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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

BstEII (555)
KasI (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGAGGAGTCGGAACCCGAACGGAAGCGGGCTCGCAC

- 1M E E S E P E R K R AR T

BsrBI (624) NgoMIV (686)

601 CGACGAGGTGCCTGCCGGAGGAAGCCGCTCCGAGGCGGAAGATGAGGACGACGAGGACTACGTGCCCTATGTGCCGTTACGGCAGCGCCGGCAGCTACTG
13 D EVPAGGS S RSEAETDTEUDUDTETDYVPY VPLRQRI RA QLL

Xmal (770)
701 CTCCAGAAGCTGCTGCAGCGAAGACGCAAGGGAGCTGCGGAGGAAGAGCAGCAGGACAGCGGTAGTGAACCCCGGGGAGATGAGGACGACATCCCGCTAG
47* L Q K L L Q R R R K GAATETETEOQQDSGSETPRTGDTETDTDTI P L

BssHII (859)
801 GCCCTCAGTCCAACGTCAGCCTCCTGGATCAGCACCAGCACCTTAAAGAGAAGGCTGAAGCGCGCAAAGAGTCTGCCAAGGAGAAGCAGCTGAAGGAAGA
80G P Q S NV S L L DQH QHLI KTEIZ KATEA ARI KTETSAIKTETZKIOQL K E E
SnaBI (969)
901 AGAGAAGATCCTGGAGAGTGTTGCCGAGGGCCGAGCATTGATGTCAGTGAAGGAGATGGCTAAGGGCATTACGTATGATGACCCCATCAAAACCAGCTGG
113 E K I L E S VA E GRALMSV KEMAIKSGI I TYODUDZ&PI KTSW
1001 ACTCCACCCCGTTATGTTCTGAGCATGTCTGAAGAGCGACATGAGCGCGTGCGGAAGAAATACCACATCCTGGTGGAGGGAGACGGTATCCCACCACCCA
147 T P P R Y VL S M S E E R HEIRVIRKIKYHI!I L VEGDTGI I P P P
Stul (1143)
1101 TCAAGAGCTTCAAGGAAATGAAGTTTCCTGCAGCCATCCTGAGAGGCCTGAAGAAGAAAGGCATTCACCACCCAACACCCATTCAGATCCAGGGCATCCC
1801 K S F K EM K F P A A 1l LR GLIKJI KIKSGI HHPT®PI QI QG 1 P
BsaBI (1224)

1201 CACCATTCTATCTGGCCGTGACATGATAGGCATCGCTTTCACGGGTTCAGGCAAGACACTGGTGTTCACGTTGCCCGTCATCATGTTCTGCCTGGAACAA
213 T 1 L S G R DM 1 GI A F TGS GIKTULVFTULU®PVI MTFTCTLEQ

BstEII (1307) Bsp120I (1330) Scal (1394)
1301 GAGAAGAGGTTACCCTTCTCAAAGCGCGAGGGGCCCTATGGACTCATCATCTGCCCCTCGCGGGAGCTGGCCCGGCAGACCCATGGCATCCTGGAGTACT
247 E K R L P F S K R EGPY GL 1 I CPSREILARI QTHSGI1I L E Y
1401 ACTGCCGCCTGCTGCAGGAGGACAGCTCACCACTCCTGCGCTGCGCCCTCTGCATTGGGGGCATGTCCGTGAAAGAGCAGATGGAGACCATCCGACACGG
280k Y C R L L Q E DS SPLLI RTCALTCI GGMSVKEIU QMTETI R HG

Xmal (1521)
BsrGI (1500) Mscl (1514) KasI (1526) PshAI (1567)
1501 TGTACACATGATGGTGGCCACCCCGGGGCGCCTCATGGATTTGCTGCAGAAGAAGATGGTCAGCCTAGACATCTGTCGCTACCTGGCCCTGGACGAGGCT
3138 V HM M V A TP GRLMDIULILI QK KMV SLDI CRYULALTDTEA
1601 GACCGCATGATCGACATGGGCTTCGAGGGTGACATCCGTACCATCTTCTCCTACTTCAAGGGCCAGCGACAGACCCTGCTCTTCAGTGCCACCATGCCGA
347" D R M | DM GF E GD 1 RTI F SY F KOGQR QTULULTFSATMEP
BssHII (1758)
1701 AGAAGATTCAGAACTTTGCTAAGAGTGCCCTTGTAAAGCCTGTGACCATCAATGTGGGGCGCGCTGGGGCTGCCAGCCTGGATGTCATCCAGGAGGTAGA
380kK K I Q N F A K S ALV KU®PUVTI NV GRAGAASLDUV I QE VE
Xhol (1834)

1801 ATATGTGAAGGAGGAGGCCAAGATGGTGTACCTGCTCGAGTGCCTGCAGAAGACACCCCCGCCTGTACTCATCTTTGCAGAGAAGAAGGCAGACGTGGAC
413 Y V K E E A KM VY LLET CL QKT®P®P®PV LI FAEIKIKADUVTD
1901 GCCATCCACGAGTACCTGCTGCTCAAGGGGGTTGAGGCCGTAGCCATCCATGGGGGCAAAGACCAGGAGGAACGGACTAAGGCCATCGAGGCATTCCGGG
447 A I H E Y L L L K GV EAVAI HGS G KD QETEI RTIKAI EAFR
2001 AGGGCAAGAAGGATGTCCTAGTAGCCACAGACGTTGCCTCCAAGGGCCTGGACTTCCCTGCCATCCAGCACGTCATCAATTATGACATGCCAGAGGAGAT
480*E G K K D VL VA T DVASIKGLUDTF®PAI QHV I NYDMUPE E I

BsrGI (2109)
2101 TGAGAACTATGTACACCGGATTGGCCGCACCGGGCGCTCGGGAAACACAGGCATCGCCACTACCTTCATCAACAAAGCGTGTGATGAGTCAGTGCTGATG
513 E NY VHUR I GRTGRSGNTSGI A TTT FI1I NKAT CDTES VLM

Ecod47II1 (2208)
2201 GACCTCAAAGCGCTGCTGCTAGAAGCCAAGCAGAAGGTGCCGCCCGTGCTGCAGGTGCTGCATTGCGGGGATGAGTCCATGCTGGACATTGGAGGAGAGC
547 D L K A L L L EAK QKVPPVLQVLHTCGDTES SMLUDI G GE

Xhol (2353)
2301 GCGGCTGTGCCTTCTGCGGGGGCCTGGGTCATCGGATCACTGACTGCCCCAAACTCGAGGCTATGCAGACCAAGCAGGTCAGCAACATCGGTCGCAAGGA
580k R G C A F C G G L G HR I T DbDOCWPIKULEAMAO QTIKIQV S N1 GURKD
Mscl (2455)
Nhel (2449)

2401 CTACCTGGCCCACAGCTCCATGGACTTCTGAGCCGACAGTCTTCCCTTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACA
613 Y L A H S S M D F e

Hpal (2587) Mfel (2598)
2501 ACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACA




EcoRI (2683)
2601 ATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGC
-y

2701 ATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGC

2801 TGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACC

Sspl  (2922) Swal (2936)
2901 TCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGG

3001 CCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCC
1414 ¢ N R
Sacl (3197)
3101 TGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAG
13¢4¢ T Y K L P I L E E I T T K VL KGNMTETILVFCDZPAYUDS I L
3201 CTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGC
1054 E R CM G C P S V VR I SRDVEUDSTYZ®PHRVAVI TDTFTDIKAQ
Stul (3361)
3301 CCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCT
744G N S VA S G I A1l A EA CVTVURGI YATETIHVASIIESGTHK
3401 TGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGAT
3844 T R I A A GV HHIKNUDTETYTLMTI KETAVEUVLTETLTUDTG QA QS
XmnI (3503) Asel (3569)
3501 GTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCT
54 N F T K M = -
Sacl (3626)
3601 CCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGA

Spel (3724)
3701 CATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCAC
e

SnaBI (3852)
3801 GCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTG

Ndel (3957)
3901 GGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGT

4001 AAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTC

Pacl (4143)

Sdal (4135) BspLUI1l (4153)
4101 AGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCC
-

4201 GCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGAT

4301 ACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGC

ApaLl (4467)
4401 GCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGC

4501 GCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATG

4601 TAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGG

4701 AAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCT

Pacl (4883) Swal (4892)
4801 CAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAAT

Eagl (4903)
NotI (4902)

4901 C AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAA

5001 CAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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