGCACATAGCCAGGCTGCGGG
247 V W S L E P DS E R V E F CP F R EDUPGAHRNLWHI A RLR
BstXI (1408) PshAl (1477)

1401 TACTGTCCCCAGGGGTATGGCAGCTAGATGCGCCTTGCTGTCTGCCGGGCAAGGTAACACTGTGCTGGCAGGCACCAGACCAGAGTCCCTGCCAGCCACT
280V L S P G VWQLDAPTCT CLU®PGI KV TLT CWAOQAZPUDI QSU®PTCAQZPL
1501 TGTGCCACCAGTGCCCCAGAAGAACGCCACTGTGAATGAGCCACAAGATTTCCAGTTGGTGGCAGGCCACCCCAACCTCTGTGTCCAGGTGAGCACCTGG
313 v P P VP Q K NA T VNZEUWPIOQDTF QL VAGHPNLT CVQVSTW
Bsp1201 (1642)

1601 GAGAAGGTTCAGCTGCAAGCGTGCTTGTGGGCTGACTCCTTGGGGCCCTTCAAGGATGATATGCTGTTAGTGGAGATGAAAACCGGCCTCAACAACACAT
347 E K V QL Q ACLWAD SULG®PTFKDDMILILVEMIKTGTLNNT

BsrGI (1726)
1701 CAGTCTGTGCCTTGGAACCCAGTGGCTGTACACCACTGCCCAGCATGGCCTCCACGAGAGCTGCTCGCCTGGGAGAGGAGTTGCTGCAAGACTTCCGATC
380kSs VvV C A L E P S G CT®PLUPSMASTRAARILTGTETETLTLQDTF RS
Ncol (1856)
1801 ACACCAGTGTATGCAGCTGTGGAACGATGACAACATGGGATCGCTATGGGCCTGCCCCATGGACAAGTACATCCACAGGCGCTGGGTCCTAGTATGGCTG
413 H Q CM QL WNUDUDNMG SULWATCPMDIE KY Il HRI RMWVIL VWL
1901 GCCTGCCTACTCTTGGCTGCGGCGCTTTTCTTCTTCCTCCTTCTAAAAAAGGACCGCAGGAAAGCGGCCCGTGGCTCCCGCACGGCCTTGCTCCTCCACT
447 A C L L L AA AL F F F L L L KKD R RIKAARTGS S RTATLLLH
BsrBI (2009)
2001 CCGCCGACGGAGCGGGCTACGAGCGTCTGGTGGGAGCACTGGCGTCCGCGTTGAGCCAGATGCCACTGCGCGTGGCCGTGGACCTGTGGAGCCGCCGCGA
480*S A D G A G Y E R L V GA LASAL SQM®PLIRVAVDLWS SRR RE

BssHII (2105) Sdal (2151)
2101 GCTGAGCGCGCACGGAGCCCTAGCCTGGTTCCACCACCAGCGACGCCGTATCCTGCAGGAGGGTGGCGTGGTAATCCTTCTCTTCTCGCCCGCGGCCGTG
513 L S A HGALAWTFHHI QRIRRI L QEGGV VI L LFSPAAYV
Xmal (2239)
BstAPI (2211) Srfl (2238)

2201 GCGCAGTGTCAGCAGTGGCTGCAGCTCCAGACAGTGGAGCCCGGGCCGCATGACGCCCTCGCCGCCTGGCTCAGCTGCGTGCTACCCGATTTCCTGCAAG

547 A Q C Q QWL QL QTVEUPGPHDALAAWLSTCVLU®PDTFTLAQ
BsrBI (2383)

2301 GCCGGGCGACCGGCCGCTACGTCGGGGTCTACTTCGACGGGCTGCTGCACCCAGACTCTGTGCCCTCCCCGTTCCGCGTCGCCCCGCTCTTCTCCLCTGCC

580G R A T G R Y V G V Y F D GL L HPDSV?PSPFIRVAZPTLTFSTLZP

NgoMIV (2409) Rstll (2465) Rstll (2497)

2401 CTCGCAGCTGCCGGCTTTCCTGGATGCACTGCAGGGAGGCTGCTCCACTTCCGCGGGGCGACCCGCGGACCGGGTGGAACGAGTGACCCAGGCGCTGCGG

613* S Q L P A F L DAL QGGTCSTS SAGRZPADT RIVYVETRVYVTI QATLTR R
SandI (2562)

2501 TCCGCCCTGGACAGCTGTACTTCTAGCTCGGAAGCCCCAGGCTGCTGCGAGGAATGGGACCTGGGACCCTGCACTACACTAGAATAAAAGCCGATACAGT

647 S A L D S C T S S S EA P G CCETEMWDTLGT PO CTTLE e



Mscl (2611)
Nhel (2605)
2601 ATTCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGA

Hpal (2743) Mfel (2754)
2701 TGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAG

EcoRI (2839)
2801 GTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCT
L e

2901 TTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGT

SspI  (3078) Swal (3092)
3001 ATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAAT

3101 ACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACA

3201 AAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACC
4414 ¢ N R T Y K L P I L E E I T T K V
BstXI (3382)

3301 AGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGT
1234L K G NM E I L VF CDZPAYDJS I L ERT CMGT C®PSVVZR I SRD
3401 CCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGAC
94 V E D S Y P HR VA V I T DFDI KU QGNSVASGI A1l AEATCV
3501 AGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAG
574 T VR G I YA E | HV A S 1 | EGTI KT RI1T AAGVHUHTIEKNTDE Y

BbsI (3663)
Xmnl (3659)
3601 AGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTAT
234L M T | K E T AV EVLETLTUDA QQST I NFTK M=
Asel (3725)
3701 ACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGA
-

Spel (3880)
3801 CCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCC
-

3901 ATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCG

SnaBI (4008)
4001 ATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAG

Ndel (4113)
4101 GGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGT

Sdal (4291) Pacl (4299)

4201 TACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGT

BspLUI1I (4309)
4301 TAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCA
-

4401 TCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTT

4501 CCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGG

ApaLl (4623)
4601 TCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACA

4701 CGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGC

4801 TACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTG

4901 GTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTG

PacI (5039) Swal (5048) NotI (5058)
5001 GAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTG

5101 TTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGG
5201 TGCCAGAACATTTCTCTATCGAA
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