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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36l (291)
Psp14061 (203) HindIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Agel (552)
501 CTGAGATCACCGGTCATCATGGCATGTCAACTTGACTTGCTCATAGGTGTGATCTT
- 1M A C QL DLUL I GV I F
Xeml (605) BamHI (689)
601 CATGGCCAGCCCCGTGTTGGTAATATCTCCCTGTTCTTCAGACGGCAGGATAGCCTTTTTCCGAGGCTGTAACCTCACCCAGATTCCCTGGATCCTCAAT
13 M A S P VL VI SPCSSDSGRI A FFRGCNLTOQI!I P WII L N

SandI (796)
701 ACTACCACTGAGAGGCTCCTGCTCAGCTTCAACTATATCAGTATGGTGGTTGCCACATCATTTCCACTCCTGGAGCAGCTCCAGTTGCTGGAGCTGGGGA
470 T T T E R L L L S F NY I SMVVATST FU®PILILTEA QLI QLTULTETLG
801 CCCAGTATGCTAACTTGACCATTGGTCCAGGGGCTTTCAGAAACCTGCCCAATCTTAGGATCTTGGACTTGGGCCAAAGCCAGATCGAAGTCTTGAATCG
80T Q Y A NL T I GP GATFIRNILUPNL RILDLGA QSAQI!I E VL NER
901 AGATGCCTTTCAAGGTCTGCCCCATCTCTTGGAACTTCGGCTGTTTTCCTGTGGACTCTCCAGTGCTGTGTTAAGTGACGGTTACTTCAGAAATCTATAT
113* D A F Q G L P HL L ELW RLZ FSTCGLSSAVLSDSGYTFUR RNTILY
EcoRI (1071)
1001 TCATTAGCTCGCTTAGACCTATCTGGCAACCAGATTCACAGCCTCCGCCTCCATTCTTCATTCCGGGAACTGAATTCCTTAAGCGACGTAAATTTTGCTT
147 S L A R L DL S GNAQI HSLURULHSSFRELNSILSDUVNTFA
Sspl (1107) Xhol (1132)
1101 TCAACCAAATATTCACTATATGTGAAGATGAACTCGAGCCTCTGCAGGGCAAAACACTGTCTTTCTTTGGCCTCAAATTAACTAAGCTGTTCAGCAGAGT
180 F N Q | F T I C E D E L E P L QG K TUL S FF GULKULTIKTULTF SRV
Bglll (1257)
Xbal (1254)
1201 CTCTGTGGGCTGGGAGACATGCAGGAACCCCTTCAGAGGCGTGAGGCTAGAAACTCTAGATCTTTCTGAAAATGGCTGGACGGTGGACATCACAAGGAAC
213 S v G WE T CWRNZPTFRGVU RLETLUDLSENSGWTVD I TR N
1301 TTCAGCAACATCATCCAGGGAAGCCAGATTTCCTCTTTGATTCTTAAACACCACATCATGGGTCCTGGCTTTGGCTTCCAGAACATCAGAGATCCTGACC
247 F S N I I Q G S QI S S L I L KHHI M GPGFGTF QNI RDTUFPTD
1401 AGAGCACATTTGCCAGCCTGGCCAGAAGTTCGGTGCTGCAACTGGACCTTTCGCACGGCTTTATCTTCTCCTTGAATCCTCGACTGTTTGGGACACTGAA
280kQ S T F A S L AR S SVLAQLDULSHSGTF 1l F SLNWPRILTFGTTLK
1501 GGATTTGAAGATGCTGAACCTTGCCTTCAACAAGATAAACAAGATTGGAGAGAATGCCTTTTATGGGCTTGACAGCCTCCAGGTTCTCAATCTATCCTAT
313 D L KM L NLATFNJIKTI NI KI GENATFYGLDSULQVLNTLSY
1601 AATCTTTTGGGGGAACTCTATAATTCCAACTTCTATGGGCTTCCTAGAGTAGCCTACGTTGACCTTCAAAGGAACCACATTGGGATCATTCAAGACCAAA
347" N L L G E L Y NSNZFYGLPIRVAY VDLI QRNHIGI I QDAQ
Psp14061 (1716) BglIl (1731)
1701 CATTCAGATTATTAAAAACGTTACAAACCTTAGATCTCCGTGACAATGCTCTTAAGGCCATTGGTTTTATTCCAAGCATACAGATGGTCCTCCTGGGAGG
38T F R L L K T L Q TLDULIRIDNALIKAI GF 1 PSS 1 QMUVLLGSG
1801 CAATAAGCTGGTCCATTTGCCACACATCCACTTTACTGCCAACTTCCTAGAGTTATCTGAAAACAGGCTAGAAAACCTGTCCGACCTCTACTTCCTCCTG
413 N K L V H L P HI HF TANJT FEFLTETULSENR RILTENTLSDTULYF L L
HindIII (1983)
1901 CGAGTCCCCCAGCTCCAGTTTCTCATCTTGAATCAGAATCGCCTTTCGTCATGCAAGGCAGCCCACACTCCCTCGGAGAACCCAAGCTTAGAACAGCTTT
447" R V. P Q L Q F L I L NQ NR L S S CKAAHTU®PSENWPSLEOQL
2001 TCCTTACAGAGAATATGCTGCAGCTGGCCTGGGAGACCGGCCTCTGTTGGGATGTTTTTCAAGGCCTTTCCCGCCTCCAGATTCTTTACCTGAGTAATAA
480F L T E NM L QL AWETSGLT CWDVTFQGLSRLOQI!I L Y L S NN
2101 CTACCTTAATTTCCTTCCACCTGGGATATTTAACGACCTGGTTGCATTACGGATGCTTAGTCTTAGTGCTAACAAGCTGACCGTGCTCTCTCCGGGCAGT
513 Y L NF L PP GI FNDLVALI I RMLSTILSANIKLTUVLSU®PGS
Xbal (2230)
2201 TTACCTGCTAATTTAGAGATTCTCGACATATCTAGAAATCAGCTTTTCTCTCCTGACCCTGCTTTGTTTTCTTCGCTTCGTGTTTTGGACATAACTCATA
547 L P A N L E I L DI S RNAQLTF S PDZPALTFSSLIRVLUDI TH
2301 ACGAGTTCGTCTGCAACTGTGAACTTAGCACTTTTATCTCCTGGCTCAACCAAACCAACGTCACCCTGTTCGGCTCTCCTGCAGACGTGTATTGCATGTA
580N E F V C N C E L S T F I S WL N QTNVTLTFSGSUPADUVYTCMY
ApaLl (2499)
2401 CCCTAACTCACTGCTAGGGGGCTCCCTCTACAACATATCCACCGAAGACTGCGATGAAGAGGAAGCCATGCGGTCCCTAAAGTTTTCCCTTTTCATCCTG
613 P N S L L G G S L YN I S TEDTGCTDTETETEAMR RSLKF S L F I L
Xeml (2582)
2501 TGCACGGTCACTTTGACTCTATTCCTCGTCATCACCCTTGTAGTCATAAAGTTCCGGGGAATCTGTTTCCTGTGCTATAAGACCATCCAGAAGCTGGTGT
647 C T V T L T L F L V I T L V VI KF RGI CFLOCYIKT Il QK L V
Tth111I (2605) BstAPI (2683)
2601 TCAAGGACAAGGTCTGGAGTTTGGAACCTGGTGCATATAGATATGATGCCTACTTCTGCTTCAGCAGCAAAGACTTTGAATGGGCACAGAATGCTTTGCT
680FF K D K VW S L E P GA Y R Y DAY F CTFS S KWDTFEWAI QNATL L
2701 CAAACACCTGGATGCTCACTACAGTTCCCGAAACAGGCTCAGGCTATGCTTTGAAGAAAGAGACTTCATTCCAGGGGAAAACCATATCTCCAACATCCAG
713 K HL DA HY S S RNW RILI RLTCTFTETEIRDTFTI P GENHI S NI Q



2801 GCGGCTGTCTGGGGCAGCAGGAAGACGGTGTGTCTAGTGAGCAGACACTTCCTGAAGGATGGTTGGTGCCTGGAGGCCTTCAGGTATGCCCAGAGCCGGA
747" A AV W G S R K TV CL VSRUHTFILIKTDTGMWT CTLTEATFT RYA AU QSHTR
2901 GTCTGTCTGATCTCAAGAGCATTCTCATCGTGGTGGTGGTGGGATCGCTGTCCCAGTATCAGCTGATGAGACATGAGACCATCAGAGGGTTTCTGCAAAA
780 S L S D L K S I L I VVVVGSLSQYQLMR RHETI I RGTFTL QK

Nsil  (3066)
Scal (3005) BstXI (3030) BspEI (3061)
3001 GCAACAGTACTTGAGGTGGCCTGAAGACCTCCAGGATGTTGGCTGGTTTCTCGATAAACTCTCCGGATGCATTCTAAAGGAAGAAAAAGC AAAGAAAAGA
813 Q Q Y L R WP EDULIOQDVGWTFLDZIKTLSSGT CI L KTETETZKATZK KR
Nhel (3176)
3101 AGCAGTTCCATCCAGTTGCGAACCATAGCAACCATTTCCTAGCAGGAGCGCCTCCTAGCAGAAGTGCAAGCATCGTGCTAGCTGGCCAGACATGATAAGA
847F S S S | QL R T I A T I S e
3201 TACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAA

Hpal (3314) Mfel (3325)
3301 GCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAA

EcoRI (3410)
3401 ATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCAT
R — -

SapI (3592)
3501 CAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCA

Sspl (3649) Swal (3663)
3601 TTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTT

3701 TATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCA

3801 AGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAA
4494 ¢ N R T Y K L P I L E E I T T K V L K GNWMTE I L V F
Sacl (3924) BstXI (3953)
3901 GCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACA
1144 ¢ D P A Y D S 1 L E R CMGT C®PSVVURI1I SRUDVETDSTYZPHT RV
4001 GCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGT
804A V | T D F DK QGNSUVASGIAI AEATCVTVZ RGI Y ATEI H
4101 GGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTC
474 'V A S | |1 E G T K TR I A A GV HHIKNDTETYTLMTI KETAVE
BspHI (4238) Asel (4296)
4201 CACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTA
144 V. L E L D Q Q S I N F T K M -

Sacl (4353)
4301 ATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATT
o

Spel (4451)
4401 TGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAA
-

SnaBI (4579)
4501 ATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGT

Ndel (4684)
4601 AGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGA

4701 TGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACG

Pacl (4870)

Sdal (4862) pLU11I (4880)
4801 TCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAG
-

4901 CAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGT

5001 GGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTC

ApaLl (5194)
5101 CGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCAC

5201 GAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTG

5301 GTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTG

5401 CGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAG

5501 CAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGG

Eagl (5630)
Pacl (5610) Swal (5619)  NotI (5629)
5601 TCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACA

5701 TACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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