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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV  (441)
NgoMI (441)
Nael (441)
401
SphI (560)
KasI (535) Agel (552)
501 CTGAGATCACCGGTCAGCATGCCAGCGGGGACAGCAGCTAGAGCCTGGGTGCTGGT
»- 1#MetProAl aGlyThrAlaAl aArgAlaTrpValLeuVa

Bsp120I (680)
601 TCTTGCTCTATGGGGAGCTGTAGCTGGTGGTCAGAACATCACAGCCCGGATTGGAGAGCCACTTGTGCTAAGCTGTAAGGGGGCCCCTAAGAAGCCGCCC
13k | LeuAlaLeuTrpGlyAlaValAlaGlyGlyGlnAsnlleThrAlaArglleGlyGluProLeuValLeuSerCysLysGlyAlaProLysLysProPro
HindIII (737)
701 CAGCAGCTAGAATGGAAACTGAACACAGGAAGAACTGAAGCTTGGAAGGTCCTCTCTCCCCAGGGAGGCCCCTGGGACAGCGTGGCTCGAATCCTCCCCA
47k GInGlnLeuGluTrpLysLeuAsnThr Gl yArgThr GluAl aTrpLysVal LeuSer ProGInGlyGlyProTrpAspSer ValAl aArglleLeuProA
801 ATGGTTCCCTCCTCCTTCCAGCCACTGGAATTGTCGATGAGGGGACTTTCCGGTGTCGGGCAACTAACAGGCGAGGGAAGGAGGTCAAGTCCAACTACCG
80F snGlySerLeuLeuLeuProAlaThrGlylleValAspGluGlyThr PheArgCysArgAlaThrAsnArgArgGlyLysGluValLysSerAsnTyrAr
BstXI (912) BamHI (939) BspLU11I (985)
901 AGTCCGAGTCTACCAGATTCCTGGGAAGCCAGAAATTGTGGATCCTGCCTCTGAACTCACAGCCAGTGTCCCTAATAAGGTGGGGACATGTGTGTCTGAG
113k gValArgVval TyrGinl leProGlyLysProGlul leValAspProAl aSer GluLeuThrAlaSerValProAsnLysVal Gl yThr CysVal SerGlu
Sandl (1015)
Sdal (1009)
1001 GGAAGCTACCCTGCAGGGACCCTTAGCTGGCACTTAGATGGGAAACTTCTGATTCCCGATGGCAAAGAAACACTCGTGAAGGAAGAGACCAGGAGACACC
147k GlySer TyrProAl aGlyThr LeuSer TrpHi sLeuAspGlyLysLeulLeul | eProAspGlyLysGluThrLeuValLysGluGluThrArgArgHisP
1101 CTGAGACGGGACTCTTTACACTGCGGTCAGAGCTGACAGTGATCCCCACCCAAGGAGGAACCCATCCTACCTTCTCCTGCAGTTTCAGCCTGGGCCTTCC
180F r oGl uThr Gl yLeuPheThr LeuArgSer GluLeuThr Val | | eProThr GI nGl yGl yThr Hi sProThr PheSer CysSer PheSer LeuGl yLeuPr
1201 CCGGCGCAGACCCCTGAACACAGCCCCCATCCAACTCCGAGTCAGGGAGCCTGGGCCTCCAGAGGGCATTCAGCTGTTGGTTGAGCCTGAAGGTGGAATA
213k oArgArgArgProLeuAsnThrAlaProl | eGlnLeuArgValArgGluProGlyProProGluGlyl leGlnLeuLeuValGluProGluGlyGlylle
ApaLlI (1379)
1301 GTCGCTCCTGGTGGGACTGTGACCTTGACCTGTGCCATCTCTGCCCAGCCCCCTCCTCAGGTCCACTGGATAAAGGATGGTGCACCCTTGCCCCTGGCTC
247FValAl aProGlyGlyThrVal ThrLeuThr CysAlal leSerAlaGlnProProProGlnValHisTrpl |l eLysAspGlyAlaProLeuProLeuAl aP
Mscl (1460)
Ball (1460)
1401 CCAGCCCTGTGCTGCTCCTCCCTGAGGTGGGGCACGAGGATGAGGGCACCTATAGCTGCGTGGCCACCCACCCTAGCCACGGACCTCAGGAAAGCCCTCC
280FroSerProVal LeuLeuLeuProGluVal Gl yHi sGl uAspGl uGlyThr TyrSer CysValAl aThrHisProSerHisGlyProGlnGluSerProPr
Nhel (1575) BamHI (1592)
1501 TGTCAGCATCAGGGTCACAGAAACCGGCGATGAGGGGCCAGCTGAAGGCTCTGTGGGTGAGTCTGGGCTGGGTACGCTAGCCCTGGCCTTGGGGATCCTG
313k oVal Ser | leArgVal Thr Gl uThr Gl yAspGl uGl yProAl aGl uGl ySer Val Gl yGl uSer Gl yLeuGl yThr LeuAl aLeuAl aLeuGlyl | eLeu
Stul (1602)
Ecol471 (1602)
1601 GGAGGCCTGGGAGTAGTAGCCCTGCTCGTCGGGGCTATCCTGTGGCGAAAACGACAACCCAGGCGTGAGGAGAGGAAGGCCCCGGAAAGCCAGGAGGATG
347k GlyGlyLeuGlyVal ValAlaLeuLeuVal GlyAlal leLeuTrpArgLysArgGlnProArgArgGluGluArglLysAl aProGluSer Gl nGl uAspG
1701 AGGAGGAACGTGCAGAGCTGAATCAGTCAGAGGAAGCGGAGATGCCAGAGAATGGTGCCGGGGGACCGTAAGAGCACCCAGATCGAGCCTGTGTGATGGC
380F | uGl uGl uArgAl aGl uLeuAsnGIl nSer Gl uGl uAl aGl uMe tProGl uAsnGl yAl aGl yGl yProeee
Mscl (1816)
Nhel (1810)
EcoRI (1804) Ball (1816)
1801 CCTAGAATTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATT

Hpal (1948) Mfel (1959)
1901 TGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGT

EcoRI (2044)
2001 GGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGA
L e

2101 ATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATAT

Sspl  (2283) Swal (2297)
2201 AGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATT

2301 TAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGG

2401 GAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTT
414 eoeAsnArgThr TyrLysLeuProl leLeuGluGlul I eThr ThrLy




Sacl (2558) BstXI (2587)
2501 TGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGA
1254sValLeuLysGlyAsnMetGlul | eLeuVal PheCysAspProAlaTyrAspSer | leLeuGluArgCysMetGlyCysProSerValValArglleSer
2601 TCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCA
924ArgAspVal Gl uAspSer TyrProHi sArgValAlaVal | | eThrAspPheAspLysGInGlyAsnSerValAlaSerGlylleAlalleAlaGluAlaC
Stul (2722)
Ecol471 (2722)
2701 CAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCT
584ysVal ThrvalArgGlylleTyrAlaGlulleHisValAlaSerllelleGluGlyThrLysThrArglleAlaAlaGlyValHisHisLysAsnAspGl
BspHI (2872)
Xmnl (2864)
2801 CATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGT
254uTyrLeuMetThr I leLysGluThrAlaVal GluValLeuGluLeuAspGInGlnSer||eAsnPheThr LysMe t-
Vspl (2930)
Asel  (2930) Sacl (2987)
2901 ATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTAT
-

Spel (3085)
3001 ATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAA
-

3100 ACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTA

SnaBI (3213)
Ecol05I (3213)
3200 ATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGT

Ndel (3318)
3300 CAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTAT

Sdal (3496)

3400 TGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCT

Pacl (3504) BspLUL1I (3514)
3500 GCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCT
e

3598 GACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCT

3698 CTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTC

ApaLl (3828)
3798 GGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCG

3898 GTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTA

3998 ACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAAC

4098 CACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGAC

Eagl (4264)
Pacl (4244) Swal (4253) NotI (4263)
4198 GCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACA

4298 TCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCA
4398 AGTGCAGGTGCCAGAACATTTCTCTATCGAA
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