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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindlIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
BstEII (555)
Agel (552) Ncol (560) BssHII (584)
501 CTGAGATCACCGGTCACCATGGTGTCTTTGCCTCGGCTGTGCGCGCTATGGGGCTG
- 1*¥M V S L P RLCALWGSTC

PshAI (606)
601 CTTGTTGACAGCGGTCCATCTAGGGCAGTGTGTTACGTGCAGTGACAAACAGTACCTCCACGATGGCCAGTGCTGTGATTTGTGCCAGCCAGGAAGCCGA
3 L L TAVHULGQC CVY TG CSDI KO QYLHDG G QT CTCDTLTCOQ®PG SR

BbsI (726) EcoRI (757)
701 CTGACAAGCCACTGCACAGCTCTTGAGAAGACCCAATGCCACCCATGTGACTCAGGCGAATTCTCAGCCCAGTGGAACAGGGAGATTCGCTGTCACCAGC
47 L T S H C T A L EK T QO CHUPCD SGETFSAQWNT RTETI RCHAQ
Tth111I (859) BstAPI (899)

801 ACAGACACTGTGAACCCAATCAAGGGCTTCGGGTTAAGAAGGAGGGCACCGCAGAATCAGACACTGTCTGTACCTGTAAGGAAGGACAACACTGCACCAG
8*H R H C E P NQ G L RV KK EGTATETSDTVOCTT CSIKTETG GO QHTCT S
901 CAAGGATTGCGAGGCATGTGCTCAGCACACGCCCTGTATCCCTGGCTTTGGAGTTATGGAGATGGCCACTGAGACCACTGATACCGTCTGTCATCCCTGC
113 K D C EAC A QH T PC I PGFGVMEMATTETTHDTVTC CHTZPC
BstBI (1033)
1001 CCAGTCGGCTTCTTCTCCAATCAGTCATCACTTTTCGAAAAGTGTTATCCCTGGACAAGCTGTGAGGATAAGAACTTGGAGGTCCTACAGAAAGGAACGA
147 P V G F F S N Q S S L F EKC CVYPWTSCEDTIKNTLTEVTLTI QTIKTGT
PshAI (1104) BsaBI (1164)
1101 GTCAGACTAATGTCATCTGTGGTTTAAAGTCCCGGATGCGAGCCCTGCTGGTCATTCCTGTCGTGATGGGCATCCTCATCACCATTTTCGGGGTGTTTCT
180*S Q T NV I C G LK SRMZ RATLTLVYV I PVVMG I L I T 1 FGUVFL
1201 CTATATCAAAAAGGTGGTCAAGAAACCAAAGGATAATGAGATGTTACCCCCTGCGGCTCGACGGCAAGATCCCCAGGAGATGGAAGATTATCCCGGTCAT
213 Y | K K VV K K P K DN EMLTPGPAART ROQQD PQEMTETDTYPGH
BsrBI (1387)
1301 AACACCGCTGCTCCAGTGCAGGAGACACTGCACGGGTGTCAGCCTGTCACACAGGAGGATGGTAAAGAGAGTCGCATCTCAGTGCAGGAGCGGCAGGTGA
247 N T AA PV Q ET LHGC COQPVTOQEDTGE KTETST RISV QETRTZ QYV
Nhel (1448)
1401 CAGACAGCATAGCCTTGAGGCCCCTGGTCTGAACCCTGGAACTGCTTTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAA
280*T D S | A L R P L V e

Hpal (1586) Mfel (1597)
1501 CTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAA

EcoRI (1682)
1601 TTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCA
| -

1701 TAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCT

Sapl (1864)
1801 GTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCT

Sspl (1921) Swal (1935)
1901 CCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGC

2001 CCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCT

1414 ¢ N R

Sacl (2196)
2101 GGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGC
1384 T Y K L P I L E E I T TKV LKGNME I LV FCDZPAYTDS I L
BstXI (2225)
2201 TCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCC
144E R C M G C P SV V R I S RDV EDSYPHURVYAV I TDFDTKIQG
Stul (2360)

2301 CGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTT
714 N SV A S G I A I A EACV TV RG I YATETIHVASII I EGTK




2401 GGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATG

3844 T R I AA GV HHIKNUDEY LMT I K ETA AV EV L ELDI QQS I
BspHI (2510)
BbsI (2506)
Xmnl (2502) Asel (2568)
2501 TTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTC
44N F T K M - ]
Sacl (2625)

2601 CAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGAC

Spel (2723)
2701 ATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACG
-

SnaBI (2851)
2801 CCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGG

Ndel (2956)
2901 GCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTA

3001 AATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCA

Pacl (3142)
PstI (3135)
Sdal (3134) BspLUI11I (3152)
3101 GCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCG
-

3201 CGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATA

3301 CCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCG

ApaLlI (3466)
3401 CTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCG

3501 CCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGT

3601 AGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGA

3701 AAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTC

Pacl (3882) Swal (3891)
3801 AAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC

Eagl (3902)
NotI (3901)
3901 AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAAC

4001 AAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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