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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36I (291)
Psp14061 (203) HindIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Necol (560)
BstEII (555)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGGTCGGGGGCTGCTCCGGGGCCTGTGGCCGCTGCA
. 1M G R G L L R G L WUP L H
Hpal (655) HindIII (697)
601 TATCGTCCTGTGGACGCGCATCGCCAGCACGATCCCGCCGCACGTTCCCAAGTCGGTTAACAGTGATGTCATGGCCAGCGACAATGGCGGTGCGGTCAAG
13 1 v L WTWRI ASTI PPHVZPIKSVNSIDVMASIUDNGSGA VK

BstAPI (713)
701 CTTCCACAGCTGTGCAAGTTTTGCGATGTGAGACTGTCCACTTGCGACAACCAGAAGTCCTGCATGAGCAACTGCAGCATCACGGCCATCTGTGAGAAGC
47 L P Q L C K F C DV RL STOCDNI QK SO CMSNTCS I TA 1 CTEK
801 CGCATGAAGTCTGCGTGGCCGTGTGGAGGAAGAACGACAAGAACATTACTCTGGAGACGGTTTGCCACGACCCCAAGCTCACCTACCACGGCTTCACTCT
80P H E V C V A VWIRKNUDI KNI TLETVICHUDZ®PIKILTYHGT FTL
BspHI (926)
901 GGAAGATGCCGCTTCTCCCAAGTGTGTCATGAAGGAAAAGAAAAGGGCGGGCGAGACTTTCTTCATGTGTGCCTGTAACATGGAAGAGTGCAACGATTAC
113 E D A A S P K CVMIKEI KK RAGETTFTFMCATCNMETETCNIDY
PshAI (1062)
1001 ATCATCTTTTCGGAAGAATACACCACCAGCAGTCCCGACCTGTTGTTGGTCATTATCCAAGTGACGGGCGTCAGCCTCCTGCCTCCGCTGGGGATTGCCA
147 1 | F S E E Y T T S S P DULLULUVI I QVTGVSLLU®P®PLGI A
1101 TAGCTGTCATCATCATCTTCTACTGCTACCGTGTCCACCGGCAGCAGAAGCTGAGCCCGTCCTGGGAGAGCAGCAAGCCCCGGAAGCTGATGGATTTCAG
1801 A V I I 1 F Y CY R V HRQQKL SP SWESSKU®PRIKLMDF S
BsrBI (1230) BbrPI (1248)
1201 TGACAACTGCGCCATCATCCTGGAGGACGACCGCTCCGACATCAGCTCCACGTGCGCCAACAACATCAACCACAACACGGAGCTGTTGCCCATCGAGCTG
213 D N C A I | L E DDWRSDI S S TCANNI NWUHNTETL L P I E L
BglII (1391)
1301 GACACGCTGGTGGGGAAGGGCCGCTTCGCCGAGGTCTACAAGGCCAAGCTGAAGCAGAACACCTCAGAGCAGTTTGAGACCGTGGCTGTCAAGATCTTCC
247 D T L V G K G R F A EVYKAIKILI KU QNTSEI QFTETVAVK I F
Scal (1409) EcoRV (1447) BsrBI (1495)
1401 CCTATGAGGAGTACTCCTCGTGGAAAACAGAGAAGGACATCTTCTCCGATATCAACCTGAAGCATGAGAACATCCTGCAGTTCCTGACGGCCGAGGAGCG
280kP Y E E Y S S WK T E KD I F S DI NL KWHTENILQFLTATETER
BbsI (1500) Scal (1520) Sdal (1557) Bsu36I (1599)
1501 GAAGACAGAGCTGGGCAAGCAGTACTGGCTGATCACGGCGTTCCACGCGAAGGGCAACCTGCAGGAGTACCTCACGAGGCATGTCATCAGCTGGGAGGAC
313 K T E L G K Q YWUL I T ATFHAIKSGNILI QEYTULTR RHV I SWTED
Xmal (1625) Xeml (1653)
1601 CTGAGGAAGCTGGGCAGCTCCCTGGCCCGGGGCATCGCTCATCTCCACAGTGACCACACTCCTTGTGGGAGGCCCAAGATGCCCATTGTTCACAGGGACC
347 L R K L G S S L ARGI AHLUHSUDHTU®PZ CGR®PIKMPI VHRTD
1701 TCAAGAGCTCTAACATCCTAGTGAAGAACGACTTGACCTGTTGCCTGTGTGACTTCGGGCTGTCCTTGCGCCTGGACCCTACTCTGTCTGTGGATGACCT
380kL K S S N 1 L VK NDL TCOCULTCDT FGLSLURLUDPTLSVDUDL
Xeml (1856)
Xbal (1848) PshAI (1893)
1801 GGCCAACAGCGGGCAGGTGGGAACGGCAAGATACATGGCCCCGGAAGTTCTAGAATCCAGGATGAATCTGGAAAACGTGGAGTCGTTCAAGCAGACGGAT
413 A N S G QV GTARYMAUPTEVLES SR RMNILTENVTESTFIKAQTTD
Ncol (1907)
1901 GTCTACTCCATGGCTCTGGTACTCTGGGAAATGACGTCCCGCTGCAATGCTGTGGGAGAAGTGAAGGATTACGAGCCCCCATTTGGTTCCAAGGTGCGGG
447 V Y S M A L VL WEMTS R CNAVGEVKDYEUPZPTFGS K VR
2001 AGCACCCCTGTGTGGAGAGCATGAAAGACAGTGTGCTGAGAGACCGAGGGCGGCCGGAAATTCCCAGCTTCTGGCTCAACCACCAGGGCATCCAGATCGT
480*E H P C V E S M K D S V L RDU R GR®PETITI P S FWLNUHAIQGI Q1 V
Dralll (2153) Ecod47II1 (2168) BspEI (2190)
2101 GTGTGAGACTTTGACCGAGTGCTGGGACCATGACCCCGAAGCCCGTCTCACAGCACAGTGTGTGGCAGAGCGCTTCAGTGAGCTGGAGCATCCGGAGAGA
513 C E T L T E CWDHDU®PEARILTAQCVATET RTFSEILTEHTPTER
Nhel (2284)
2201 CTCTCTGGGAGGAGCTGCTCCCAGGAGAAGATTCCAGAAGATGGCTCGCTGAACACTACCAAATAGCTTTTTCTGGGCAGGCTGGCTAGCTGGCCAGACA
547 L S G R S C S Q E K I P E D G S L N T T K e _
2301 TGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAAC

Hpal (2422)  Mfel (2433)
2401 CATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAAC




EcoRI (2518)
2501 CTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGC
- e

2601 ATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTA

Sspl  (2757) Swal (2771)
2701 GCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAA

2801 ATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATT

2901 GGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATG
+411 ¢ N R T Y K L P I L E E I T T K V L K G NM E |
3001 AGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGT
1164L V F C D P A Y D S I L ERCMGT CPSVVUR I SRDVETDTSYPH
Stul (3196)
3101 GCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGC
83 R VA V I T DF DK QGNZSVASGI AI AEACVTVRGI YA
3201 CTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTG
sed4 E | HV A S I | EGT K TR I AAGVHUHIEKNDTETYTLMTI KET
BspHI (3346)
BbsI (3342)
XmnI (3338)
3301 GCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCC
164A V E V L E L D Q Q S I N F T K M =
Asel  (3404)
3401 GATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTAC

-
Spel (3559)
3501 CGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGA
-

SnaBI (3687)
3600 GACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTA

Ndel (3792)
3700 CTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGA

3800 TACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCA

Sdal (3970) Pacl (3978)  BspLU11I (3988)
3900 TTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAG
-

3998 CAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTC

4098 AAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACC

4198 GGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGG

ApaLl (4302)
4298 GCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGC

4398 AGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTA

4498 TTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTG

4598 TTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTA

Pacl (4718) Swal (4727) NotI (4737)
4698 AGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAAT

4798 CGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTA
4898 TCGAA
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