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Pvul (7)
Sgfl (6) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTAGAGAAGGTGGCGCGGGGTAA

Psp1406I (203) Pvull (239)

121 ACTGGGAAAGTGATGTCGTGTACTGGCTCCGCC CCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCCGTGAACGTTC CGCAACGGGTTTGCCGCCAGAACAC

Bsu36I (291)
HindIII (245) EcoNI (287)

241 AGCTGAAGCTTCGAGG

NgoMIV (441)
361

BspLUI11I (560)

Agel (552)
481 CTGAGATCACCGGTCAACATGTATGTGTGGGTTCAGCAGCCCACAGCCCTTCTGCT
. 1IPMY VWV QQPTALTLL

Xcml (687) Nceol (696)
601 GCTGGGACTCACACTTGGAGTTACAGCAAGGAGGCTCAACTGTGTTAAACATACCTACCCCAGTGGTCACAAGTGCTGTCGTGAGTGCCAGCCAGGCCATGGTATGGTGAGCCGCTGTGA
138 L GLTLGVTARRLNCVKHTYPSGHKT CCRECQPGHGMYSRTCD
BsrGI (799) BstXI (813)
721 TCATACCAGGGATACTCTATGTCATCCATGTGAGACTGGCTTCTACAATGAAGCTGTCAATTATGATACCTGCAAGCAGTGTACACAGTGCAACCATCGAAGTGGAAGTGAACTCAAGCA
53 HTRDTL CHPC CETGFYNEAVNYDTCKQCTQCNHRSGSTETLTKHNA Q
Pstl (867) HindlII (913)
841 GAATTGCACACCTACTCAGGATACTGTCTGCAGATGTAGACCAGGCACCCAACCTCGGCAGGACAGCGGCTACAAGCTTGGCGTTGACTGTGTTCCCTGCCCTCCTGGCCACTTTTCTCC
B NCTPTQDTVCRCRPGTQPRQDSGYKLGVDCVPCPPGHTFST®P
Xeml (1028) Tth1111 (1042)
961 AGGCAACAACCAGGCCTGCAAGCCCTGGACCAATTGTACCTTATCTGGAAAGCAGACCCGCCACCCAGCCAGTGACAGCTTGGACGCAGTCTGTGAGGACAGAAGCCTCCTGGCCACACT
133 GNNQACKPWTNCTLSGKOQTRHPASDS SLDAVCEDRSLLATL
Bsp120I (1188)
Bsu36I (1183)
1081 GCTCTGGGAGACCCAGCGCCCTACATTCAGGCCAACCACTGTCCAATCCACCACAGTCTGGCCCAGGACTTCTGAGTTGCCCTCTCCACCCACCTTGGTGACTCCTGAGGGCCCTGCATT
173 LW ETQRPTFRPTTVQSTTVWPRTSELPSPPTLVTPETGTPATF
AvrlI (1209) BspEI (1268)
1201 TGCTGTTCTCCTAGGCCTGGGCCTGGGCCTGCTGGCTCCCTTGACTGTCCTGCTGGCCTTGTACCTGCTCCGGAAGGCTTGGAGATTGCCTAACACTCCCAAACCTTGTTGGGGAAACAG
23 AV L L GLGLGLLAPLTVLLALYLLRKAWRLPNTPIKPCWSGNS
BgllII (1373) Nhel (1409)

1321 CTTCAGGACCCCGATCCAGGAGGAACACACAGACGCACACTTTACTCTGGCCAAGATCTGAGCATTAGTACAGGAGTGGATTTTATGGGGCTAGCTGGCCAGACATGATAAGATACATTG
253 F R TP IQEEHTDAHTFTLAK | e

Hpal (1547)
1441 ATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACA

EcoRI (1643)
1561 ATTGCATTCA ATGTTTCAGGTTCAGGGGGAGGTGTGGGAGG AAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCC
-

1681 AAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATA

Sapl (1825) Sspl (1882) Swal (1896)
1801 GTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

1921 AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGC

Sacl (2157)

2041 GAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAG
—3434 ¢ N R T YK LP I'LEE ITTKVLKGNME ILVFCDPAYDS IL
BstXI (2186)
2161 CTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCC
154 ERCMGCPSVVR ISRDVEDSYPHRVAYVY ITDFDKQGNSVASSG
2281 AATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTC
654 | A ITAEACVTVRGIYAE IHVAS I IEGTIKTRIAAGVHHEKNDE
Bbsl (2467)
XmnlI (2463)
2401 ATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT
254 Y LM T IKETAVEVLELDOQQS INFTKM--
Asel (2529) Sacl (2586)
2521 ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCA
-

Spel (2684)
2641 ATGGGGCGGAGTTGTTACGACA GGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCAC
<

SnaBI (2812)
2761 GCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCC




2881

3001

3121

3241

3361

3481

3601

3721

3841

3961

Ndel (2917)
ATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTG

Pacl (3103)
Pstl (3096)
Sdal (3095) BspLUI1I (3113)
GCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG
-

AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCG CCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAA

CCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGC

ApalLlI (3427)
GCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCG

TCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTA

CGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGG

TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATC CTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGA GGTCATGGC

Eagl (3863)
Pacl (3843) Swal (3852) NotI (3862)
TAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAA

CAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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