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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
NgoMI  (441)
Nael (441)
401
Sphl (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCAGCATGCACCTCCCTGCGATCCTGCTTTGTGCTCTCTGGTC
- 1kMetHisLeuProAlallelLeuLeuCysAlalLeuTrpSe

EcoO1091 (686)
601 TGCAGTAGTGGCTGAGACCTCGGATGACTACGAGCTCATGTATGTGAATTTGGACAACGAAATAGACAATGGACTTCATCCCACCGAGGACCCCACGCCA
13krAlaValValAlaGluThr SerAspAspTyrGluLeuMetTyrValAsnLeuAspAsnGlul | eAspAsnGlyLeuHisProThr GluAspProThrPro
Sphl (773) Tth111l (793)
701 TGCGACTGCCGCCAGGAGCACTCGGAGTGGGACAAGCTGTTCATCATGCTGGAGAACTCGCAGATGCGGGAGGGCATGCTGTTGCAGGCCACCGACGACG
47k CysAspCysArgGl nGl uHisSer GluTrpAspLysLeuPhel | eMetLeuGl uAsnSer Gl nMe tArgGl uGl yMe tLeuLeuGl nAl aThrAspAspV
Fspl (868)
801 TCCTCCGTGGAGAGCTGCAGCGGCTGCGGGCAGAGCTGGGGCGGCTGGCGGGCGGCATGGCGAGGCCGTGCGCAGCCGGTGGCCCCGCAGACGCCAGGCT
80F al LeuArgGlyGluLeuGlnArgLeuArgAl aGluLeuGl yArgLeuAl aGl yGl yMe tAl aArgProCysAl aAl aGl yGl yProAl aAspAl aArglLe
BssHII (955)
Ascl (954)
901 GGTGCGGGCGCTGGAGCCGCTGCTGCAGGAGAGCCGTGACGCGAGCCTCAGGCTGGCGCGCCTGGAGGACGCGGAGGCGCGGCGACCCGAGGCGACAGTG
113k uValArgAl aLeuGluProLeuLeuGl nGl uSer ArgAspAl aSer LeuArgLeuAl aArgLeuGl uAspAl aGl uAl aArgArgP roGl uAl aThr Val
AvrIl  (1005) BssHII (1038)
1001 CCTGGCCTAGGCGCTGTGCTGGAGGAACTGCGGCGGACGCGCGCCGACCTGAGCGCCGTGCAGAGCTGGGTCGCCCGCCACTGGCTGCCCGCAGGTTGTG
147k ProGlyLeuGlyAlaValLeuGluGluLeuArgArgThrArgAl aAspLeuSerAlaVal Gl nSer TrpValAlaArgHisTrpLeuP roAl aGlyCysG
BstBI (1125)
Bsp1191I (1125)
Asull (1125) HindIII (1168) Scal (1183)
1101 AAACAGCAATTTTCTTCCCAATGCGTTCGAAGAAGATTTTTGGAAGCGTGCATCCTGTGAGACCAATGAAGCTTGAATCTTTTAGTACTTGCATTTGGGT
180k [uThrAlal |l ePhePheProMetArgSerLysLysl | ePheGlySerValHisProvalArgProMetLysLeuGluSerPheSer ThrCyslleTrpVa
Dralll (1245) Pvull (1270)
1201 CAAAGCCACAGATGTATTAAACAAAACCATCCTGTTTTCTTATGGCACAAAGTGGAACCCCTATGAGATTCAGCTGTACCTCAGTTCCCAGTCCCTAGTG
213k | LysAlaThrAspValLeuAsnLysThr | | eLeuPheSer TyrGlyThrLysTrpAsnProTyrGlulleGlnLeuTyrLeuSer SerGlnSerLeuVal
BstXI (1365)
1301 TTGGTGGTGGGTGGAAAGGAGAACAAGCTGGCTGCAGACACTGTGGTGTCCCTGGGGAGGTGGTCCCACCTGTGTGGCACCTGGAGTTCAGAGCAGGGGA
247F LeuVal Val Gl yGl yLysGl uAsnLysLeuAl aAl aAspThr Val Val Ser LeuGl yArgTrpSer HisLeuCysGlyThr TrpSer Ser Gl uGI nGlyS
Xcml (1436) Xeml (1494)
1401 GCATGTCCCTGTGGGCAAACGGGGAGCTGGTGGCTACCACTGTAGAGATGGCCAAAAGTCACTCTGTTCCTGAGGGTGGACTCCTACAGATTGGCCAAGA
280k erMetSerLeuTrpAl aAsnGlyGluLeuValAlaThr Thr Val Gl uMe tAl aLysSer HisSerValProGluGlyGlyLeuLeuGlnl|eGlyGlnGl
1501 AAAGAATGGTTGCTGTGTAGGTGGGGGCTTTGACGAATCATTAGCATTTTCTGGAAGAATCACAGGCTTCAATATCTGGGATCGGGTTCTCAGCGAGGAG
313k uLysAsnGlyCysCysVal Gl yGl yGl yPheAspGl uSer LeuAl aPheSer Gl yArgl | eThr Gl yPheAsnl | eTrpAspArgVal LeuSer Gl uGlu
1601 GAGATACGGGCCAGTGGAGGAGTCGAATCCTGTCACATCCGGGGAAATGTCGTCGGGTGGGGAGTCACAGAGATTCAGGCGCACGGAGGAGCCCAGTATG
347k Glul l eArgAl aSer Gl yGlyVal Gl uSer CysHis| | eArgGlyAsnVal Val Gl yTrpGlyVal ThrGlul | eGl nAl aHi sGl yGl yAlaGInTyrV
Nhel (1790)
1701 TTTCTTAAGTGTTGTGAAAATCTACTTGAAGCCAAAGGAGACTCACATTTTAAATATGCCAGTTGGAAAAGTCTGAAAACTTCGGTGCGTGCTAGCTGGC
380k al Sereee -
1801 CAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATT

Hpal (1928) Mfel (1939)
1901 TGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAG

EcoRI (2024)
2001 TAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAA
> -

2101 TAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTT

Sspl  (2263) Swal (2277)
2201 GAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGA

EcoO1091 (2338)
2301 AAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATA




2401 GAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATC
+4-14 eeoAsnArgThr TyrLysLeuProl leLeuGluGlul I eThr ThrLysVal LeuLysGl yAsnMetG
BstXI (2567)
2501 TCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGT
1184 |ulleLeuVal PheCysAspProAlaTyrAspSer|leLeuGluArgCysMetGlyCysProSerValValArglleSerArgAspVal Gl uAspSer Ty
2601 AGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAAT
854 rProHisArgValAlaVal | leThrAspPheAspLysGlnGlyAsnSerValAlaSerGlylleAlalleAlaGluAlaCysVal ThrValArgGlylle
Stul (2702)
Eco1471 (2702)
2701 GTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTC
524 TyrAlaGlul leHisValAlaSer|lelleGluGlyThrLysThrArgl|eAlaAlaGlyValHisHisLysAsnAspGluTyrLeuMetThrlleLysG
BspHI (2852)
Xmnl (2844)
2801 TCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATAC
184 |uThrAlaValGluValLeuGl uLeuAspGInGlnSer | | eAsnPheThrLysMe t-
Vspl (2910)
Asel (2910)
2901 TATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACAC
-

Spel (3065)
3001 GCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGG
-

SnaBI (3193)
Ecol051I (3193)
3100 GGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTA

Ndel (3298)
3200 GATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGC

3300 ATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACAT

Sdal (3476)Pacl (3484) BspLU11I (3494)
3400 ACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACA
-

3498 TGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCG

3598 ACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCG

3698 CTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCA

ApaLI (3808)
3798 AGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCC

3898 ACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGA

3998 ACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTT

4098 TTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTC

Eagl (4244)
Pacl (4224) Swal (4233)  Notl (4243)
4198 ACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGT

4298 GTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATT
4398 TCTCTATCGAA



	TechSheet
	Map
	Sequence



