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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Ncol (566)
KaslI (535) BspEI (558) Agel (573)
501 CTGAGATCACCGGGTCCGGACACCATGGAACCGGTAGAGACCTGGACCCCCGGAAA
L 1M E P VE T WT P G K

Sdal (633)
601 GGTGGCAACTTGGCTGAGAGGTCTTGACGACTCCCTGCAGGACTATCCCTTTGAGGACTGGCAGCTGCCTGGCAAGAACCTGCTCCAGCTCTGCCCCCAA
11 V A T WL R GL DD SLQDYU&PTFETUDMWAOQLZ PG GI KNTLTULI QLT CTZ®PAOQ
Xhol (703)
701 AGCCTCGAGGCTCTGGCTGTGCGGTCTCTGGGACACCAGGAGCTCATCCTGGGCGGGGTGGAACAGCTCCAGGCCCTGAGCTCCAGGCTACAGACAGAGA
45 S L E AL A VR SLGHA QETLTILG GG GVTEA QLI QALSS SR RLAOGQTE
801 ACCTGCAAAGCCTGACAGAGGGACTTCTGGGGGCAACCCATGACTTCCAGAGCATAGTCCAAGGCTGCCTGGGGGACTGTGCCAAGACCCCTATTGATGT
78N L Q S L T E G L L GATHTDTFIQS I VQGCLGDT CATIKTZ®PI1I DV
Acc65I (959) SphI (991)
901 CCTCTGTGCAGCTGTGGAGCTGTTGCATGAAGCTGACGCCCTCCTCTTCTGGCTCAGCAGGTACCTCTTCTCCCACTTAAATGATTTCTCAGCATGCCAG
111 L C A A V E L L HE A DATULTULTFWLSRYULTFSHTLNDTFSATCNAQ
BbrPI (1093)
BstXI (1092)
1001 GAGATCCGAGACTTGTTGGAGGAGCTGAGCCAGGTCTTGCATGAGGATGGTCCAGCGGCTGAGAAGGAGGGCACAGTCCTGAGGATCTGCAGCCACGTGG

145* E | R D L L E E L S QV LHETUDTGTPAATETZIKTETGTUVLT RICSHYV
Xeml (1133) Xhol (1162)

1101 CTGGGATCTGCCACAACATCCTGGTCTGCTGCCCCAAGGAGCTGCTGGAACAGAAGGCCGTGCTCGAGCAGGTGCAGCTGGACAGTCCATTGGGCCTAGA

178 A G | C H N I L VvV C C P K E L L E Q KAV LEA QVAQLDSTZPTLGTLE

Dralll (1225)
1201 AATTCACACCACCAGCAATTGCCAGCACTTTGTGTCCCAAGTGGACACCCAGGTTCCCACTGACTCCCGACTGCAGATCCAGCCTGGAGACGAGGTTGTC
211 1| H T T S N C Q HF V S QVDTO QVPTDSRLI QI QP GDTE VYV
1301 CAGATCAACGAGCAGGTGGTGGTGGGATGGCCCCGTAAGAACATGGTGAGGGAACTGCTGCGGGAGCCAGCCGGACTCAGCTTAGTGCTGAAGAAGATCC
245* Q | N E Q VV V GWZPIRIKNMVZ RETLTLTZ RTETPAGLSTLVL KK
1401 CGATACCGGAGACCCCCCCACAGACGCCCCCTCAGGTCCTGGACTCCCCGCACCAGAGGAGCCCATCACTGTCTCTGGCCCCACTGTCTCCCAGGGCCCC
278¥P | P E T P P Q TP P QVLDSZPHA QRS SU PSLSLAPTLTST PR RASTFP
1501 ATCTGAAGACGTCTTTGCCTTTGACCTGTCTTCAAACCCCAGTCCCGGACCCAGCCCTGCCTGGACAGACTCTGCCTCCCTTGGCCCTGAGCCCCTGCCC
311 S E D VF A F DL S SNUPSUPGPSPAWTUDSASTLTGTPTET PTLS?P
PshAI (1669)
1601 ATCCCCCCGGAACCCCCAGCCATACTCCCAGCAGGGGTAGCAGGGACTCCAGGGCTCCCTGAATCCCCTGACAAGAGTCCTGTTGGTCGGAAGAAATCAA
345 | P P E P P A I L PAGVAGTZPGLTPETSZPUDTIKTSTZPVGR R KK S
Stul (1701) SgrAl (1723) Eagl (1753)
1701 AAGGCCTGGCGACCCGGCTGAGCCGCCGGCGGGTGTCATGCCGTGAGCTGGGCCGGCCGGACTGTGACGGCTGGCTCCTGTTGCGAAAGGCACCGGGCGG
378K G L A T R L S R R R V S CRETLGRUPDT CDGMWTLTLTLTE RI KATPGSG
KasI (1817) Acc65I (1859)
1801 CTTCATGGGCCCGCGCTGGCGCCGCCGCTGGTTTGTGCTCAAGGGACACACGCTCTACTGGTACCGCCAGCCCCAGGATGAGAAGGCTGAGGGCCTCATC
4117 F M G P R WR R R WF VL KGHTTLYWY R QP QDTETKATEGTL I

Xeml (1907) BsrGI (1973)
1901 AATGTCTCCAACTATAGTCTGGAAAGTGGACATGATCAGAAGAAGAAATATGTGTTTCAGCTCACCCATGATGTGTACAAACCCTTCATCTTCGCTGCTG
445 NV S N Y S L E S G HD QKKK Y VF QL THUDUVYIKU®PTF I FAA

BglIl (2010)
2001 ATACCCTGACAGATCTGAGCATGTGGGTGCGTCATCTCATTACCTGCATCTCCAAGTACCAGTCTCCAGGCCGGGCCCCACCACCCCGAGAGGAAGACTG
478D T L T D L S M W V R H L I T C 1 S K Y QSPGRAPUPZPTR RTETETDC
SandI (2140) Neol (2187)
2101 CTACAGTGAGACCGAAGCAGAGGACCCGGACGATGAGGCTGGGTCCCACTCAGCCTCGCCCAGCCCTGCTCAAGCTGGGAGTCCCCTCCATGGAGACACA
511 Y S E T E A E D P DDEAGSUHSASPSPAQAGS ST®PTLUHTGTDT
2201 TCACCTGCAGCCACCCCCACACAGCGCAGCCCACGGACCTCCTTTGGCTCTCTGACAGACAGCAGTGAAGAGGCACTGGAAGGAATGGTACGGGGGCTGA
545 S P AA T P T QR S PRTSTFGSLTDS S SETEALTETGMVTZ RG.L
AvrIl (2319)
2301 GGCAGGGTGGCGTGTCCCTCCTAGGCCAGCCACAGCCCCTGACCCAGGAACAGTGGCGGAGCTCTTTCATGCGGCGCAACCGAGACCCTCAGCTCAATGA
578 R Q G G V S L L G Q P QP LTQEQWHR RS SSTFMRTI RNERIDTPI QLNE
Dralll (2407)
ApaLlI (2404) BStEII (2479)
2401 GCGAGTGCACCGTGTGCGGGCGCTACAGAGCACACTCAAGGCAAAGCTGCAGGAGCTGCAGGTCCTAGAAGAAGTGCTGGGTGACCCTGAGCTGACAGGA
611 R V H R VR AL QS TLKAIKWLIU QETLIU QVLTETEVLTGDTPTETLTSG
2501 GAGAAGTTCCGCCAGTGGAAGGAGCAGAACCGGGAGCTGTACTCAGAGGGCCTGGGGGCCTGGGGAGTGGCACAGGCTGAAGGCAGCTCCCACATCTTGA
645 E K F R Q W K E Q N R E L Y SEGL GAWGVAI QATETGSSHI L
2601 CCTCTGACTCCACAGAACAGTCCCCCCACTCCCTGCCCTCTGACCCTGAAGAGCACTCCCATCTCTGCCCCCTGACCTCAGAGAGCAGCCTCCGACCTCC
678#T S D S T E Q S P H S L P S DUPETEUHSUHLTC®PLTSETSSTLTE RTZPTEP



Mscl (2729)

Mscl (2713) Nhel (2723)
2701 TGACCTCTGACCCTGGCCAGCACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTT
711 D L e

Hpal (2861)
2801 TATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTT

EcoRI (2957)
2901 CAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCA
-

3001 AGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATG

SspI (3196)

3101 GAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATA

Swal (3210)
3201 TTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGT

3301 AGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCC

414 ¢ N R T Y K L P | L E
3401 TCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGA
12996 | T T K V L K G NM E I L VF CDUZPAYDS S 1 L ERT CMSGTCU®PSV

BstXI (3500)
3501 CCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGC
964 V R I S R DV E D S Y P HR VAV I TDFWUDZIKI QGNSVASG I A
Stul (3635)
3601 AATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGG
634 1 A E A CV T VU RGI YATE I HVASI I I EGTI KT RI AAGVH
BspHI (3785)
Xmnl (3777)

3701 TGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCC
299H K N D E Y L M T Il K E TA V EVLELDA QQS I NTFTIKM--S4-——
Asel (3843)

3801 TATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAAC

-

Spel (3998)

3901 GAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C

4001 TAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGC
-

SnaBI (4126)
4101 ATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTAC

Ndel (4231)
4201 CGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATG

4301 GAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGT

Sdal (4409)  Pacl (4417) BspLUI11I (4427)
4401 TATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGG
—_— -

4499 CTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCT

4599 CCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAG

ApaLl (4741)
4699 GTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTT

4799 GAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGA

4899 AGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATC

4999 CGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCT

Eagl (5177)
Pacl (5157) Swal (5166) Notl (5176)
5099 ACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTT

5199 ATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCT
5299 GTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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