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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
Nael (441)
401

Ncol (560)
BstEII (555)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGGAGACTGCCTGGTCCTGCTCTTGACCTTGCTCGT
- 1M G D CL VL L L T L L V
601 GGCCAGTCCTGCACTTGGAATGCCTTCCTGCTTCTTTGATGGCCAGAGGGCTATCTATCGTGGCTGCAACCTCACCCAGGTTCCCCAGGTCCCCAGTGGC
13 A S P AL GMU®PSCFTFDG G QQRAI YRGCOCNLTI QV®PQVZPSG
701 ACCAAGAGCCTCCTGCTCAGCTTCAACTACATCAGGACGGTCACAGCTGGTTCCTTCCCCTTCCTGGAGGGGCTGCAGCTGCTGGAGCTCGGGACTCAGT
47w T K S L L L S F NY I R TV TAGS ST FUWPTFLES GLA QLULTETLGTAQ
PpulOI (896)
Nsil (896)
801 TGACTCCCTTGAGCATTGACAGGGAAGCCTTCAGGAACCTGCCCAATCTCAGGATCTTGGACCTGGGCCATAGTCAGATCGCATTCTTGCACCCAGATGC
8oL T P L S I DR EAFIRNLUPNLIR RI LDLGHS SO QI A F L HZ®PDA
901 ATTTCAGGAACTGCCCCATCTTTCTGAACTTCGACTGTTTTCCTGTGGTCTCTCTGATGCTATCTTAAAAGATGGTTATTTCAGAAATTTGGCATCTTTA
113 F Q E L P H L S E L RLF S CGULSDAILIKWUDSGYTFHRNLAS.L
Bbsl (1034) EcoRI (1065)
1001 ACTCGCTTGGACCTATCCAAAAATCAGATTCAGAGTCTTCACCTTCATCCTTCATTCCAGGAACTGAATTCCTTGAAGGCCATTGATCTGTCCCTCAACC
147 T R L D L S K NQ I Q S L HLHPSTFQEILNSILI KA ATI DL S LN
BsrGI (1181)
1101 AGATACCCCTTGTGTGCGAGCAGGGGCTCAAACCCCTCCAAGGGAAAACGCTCTCCTTTTTAAGCCTTGCGGATAATAACCTGTACAGTAGGGTCTCGGT
180kQ I P L V CE Q GL KPLQGIKTULSTFLSLADNNILYSU RV S YV
1201 GGATTGGGGGAAGTGTATGAACCCTTTCAGAAACATGGCCTTGGAAATGCTAGATGTTTCTGGCAATGGCTGGACAGCGGACACCACAAGGAACTTCAGC
213 D WG K CMNUPTFIRNMALTEMLUDVSGNGWTADTTRNTF S
1301 CAGGCCGTCAATGGAAGCCAGATTTCCTCCTTGGTTCTCGCCCACCACATTATGGGTTCTGGGTTTGGCTTCCATAACATCAAAGATCCTGACCATCACA
247" Q AV N G S Q 1 S S L VLAHHI MG S GTFGTFHNI KDUZPIDHH
SandI (1483)
1401 CCTTTGCCAGCCTGGGCAGAAGCTCCCTGATACAGCTGGACCTTTCTCATGGGTTTATCTTCTCCCTGAACTTCCGACTCTTTGGGACCCTCAAGGAGCT
280 T F A S L G R S S L I QL DL SHGT F 1 F SLNZF R RLTFSGTILKE L
BspLU11I (1583)
1501 GAAAGTTCTGAACCTGGCCTTCAACAAGATAAACAAGATTGCAGACCAAGCATTTCATGGACTTGACAACCTCCAGATTCTCAACATGTCATATAACCTT
313 K VL N L A F N K I NK 1T A DQATFHGLIDNLU QI L NM S Y NL
1601 CTGGGGGAACTATATAATTCTAATTTTGAAGGACTGCCTAAGCTCGCTTATATTGATCTGCAGAAGAATCACATTGGGATCATTCAGGACCAAACATTCA
347 L G E L Y NS NF E G L P K LAY I DLQKNWHI GI I QDOQTF
1701 GGTTCCTAAAAAAATTAAATACCTTGGATCTCCGGGATAATGCTCTTAAAACAATTCAGTTTATTCCGAGCATACCTACTCTCTTCTTGGGCGGCAATAA
380PR F L K K L NT L DL RDNALIKTI QF I P SI1 P TULTFILGGNK
Asp7181 (1896)
Acc651 (1896)
1801 ACTGGTGACTTTGCCAAACATCAGGCTTACGGCCAACTTCATCCACTTATCAGAGAACAGGCTAGAAAATCTGGATAACCTCTACTTCCTTCTCCAGGTA

413 L VvV T L P N1 R L TANTF I HL S ENHRLTENLIDNLYTFULULQV
1901 CCTCATCTCCAGATTCTCATTTTAAATCAAAATCGCTTTTCCAATTGTAACCAGAGGCACGCGCCTTCAGAGAATCCCAGCTTGGAACAGCTTTTCCTCG
447 P H L Q I L I L NQ NR F S NCN QRWHAPSENTPSILENU QLF L

NgoMIV (2029)
Nael (2029)
2001 GAGAAAATATGTTGCAACTTGCCTGGGAAGCCGGCTTCTGTTGGGATGTTTTTAAGGGGCTTTCTCATCTCCAAGTCCTGTATTTGAATAACAACTACCT
480G E N M L Q L AWEAGTFCWUDVT FI K GL S HLAQVLY L NNNY./L
2101 GAATTTCCTTCCACCAGGAGTCTTTCGCCATCTGACTGCACTGAGGGGACTCAGCCTCAGCTACAACAGGCTAACAGTTCTTTATCCGGGTGACTTACCT
513 N F L P P GV FRHLTAL RSGLSLSYNRLTUVLYU®PGDTLT®P
Xhol (2206) Dralll (2267) PshAI (2281)
2201 GCTCACCTCGAGGTCCTGGATCTATCCAGAAACCAGCTCCTCTCTCCCGATCCTGACTTATTCACCTCACTAAGTGCCGTGGACCTGAGTCATAACAAGT
547 A H L E VL DL S RNOQL L SPDU®PUDLT FTSULSAVDIULSHNK
Xhol (2369)
2301 TTGTTTGTGACTGTGAACTTAGCACTTTTATCAATTGGCTCAATCAAACCAATGTCACGATATTTGGGTCTCGAGATGATATATACTGCATGTATCCGAG
580FF V C D C E L S T F I NWULNQTNVTI F GSU RDDI Y CMY P S
Ncol (2432)
2401 CTCGCTCGCTGGGAGTCCCCTCAACACCGTTTCCATGGCAGGTTGCAGTGAAGAGGAAGTCTTAGAGTCCCTGAAGTTTTCCCTTTTCATCTTGTTCACT
613 S L A G S P L NTV SMAGT CSETETEVLESTLIKTFSLF 1 L F T
BspHI (2537)
2501 GTCACCCTGACTCTGCTTTTCGTGGCCATCCTCGTAGTCATGAAGTTCCGGGGATTTTGTTTCATCTGTTATAAGAAAGTCCAGAGACTGGTGTTCAAGG
647 V T L T L L F VA I L V VMK FRGTFCTF 1l CY KKV QR L VFK



2601 ACCCCAGCCTGGGAAGGGAATCAGATACATACAAATACGATGCCTACTTATGCTTTAGTGGTAAAGACTTTGAATGGGTGCAGGAGGCGTTGCTCAAGAA
6G80kD P S L G R E S DT Y KY DAYLTGCTFSGI KT DTFTEWVQEA ATLTLTKN
2701 CCTGGATGCCCAGTACAGCGACCAAAACAGATTGAACCTCTGCTTTGAAGAAAGAGACTTTGTGCCGGGGGAAGATCGCATCAGCAACATCCAGGATGCC
713 L DA QY S DQNU RTLNTLTGCTFTETERTDTFVZPGETDTRTISNIOQDA
2801 GTGTGGAGCAGCAGGAAGGTTGTCTGTCTGGTGAGCAGACACTTCCTTAGGGACGGCTGGTGCCTGGAAGCCTTCAGTTACGCCCAGAGCAGGTGCTTAG
747" V W S S R K VV CL VS RHTFTLZ RIDTGWTCTLTEATFSYAQSTU RTCL
SandI (2935) BspEl (2987) Scal (2999)
2901 CAGACCTGAATGGCACCCTCATCATGGTGGTGGTTGGGTCCCTGCCTCAGTATCAACTGATGAAGCATCAGTCCATCAGAGGATTTGTCCGGAAACAGCA
780kA D L N G T L I MV V V G SLPQY QLMZ KU HO QSI RGTF VR RIKTZ QNAQ
3001 GTACTTGAGGTGGCCTGAGGATCTCCAGGACGTCAGCTGGTTTCTCAACAAGCTCTCTCAATACATTCTAAAGAAAGTCAAGGAAAAGAAGAAAGACAGC
813 Y L R WP E DL QD V SWTFTILNZEKTLSAO QY Il L KZKVKTETKTKTKTDS
Nhel (3156)
3101 GACATTCAGTTGCAAAGCGTGACCATCTCCTAGTCACGGGAGCAGTTTTTCACTTAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACA
847F D | Q L Q S V T I S e

Hpal (3294)
3201 AACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAAC

EcoRI (3390)
3301 AACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAA
- -

3401 ATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTG

3501 CATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGC

Sspl  (3629) Swal (3643)
3601 ACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATG

3701 CTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTT

249
7L

3801 TAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAG
1404¢ N R T Y K L P I L E E I T T K VL KGNWMTE 1l L VF CDU&PAY DS
BstXI (3933)
3901 AGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTC
174 1| L E R C M G C P S V VR I SRDVEUDSYU®PHRVAUV I TDFD
Stul (4068)
4001 CTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCC
744 K Q G NS VA S GI A1l A EACVTVZ RGI YAETI HVAS I | E
4101 CCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCT
404G T K T R I A A GV HHIKNDTEYLMT Il KETAVEVLTETLUDAQNRAQ
BspHI (4218)
Bbsl (4214) Asel (4276)
4201 GAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGAT
74 S I N F T K M - ]
4301 GGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGT

Spel (4431)
4400 TGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACC
-

SnaBI (4559)
4499 GCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGT

Ndel (4664)
4599 CATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCA

4699 GTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGT

Sdal (4842)Pacl (4850) BspLUILII (4860)
4799 TGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACC
-

4897 GTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG

4997 ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCG

ApaLl (5174)
5097 GGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGC

5197 CCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG

5297 AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCA

5397 GTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAA

Pacl (5590)
5497 AAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATT




Eagl (5610)
Swal (5599) NotI (5609)
5597 AACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAA
5697 ACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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