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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

BspHI (560)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCATCATGAACCGGCTCCGGGTTGCACGCCTCACGCCGTTGGA

- 1* M N R L R VA R L TP L E
601 GCTTCTGCTGTCGCTGATGTCGCTGCTGCTCGGGACGCGGCCCCACGGCAGTCCAGGCCCACTGCAGTGCTACAGCGTCGGTCCCCTGGGAATCCTGAAC
13 L L L SLMSLLLSGTRPHGS®PGPLIOQCYSVGPTLTGITI LN

701 TGCTCCTGGGAACCTTTGGGCGACCTGGAGACTCCACCTGTGCTGTATCACCAGAGTCAGAAATACCATCCCAATAGAGTCTGGGAGGTGAAGGTGCCTT
47 C S W E P L G DL ET®PUPVLYHQSQKTYHPNRVWEVIKVE
BStEII (813)  Xmal (824) Neol (839)
801 CCAAACAGAGTTGGGTGACCATTCCCCGGGAACAGTTCACCATGGCTGACAAACTCCTCATCTGGGGGACACAAAAGGGACGGCCTCTGTGGTCCTCTGT
80kS K Q S WV T 1 PREI QFTMADTKTLTLTIWGTI QIKTGRTPTLWS SV
Bglll (941) Kasl (999)
201 CTCTGTGAACCTGGAGACCCAAATGAAGCCAGACACACCTCAGATCTTCTCTCAAGTGGATATTTCTGAGGAAGCAACCCTGGAGGCCACTGTGCAGTGG
113 S V N L E T Q M K P DTP QI F SQVDI SEEATLTEATVQW
BbsI (1095)
1001 GCGCCGCCCGTGTGGCCACCGCAGAAAGCTCTCACCTGTCAGTTCCGGTACAAGGAATGCCAGGCTGAAGCATGGACCCGGCTGGAGCCCCAGCTGAAGA
147 A P P VWP P Q K A LTI C QTF RYJ KTET COQATEAMWTT RTILTETPA QTL K
Neol (1189)
EcoRV (1184)
1101 CAGATGGGCTGACTCCTGTTGAGATGCAGAACCTGGAACCTGGCACCTGCTACCAGGTGTCTGGCCGCTGCCAGGTGGAGAACGGATATCCATGGGGCGA
180T D G L T P VE M QNLEUPGTT CYOQVSGRZ COQVENGYUZPWGE
1201 GTGGAGTTCGCCCCTGTCCTTCCAGACGCCATTCTTAGATCCTGAAGATGTGTGGGTATCGGGGACCGTCTGTGAAACTTCTGGCAAACGGGCAGCCCTG
213 W S S P L S F Q TP F LDUPETDVWVSGTVCETSG GI KT RAATL
1301 CTTGTCTGGAAGGACCCAAGACCTTGTGTGCAGGTGACTTACACAGTCTGGTTTGGGGCTGGAGATATTACTACAACTCAAGAAGAGGTCCCGTGCTGCA
247 L VWK DPRPCVQVTYTVWTFGAGDTI TTTA QETEVTPTCSC
1401 AGTCCCCTGTCCCTGCATGGATGGAGTGGGCTGTGGTCTCTCCTGGCAACAGCACCAGCTGGGTGCCTCCCACCAACCTGTCTCTGGTGTGCTTGGCTCC
280kK S P V P A WMEWA V V SPGNSTSWVPPTNLTSTLVTCLASTFP
BstEII (1557)
1501 AGAATCTGCCCCCTGTGACGTGGGAGTGAGCAGTGCTGATGGGAGCCCAGGGATAAAGGTGACCTGGAAACAAGGGACCAGGAAACCATTGGAGTATGTG
313 E S A P C DV GV SSADGS SZPGI KV TWZKTZGQGTH RI KT PTLTE YV
1601 GTGGACTGGGCTCAAGATGGTGACAGCCTGGACAAGCTCAACTGGACCCGTCTCCCCCCTGGAAACCTCAGCACATTGTTACCAGGGGAGTTCAAAGGAG
347 V D WA QD GD S L DZKULNWTH RTLZPZPGNTLTSTTULTLTZPTGTETF K G

SandI (1700) Bst11071  (1729)
1701 GGGTCCCCTATCGAATTACAGTGACTGCAGTATACTCTGGAGGATTAGCTGCTGCACCCTCAGTTTGGGGATTCAGAGAGGAGTTAGTACCCCTTGCTGG
380G V P Y R I T VT A VY S G GLAAAPSVWGTFR RTETETLUVPLASG

1801 GCCAGCAGTTTGGCGACTTCCAGATGACCCCCCAGGGACACCTGTTGTAGCCTGGGGAGAAGTACCAAGACACCAGCTCAGAGGCCAGGCTACTCACTAC
4138 P AV WR L P DDPZPGTPVVAWGEVZPRUH QLI RG QATHY
Stul (1920)
1901 ACCTTCTGCATACAGAGCAGAGGCCTCTCCACTGTCTGCAGGAACGTGAGCAGTCAAACCCAGACTGCCACTCTGCCCAACCTTCACTCGGGTTCCTTCA
447*. T F C 1 Q S R GL S TVCRNVSSQTQTATLTPNLIUHSGSF
Tth111I (2010) Bsp1201 (2034)
2001 AGCTGTGGGTGACGGTGTCCACCGTTGCAGGACAGGGCCCACCTGGTCCCGACCTTTCACTTCACCTACCAGATAATAGGATCAGGTGGAAAGCTCTGCC
480K L W V T VS T VA GQG®PUPGPODLSLUHLZPUDNR RIRMWEKATLTP
2101 CTGGTTTCTGTCCCTGTGGGGTTTGCTTCTGATGGGCTGTGGCCTGAGCCTGGCCAGTACCAGGTGCCTACAGGCCAGGTGCTTACACTGGCGACACAAG
513 W F L S L WGULULLMGT CGLSLASTR RT CLI QARTCTLUHMWR RHEK
2201 TTGCTTCCCCAGTGGATCTGGGAGAGGGTTCCTGATCCTGCCAACAGCAATTCTGGGCAACCTTACATCAAGGAGGTGAGCCTGCCCCAACCGCCCAAGG
547 L L P Q W I WE RV PDPANSNSGI QPY I KEVSLPAQPTPK
Xmnl (2388)
2301 ACGGACCCATCCTGGAGGTGGAGGAAGTGGAGCTACAGCCTGTTGTGGAGTCCCCTAAAGCCTCTGCCCCGATTTACTCTGGGTATGAGAAACACTTCCT
58¢bD G P | L E V E E V E L QP V VESPIKASATPI Y S GYEKTHTF.L
Nhel (2453)
2401 GCCCACACCAGAGGAGCTGGGCCTTCTAGTCTGATCTGCTTACGGCTAGGGGCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAAC
613 P T P E E L G L L V e

Hpal (2591)
2501 CACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAAC

Mfel (2602) EcoRI (2687)
2601 AACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATA
- -




2701 CAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCAT

2801 TAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACT

SspI  (2926) Swal (2940)
2901 GACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTC

3001 AAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAG

+4-14 o
3101 TTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGA
1394N R T Y K L P I L E E I T T K V L K GNWME Il L VF CDUPAY DS I

Sacl (3201)
3201 TGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTT
1964 L E R C M G C P S V VR 1 SR DVEDSYPHURVAUV I TDTF DK
Stul (3365)
3301 CTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCA
73 Q G NS VASGI A1l AEACVTVZRGI YATEI HVAS 1 I EG
3401 GTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAG
304T K T R I A A GV HHIKNDTEYLMT Il KETAVEUVLTETLUD-GQAQS
BspHI (3515)
BbsI (3511)

Xmnl (3507) Asel (3573)
3501 AGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGC
64 I N F T K M - -
Sacl (3630)

3601 GTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTT

Spel (3728)
3701 ACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTAT
-

SnaBI (3856)
3801 CCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGT

Ndel (3961)
3901 ACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTA

4001 CCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGC

Pacl (4147)

Sdal (4139) BspLU11I (4157)
4101 GGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAA
-

4201 GGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAA

4301 AGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCG

ApaLl (4471)
4401 TGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCG

4501 CTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGG

4601 TATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCT

4701 TCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGG

Pacl (4887) Swal (4896)
4801 ATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTT

Eagl (4907)

NotI (4906)
4901 AAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAAC
5001 GAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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