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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMIV (441)

NgoMI  (441)

Nael (441)
401

Ncol (560)
BStEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGCAGCCGGAACAGCAGTTGGAGCCTGGGTGCTGGT

- 1kFMetAl aAl aGlyThrAlaVal Gl yAlaTrpValLeuVa

601 CCTCAGTCTGTGGGGGGCAGTAGTAGGTGCTCAAAACATCACAGCCCGGATTGGCGAGCCACTGGTGCTGAAGTGTAAGGGGGCCCCCAAGAAACCACCC
13k | LeuSerLeuTrpGlyAlaVal ValGlyAlaGlnAsnl leThrAlaArglleGlyGluProLeuValLeuLysCysLysGlyAlaProLysLysProPro
HindIII (737)
701 CAGCGGCTGGAATGGAAACTGAACACAGGCCGGACAGAAGCTTGGAAGGTCCTGTCTCCCCAGGGAGGAGGCCCCTGGGACAGTGTGGCTCGTGTCCTTC
47k Gl nArgLeuGluTrpLysLeuAsnThr Gl yArgThr Gl uAl aTrpLysVal LeuSer ProGl nGlyGlyGlyProTrpAspSer ValAl aArgVal LeuP
BamHI (830) Tth111I (885)
801 CCAACGGCTCCCTCTTCCTTCCGGCTGTCGGGATCCAGGATGAGGGGATTTTCCGGTGCCAGGCAATGAACAGGAATGGAAAGGAGACCAAGTCCAACTA
80F r oAsnGlySer LeuPheLeuProAlaVal Glyl | eGl nAspGluGlyl | ePheArgCysGl nAl aMe tAsnArgAsnGlyLysGluThrLysSerAsnTy
BspLUI1I (988)
901 CCGAGTCCGTGTCTACCAGATTCCTGGGAAGCCAGAAATTGTAGATTCTGCCTCTGAACTCACGGCTGGTGTTCCCAATAAGGTGGGGACATGTGTGTCA
113krArgValArgVal TyrGlnl leProGlyLysProGlul leValAspSerAlaSerGluLeuThrAlaGlyValProAsnLysValGlyThr CysVal Ser
Sdal (1012)
1001 GAGGGAAGCTACCCTGCAGGGACTCTTAGCTGGCACTTGGATGGGAAGCCCCTGGTGCCTAATGAGAAGGGAGTATCTGTGAAGGAACAGACCAGGAGAC
147k GluGlySer TyrProAl aGlyThr LeuSer TrpHisLeuAspGlyLysProLeuValProAsnGluLysGlyVal SerValLysGluGlnThrArgArgH
Xmal (1151)
BStEII (1140) Smal (1151)
1101 ACCCTGAGACAGGGCTCTTCACACTGCAGTCGGAGCTAATGGTGACCCCAGCCCGGGGAGGAGATCCCCGTCCCACCTTCTCCTGTAGCTTCAGCCCAGG
180F i sProGluThr Gl yLeuPheThr LeuGl nSer Gl uLeuMetVal Thr ProAl aArgGl yGl yAspProArgP roThr PheSer CysSer PheSer P roGl
FspI (1220)
1201 CCTTCCCCGACACCGGGCCTTGCGCACAGCCCCCATCCAGCCCCGTGTCTGGGAGCCTGTGCCTCTGGAGGAGGTCCAATTGGTGGTGGAGCCAGAAGGT
213k yLeuProArgHisArgAlaLeuArgThrAlaProl | eGlnProArgVal TrpGluProVal ProLeuGl uGluVal Gl nLeuVal Val Gl uProGl uGly
1301 GGAGCAGTAGCTCCTGGTGGAACCGTAACCCTGACCTGTGAAGTCCCTGCCCAGCCCTCTCCTCAAATCCACTGGATGAAGGATGGTGTACCCTTGCCCC
247k GlyAlaValAlaProGlyGlyThrVal Thr LeuThr CysGluVal ProAl aGlnProSerProGlnl | eHisTrpMetLysAspGlyValProLeuProL
Mscl (1466)
Pvull (1458)Ball (1466)
1401 TTCCCCCCAGCCCTGTGCTGATCCTCCCTGAGATAGGGCCTCAGGACCAGGGAACCTACAGCTGTGTGGCCACCCATTCCAGCCACGGGCCCCAGGAAAG
280F euProProSerProValLeul leLeuProGlulleGlyProGlnAspGlnGlyThr TyrSer CysValAl aThr Hi sSer Ser Hi sGlyProGl nGl uSe
BamHI (1598)
1501 CCGTGCTGTCAGCATCAGCATCATCGAACCAGGCGAGGAGGGGCCAACTGCAGGCTCTGTGGGAGGATCAGGGCTGGGAACTCTAGCCCTGGCCCTGGGG
313krArgAlaValSerlleSerllelleGluProGlyGluGluGlyProThrAlaGlySerValGlyGlySerGlyLeuGlyThrLeuAl aLeuAl aLeuGly
1601 ATCCTGGGAGGCCTGGGGACAGCCGCCCTGCTCATTGGGGTCATCTTGTGGCAAAGGCGGCAACGCCGAGGAGAGGAGAGGAAGGCCCCGGAAAACCAGG
347F | leLeuGl yGlyLeuGlyThrAlaAlaLeulLeul | eGlyVal I leLeuTrpGlnArgArgGl nArgArgGlyGl uGl uArgLysAl aProGl uAsnGlnG
Scal (1759)
1701 AGGAAGAGGAGGAGCGTGCAGAACTGAATCAGTCGGAGGAACCTGAGGCAGGCGAGAGTAGTACTGGAGGGCCTTGAGGGGCCCACAGACAGATCCCATC
380F | uGl uGl uGl uGl uArgAl aGl uLeuAsnGl nSer Gl uGl uP roGl uAl aGl yGl uSer Ser Thr Gl yGl yProeee
Mscl (1819)
Ball (1819)
Nhel (1813)
1801 CATCAGCTCCCTTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAA

Hpal (1951)
1901 ATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGG

EcoRI (2047)
2001 TGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACT
-

2101 TGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGA

SspI  (2286)
2201 TATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATA

Swal (2300)
2301 ATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTT




2401 AGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGG
+4-14 eooAsnArgThr TyrLysLeuProl leLeuGluGlul | eThr Th
Sacl (2561)
2501 TTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGAT
1264 rLysValLeuLysGlyAsnMetGlul leLeuVal PheCysAspProAlaTyrAspSer | leLeuGluArgCysMetGlyCysProSerValValArglle
2601 GGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCA
934 SerArgAspVal Gl uAspSer TyrProHi sArgValAlaVal | | eThrAspPheAspLysGl nGl yAsnSer ValAlaSerGlylleAlalleAlaGluA
2701 GCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGT
594 |aCysVal ThrValArgGlyl leTyrAlaGlul leHisValAlaSer|lelleGluGlyThrLysThrArglleAlaAlaGlyValHisHisLysAsnAs
BspHI (2875)
Xmnl (2867)
2801 CCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGT
264 pGluTyrLeuMetThr | leLysGluThrAlaVal GluValLeuGluLeuAspGlnGlnSer|leAsnPheThrLysMe t-
Vspl (2933)

Asel (2933) Sacl (2990)

2901 CGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCT
-

Spel (3088)
3001 TATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAA
B -

3100 CAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATG

SnaBI (3216)
Ecol05I (3216)
3200 GTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGA

Ndel (3321)
3300 CGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCC

3400 TATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACG

Sdal (3499)  Pacl (3507) BspLUL1I (3517)
3500 CCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCC
e

3598 CCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGC

3698 GCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAG

ApaLI (3831)
3798 TTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAAC

3898 CCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGC

3998 CTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACA

4098 AACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCT

Eagl (4267)
Pacl (4247) Swal (4256) NotI (4266)
4198 GACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATT

4298 ACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGT
4398 GCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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