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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36l (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV  (441)
NgoMI (441)
Nael (441)
401
Neol (560)
BStEII (555)
KasI (535) Agel (552) BstBI (567)
501 CTGAGATCACCGGTCACCATGGAGAGCGGAGGGCGGCCCTCGCTGTGCCAGTTCAT
> 1*M E S G G R P S L CQF I
Xmal (659)
BstEII (621) Smal (659)

601 CCTCCTGGGCACCACCTCTGTGGTCACCGCCGCCCTGTACTCCGTGTACCGGCAGAAGGCCCGGGTCTCCCAAGAGCTCAAGGGAGCTAAAAAAGTTCAT
13 L L G T TSV VTAALYSVYUZ RI QKARYVYSOQETLTZEKTGATI KK VH
701 TTGGGTGAAGATTTAAAGAGTATTCTTTCAGAAGCTCCAGGAAAATGCGTGCCTTATGCTGTTATAGAAGGAGCTGTGCGGTCTGTTAAAGAAACGCTTA
47* L G E D L K S I L S EAPGIKTC CVZPYAVIEGAVTZ RSVIKTETHL
801 ACAGCCAGTTTGTGGAAAACTGCAAGGGGGTAATTCAGCGGCTGACACTTCAGGAGCACAAGATGGTGTGGAATCGAACCACCCACCTTTGGAATGATTG
80N S Q F VE NC K GV I Q RLTL QEWUHIKMVYVWNTR RTTUHLWNTUDC
901 CTCAAAGATCATTCATCAGAGGACCAACACAGTGCCCTTTGACCTGGTGCCCCACGAGGATGGCGTGGATGTGGCTGTGCGAGTGCTGAAGCCCCTGGAC
113 S K I I H QR T NT VP FDLVPHETDTGVDVAVRUVLTEKTPTLTD

Xbal (1014) BsrBI (1090)
1001 TCAGTGGATCTGGGTCTAGAGACTGTGTATGAGAAGTTCCACCCCTCGATTCAGTCCTTCACCGATGTCATCGGCCACTACATCAGCGGTGAGCGGCCCA
147 S V. D L G L E T VY EKTFHPS I QS FTDVI GHY 1l SGETRSTP
1101 AAGGCATCCAAGAGACCGAGGAGATGCTGAAGGTGGGGGCCACCCTCACAGGGGTTGGCGAACTGGTCCTGGACAACAACTCTGTCCGCCTGCAGCCGCC
180K G | Q E T E EML KV GATLTG GV GETLUVTLTUDNNSVRTLI QT®PTFP

Scal (1214)

SphI (1208)

1201 CAAACAAGGCATGCAGTACTATCTAAGCAGCCAGGACTTCGACAGCCTGCTGCAGAGGCAGGAGTCGAGCGTCAGGCTCTGGAAGGTGCTGGCGCTGGTT
213 K Q G M Q Y Y L S S QDFDSLLU QR QESSVURLWI KVLATLYV

BspLUI1I (1312) BspEI (1337)
1301 TTTGGCTTTGCCACATGTGCCACCCTCTTCTTCATTCTCCGGAAGCAGTATCTGCAGCGGCAGGAGCGCCTGCGCCTCAAGCAGATGCAGGAGGAGTTCC
247" F 6 F A T C A T L F F I LR KO QYLOQRU QET RLTE RLTEKTI QMO QEEF
Pvull (1414) Bsu36l (1435)

1401 AGGAGCATGAGGCCCAGCTGCTGAGCCGAGCCAAGCCTGAGGACAGGGAGAGTCTGAAGAGCGCCTGTGTAGTGTGTCTGAGCAGCTTCAAGTCCTGCGT
280kQ E H E A QL L SRAKWPEUDI RTESLI KSACVVCLSSTFIKSTCV

Xmal (1592)
Dralll (1530) Smal (1592)
1501 CTTTCTGGAGTGTGGGCACGTTTGTTCCTGCACCGAGTGCTACCGCGCCTTGCCAGAGCCCAAGAAGTGCCCTATCTGCAGACAGGCGATCACCCGGGTG
313 F L E C G HV CSCTTET CYJ RALTZPETPI KT KT CPI CRIOQATI TRV
Mscl (1651)
BsrGI (1607) Nhel (1645)

1601 ATACCCCTGTACAACAGCTAATAGTTTGGAAGCCGCACAGCTTGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTA
347 1 P L Y N S e

Hpal (1783) Mrfel (1794)
1701 GAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTG

EcoRI (1879)
1801 CATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAG
- -

1901 CAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTT

2001 TGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCC

SspI (2118) Swal (2132) Eco01091 (2193)
2101 ACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCT

2201 TCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGT
414 ¢ N R T
2301 GTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCT
1374y KX L P I L E E I T T K VL KGNME I LV FCDUPAYIDS I L E
2401 CTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGT
1934R C M G C P S VVRI SRDVETDSYU®PHRVAV I TDTFDIKIQGN




Stul (2557)
Ecold7I (2557)
2501 TGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGT
704 'S VA S G I A1l AEACVTVRGI YATETIHVASTIIETGTT KT
XmnlI (2699)
2601 CCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTG

37 R | A A GV HHIKNDTETYTLMTI KETAVEUVLTETLUDTI QQS I N
Vspl (2765)
BspHI (2707) Asel  (2765)
2701 AAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAG
34F T K M - o

2801 CTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACAT

Spel (2920)
2900 TTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGC
-

SnaBI (3048)
Ecol05I (3048)
2999 CCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGG

Ndel (3153)
3099 CATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAA

3199 ATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAG

Sdal (3331)Pacl (3339)  BspLUIII (3349)
3299 CCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCC
-t

3397 GCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGAT

3497 ACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGC

ApaLI (3663)
3597 GCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGC

3697 GCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATG

3797 TAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGG

3897 AAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCT

Pacl (4079) Swal (4088)
3997 CAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAAT

Eagl (4099)

NotI (4098)
4097 C AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAA
4197 CAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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