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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindlII (245)
Psp1406] (203) Pvull (239) Bsu36I (291)

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301

NgoMIV (441)
401

Agel (552) BspHI (560)

501 CTGAGATCACCGGTCATCATGAAGAACCAAGACAAAAAGAATGGGCCTGCCAAACA

= 1*M K N Q D K KN G P A K H

Xmal (618) Neol (651)

601 CTCCAACTCGAAGGGCAGCCCGGGGCAACGGGAAGCAGGACCGGAGGGAGCCCATGGACGACCCAGACAGACAGCTCCTGGGGCGGAAGCCGAAGGTTCC
13 S N S K G S PGAQ REAGU&PTEGAHS G R®PRQTAUPGATEATESG S
BstXI (705) Xhol (731) Bsp120I (755) NgoMIV (785)
701 ACAAGCCAGGCTCCTGGGAAGACCGAGGGGGCTCGAGCTAAAGCAGCTCAGCCTGGGGCCCTCTGTGACGTCTCTGAGGAGCTGAGCCGGCAGTTGGAAG
47" T S Q A P G K T EG A RAKAAQ®PGALT CDV S ETETILSU RQTLE
Dralll (857)
801 ACATCCTGAGTACATACTGTGTGGACAACAATCAGGGAGGCCCGGCTGAGGAGGGAGCACAGGGTGAGCCCACTGAGCCGGAAGACACGGAGAAGTCCCG
8D | L S T Y CV DNN QGG GPATETEGAQGTEU®PTEU®PETDTETZK SR
901 AACCTATGCAGCCAGGAATGGGGAGCCTGAACCAGGCATTCCAGTCGTCAACGGCGAGAAGGAGACCTCTAAGGGAGAGCCTGGAACAGAGGAGATCCGA
113 T Y A A R N G E P E PG I PV VNSGEIKETSKGEUZPGTETE I R
1001 GCAAGTGATGAGGTTGGAGACCGAGACCATCGGAGGCCACAGGAGAAGAAGAAAGCCAAGGGTCTAGGGAAGGAGATCACTCTGCTGATGCAGACACTGA
147 A S D EV GD RDWH I RIRPOQEI KU KIKAIKSGTULSGI KE I T LLMAQTL
Sapl (1162)
1101 ACACGCTGAGTACCCCAGAGGAGAAGCTGGCTGCACTGTGCAAGAAGTATGCTGAGCTGCTGGAAGAGCATCGGAACTCGCAGAAGCAGATGAAGCTCCT
189 N T L S T P E E K L AALCIKIK YAETLULTETEHI RNSOQKIQMIK L L
HindIII (1279)
1201 GCAGAAGAAGCAGAGCCAGCTCGTGCAGGAGAAGGACCATCTGCGAGGGGAACACAGCAAGGCTGTCCTGGCCCGAAGCAAGCTTGAGAGTCTGTGCCGG
213 Q K K Q S Q L VQ EKDWHIULRGEHSIK AV LARSIK LESLTCTR
Agel (1316)

1301 GAGCTGCAACGGCACAACCGGTCCCTGAAGGAAGAAGGCGTGCAGCGAGCCCGAGAGGAGGAGGAGAAGCGCAAAGAAGTGACTTCACACTTCCAGGTGA
247 E L Q R H N R S L K E EGV Q RARETETETEIKI RIKEV T SHTFAQV
Pvull (1414) Nhel (1473)

1401 CACTGAATGACATTCAGCTGCAGATGGAACAGCATAACGAGCGAAACTCCAAGCTGCGCCAGGAGAATATGGAGCTAGCCGAGAGGCTCAAGAAGTTGAT
280T L N D I Q L QM EQHNE RNSIK LI RQENMMTETLATETRTLIK KK L I

Tth111I (1531)
1501 CGAGCAATACGAGCTTCGTGAGGAGCATATCGACAAAGTCTTCAAACATAAGGACCTGCAGCAGCAGCTAGTGGACGCCAAGCTCCAGCAGGCCCAGGAG
338 E Q Y E L R E EH I DKV FKUHI KU DT L QQQLVDATIKTLG QO QATZ QE
BsrBI (1618)
1601 ATGCTGAAGGAGGCAGAGGAGCGGCACCAGCGAGAGAAGGAGTTTCTCCTGAAGGAAGCGGTGGAGTCCCAGAGGATGTGCGAGCTGATGAAGCAGCAGG
347 M L K E A E ERHQR REZIKETFLILIKEAV ESQRMT CETLMMEIKOQAQ
BsrGI (1727)
1701 AGACCCACCTAAAGCAGCAGCTCGCCCTGTACACGGAGAAGTTTGAGGAGTTCCAGAACACACTTTCCAAAAGCAGTGAAGTGTTCACCACGTTCAAACA
380E T H L K Q Q L ALYTEZIKTFEETFQNTILSK S S EV FTTFKNQ
Clal (1856)
1801 GGAGATGGAAAAGATGACAAAGAAGATCAAGAAGCTGGAGAAAGAAACCACCATGTATCGATCCAGGTGGGAAAGCAGCAACAAGGCTCTGCTGGAGATG
413 EM E K M T K K | K K L EK ETTMY R SR RWE S SNI KA ATILLEM
Sdal (1938)
1901 GCTGAAGAGAAAACCGTCCGGGACAAAGAGCTGGAGGGCCTGCAGGTGAAAATCCAGCGGCTGGAGAAGCTGTGCCGAGCACTGCAGACTGAGCGCAATG
447 A E E K T V R D K E L EG L QV K I Q R L EK LT CUR RALA QTERN
BsrBI (2056)
2001 ACCTCAACAAGAGGGTACAGGACCTGACTGCAGGGGGCATCACTGACATTGGCTCTGAGCGGAGGCCAGAGGCCACCACTGCCTCCAAGGAACAAGGGGT
480D L N K RV Q D L TAGG I TD I G S EHZ R RZPEATTASZIKE- QG GV
Xcml (2187)
2101 TGAAAGTCCTGGGGCTCAACCAGCCAGCTCTCCAAGGGCCACAGACGCTCCTTGCTGCTCGGGAGCCCCGAGCACAGGAACAGCAGGCCAGACAGGGCCT
513 E S P G AQ PA S SPRATDAZPTCTCSGAPSTSGTAGA QTG P
Sphl (2243) Stul (2273) EcoRI (2295)

2201 GGAGAGCCCACCCCTGCCACTGCCTAGAGATCACGGTGCTTGGGCATGCTGGGACAGGAGCAGCAGCCCAGTCAGGCCTCGTCCATGCAAGGCTTGAATT
547 G E P T P A T A e



Nhel (2301)
2301 CGCTAGCTCGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTG

Hpal (2464)  Mfel (2475)
2401 CTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAG

EcoRI (2560)
2501 GTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAA
- -

2601 TCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTC

Sapl (2742) Sspl (2799)
2701 ATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAA

Swal (2813)
2801 ATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTT

2901 AGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGT
414 ¢ N R T Y K L P I L
Sacl (3074)
3001 TCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGC
13¢4E E | T T K V L K GNWMTE I LV FCDUZPAYDS I L ERCMGTC P S
BstXI (3103)
3101 TGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAAT
974 v V R I S R DV ED S Y PHU RV AV I T D FDJIKI QGNSVA SG I
Stul (3238)
3201 GGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACA
644 A 1l A EA CV TV RG I YATEIHVAS 1 1 EGTI KT R I AAGV
Xmnl (3380)
3301 TGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCC
304H H K ND E Y LM T I K ETAV EV L ELDAQQ S I'NFTK M-S—-
Asel (3446)
3401 TCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTA
]

Sacl (3503)
3501 AACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATT

Spel (3601)
3601 TACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAAC
- -

SnaBI (3729)
3701 CGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATT

Ndel (3834)
3801 TACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCA

3901 ATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTA

Sdal (4012)Pacl (4020)  BspLUI11I (4030)
4001 AGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAG
=

4101 GCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGC

4201 TCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTA

ApaLl (4344)
4301 GGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCT

4401 TGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTG

4501 AAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGAT

4601 CCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTC

Eagl (4780)
Pacl (4760) Swal (4769) Notl (4779)
4701 TACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTT

4801 TATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGC
4901 TGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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