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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Agel (552) BspHI (560)
501 CTGAGATCACCGGTCATCATGAGCCTCCAGCTCCGCAGCTCCGCCCGCATCCCCAG
- 1M S LQ LR S SAR I P S
601 CGGTTCCATCTCGCCATTCATGCGGATGGCGCCGCTGGCATTTCTGTTGCTGTTCACGCTGCCGCAGCATCTAGCTGAAGCTGCCCCTTCCTCAGTCATA
3 6 S 1 S PFMHRMAPILATFILILLTFTULZPQHILATEAAUPS SV I
Pstl (782)
Asel (745) Sdal (781)
701 GCCGCAACGGAGCTGCGTTGTGTTTGCTTAACCGTAACTCCAAAAATTAATCCCAAATTGATCGCTAATTTGGAGGTGATCCCTGCAGGTCCACAGTGCC
47" ANA T E L R CV C L TV T PK I NPK L I ANULEV I PAGUPAQSC
BamHI (849) Sspl (888)
801 CTACGGTGGAAGTCATAGCTAAACTGAAAAACCAGAAGGAGGTCTGTCTGGATCCAGAAGCTCCTGTGATAAAGAAAATCATTCAGAAAATATTGGGCAG
8P T V EV I A K L KNQK EV CLDUPEAPV I KK I I Q K I L G S
Mscl (970)
Nhel (964)

901 TGACAAAAAGAAAGCTAAGCGGAATGCACTCGCAGTGGAAAGAACGGCCAGTGTTCAATAGAAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAG
113 D K K K A K R N A L AV ERTA SV Q e
1001 TTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAAC

Hpal (1102)  Mfel (1113) EcoRI (1198)
1101 AAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGA
-
1201 ATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTG
-

Sapl (1380)
1301 CCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTT

Sspl (1437) Swal (1451)
1401 TTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAA

Eco01091 (1512)
1501 TCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCT

1601 TCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGC

—4414 ¢ N R T YK L P I L EE I'TTKVLKGNME I LV FCDUPA
Sacl (1712) BstXI (1741)

1701 ATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTG

174 Y D S | L E R C M G C P SV V R I SRDV EDSYPHURVYVAV IT

Stul (1876)

1801 TCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGA

764D F D K Q GN SV A SG I A | AEACVTVZRG I YATE T IHVAS I

1901 TGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAG

434 | E G T K TR I AAGVHHIKNDTETYTLMT I KTZETAVEVLE.L

BbsI (2022)
Xmnl (2018) Asel (2084)

2001 ATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACA

04 D Q Q S I N F T K M- -
Sacl (2141)

2101 GCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGG

Spel (2239)
2201 GCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGT
-




SnaBI (2367)
2301 CAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA

Ndel (2472)
2401 TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAG

2501 TGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGG

Pstl (2651)
Sdal (2650)Pacl (2658)  BspLU11I (2668)

2601 GGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGG

-

2701 AACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGA

2801 CAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCC

ApaLlI (2982)
2901 TTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTT

3001 CAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTA

3101 GCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAA

3201 GCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGC

Pacl (3398)
3301 AGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTT

Eagl (3418)
Swal (3407) Notl (3417)
3401 AATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCAT

3501 CAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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