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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)

Nael (441)
401

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

501 CTGAGATCACCGGTCACCATGGAAACTGAACTCAGCTCCCAGGACAGGAAGGACTT

- 1M E T E L S S Q DR K D L

Xeml (648) BsrBI (678)

601 GGACAAGTTTATTAAGTTTTTTGCCCTCAAGACTGTCCAAGTGATTGTCCAGGCTCGACTTGGAGAAAAGATTTGCACCCGCTCATCATCTTCCCCGACG
13 D K F I K F FALKTVQVI VQARILSGETZKI CTWZ RS S S S PT
701 GGTTCAGATTGGTTCAATTTAGCAATCAAAGACATCCCAGAAGTCACCCATGAAGCAAAGAAGGCCCTGTCAGGGCAGCTGCCTGCTGTGGGGCGATCTA
47 G S D W F NL A I K DI P EV THEAIKIKA AL S GAQL P AV G R S
801 TGTGTGTGGAAATCTCACTCAAGACTTCTGAGGGAGATTCTATGGAGTTGGAAATTTGGTGTCTTGAAATGAATGAAAAGTGTGACAAAGAAATCAAAGT
8¢0kM C V E I S L K T S E GD SMETULTEI WCULEMNTEIZKTCDIKE I KV

Bst11071  (910)
901 TTCCTACACTGTATACAACCGATTGTCACTGCTGCTGAAGTCTCTTCTCGCTATTACAAGGGTGACACCAGCCTATCGACTCTCCAGGAAGCAAGGGCAT
113 S Y T VY N R L S L L L K S L L A1 TRV TPAYI RILSU RIKQGH
BsrGI (1013)
1001 GAATATGTAATTTTGTACAGGATTTATTTTGGGGAAGTTCAACTGAATGGCTTAGGAGAAGGCTTCCAGACAGTTCGAGTTGGAACAGTGGGCACCCCTG
147 E Y V I L Y R I Y F GEVQLNGLGESGTFQTVZ RV GTVG TP
1101 TGGGCACCCTCACTCTTTCCTGTGCTTATAGAATTAACTTGGCATTCATGTCCACCAGGCAATTTGAGAGGACCCCACCTATCATGGGGATTATCATTGA
180V G T L T L S CA Y R I NLAFMSTR R QFERT®P®PI MGTI I I D
Bbsl (1294)
1201 TCACTTTGTTGACCGTCCCTATCCCAGCTCTTCTCCTATGCACCCCTGTAATTACAGAACTGCTGAGGACGCAGGGGTCGCGTACCCGTCAGTGGAAGAC
213 H F VD R P Y P S S SPMHZPU CNY RTAETDAGVAY P S VED
Xeml (1392)
1301 TCTCAGGAAGTGTGTACCACATCTTTTTCCACATCCCCTCCCTCCCAGCTGATGGTTCCTGGGAAGGAAGGCGGGGTAACTCTTGCTCCCAGCCACCCCA
247" S Q E v C T T S F S TSPUPSQLMVPGIKTESGGVTLAUPSHT®P
SandI (1453) Tth111I ( 1497)
1401 CTCATGGTGCCCAGGCTGATCCCGAGAGACTGGTGATGCACATGCCTTCTGATGGGACCCATTGTGCCGCCACGCCCTCAAGCAGTGAGGACACTGAGAC
280kT H G A Q ADPEIRULVMHMPSDGTHTCAATUZPSSSETDTTET
1501 TGTGTCTAACAGCAGTGAAGGACGGGCCTCACCCCATGACATCTTGGAGACTATCTTTGTCCGAAAAGTGGGAGCATTTGTCAACAAACCCATCAATCAG
313 v S NS S E GRASPHDI L ETI1 F VR RIKVGATFVNZI KU PI NAQ
BstXI (1643) BsaBI (1663)
1601 GTGACTGTGACGAGTTTGGACATACCTTTCGCCATGTTTGCTCCCAAGAATTTGGAGCTGGAGGATGCTGATCCTATGGTGAATCCCCCGGAGTCCCCAG
347k V T V T S L DI P F AMFAZPIKNILTETULTEUDATDUPMVNZPUPESP
Ncol (1716)
1701 AGACCACATCTCCCCTCCATGGCAGCCTGCACTCAGATGGCTCCAGCGGGGGCAGCGGGGGCAGCACACATGACGACTTTGTTATGATTGACTTTAAACC

380bkE T T S P L HG S L HSDS GSSGGSGGSTHUDTUDTFVMI DF KP
1801 AGCTTTTTCTAAAGACGACATTCTTCCAATGGACTTGGGGACCTTCTACCGTGAATTTCAGAACCCCCCTCAGCTGAGCAGCCTCTCCATAGATTTTGGA
413 A F S K DD I L PMDULSGTT FYIRETFIQNPPOQLSSL S I DFG

EcoRI (1969)
1901 GCTCAGTCTATGGCGGAAGATTTGGACTCCTTACCAGAGAAGCTGGCTGTGCATGAGAAGAATGTCCGAGAATTCGATGCCTTTGTGGAAACCCTGCAGT
447 A Q S M A E DL D S L P EKLAVUHETKNVR RETFUDATFUVETTLAQ
Mscl (2032)
Nhel (2026)
2001 AAAAGTGTCCCGAGTGTCTGCAGCACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATG
480k o

Hpal (2164) Mfel (2175)
2101 CTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAG

EcoRI (2260)
2201 GTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAA
[ -

2301 TCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTC

SspI (2499)
2401 ATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAA




Swal (2513)
2501 ATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTT

2601 AGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGT

414 ¢ N R T Y K L P I L
2701 TCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGC
1304 E | T T K VL K GNME I L VFCDZPAYUDSI1 L ERTZ CMSGTCTUPS

BstXI (2803)
2801 TGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAAT
974 Vv V R I S R DV ED S Y P HR VAV I TDFUDJZKTI QGNSVASG I
Stul (2938)

2901 GGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACA
644 A Il A E A CV T VR RGI YATETIHVASI I EGTIZ KTR RI AAGV
BspHI (3088)

Bbsl (3084)

XmnI (3080)
3001 TGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCC
304H H K N D E Y LMT I KETAVEVLTELUDG QQQSTI NFTIKM-S4-—

Asel (3146)
3101 TCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACT
-

3200 AAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGAT

Spel (3301)
3300 TTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
— -

SnaBI (3429)
3399 ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

Ndel (3534)
3499 TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

3599 CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

Sdal (3712)Pacl (3720)  BspLU11l (3730)
3699 TAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCC
—_— -l

3797 ATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGG

3897 AAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGC

ApaLI (4044)
3997 TGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATC

4097 GTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTT

4197 CTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT

4297 TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCT

Eagl (4480)
Pacl (4460) Swal (4469)  Notl (4479)
4397 TTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATA

4497 TCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAAT
4597 AGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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