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Bsp120I (7)
PstI (6)
Sdal (6) Spel (13)
1 CCTGCAGGGCCCACTAGTCAGCCCTGATCAGGGGCCGGTAGGACAAAGAGAGGGAGACAGAAACACACACCCAAACGGCTTGAGACTGCTAGGTGCTTCA

Asel (139)
101 CCTTCCTGGGCCTGTTTCTGATGAGGAGGGTTTGTTTATTAATAATAAGTGCTATTTCTGTAGCCCCTACTATGTGCTCTGTATCACTACCCTAGCCCTC

SphI (261) Bsp1201 (279)
201 CATCAAGAGGGATCTGCCCTCTCATCTGGCTGACCCCAAATCGAACCCTTTAACCCGCATGCTCTACTGCCTCCCTGCGGGCCCTGCCTTATCCTCCTCA

301 ACCGCCCACTGGGGACACTCTGGAGAAACCTCGGAGTCTTGGAATAGAAACCCAGGAGCCCTGAGCCTTGGCCCTCAGGCCCCAGGAGGGAGGTCAGGAG

PshAI (409) Eagl (420)
401 GGAGGCGTGGACAAGGGTCCGGCCGTAGCTGGTCCCGTCCTGGAAGCTGCTTAAGTTCCTGGTTCCCACCGGGGCCAAGAGTGATACCTGATCCTGGGGG

Nael (540)
Sacll (534)
501 ATTGTGAAATGACCTCATGTGGCAGCCCGCCCGCGGTGCCGGCAAAGCCCTCCACCCTCCCCTTCCCCGCTCGGCTCCACCCCTACCCCACGCCCCCTCC

Smal (656)
Srfl (656) Ncol (667)
601 CGCGCGCGCGGTTAAATCCCCGCACCTGAGCATCGGCTCACACCTGCACCCCGCCCGGGCATAGCACCATGGGGGGTTCTCATCATCATCATCATCATGG
B+ Me tGl yGl ySer Hi sHi sHi sHi sHisHisG
Nhel (705) Acc651 (761)
701 TATGGCTAGCATGACTGGTGGACAGCAAATGGGTCGGGATCTGTACGACGATGACGATAAGGTACCTAAGGATCAGCTTGGAGTTGATCCCGTCGTTTTA
11k yMe tAl aSer MetThr Gl yGl yGI nGl nMe tGl yArgAspLeuTyrAspAspAspAspLysVal ProLysAspGlnLeuGlyValAspProVal Val Leu
801 CAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCG
45k GI nArgArgAspTrpGl uAsnP roGlyVal Thr Gl nLeuAsnArgLeuAl aAl aHi sProProPheAl aSer TrpArgAsnSer Gl uGl uAl aArgThr A
Fspl (921)
901 ATCGCCCTTCCCAACAGTTGCGCAGCCTGAATGGCGAATGGCGCTTTGCCTGGTTTCCGGCACCAGAAGCGGTGCCGGAAAGCTGGCTGGAGTGCGATCT
78F spArgProSer Gl nGl nLeuArgSer LeuAsnGl yGluTrpArgPheAl aTrpPheProAl aProGluAl aValProGluSer TrpLeuGl uCysAsplLe
1001 TCCTGAGGCCGATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTACGATGCGCCCATCTACACCAACGTAACCTATCCCATTACGGTCAATCCG
111k uProGluAl aAspThrVal ValValProSerAsnTrpGl nMetHisGlyTyrAspAlaProl leTyrThrAsnVal Thr TyrProl Il eThrValAsnPro
1101 CCGTTTGTTCCCACGGAGAATCCGACGGGTTGTTACTCGCTCACATTTAATGTTGATGAAAGCTGGCTACAGGAAGGCCAGACGCGAATTATTTTTGATG
145F ProPheVal ProThr Gl uAsnProThr Gl yCysTyrSer LeuThr PheAsnValAspGluSer TrpLeuGl nGluGlyGlnThrArgl lel | ePheAspG
1201 GCGTTAACTCGGCGTTTCATCTGTGGTGCAACGGGCGCTGGGTCGGTTACGGCCAGGACAGTCGTTTGCCGTCTGAATTTGACCTGAGCGCATTTTTACG
178k I yValAsnSer Al aPheHisLeuTrpCysAsnGlyArgTrpVal Gl yTyrGlyGl nAspSerArglLeuProSer Gl uPheAspLeuSer Al aPheLeuAr
AatlI (1402)
1301 CGCCGGAGAAAACCGCCTCGCGGTGATGGTGCTGCGTTGGAGTGACGGCAGTTATCTGGAAGATCAGGATATGTGGCGGATGAGCGGCATTTTCCGTGAC
211k gAl aGl yGl uAsnArgleuAl aValMetVal LeuArgTrpSerAspGlySer TyrLeuGl uAspGl nAspMetTrpArgMetSer Gl yl | ePheArgAsp
1401 GTCTCGTTGCTGCATAAACCGACTACACAAATCAGCGATTTCCATGTTGCCACTCGCTTTAATGATGATTTCAGCCGCGCTGTACTGGAGGCTGAAGTTC
245k Val SerLeuLeuHisLysProThr ThrGlnl | eSerAspPheHisValAl aThrArgPheAsnAspAspPheSerArgAlaVal LeuGluAl aGluVval G
1501 AGATGTGCGGCGAGTTGCGTGACTACCTACGGGTAACAGTTTCTTTATGGCAGGGTGAAACGCAGGTCGCCAGCGGCACCGCGCCTTTCGGCGGTGAAAT
278F InMe tCysGl yGluLeuArgAspTyrLeuArgVal ThrVal Ser LeuTrpGl nGlyGluThr Gl nValAlaSer Gl yThr Al aProPheGl yGl yGlul
Clal (1603)
1601 TATCGATGAGCGTGGTGGTTATGCCGATCGCGTCACACTACGTCTGAACGTCGAAAACCCGAAACTGTGGAGCGCCGAAATCCCGAATCTCTATCGTGCG
311k el | eAspGluArgGlyGlyTyrAl aAspArgVal Thr LeuArgLeuAsnVal Gl uAsnProLysLeuTrpSerAlaGlul |l eProAsnLeuTyrArgAl a
1701 GTGGTTGAACTGCACACCGCCGACGGCACGCTGATTGAAGCAGAAGCCTGCGATGTCGGTTTCCGCGAGGTGCGGATTGAAAATGGTCTGCTGCTGCTGA
345k Val Val GluLeuHi sThr Al aAspGlyThr Leul | eGl uAl aGl uAl aCysAspVal Gl yPheArgGluValArgl | eGl uAsnGlyLeuLeulLeulLeuA
EcoRV (1892)
1801 ACGGCAAGCCGTTGCTGATTCGAGGCGTTAACCGTCACGAGCATCATCCTCTGCATGGTCAGGTCATGGATGAGCAGACGATGGTGCAGGATATCCTGCT
378k snGlyLysProLeulLeul | eArgGlyValAsnArgHisGl uHi sHisProLeuHisGlyGl nValMetAspGl uGl nThr MetVal Gl nAspl | eLeule
Dralll (1969)
1901 GATGAAGCAGAACAACTTTAACGCCGTGCGCTGTTCGCATTATCCGAACCATCCGCTGTGGTACACGCTGTGCGACCGCTACGGCCTGTATGTGGTGGAT
411F uMe tLysGl nAsnAsnPheAsnAl aValArgCysSerHisTyrProAsnHisProLeuTrpTyrThrLeuCysAspArgTyrGlyLeuTyrVal ValAsp
SspI  (2009)
2001 GAAGCCAATATTGAAACCCACGGCATGGTGCCAATGAATCGTCTGACCGATGATCCGCGCTGGCTACCGGCGATGAGCGAACGCGTAACGCGAATGGTGC
445k GluAl aAsnl 1 eGluThr Hi sGlyMetValProMetAsnArgLeuThrAspAspProArgTrpLeuProAl aMetSer Gl uArgVal ThrArgMetVal G
BsaBI (2105)
2101 AGCGCGATCGTAATCACCCGAGTGTGATCATCTGGTCGCTGGGGAATGAATCAGGCCACGGCGCTAATCACGACGCGCTGTATCGCTGGATCAAATCTGT
478F InArgAspArgAsnHisProSerVal I lelleTrpSerLeuGl yAsnGluSer Gl yHi sGl yAl aAsnHi sAspAlaLeuTyrArgTrplleLysSerVa
Bbsl (2296)
2201 CGATCCTTCCCGCCCGGTGCAGTATGAAGGCGGCGGAGCCGACACCACGGCCACCGATATTATTTGCCCGATGTACGCGCGCGTGGATGAAGACCAGCCC
511k |AspProSerArgProVal GInTyrGluGlyGlyGl yAl aAspThr Thr AlaThrAspl lel | eCysProMetTyrAl aArgValAspGl uAspGlnPro
2301 TTCCCGGCTGTGCCGAAATGGTCCATCAAAAAATGGCTTTCGCTACCTGGAGAGACGCGCCCGCTGATCCTTTGCGAATACGCCCACGCGATGGGTAACA
545k PheProAlaValProLysTrpSer|leLysLysTrpLeuSerLeuProGlyGluThrArgProLeul |l eLeuCysGluTyrAl aHi sAl aMetGlyAsnS
2401 GTCTTGGCGGTTTCGCTAAATACTGGCAGGCGTTTCGTCAGTATCCCCGTTTACAGGGCGGCTTCGTCTGGGACTGGGTGGATCAGTCGCTGATTAAATA
578k erLeuGlyGlyPheAl aLysTyrTrpGlnAl aPheArgGlnTyrProArgLeuGl nGl yGlyPheVal TrpAspTrpValAspGlnSerLeul leLysTy
2501 TGATGAAAACGGCAACCCGTGGTCGGCTTACGGCGGTGATTTTGGCGATACGCCGAACGATCGCCAGTTCTGTATGAACGGTCTGGTCTTTGCCGACCGC
611k rAspGluAsnGl yAsnProTrpSerAl aTyrGl yGl yAspPheGl yAspThr ProAsnAspArgGl nPheCysMe tAsnGl yLeuVal PheAl aAspArg
Ecod7III (2614)
2601 ACGCCGCATCCAGCGCTGACGGAAGCAAAACACCAGCAGCAGTTTTTCCAGTTCCGTTTATCCGGGCAAACCATCGAAGTGACCAGCGAATACCTGTTCC
645F Thr ProHi sProAl aLeuThr Gl uAl aLysHi sGI nGlI nGl nPhePheGl nPheArgLeuSer Gl yGInThr | leGluVal Thr Ser Gl uTyrLeuPheA
Sacl (2719)




2701 GICATAGCGATAACGAGCTCCTGCACTGGATGGTGGLGCTGGATGGTAAGCCGCTGGCAAGLGGTGAAGTGCCTCTGGATGTCGCTCCACAAGGTAAACA
678Fr gHisSerAspAsnGlulLeuLeuHisTrpMetValAl aLeuAspGlyLysProLeuAlaSerGlyGluValProLeuAspValAlaProGlnGlyLysGl
2801 GTTGATTGAACTGCCTGAACTACCGCAGCCGGAGAGCGCCGGGCAACTCTGGCTCACAGTACGCGTAGTGCAACCGAACGCGACCGCATGGTCAGAAGCC
711k nLeul I eGluLeuProGluLeuProGlnProGluSerAlaGlyGlnLeuTrpLeuThrValArgVal Val GInProAsnAlaThrAlaTrpSer Gl uAla
2901 GGGCACATCAGCGCCTGGCAGCAGTGGCGTCTGGCGGAAAACCTCAGTGTGACGCTCCCCGCCGCGTCCCACGCCATCCCGCATCTGACCACCAGCGAAA
745k GlyHis| leSerAlaTrpGlnGInTrpArgLeuAl aGl uAsnLeuSer Val Thr LeuP roAl aAl aSerHisAlal | eProHi sLeuThr Thr Ser Gl uM
3001 TGGATTTTTGCATCGAGCTGGGTAATAAGCGTTGGCAATTTAACCGCCAGTCAGGCTTTCTTTCACAGATGTGGATTGGCGATAAAAAACAACTGCTGAC
778k etAspPheCys| | eGluLeuGl yAsnLysArgTrpGl nPheAsnArgGlnSer Gl yPheLeuSer GInMetTrpl | eGl yAspLysLysGlnLeuLeuTh
3101 GCCGCTGCGCGATCAGTTCACCCGTGCACCGCTGGATAACGACATTGGCGTAAGTGAAGCGACCCGCATTGACCCTAACGCCTGGGTCGAACGCTGGAAG
811k rProLeuArgAspGlnPheThrArgAl aProLeuAspAsnAspl | eGlyVal Ser Gl uAl aThrArgl | eAspProAsnAlaTrpVal GluArgTrpLys
3201 GCGGCGGGCCATTACCAGGCCGAAGCAGCGTTGTTGCAGTGCACGGCAGATACACTTGCTGATGCGGTGCTGATTACGACCGCTCACGCGTGGCAGCATC
845k Al aAl aGl yHi sTyrGl nAl aGl uAl aAl aLeuLeuGl nCysThr Al aAspThr LeuAl aAspAlaValLeul | eThr Thr Al aHi sAlaTrpGl nHisG
3301 AGGGGAAAACCTTATTTATCAGCCGGAAAACCTACCGGATTGATGGTAGTGGTCAAATGGCGATTACCGTTGATGTTGAAGTGGCGAGCGATACACCGCA
878F InGlyLysThrLeuPhel | eSerArgLysThr TyrArgl | eAspGlySer GlyGlnMetAlal leThr ValAspVal GluValAlaSerAspThr P roHi
3401 TCCGGCGCGGATTGGCCTGAACTGCCAGCTGGCGCAGGTAGCAGAGCGGGTAAACTGGCTCGGATTAGGGCCGCAAGAAAACTATCCCGACCGCCTTACT
911k sProAlaArgl | eGlyLeuAsnCysGl nLeuAl aGlnValAl aGluArgValAsnTrpLeuGlyLeuGlyProGlnGluAsnTyrProAspArgLeuThr
BbsI (3548)
Bst1107I (3541)
BspLUIII (3538) BsiWI (3549)
3501 GCCGCCTGTTTTGACCGCTGGGATCTGCCATTGTCAGACATGTATACCCCGTACGTCTTCCCGAGCGAAAACGGTCTGCGCTGCGGGACGCGCGAATTGA
945k Al aAl aCysPheAspArgTrpAspLeuProLeuSerAspMetTyrThrProTyrVal PheProSer Gl uAsnGlyLeuArgCysGlyThrArgGluLeuA
3601 ATTATGGCCCACACCAGTGGCGCGGCGACTTCCAGTTCAACATCAGCCGCTACAGTCAACAGCAACTGATGGAAACCAGCCATCGCCATCTGCTGCACGC
978k snTyrGlyProHisGInTrpArgGl yAspPheGl nPheAsnl | eSer ArgTyrSer GI nGI nGl nLeuMe tGl uThr Ser Hi sArgHi sLeuLeuHi sAl
Ndel (3736)
3701 GGAAGAAGGCACATGGCTGAATATCGACGGTTTCCATATGGGGATTGGTGGCGACGACTCCTGGAGCCCGTCAGTATCGGCGGAATTACAGCTGAGCGCC
1011F aGl uGl uGl yThr TrpLeuAsn| | eAspGl yPheHisMetGlyl | eGl yGl yAspAspSer TrpSer ProSer Val Ser Al aGl uLeuGl nLeuSerAl a
Nhel (3858)
EcoRI (3852)
3801 GGTCGCTACCATTACCAGTTGGTCTGGTGTCAAAAATAATAATCTAGTCGAGAATTCGCTAGCTCGACATGATAAGATACATTGATGAGTTTGGACAAAC
1045k Gl yArgTyrHisTyrGlnLeuVal TrpCysGlnLyseee
3901 CACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCA

Mfel (4032) Dral (4081)
4001 TTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCT

Dral (4120)

Swal (4123)
4101 CTACAAATGTGGTAGATCCATTTAAATGTTAATTAACTAGCCATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAA
— >

4201 AGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCA

4301 AGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAG

4401 AACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGAC

4501 GATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTACA

4601 GCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTT

4701 CCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTAT

BspLUI1I (4861) Asel (4899)
4801 GGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTAATTAAATTTTTCAAAAGTAGTTGACAATT
| - —

-

Sfil (4950) Mscl (4961)
4901 AATCATCGGCATAGTATATCGGCATAGTATAATACGACTCACTATAGGAGGGCCATCATGGCCAAGTTGACCAGTGCTGTCCCAGTGCTCACAGCCAGGG
> 1#FMetAlaLysLeuThr SerAlaValProValLeuThrAl aArgA
5001 ATGTGGCTGGAGCTGTTGAGTTCTGGACTGACAGGTTGGGGTTCTCCAGAGATTTTGTGGAGGATGACTTTGCAGGTGTGGTCAGAGATGATGTCACCCT
15k spValAlaGlyAlaVal GluPheTrpThrAspArgLeuGl yPheSer ArgAspPheVal Gl uAspAspPheAl aGl yVal ValArgAspAspVal ThrLe
5101 GTTCATCTCAGCAGTCCAGGACCAGGTGGTGCCTGACAACACCCTGGCTTGGGTGTGGGTGAGAGGACTGGATGAGCTGTATGCTGAGTGGAGTGAGGTG
48k uPhel | eSerAlaVal Gl nAspGlnVal Val ProAspAsnThr LeuAl aTrpVal TrpValArgGlyLeuAspGluLeuTyrAlaGluTrpSer GluVal
5201 GTCTCCACCAACTTCAGGGATGCCAGTGGCCCTGCCATGACAGAGATTGGAGAGCAGCCCTGGGGGAGAGAGTTTGCCCTGAGAGACCCAGCAGGCAACT
82F Val Ser ThrAsnPheArgAspAl aSer Gl yProAl aMetThrGlul | eGl yGl uGl nProTrpGl yArgGl uPheAl aLeuArgAspP roAl aGl yAsnC
Dralll (5311) Sfil (5359)
5301 GTGTGCACTTTGTGGCAGAGGAGCAGGACTGAG
115k ysValHisPheValAl aGl uGl uGl nAspeee -
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