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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV  (441)
401

SphI (560) Bsp120I (570)
KasI (535) Agel (552) Xmal (566)

501 CTGAGATCACCGGTCAGCATGCCCCGGGGCCCAGTGGCTGCCTTACTCCTGCTGAT

. 1*M P R G P VA A L L L L

Ncol (603)
601 TCTCCATGGAGCTTGGAGCTGCCTGGACCTCACTTGCTACACTGACTACCTCTGGACCATCACCTGTGTCCTGGAGACACGGAGCCCCAACCCCAGCATA
13 L H GAWSOCLDLTOCYTDYLWTTI1 TCVLETHZ RSUPNTPS

BbrPI (798)
701 CTCAGTCTCACCTGGCAAGATGAATATGAGGAACTTCAGGACCAAGAGACCTTCTGCAGCCTACACAAGTCTGGCCACAACACCACACATATATGGTACA (
47w L S L T W Q D E Y E E L QDQETTF FT CSULHIKSGHNTTHI WY
801 CGTGCCATATGCGCTTGTCTCAATTCCTGTCCGATGAAGTTTTCATTGTCAACGTGACGGACCAGTCTGGCAACAACTCCCAAGAGTGTGGCAGCTTTGT
80T C HM R L S Q F L SDEVTFI VNVTDA QS GNNSQETCGSF V
EcoRV (964)
901 CCTGGCTGAGAGCATCAAGCCAGCTCCCCCCTTGAACGTGACTGTGGCCTTCTCAGGACGCTATGATATCTCCTGGGACTCAGCTTATGACGAACCCTCC
113 L A E S I K P A PPLNVTVATFSSGRYIDI SWDSAYDTEP S
BstEII (1074)
1001 AACTACGTGCTGAGAGGCAAGCTACAATATGAGCTGCAGTATCGGAACCTCAGAGACCCCTATGCTGTGAGGCCGGTGACCAAGCTGATCTCAGTGGACT
147 N Y VL R G K L Q Y ELQY RNL RDZPYAVZRU®PVTIKTLI1l S VD
1101 CAAGAAACGTCTCTCTTCTCCCTGAAGAGTTCCACAAAGATTCTAGCTACCAGCTGCAGATGCGGGCAGCGCCTCAGCCAGGCACTTCATTCAGGGGGAC
180S R N V S L L P E E FHKDJSSY QL QMU RAAPA QPG GTSTFIRGT
Tth111I (1216) SandI (1262)
1201 CTGGAGTGAGTGGAGTGACCCCGTCATCTTTCAGACCCAGGCTGGGGAGCCCGAGGCAGGCTGGGACCCTCACATGCTGCTGCTCCTGGCTGTCTTGATC
213 W S EW S DP VI FQTQAGEUWPEAGWDU PMHMILTLLTULAUWVTLI
1301 ATTGTCCTGGTTTTCATGGGTCTGAAGATCCACCTGCCTTGGAGGCTATGGAAAAAGATATGGGCACCAGTGCCCACCCCTGAGAGTTTCTTCCAGCCCC
247 1 VL V F M G L K I HL P W RIULWIKIK I WAWPVZPTZPESTFTF QTP
BsrGI (1400) Xeml (1457)
1401 TGTACAGGGAGCACAGCGGGAACTTCAAGAAATGGGTTAATACCCCTTTCACGGCCTCCAGCATAGAGTTGGTGCCACAGAGTTCCACAACAACATCAGC
280kL Y R E HS G N F K KWV NTU®PTFTASS I ELVPQSSTTTSA
Xmnl (1530) Xmal (1539)
1501 CTTACATCTGTCATTGTATCCAGCCAAGGAGAAGAAGTTCCCGGGGCTGCCGGGTCTGGAAGAGCAACTGGAGTGTGATGGAATGTCTGAGCCTGGTCAC
313 L H L S L Y P A KEKKFP GLUPGLTETEQLTET CDSGMSEUP GH
1601 TGGTGCATAATCCCCTTGGCAGCTGGCCAAGCGGTCTCAGCCTACAGTGAGGAGAGAGACCGGCCATATGGTCTGGTGTCCATTGACACAGTGACTGTGG
3470 W C I I P L AAGQAVSAY SEERIDRPYGLV S I DTVTYV
BsaBI (1744)
1701 GAGATGCAGAGGGCCTGTGTGTCTGGCCCTGTAGCTGTGAGGATGATGGCTATCCAGCCATGAACCTGGATGCTGGCAGAGAGTCTGGTCCTAATTCAGA
380G D A E G L C VWPTCST CEUDUDGYU&PAMNLUDAGT RTESTGUPNSE
1801 GGATCTGCTCTTGGTCACAGACCCTGCTTTTCTGTCTTGTIGGCTGTGTCTCAGGTAGTGGTCTCAGGCTTGGGGGCTCCCCAGGCAGCCTACTGGACAGG
413 D L L L VTDPATFLSTCGTCVSGSGLUI RLSGGSU®PGSULLDTR
SandI (1957)
1901 TTGAGGCTGTCATTTGCAAAGGAAGGGGACTGGACAGCAGACCCAACCTGGAGAACTGGGTCCCCAGGAGGGGGCTCTGAGAGTGAAGCAGGTTCCCCCC
447 L R L S F A K E GDWTADUZPTWRTSGSU®PG GG SESTEAGSP
2001 CTGGTCTGGACATGGACACATTTGACAGTGGCTTTGCAGGTTCAGACTGTGGCAGCCCCGTGGAGACTGATGAAGGACCCCCTCGAAGCTATCTCCGCCA
48P G L DM DT F D S GFAGSDT CGSU®PVETHDTETGTPUZPHR RS Y L RAQ
Nhel (2147) Stul (2179) AvrIl (2194)
2101 GTGGGTGGTCAGGACCCCTCCACCTGTGGACAGTGGAGCCCAGAGCAGCTAGCATATAATAACCAGCTGTAGTGAGAAGAGGCCTCTGAGCCTGCCTAGG
513 W V V R T P P P V D S G A Q S S o
2201 ACTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

Hpal (2338) Mfel (2349)
2301 TTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTT

EcoRI (2434)
2401 TTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCT
. -

2501 GAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTT

SspI  (2673) Swal (2687)
2601 CCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATC

2701 ATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGA




2801 ACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTT
3494 ¢« N R T Y K L P I L E E I T T K V L K
Sacl (2948)

2901 GCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACC
1224 G NM E I L VF CDPAYDJSI1LETZ RT CMSGT C®PSVVU Rl SURDUV
3001 TCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGA

884E D S Y P H R VA V I T DF DI KU QGNSVASGIAI AEATCVTV

Stul (3112)

3101 CCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCAT

554 R G | Y A E | HV A S | | EGTI KT RI A AGVHUHIEKNDTETYTLM

BspHI (3262)
BbsI (3258)
Xmnl (3254)

3201 GGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTAT

224 T I K E T AV E VL ELD QQS I NFTIKM=-
Asel (3320) Sacl (3377)
3301 GCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCC
e

Spel (3475)
3401 CACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTG
-

3500 ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

SnaBI (3603)
3600 CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG

3700 CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

Sdal (3886)Pacl (3894)
3800 ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT A

BspLU11I (3904)
3898 A TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATC
-

3998 ACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCC

4098 GACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTC

ApaLl (4218)
4198 GTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACG

4298 ACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTA

4398 CACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGT

4498 AGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGA

Eagl (4654)
Pacl (4634) Swal (4643) NotI (4653)
4598 ACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTT

4698 GGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTG
4798 CCAGAACATTTCTCTATCGAA
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