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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Agel (552) Neol (561)
501 CTGAGATCACCGGTCCACCATGGGGGAAGAGGGTGGTTCAGCCTCTCACGATGAGG

. 1I* M G E E G G S A S H D E
601 AGGAAAGAGCAAGTGTCCTCCTCGGACATTCTCCGGGTTGTGAAATGTGCTCGCAGGAGGCTTTTCAGGCACAGAGGAGCCAGCTGGTCGAGCTGCTGGT
13 E E R A S VL L GHSUP G CEMTCS SO QEAF QA QR SQL V E L L V
701 CTCAGGGTCCCTGGAAGGCTTCGAGAGTGTCCTGGACTGGCTGCTGTCCTGGGAGGTCCTCTCCTGGGAGGACTACGAGGGCTTCCACCTCCTGGGCCAG
46 S G S L E G F E S VL DWULILSWEVLSWETDYTESGTFHTLILGNAQ
Xeml (816)
801 CCTCTCTCCCACTTGGCCAGGCGCCTTCTGGACACCGTCTGGAATAAGGGTACTTGGGCCTGTCAGAAGCTCATCGCGGCTGCCCAAGAAGCCCAGGCCG
80 P L S HL A RIRULULUDTVWNIKGTWATC QKTLI A AAQEAAGQA
901 ACAGCCAGTCCCCCAAGCTGCATGGCTGCTGGGACCCCCACTCGCTCCACCCAGCCCGAGACCTGCAGAGTCACCGGCCAGCCATTGTCAGGAGGCTCCA
113D S Q S P K L H G CWWDUPWHSLHPARUDTULI QSHRUPAI VRI R L H
BsrBI (1034)
1001 CAGCCATGTGGAGAACATGCTGGACCTGGCATGGGAGCGGGGTTTCGTCAGCCAGTATGAATGTGATGAAATCAGGTTGCCGATCTTCACACCGTCGCAG
146 S H V E N M L DL AWEI RGTF VS QY ECDTET I RL P I F TP S Q
BspLU11I (1165)
1101 AGGGCAAGAAGGCTGCTTGATCTTGCCACGGTGAAAGCGAATGGATTGGCTGCCTTCCTTCTACAACATGTTCAGGAATTACCAGTCCCATTGGCCCTGC
180 R A R R L L DLATVI KANGLAATFILILI QHVYVQELUZPVZPLAIL
1201 CTTTGGAAGCTGCCACATGCAAGAAGTATATGGCCAAGCTGAGGACCACGGTGTCTGCTCAGTCTCGCTTCCTCAGTACCTATGATGGAGCAGAGACGCT
213*P L E A A T C K K YMA KLU RTTVSAQSU RT FIULSTYDGATET'L
Xeml (1383)
1301 CTGCCTGGAGGACATATACACAGAGAATGTCCTGGAGGTCTGGGCAGATGTGGGCATGGCTGGACCCCCGCAGAAGAGCCCAGCCACCCTGGGCCTGGAG
246 C L E D I Y T E NV L E VWADVGMAGZPU&PI QKT SUPATILGTL E
1401 GAGCTCTTCAGCACCCCTGGCCACCTCAATGACGATGCGGACACTGTGCTGGTGGTGGGTGAGGCGGGCAGTGGCAAGAGCACGCTCCTGCAGCGGCTGC
280 E L F S T P GHULNDUDADTVLVVGEAGSGI K S TLILQRL
NgoMIV (1560)
1501 ACTTGCTGTGGGCTGCAGGGCAAGACTTCCAGGAATTTCTCTTTGTCTTCCCATTCAGCTGCCGGCAGCTGCAGTGCATGGCCAAACCACTCTCTGTGCG
313H L L WA A G QDTF QEFLFVFPFSCRQLAQCMAIKU PTL S VR R
Hpal (1687)
1601 GACTCTACTCTTTGAGCACTGCTGTTGGCCTGATGTTGGTCAAGAAGACATCTTCCAGTTACTCCTTGACCACCCTGACCGTGTCCTGTTAACCTTTGAT
346 T L L F E H C CWZPDVGQEWDI F QL ULLDHPDR RVLILTTFTD
1701 GGCTTTGACGAGTTCAAGTTCAGGTTCACGGATCGTGAACGCCACTGCTCCCCGACCGACCCCACCTCTGTCCAGACCCTGCTCTTCAACCTTCTGCAGG
380k G F D E F KX F R F T DR EIRHTCS®PTODU®PTSVQTLILTFNLTILAQ
BstEII (1828) Eagl (1842)
1801 GCAACCTGCTGAAGAATGCCCGCAAGGTGGTTACCAGCCGTCCGGCCGCTGTGTCGGCGTTCCTCAGGAAGTACATCCGCACCGAGTTCAACCTCAAGGG
413 G N L L K NA R K V V T S RPAAV SATFIULI RIKY Il RTETFNLIKG
BspHI (1942) RsrIl (1959)
1901 CTTCTCTGAACAGGGCATCGAGCTGTACCTGAGGAAGCGCCATCATGAGCCCGGGGTGGCGGACCGCCTCATCCGCCTGCTCCAAGAGACCTCAGCCCTG
446 F S E Q G I E L YL R KU RHHEUPGVADI R RILII RL L QETSAL
2001 CACGGTTTGTGCCACCTGCCTGTCTTCTCATGGATGGTGTCCAAATGCCACCAGGAACTGTTGCTGCAGGAGGGGGGGTCCCCAAAGACCACTACAGATA
480 H G L C H L P VF SWMVS K CHA QEULULL QEGGSU®PIKTTTTD
2101 TGTACCTGCTGATTCTGCAGCATTTTCTGCTGCATGCCACCCCCCCAGACTCAGCTTCCCAAGGTCTGGGACCCAGTCTTCTTCGGGGCCGCCTCCCCAC
513M Y L L I L Q H F L LHAT®PUPUDS SASAQGLTG®PSLLZRGRTLUZPT
2201 CCTCCTGCACCTGGGCAGACTGGCTCTGTGGGGCCTGGGCATGTGCTGCTACGTGTTCTCAGCCCAGCAGCTCCAGGCAGCACAGGTCAGCCCTGATGAC
546 L L H L G R L AL WG GLGMTCTCYVF SAQQLQAAQVS®PDD
EcoRI (2360)
2301 ATTTCTCTTGGCTTCCTGGTGCGGGCCAAAGGTGTCGTGCCAGGGAGTACGGCGCCCCTGGAATTCCTTCACATCACTTTCCAGTGCTTCTTTGCCGCGT
580 1| S L G F L VR A K GV VPGS TAW®PLTETFTULHI TF QCTFTFAA
2401 TCTACCTGGCACTCAGTGCTGATGTGCCACCAGCTTTGCTCAGACACCTCTTCAATTGTGGCAGGCCAGGCAACTCACCAATGGCCAGGCTCCTGCCCAC
613*F Y L AL S A DV ?PZPALIL RHLTEFNT CGR®PGNSUPMARILTILU®PT
BsaBI (2500)
2501 GATGTGCATCCAGGCCTCGGAGGGAAAGGACAGCAGCGTGGCAGCTTTGCTGCAGAAGGCCGAGCCGCACAACCTTCAGATCACAGCAGCCTTCCTGGCA
646k M C | Q A S E G K DS S VAALULI QKA AEUWPHNTL QI TAATFLA
2601 GGGCTGTTGTCCCGGGAGCACTGGGGCCTGCTGGCTGAGTGCCAGACATCTGAGAAGGCCCTGCTCCGGCGCCAGGCCTGTGCCCGCTGGTGTCTGGCCC
680 G L L S R E HW G L L A E CQTSEI KALULIZ RIR R QAT CARMWTCTILA
BspEI (2790)
2701 GCAGCCTCCGCAAGCACTTCCACTCCATCCCGCCAGCTGCACCGGGTGAGGCCAAGAGCGTGCATGCCATGCCCGGGTTCATCTGGCTCATCCGGAGCCT
713 R S L R K H F HS I PPAAPGEAIKSVHAMZPGTF Il WL I R S L
BsrBI (2816) BbrPI (2838) Bsp120I (2884)
2801 GTACGAGATGCAGGAGGAGCGGCTGGCTCGGAAGGCTGCACGTGGCCTGAATGTTGGGCACCTCAAGTTGACATTTTGCAGTGTGGGCCCCACTGAGTGT
746K Y F M O F F R | A R K A A R G | N V G H | K 1 T F ¢ S VvV ¢ P T F C




2901 GCTGCCCTGGCCTTTGTGCTGCAGCACCTCCGGCGGCCCGTGGCCCTGCAGCTGGACTACAACTCTGTGGGTGACATTGGCGTGGAGCAGCTGCTGCCTT
780 A AL AF VLQHLI RRPVALIOQLTDYNSVYVSGDI GVE-Z QLTLST®P
3001 GCCTTGGTGTCTGCAAGGCTCTGTATTTGCGCGATAACAATATCTCAGACCGAGGCATCTGCAAGCTCATTGAATGTGCTCTTCACTGCGAGCAATTGCA
813*C L G V C K A L YL RDNNI SDT RTGI CKULTIET CALUHTCET QLQ
ApaLlI (3138) Neol (3147)
3101 GAAGTTAGCTCTATTCAACAACAAATTGACTGACGGCTGTGCACACTCCATGGCTAAGCTCCTTGCATGCAGGCAGAACTTCTTGGCATTGAGGCTGGGG
846k K L A L F NN K VL TDGC CAHSMATZIKTLTLA AT CRI QNTFTLATLT RTLG
Sacll (3216)
3201 AATAACTACATCACTGCCGCGGGAGCCCAAGTGCTGGCCGAGGGGCTCCGAGGCAACACCTCCTTGCAGTTCCTGGGATTCTGGGGCAACAGAGTGGGTG
880 N N Y | T A A GA QVLAETGLU RS GNTS STLIOQTFTULGTFMWSGNT RVG
Bsp1201 (3306)
3301 ACGAGGGGGCCCAGGCCCTGGCTGAAGCCTTGGGTGATCACCAGAGCTTGAGGTGGCTCAGCCTGGTGGGGAACAACATTGGCAGTGTGGGTGCCCAAGC
913*D E G A Q A L A E AL GDUHAOQSILIRWLSLVGNNIGSVGAAOQA
3401 CTTGGCACTGATGCTGGCAAAGAACGTCATGCTAGAAGAACTCTGCCTGGAGGAGAACCATCTCCAGGATGAAGGTGTATGTTCTCTCGCAGAAGGACTG
946# L A L M L A K NV M LETETLTCLTETENUHLI OQDTETGVTC CSLATEGIL

Avrll (3553) Sdal (3571)
3501 AAGAAAAATTCAAGTTTGAAAATCCTGAAGTTGTCCAATAACTGCATCACCTACCTAGGGGCAGAAGCCCTCCTGCAGGCCCTTGAAAGGAATGACACCA
980k K K N S S L K I L K L S NNOCI TYLGAEALILI QALTETRNDT
Xbal (3634) Nhel (3686)

3601 TCCTGGAAGTCTGGCTCCGAGGGAACACTTTCTCTCTAGAGGAGGTTGACAAGCTCGGCTGCAGGGACACCAGACTCTTGCTTTGAGCTAGCTGGCCAGA
10131 L E V W L R G N T F S L E E VDI KULGT CRDTR RL L L e
3701 CATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTA

Hpal (3824)
3801 ACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAA

EcoRI (3920)
3901 ACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAG
- -t

4001 GCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAAC

Sspl  (4159) Swal (4173)
4101 TAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAAT

4201 AAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAA

4301 TTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAA
414 ¢« N R T Y K L P I L E E I T T K V L K G N M E
BstXI (4463)

4401 TGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGG
1174 L VvV F C D P A Y DS I L ERCMSGT CPSVVR I SRDVET DS SYF?P
4501 GTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAG
844 H R V A V I T bDF DKQGNSVASGI AI AEACVTVRGII Y
4601 GCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAG

S504A E I HV A S I | EGT K TR I AAGVHUHIEKNDTEYLMTI KET
4701 TGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATG
174 AV E VL E LD QQS I NFTIKM--
Asel (4806)
4801 CCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCT
-

Spel (4961)
4901 ACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGG
-

SnaBI (5089)
5001 AGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGT

Ndel (5194)
5101 ACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATG

5201 ATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTC

Sdal (5372) Pacl (5380)  BspLUL1I (5390)
5301 ATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGC
-

5401 AAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCA

5501 AGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCG

5601 GATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGG

ApalLl (5704)
5701 CTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCA

5801 GCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTAT




5901

6001

6101

6201
6301

TTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGT

TTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAA

Eagl (6140)
Pacl (6120) Swal (6129) NotI (6139)
GGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATC

GTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTAT
CGAA
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