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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspHI (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCATCATGAGCGCCCTACTCACCGCAGCGGGGTTGCTGTTCCT
- 1M S A L L T AAGULLF L

601 GGGGATGCTTCAAGCCTTCCCAACGGATCGACCACTCAAGACCACCTGTGCCGGAGACCTCAGCCACTACCCAGGGGAGGCTGCCAGGAACTGCTGTTAC
13 G ML QA F P TD RU®PULIKTTU CAGDILSHY®PGEA AARNTECTCY
PstI (753) Bbsl (790)
701 CAGTGCCCCTCAGGGTTGTCTCCGACACAGCCATGCCCACGGGGTCCTGCCCACTGCAGGAAGCAGTGTGCACCTGACTACTACGTCAATGAAGACGGGA
47 Q C P S G L S P TQPT CPRGPAUHT CRI KA QT CATPTUDTYYVNTETDG
SphI (890)
BSstAPI (803) BSstAPI (890)
801 AGTGCACAGCCTGCGTGACCTGTTTGCCAGGCCTTGTGGAGAAGGCTCCGTGTTCCGGGAACTCTCCTCGAATCTGTGAGTGTCAGCCTGGCATGCACTG
89kK C T A C V T CL P GL VEIKAPT CSGNSU®PR I CECQPGMHTC
901 CTGCACACCAGCAGTCAATTCCTGCGCCCGCTGCAAACTCCACTGTTCTGGAGAGGAGGTTGTCAAGTCTCCAGGCACAGCAAAGAAGGACACTATCTGT
113 ¢ T P AV N S C A R C K L HC S GEEVVKSZPGTAIKIKTUDT I C
BStEII (1042) Xbal (1092)
1001 GAGCTGCCTTCCTCGGGATCTGGTCCCAATTGCTCCAATCCGGGTGACCGCAAGACACTTACTAGCCATGCCACTCCTCAGGCCATGCCTACTCTAGAAT
147 E L P S S G S G P NCSNUPGDU RIKTLTSHATZPIOQAMTPTTLE
1101 CCCCAGCCAATGACAGTGCAAGGAGCTTGCTGCCAATGCGTGTCACCAACCTTGTGCAGGAAGATGCTACTGAGTTGGTGAAGGTTCCAGAATCTTCCTC
180S P AN D S AR S LLPMZRVTNLVAOQETDATTETLVIKVZPESSS
1201 GTCCAAGGCAAGGGAGCCCAGTCCAGATCCAGGTAATGCAGAGAAGAATATGACCTTGGAGCTTCCATCTCCAGGGACACTCCCTGACATCAGCACCTCA
213 S K A R E P S P DPGNAEIKNMTTULTETLUZPS®PGTTLZPDI S TS
1301 GAAAACAGCAAGGAGCCTGCAAGTACCGCCTCCACCCTAAGCCTTGTGGTAGATGCCTGGACCAGCAGCAGGATGCAGCCCACCTCTCCATTGTCCACGG
247 E N S K E P ASTASTLSLVVDAWTS S SRMOQPTSU®PLST
Bsp1201 (1420) Ncol (1442)
BamHI (1413) Sapl (1428)  Mscl (1439)

1401 GAACACCATTTCTGGATCCAGGGCCCGTGCTCTTCTGGGTGGCCATGGTGGTGCTACTGGTTGGCTCCGGCTCCTTTCTCCTGTGTTACTGGAAGGCCTG
280G T P F L DP GP VL FWVAMVYVVYVILILVSGSGSTFILILTCYWZKATC
1501 TAGGAGGCGGTTCCAGCAGAAGTTTCACCTGGACTACCTAGTGCAGACCTTCCAGCCCAAGATGGAGCAGACAGATTCCTGTCCTACTGAAAAGCTAACC
313 R R R F Q Q K F HLDYULVQTT FQPIKMEN- QTHDS ST CU®PTTETKTLT
1601 CAGCCACAGAGAAGCGGGTCGGTGACAGATCCCAGCACGGGACACAAGTTGAGCCCAGTGAGCCCTCCTCCAGCTGTAGAGACTTGTGCCAGTGTTGGGG
347k Q P Q R S G SV TDUW®PSTSGHI KL S®PVSPPPAVETT CASVSG

Xmal (1778)
1701 CCACCTACCTGGAGAACCTGCCGCTGCTGGATGACAGCCCAGCTGGGAATCCTTTTTCTCCCAGGGAACCTCCAGAGCCCCGGGTATCCACGGAACACAC
380A T Y L E N L P L L DDSPAGNTPTFSPRTETPTPET PR RVSTTETHT
BspHI (1826)

1801 CAATAACAGGATTGAGAAAATCTACATCATGAAGGCCGACACAGTGATCGTGGGCTCTGTAAAAACTGAAGTCCCTGAGGGCCGGGCTCCAGCAGGGTCT
413* N N R I E K I Y I M KA DTUVI VGSV KTEVZPEGRAPAGS
1901 ACAGAGTCTGAGTTGGAAGCTGAACTAGAAGTGGACCATGCCCCCCATTACCCGGAGCAGGAGACAGAACCACCTCTGGGCAGCTGCACTGAGGTCATGT
447 T E S E L E A E L E V DHAZPHY P EQETEU®PZ®PLGS ST CTE VM

Bsp1201 (2032) Mscl (2077)
Ncol (2028) Nhel (2071)
2001 TCTCGGTGGAGGAAGGAGGAAAAGAGGACCATGGGCCCACGACTGTCTCTGAGAAGTGACAACCATTGTTAGCTAGCTGGCCAGACATGATAAGATACAT
480*F S V E E G G K E D HGP T TV S E K e
2101 TGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGC

Hpal (2209)
2201 AATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTG

EcoRI (2305)
2301 GTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGG
— -

Sapl (2487)
2401 GCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCT

SspI  (2544) Swal (2558)
2501 TTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTA

2601 GGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAA




2701 GCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGT
— 3494 ¢ N R T Y K L P I L E E I T T KV LIKTGNMTETILVTFTCTD
Sacl (2819)

2801 CAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCAC
1224 P A Y D S I L E R CMGC®PSVVRI SRDVEUDSTYUZPHTZ RVAYV
2901 AATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACA

799 1 T D F DK QGNSVASGIAI AEACVYTVZ RGI Y ATETI HV
3001 GCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCA
454A S | | E G T K TR I A A GV HHZEKNUDTETYTLMTI KETAVE VL

BbsI (3129)

XmnI (3125) Asel (3191)
3101 GCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGT
124 E L D Q Q S I N F T K M -

Sacl (3248)
3201 CAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGT
—

Spel (3346)
3301 CAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCC
-

SnaBI (3474)
3401 CGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAA

Ndel (3579)
3501 AGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTAC

3601 TGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAAT

Pacl (3765)
PstI (3758)

Sdal (3757) BspLU111 (3775)
3701 GGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAA
e

3801 GGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGA

3901 AACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCT

4001 TTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACC

4101 CCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAAC

4201 AGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTC

4301 TGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGAT

4401 TACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATG

Eagl (4525)
Pacl (4505) Swal (4514) Notl (4524)
4501 GCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGC

4601 TCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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