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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BstEII (555)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGGTGACGTTAAAAATTTTCTGTATGCCTGGTGTGG
- 1M G DV KN TF L Y A WTC G
601 CAAAAGGAAGATGACCCCATCCTATGAAATTAGAGCAGTGGGGAACAAAAACAGGCAGAAATTCATGTGTGAGGTTCAGGTGGAAGGTTATAATTACACT
13 K R KM TP S Y E Il RAV GNJZ KNRI QKT FMTCEUVQVESGYNYT
Hpal (757)
701 GGCATGGGAAATTCCACCAATAAAAAAGATGCACAAAGCAATGCTGCCAGAGACTTTGTTAACTATTTGGTTCGAATAAATGAAATAAAGAGTGAAGAAG
47 G M G N S T N K K DA Q S NA ARDTFUVNY L VR I NE I K S E E

801 TTCCAGCTTTTGGGGTAGCATCTCCGCCCCCACTTACTGATACTCCTGACACTACAGCAAATGCTGAAGGAGATTTACCAACAACCATGGGAGGACCTCT
80y P A°F G VA S PP PLTODT®PUDTTANAEGTDILU®PTTMGG G P L
Bsp120I (967)

901 TCCTCCACATCTGGCTCTCAAAGCAGAAAATAATTCTGAGGTAGGGGCCTCTGGCTATGGTGTTCCTGGGCCCACCTGGGACCGAGGAGCCAACTTGAAG
113 P P H L AL KA ENNSEVGASGYGVZPGPTWDU R GANIL K
1001 GATTACTACTCAAGAAAGGAAGAACAAGAAGTGCAAGCGACTCTAGAATCAGAAGAAGTGGATTTAAATGCTGGGCTTCATGGAAACTGGACCTTGGAAA
147 D Y Y S R K E E Q E V QA T L E S EEVDLNAGLHGNMWTL E

1101 ATGCTAAAGCTCGTCTAAACCAATATTTTCAGAAAGAAAAGATCCAAGGAGAATATAAGTACACCCAAGTGGGTCCTGATCACAACAGGAGCTTTATTGC
180N A K A R L NQVY F Q K E K1 Q GEY KY TAQVGPDUHNR RSTF I A
1201 AGAAATGACCATTTATATCAAGCAGCTGGGCAGAAGGATTTTTGCACGAGAACATGGATCAAATAAGAAATTGGCAGCACAGTCCTGTGCCCTGTCACTT
213 E M T I Y I K QL GR R I FAREHGSNIZEKIKTILAAIGQSTCATL S L

BspEI (1339)
HindIII (1331)

1301 GTCAGACAACTGTACCATCTTGGAGTGGTTGAAGCTTACTCCGGACTTACAAAGAAGAAGGAAGGAGAGACAGTGGAGCCTTACAAAGTAAACCTCTCTC
247 V R Q L Y HL GV V EAY S G L T K KKEGETVEUPYKVNTLS

1401 AAGATTTAGAGCATCAGCTGCAAAACATCATTCAAGAGCTAAATCTTGAGATTTTGCCCCCGCCTGAAGATCCTTCTGTGCCAGTTGCACTCAACATTGG
280kQ D L E H QL QN1 I Q E L NWLETI L PPUPEUDUZPSVZPVALNIG

BstEII (1556) Spel (1588)

1501 CAAATTGGCTCAGTTCGAACCATCTCAGCGACAAAACCAAGTGGGTGTGGTTCCTTGGTCACCTCCACAATCCAACTGGAATCCTTGGACTAGTAGCAAC
313 K L A Q F EP S QRQNQVGVVPWS®PPAQSNMWNZPMWTS SN
1601 ATTGATGAGGGGCCTCTGGCTTTTGCTACTCCAGAGCAAATAAGCATGGACCTCAAGAATGAATTGATGTACCAGTTGGAACAGGATCATGATTTGCAAG
347 | D E G P L AFAT®PES QI SMODULIKNETILMYNZOQLEA QDU HUDTLAQ

1701 CAATCTTGCAGGAGAGAGAGTTACTGCCTGTGAAGAAATTTGAAAGTGAGATTCTGGAAGCAATCAGCCAAAATTCAGTTGTCATTATTAGAGGGGCTAC
380PA | L Q E R E L L PV KKV F E S E I L EAI1T SQNSVVI I RGAT
1801 TGGATGTGGGAAAACCACACAGGTTCCCCAGTTCATTCTAGATGACTTTATCCAGAATGACCGAGCAGCAGAGTGTAACATCGTAGTAACTCAGCCCAGA
413 G C G K T T Q VP QF I L DDTF Il QNDIRAATET CNI VVTAQPR
1901 AGAATCAGTGCGGTTTCTGTGGCAGAGCGAGTTGCATTTGAAAGAGGAGAAGAGCCTGGAAAAAGCTGTGGCTACAGCGTTCGATTTGAGTCTATACTTC
447" R | S AV S VA E R VA F ER GEEPGIK S CGY SV RFE S I L

2001 CTCGTCCTCATGCCAGTATAATGTTTTGTACTGTAGGTGTGCTCCTGAGAAAATTAGAAGCAGGCATTCGAGGAATCAGTCATGTAATTGTAGATGAAAT
48P R P H A S I M F C TV GV LLI RIKTILTEAGI RGI S HUV I V DE I

Scal (2136)
2101 ACATGAAAGAGATATTAATACTGACTTCCTTTTGGTAGTACTGCGTGATGTTGTTCAGGCTTATCCTGAAGTTCGCATTGTTCTTATGTCTGCTACTATT
513 H E R DI NTDF L L V VLI RDVVQAYU®PEVURI VLMSAT.I
Bbsl (2287)

2201 GATACCAGCATGTTTTGTGAATATTTCTTCAATTGCCCCATCATTGAAGTTTATGGGAGGACTTACCCAGTTCAAGAATATTTTCTGGAAGACTGCATTC
547 D T S M F C E Y F F NCWP 1l I EVYGRTY®PVQEYF L EDTC I

2301 AGATGACCCACTTTGTTCCTCCACCAAAAGACAAAAAGAAGAAGGATAAGGATGATGATGGTGGTGAGGATGATGATGCAAATTGCAACTTGATCTGTGG
580k Q M T H F V P P P K D K K K K D K D DD G G EDUDUDANTCNIL I CG
2401 TGATGAATATGGTCCAGAAACAAGGTTGAGCATGTCTCAATTGAACGAAAAGGAAACTCCTTTTGAACTCATCGAGGCTCTACTTAAGTACATTGAAACC
613 D E Y G P E T R L S M S QL NTEIKET®PTFETIL I EAL L KY I ET
2501 CTTAATGTTCCTGGAGCTGTGTTGGTTTTTTTGCCTGGCTGGAATCTGATTTATACTATGCAGAAGCATTTGGAAATGAATCCACATTTTGGAAGCCATC
647 L N V P G A V L V F L P GWNWL I Y TMOQKHLTEMNUPHTEFG S H

Xhol (2633)

2601 GGTATCAGATTCTACCCCTGCATTCTCAGATTCCTCGAGAGGAACAGCGCAAAGTGTTTGATCCAGTACCAGTTGGAGTAACCAAGGTTATTTTGTCCAC
680FR Y Q I L P L HS QI PREEW QRIKVFD®PVZPVGVTIKVI L ST
2701 AAATATTGCTGAAACAAGCATTACCATAAACGATGTTGTTTATGTCATTGACTCCTGCAAGCAGAAAGTGAAACTCTTCACTGCTCACAACAATATGACC
713 N I A E T S | T I NDV VY VI DS ST CIKI QKVIKTULTFTAHNNMT
2801 AACTATGCTACCGTATGGGCATCAAAAACAAACCTTGAGCAACGGAAAGGGCGAGCTGGCCGAGTACGGCCTGGATTCTGCTTTCACCTGTGCAGCCGAG
747 N Y AT VWA S K T NULE QRIKGRAGRVURZPGTFTCTFHLTCS SR

2901 CTCGTTTTGAGAGACTTGAAACCCACATGACACCAGAGATGTTCCGAACACCATTGCATGAAATTGCTCTTAGCATAAAACTTCTGCGTCTAGGAGGAAT
780*A R F E R L E T HM TU®PEMTFRTW®PLHETI AL S 1T KLLRL GG I



Nsil  (3080)

3001 TGGCCAATTTCTGGCCAAAGCAATTGAACCTCCCCCTTTGGATGCTGTGATTGAAGCAGAACACACTCTTAGAGAGCTTGATGCATTAGATGCCAATGAT
813 G Q F L A K A1l EPPPLUDAVIEAEUHTTLR RTETLTDATLTDANTD
3101 GAGTTGACTCCTTTGGGACGAATCCTGGCTAAACTCCCCATTGAGCCTCGTTTTGGCAAAATGATGATAATGGGGTGTATTTTCTACGTGGGAGATGCTA
847" E L T P L G R I L A KULUPI EPRTFG GKMMIMGT CI I F Y VGDA
3201 TCTGTACCATTGCTGCTGCTACCTGCTTTCCAGAGCCTTTCATCAATGAAGGAAAGCGGCTGGGCTATATCCATCGAAATTTTGCTGGAAACAGATTTTC
880k C T I A A AT CFUPETPTF I NEGI KT RTLTGY 1l HRNTFAGNTR RF S
3301 TGATCACGTAGCCCTTTTATCAGTATTCCAAGCCTGGGATGATGCTAGAATGGGTGGAGAAGAAGCAGAGATACGTTTTTGTGAGCACAAAAGACTTAAT
913 D H V A L L S VF QA WDTUDAU RMGTGTETEA ATETI RTFCETHTI KT RTLN
3401 ATGGCTACACTAAGAATGACCTGGGAAGCCAAAGTTCAGCTCAAAGAGATTTTGATTAATTCTGGGTTTCCAGAAGATTGTTTGTTGACACAAGTGTTTA
947k M A T L R M T WE A KV QL KTETI LI NSGTFU PETDTCTLTLTZOQVTF
3501 CTAACACTGGACCAGATAATAATTTGGATGTTGTTATCTCCCTCCTGGCCTTTGGTGTGTACCCCAATGTATGCTATCATAAGGAAAAGAGGAAGATTCT
98¢k T N T G P D N NL DV V I SLULATFGVYUZPNVCYHE KTETKT RTI K L
3601 CACCACTGAAGGGCGTAATGCACTTATCCACAAATCATCTGTTAATTGTCCTTTTAGTAGCCAAGACATGAAGTACCCATCTCCCTTCTTTGTATTTGGT
1013* T T E G R N A L I HK S SV NT CZPTFSSQDMTZEKTYZPSPFTFVTF G

Xhol (3713) PshAI (3738) Pstl (3754) BstXI (3786)
3701 GAAAAGATTCGAACTCGAGCCATCTCTGCTAAAGGCATGACTTTAGTCACCCCCCTGCAGTTGCTTCTCTTTGCCTCCAAGAAAGTCCAATCTGATGGGC
1047* E K | R T R A1 S A KGMTULVTPLAI QQLTULTLTFASZI KT KVQSTDSG
3801 AGATTGTGCTTGTAGATGACTGGATTAAACTGCAAATATCTCATGAAGCTGCTGCCTGTATCACTGGTCTCCGGGCAGCCATGGAGGCTTTGGTTGTTGA
1080PQ | V L V D D W I KL QI S HEAAAT CI TGLUZ RAAMTEA ALV VE
BglIl (3971)
3901 AGTAACCAAACAACCTGCTATCATCAGCCAGTTGGACCCCGTAAATGAACGTATGCTGAACATGATCCGTCAGATCTCTAGACCCTCAGCTGCTGGTATC
1113 v T K Q P A I I S Q L bDP VNZEW RMLNMIU RIOQI SRPSAASG
4001 AACCTTATGATTGGCAGTACACGGTATGGAGATGGTCCACGTCCTCCCAAGATGGCCCGATACGACAATGGAAGCGGATATAGAAGGGGAGGTTCTAGTT
1147» N L M I G S T R Y G D G P R PP KMARYDNGSG GYIRUI RS GG GS S
4101 ACAGTGGTGGAGGCTATGGCGGTGGCTATAGCAGTGGAGGCTATGGTAGCGGAGGCTATGGTGGCAGCGCCAACTCCTTTCGGGCAGGATATGGTGCAGG
1180kY S G G G Y G G G Y S S G GY G S GGY GG SANSTFRAGYGASG
4201 TGTTGGTGGAGGCTATAGAGGAGTTTCCCGAGGTGGCTTTAGAGGCAACTCTGGAGGAGACTACAGAGGGCCTAGTGGAGGCTACAGAGGATCTGGGGGA
1213 VvV G G G Y R G V S R G G F R GNSGGDY RGPS GGYRGS GG
4301 TTCCAGCGAGGAGGTGGTAGGGGGGCCTATGGAACTGGCTACTTTGGACAGGGAAGAGGAGGTGGCGGCTATTAAAACTTGGTTATGTCAGTTCCTGTGT
1247 F Q R G G G R G A Y G T G Y F G QG R GGG G Y @
Nhel (4400)
4401 GCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

Hpal (4538)
4501 TTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTT

EcoRI (4634)
4601 TTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCT
e

4701 GAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTT

4801 CCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATC

4901 ATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGA

5001 ACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTT
3494 ¢« N R T Y K L P I L E E I T T K V L K
BstXI (5177)
5101 GCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACC
1224 G NM E I L VF CDPAYDSI1LERT CMSGT C®PSVVZRI SRDV
5201 TCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGA
884E D S Y P HR VA V I T DFDZ KU QGNSVASGI AI AEATCVTV
Stul (5312)

5301 CCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCAT

ss4 R G | Y A E I HV A S 1 I EGTI KT RI AAGVHUHTI KNIDTETYLM
Bbsl (5458)

5401 GGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTAT
224 T | K E T AV EVLETLDO QQSTI NTFTIKM-=-

5501 GCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCC

-t

Spel (5675)
5601 CACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGA
e

5701 CGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGAC

SnaBI (5803)
5801 TAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGC

Ndel (5908)
5901 GTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTA




6001

6101

6201

6301

6401

6501

6601

6701

6801

6901
7001

Pacl (6094)
PstI (6087)
Sdal (6086)
TGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATT

BspLU11I (6104)
AAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACA
-

AAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGAC

CCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTT

ApaLI (6418)
CGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACT

TATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACAC

TAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGC

GGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACG

Eagl (6854)
Pacl (6834) NotI (6853)
AAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGT

TTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCA
GAACATTTCTCTATCGAA
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