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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) SphI (568)

501 CTGAGATCACCGGTAGGAGGGCCAGCATGCTGCCGTGCCTCGTAGTGCTGCTGGCG

[ 1I* M L P C L V V L L A
601 GCGCTCCTCAGCCTCCGTCTTGGCTCAGACGCTCATGGGACAGAGCTGCCCAGCCCTCCGTCTGTGTGGTTTGAAGCAGAATTTTTCCACCACATCCTCC
11 A L L S L R L G S DA HGTEL®PSPPSVWTFTEATETFTFHH I L
701 ACTGGACACCCATCCCAAATCAGTCTGAAAGTACCTGCTATGAAGTGGCGCTCCTGAGGTATGGAATAGAGTCCTGGAACTCCATCTCCAACTGTAGCCA
44 H W T P I P N Q S E S T CY E VALLWRY G I ESWNJSI S NZ CSAQ

Tth1111 (800) BstXI (842) NgoMIV (886)

801 GACCCTGTCCTATGACCTTACCGCAGTGACCTTGGACCTGTACCACAGCAATGGCTACCGGGCCAGAGTGCGGGCTGTGGACGGCAGCCGGCACTCCAAC
77*. T L S Y DL TAV TLUDULYHSNSGY I RARVIRAVDSGSURHSN
901 TGGACCGTCACCAACACCCGCTTCTCTGTGGATGAAGTGACTCTGACAGTTGGCAGTGTGAACCTAGAGATCCACAATGGCTTCATCCTCGGGAAGATTC
112 w T V T N T R F S VD E V T L T V G S V NULZEI HNGTF I L G K I
Ndel (1036)
1001 AGCTACCCAGGCCCAAGATGGCCCCCGCAAATGACACATATGAAAGCATCTTCAGTCACTTCCGAGAGTATGAGATTGCCATTCGCAAGGTGCCGGGAAA
144 Q L P R P K M AP A NUDTYE S I F S HTFI RTEYEILl A1l R K VP GN
1101 CTTCACGTTCACACACAAGAAAGTAAAACATGAAAACTTCAGCCTCCTAACCTCTGGAGAAGTGGGAGAGTTCTGTGTCCAGGTGAAACCATCTGTCGCT
177 F T F T H K K V K HENTF S L L TS GEV GETFTCVQV KPS VA
PshAI (1268)
1201 TCCCGAAGTAACAAGGGGATGTGGTCTAAAGAGGAGTGCATCTCCCTCACCAGGCAGTATTTCACCGTGACCAACGTCATCATCTTCTTTGCCTTTGTCC
211 S R S N K G M W S K E E C I S L TURQYF TV TNWVI I F F A F V
BspEI (1308)
1301 TGCTGCTCTCCGGAGCCCTCGCCTACTGCCTGGCCCTCCAGCTGTATGTGCGGCGCCGAAAGAAGCTACCCAGTGTCCTGCTCTTCAAGAAGCCCAGCCC
244 L L S G A LAY CLALI QLY VR RRRIKI KTLU®PSVLLTFIKIKU®PS®P
Stul (1465)
1401 CTTCATCTTCATCAGCCAGCGTCCCTCCCCAGAGACCCAAGACACCATCCACCCGCTTGATGAGGAGGCCTTTTTGAAGGTGTCCCCAGAGCTGAAGAAC
277" F I F I S Q R P S P ETAQDT 1| HPLWDTETEATFILIKV S P E L KN
1501 TTGGACCTGCACGGCAGCACAGACAGTGGCTTTGGCAGCACCAAGCCATCCCTGCAGACTGAAGAGCCCCAGTTCCTCCTCCCTGACCCTCACCCCCAGG
3112 L D L H G S T b S GF G S TIKUP S L QTTETEWPQFLULUPDUZPHZPAQ
Sdal (1688)
1601 CTGACAGAACGCTGGGAAACAGGGAGCCCCCTGTGCTGGGGGACAGCTGCAGTAGTGGCAGCAGCAATAGCACAGACAGCGGGATCTGCCTGCAGGAGCC
344 kA D R T L G NR E PP VL GDJ ST CSSGSSNSTHDSS G 1 CL QEP
Bsp120I (1719)
1701 CAGCCTGAGCCCCAGCACAGGGCCCACCTGGGAGCAACAGGTGGGGAGCAACAGCAGGGGCCAGGATGACAGTGGCATTGACTTAGTTCAAAACTCTGAG
377 S L S P S TGPTWEQQVGSNSURGQDUDSGI!I DL V QNS E
Dralll (1816) BbsI (1875)
1801 GGCCGGGCTGGGGACACACAGGGTGGCTCGGCCTTGGGCCACCACAGTCCCCCGGAGCCTGAGGTGCCTGGGGAAGAAGACCCAGCTGCTGTGGCATTCC
4117 G R A G D T Q G G S A L GHHSUPUPEUWPTEVZPGETETDUZPAAVATF
BstEII (1902)
1901 AGGGTTACCTGAGGCAGACCAGATGTGCTGAAGAGAAGGCAACCAAGACAGGCTGCCTGGAGGAAGAATCGCCCTTGACAGATGGCCTTGGCCCCAAATT
444 Q G Y L R Q T R C A E E KATIKTSGT CULTETETES®PLTDSGTL G P K F
Xbal (2072)
Mscl (2044) BamHI (2066) Bsp120I (2098)
2001 CGGGAGATGCCTGGTTGATGAGGCAGGCTTGCATCCACCAGCCCTGGCCAAGGGCTATTTGAAACAGGATCCTCTAGAAATGACTCTGGCTTCCTCAGGG
477 G R C L VD E A G L HPPALAIKSGY LK QDU®PLEMTLASSG
2101 GCCCCAACGGGACAGTGGAACCAGCCCACTGAGGAATGGTCACTCCTGGCCTTGAGCAGCTGCAGTGACCTGGGAATATCTGACTGGAGCTTTGCCCATG
511 A P T G Q W N QP T E E WS L LAL S STCSUDULGI SDWSTFAH
BstEII (2264)
Tth111I (2259)
2201 ACCTTGCCCCTCTAGGCTGTGTGGCAGCCCCAGGTGGTCTCCTGGGCAGCTTTAACTCAGACCTGGTCACCCTGCCCCTCATCTCTAGCCTGCAGTCAAG
544D L A P L G C VA AP GGLULGS FNSDLUVTLU®PULI SSL QS S
Mscl (2342)
Nhel (2336)

2301 TGAGTGACTCGGGCTGAGAGGCTGCTTTTGATTTAGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGT
577 E e

Hpal (2474) Mfel (2485)
2401 GAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTT

EcoRI (2570)
2501 TATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTT
- -




2601 AACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTC

2701 ACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCT

SspI  (2809) Swal (2823)
2801 TTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATAT

2901 CCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAG

414 ¢ N R T Y K L
Sacl (3084)

3001 GGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATG

1344 P | L E E I T T K V L K GNME I L VF CDU®PAYDS S 11 L ERCWM
BstXI (3113)

3101 CCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAG

104G C P S V VR I S R DV EDSYUPHRVAUV I TDFWDIKI QOGNS VA
Stul (3248)

3201 CAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGC
674 S G I A Il A E A CV TV RGI YATEI HVAS 1T I EGTIZKTRII A

BbsI (3394)

XmnlI (3390)

3301 CGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTC
344 A G V HHKNDTEYLMTI KETAVEUVLTELUDAI QQS I NTFTK

Asel (3456)
3401 ATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGA
041M - -
Sacl (3513)
3501 CGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGT

Spel (3611)
3601 CCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTA
_ -

SnaBI (3739)
3701 CTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAG

Ndel (3844)
3801 GCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCC

3901 ATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCC

Sdal (4022) Pacl (4030)  BspLU11I (4040)
4001 ATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGT
-

4101 TTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCC

4201 CCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGC

ApaLl (4354)
4301 TCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTA

4401 ACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTAC

4501 AGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGT

4601 AGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTT

Eagl (4790)
Pacl (4770) Swal (4779)  NotI (4789)
4701 TGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAAT

4801 AAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAG
4901 CAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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