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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
401

BstEII (555)
Agel (552) Ncol (560) Xcml (572)
501 CTGAGATCACCGGTCACCATGGTGCCCTCCAGCCCAGCGGTGGAGAAGCAGGTGCC
- 1M V P S S P AV EKQV P
601 CGTGGAACCTGGGCCTGACCCCGAGCTCCGGTCCTGGCGGCGCCTCGTGTGCTACCTTTGCTTCTACGGCTTCATGGCGCAGATACGGCCAGGGGAGAGC
13 VvV EP G PDPELIRSW RIRLVYVCYULT CT FYGFMAQTI RPGE S
Bsp120I (721) SgrAl (767)

701 TTCATCACCCCCTACCTCCTGGGGCCCGACAAGAACTTCACGCGGGAGCAGGTCACGAACGAGATCACGCCGGTGCTGTCGTACTCCTACCTGGCCGTGC
47 F | T P Y L L G PDKNTFT REQVTNZE I TPV L SY SY LAYV

SgrAl (839)
801 TGGTGCCCGTGTTCCTGCTCACCGACTACCTGCGCTACACGCCGGTGCTGCTGCTGCAGGGGCTCAGCTTCGTGTCGGTGTGGCTGCTGCTGCTGCTGGG
8L V PV F L L TD Y LRYTU®PV LLLQGLSFV SVWLILTILITLTLSG

Sapl (930) Ncol (947)
901 CCACTCGGTGGCGCACATGCAGCTCATGGAGCTCTTCTACAGCGTCACCATGGCCGCGCGCATCGCCTATTCCTCCTACATCTTCTCTCTCGTGLCGGCCC
113 H S V A H M Q LM ELFY SV TMAARTIAYSSY | FSLVTRTFP

Xcml (1058)
1001 GCGCGCTACCAGCGTGTGGCCGGCTACTCGCGCGCTGCGGTGCTGCTGGGCGTGTTCACCAGCTCCGTGCTGGGCCAGCTGCTGGTCACTGTGGGCCGAG
147 AR Y Q RV A G Y SRAAV LLGV FTSSVLGAOQLLVTVGHR R
1101 TCTCCTTCTCCACGCTCAACTACATCTCGCTGGCCTTCCTCACCTTCAGCGTGGTCCTCGCCCTCTTCCTGAAGCGCCCCAAGCGCAGCCTCTTCTTCAA
189V S F S T L N Y I S LAF LT FSVVLALTFILI KR RZPIKI RSLTFTFN
1201 CCGCGACGACCGGGGGCGGTGCGAAACCTCGGCTTCGGAGCTGGAGCGCATGAATCCCGGCCCAGGCGGGAAGCTGGGACACGCCCTGCGGGTGGCCTGT
213 R D D R G R C E T S A S EL ERMNUPGU®PGS G K L GHA AL RYVATC
Notl (1350)
1301 GGGGACTCAGTGCTGGCGCGGATGCTGCGGGAGCTGGGGGACAGCCTGCGGCGGCCGCAGCTGCGCCTGTGGTCCCTCTGGTGGGTCTTCAACTCGGCCG
247 G D SV L ARM LI RETULGDSLI RRPQLHRLWSLWMWV FN SA
ApalLl (1423) BstAPI (1486)
1401 GCTACTACCTGGTGGTCTACTACGTGCACATCCTGTGGAACGAGGTGGACCCCACCACCAACAGTGCGCGGGTCTACAACGGCGCGGCAGATGCTGCCTC
280G Y Y L V.V Y YV H I LWNEVDUPTTNZSAIRVYNGAADAA S
1501 CACGCTGCTGGGCGCCATCACGTCCTTCGCCGCGGGCTTCGTGAAGATCCGCTGGGCGCGCTGGTCCAAGCTGCTCATCGCGGGCGTCACGGCCACGCAG
333 T L L G A I' T S FAAGTFVIK I RWARWSK LL I A GV TATNAQ
1601 GCGGGGCTGGTCTTCCTTCTGGCGCACACGCGCCACCCGAGCAGCATCTGGCTGTGCTATGCGGCCTTCGTGCTGTTCCGCGGCTCCTACCAGTTCCTCG
347 AG LV F L L AHTIRHUPSS I W LCYAATFVLFIR RGSYOQTFL
1701 TGCCCATCGCCACCTTTCAGATTGCATCTTCTCTGTCTAAAGAGCTCTGTGCCCTGGTCTTCGGGGTCAACACGTTCTTTGCCACCATCGTCAAGACCAT
380V P I AT FQ I ASS L SKELT CALVFGVNTTFTFAT I VKT I
RsrII (1841)
1801 CATCACTTTCATTGTCTCGGACGTGCGGGGCCTGGGCCTCCCGGTCCGCAAGCAGTTCCAGTTATACTCCGTGTACTTCCTGATCCTGTCCATCATCTAC
413 | T F IV S DV RGLGLUPV RKOQFQLY SV Y F L I LS 1 1Y
1901 TTCTTGGGGGCCATGCTGGATGGCCTGCGGCACTGCCAGCGGGGCCACCACCCGCGGCAGCCCCCGGCCCAGGGCCTGAGGAGTGCCGCGGAGGAGAAGG
447 F L G AM L DG L RHT C QR GHHU®PRQPPAQGTLUR RSAATETEHK
SAil (2029) Stul (2037)
2001 CAGCACAGGCACTGAGCGTGCAGGACAAGGGCCTCGGAGGCCTGCAGCCAGCCCAGAGCCCGCCGCTTTCCCCAGAAGACAGCCTGGGGGCTGTGGGGCC
480A A Q A L SV Q DKGLGGLQPAQSU®PZPLS®PEDSTLGAVSG?P
EcoRI (2164) BStAPI (2198)
2101 AGCCTCCCTGGAGCAGAGACAGAGCGACCCATACCTGGCCCAGGCCCCGGCCCCGCAGGCAGCTGAATTCCTGAGCCCAGTGACAACCCCTTCCCCCTGC
513 A S L EQ RQ S D P Y LAQAPAPQAATETFLSPVTTUPSPTC
2201 ACTCTGTGCTCCGCCCAAGCCTCAGGCCCTGAGGCTGCAGATGAGACTTGTCCCCAGCTGGCTGTCCATCCTCCTGGTGTCAGCAAGCTGGGTTTGCAGT
547 T L C S A QA SGPEAADTETT C®PQLAVHU®PUZPGV SKLGTLAQ
Mscl (2350)
Nhel (2344)
2301 GTCTTCCAAGCGACGGTGTTCAGAATGTGAACCAGTGACTCTCGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAG
580C L P S D G V. Q N V N Q e

Hpal (2482)  Mfel (2493)
2401 AATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGC




EcoRI (2578)
2501 ATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGC
> -

2601 AAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTT

Sapl (2760)
2701 GCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCA

Sspl (2817) Swal (2831)
2801 CATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTT

2901 CATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTG
1414 ¢ N R T
3001 TACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTC
134Y K L P I L EE I'TTKV LKGNMETILVFCDTZPAYDSTS I L ETR
3101 TGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTT
034 C M G C P SV V R I S RDVEDGSYTPHT RVYVAV I TDFDTZKTU QG N
Stul (3256)
3201 GCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTC
7% S v AS G I A Il A EACVTVIRG I YAE I HVAS I I EGTIKT
Xmnl (3398)
3301 CTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGA
34R | AA GV HHZKNGDTETYTLMT I KTETAVEVLETLDG QS I NF
Asel (3464)
3401 AGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC
3 T K M- -
3501 ITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTT

Spel (3619)
3601 TGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCA
-

SnaBI (3747)
3701 TTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCAT

Ndel (3852)
3801 AATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATA

3901 CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCA

Pacl (4038)

Sdal (4030) BspLUI1I (4048)
4001 GGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTT
-

4101 GCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAG

4201 GCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTT

ApalLl (4362)
4301 CTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTT

4401 ATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGC

4501 GGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAA

4601 GAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGA

Pacl (4778) Swal (4787) Notl (4797)
4701 AGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCG

4801 GCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAA
4901 CAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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