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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
SphI  (560)
Kasl (535) Agel (552) Nsil (562)
501 CTGAGATCACCGGTCAGCATGCATTTGTCATTGCTGGTCCCCTTTCTCTTCTGGAT
- 1M H L S L L VP F L F W I
BamHI (621) BstBI (648) Bsu361 (692)

601 CACAGGCTGCTGCACGGCTGAGGATCCAGTCACAGGTCCAGAGGAGGTGAGCGGTCAGGAGCAGGGCTCCTTGACAGTGCAGTGCCGATATACCTCAGGC
13 T G ¢ C TAEDWPVTGPETEVSGQEQGSLTVQCRYTSSG
Scal (716) Nsil (770) Pvull (781)

701 TGGAAGGATTACAAGAAGTACTGGTGCCAAGGAGTTCCTCAGAGATCATGTAAGACTCTTGTTGAAACCGATGCATCAGAGCAGCTGGTGAAGAAGAACC
47m W K D Y K K Y WCQGV P QRS CKTULVETWDASTENZ QL V K KN
Ncol (845)

801 GTGTGTCCATCAGGGACAACCAGAGAGACTTCATCTTCACAGTGACCATGGAGGATCTGAGGATGAGCGATGCTGGCATTTACTGGTGTGGAATTACGAA
89FR V. S I R D NQR DF I F TV TMET DL RMSIDAGI YWZCG I THK
901 AGGTGGACTTGATCCCATGTTTAAAGTTACTGTGAACATTGGCCCAGCAATCCAAGTACCCATTACAGTGCCAACCATGCCCCCCATCACCTCCACCACC
113 G G L D P M F KV TVNI GPAI QVP I T VPTM®P®PI TS TT
1001 ACCATCTTCACAGTGACAACCACAGTAAAAGAGACCAGCATGTTTCCAACGCTGACTAGCTACTACTCTGATAACGGGCATGGCGGTGGTGACAGTGGCG
147 T | F T V T T T V K E T S M F P T L TS Y Y SDNGHG GG GG GD S G
1101 GTGGTGAAGATGGCGTCGGTGATGGGTTTCTGGATCTCAGTGTGCTCCTCCCAGTCATCTCTGCAGTCCTGTTGCTTCTCCTGTTGGTGGCCTCGCTCTT
180G 6 E D G V 6 D G F L DL SVLLU®PUVI SAVLILILILTILULVASILTF
1201 TGCTTGGAGGATGGTGAGGAGACAGAAGAAAGCTGCTGGGCCACCATCAGAGCAGGCACAGTCTCTGGAGGGTGATCTCTGTTATGCAGACCTGTCCCTG
213 A W R M V R R Q K KA AGUPUPSE QAQSULESGHDILT CYA ADTUL S L

Ncol (1394)
1301 AAGCAGCCCAGAACCTCCCCTGGCTCCTCTTGGAAAAAGGGCTCCTCCATGTCCTCCTCTGGCAAGGACCACCAAGAGGAAGTGGAATATGTCACCATGG
247 K Q P R T S P G S S WIKIKIGSSMS S S GKDUHI QETEVEY VTWM
BsrBI (1430)
Ndel (1424) NgoMIV (1444)
1401 CTCCCTTTCCCAGGGAGGAGGTTTCATATGCCGCTCTGACTTTGGCCGGCTTGGGTCAGGAGCCTACTTATGGCAATACTGGCTGCCCCATCACCCACGT
280k A P F P R E E VS Y A AL TLAGLGAOQEU®PTYGNTSGT CU®PI THYV
Msecl (1597)
Stul (1509) EcoO1091 (1549) Nhel (1591)
1501 TCCCAGGACAGGCCTTGAAGAGGAGACCACAGAGTACAGCAGCATCAGGAGGCCCTTGCCTGCAGCCATGCCTTAATCTTGGTCTCTGAAGGCTAGCTGG
313 P R T G L E E E T T E Y S S 1 R R PLPAAMUP e
1601 CCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTAT

Hpal (1729) Mfel (1740)
1701 TTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAA

EcoRI (1825)
1801 GTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGA
-

1901 ATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTT

SapI (2007) SspI  (2064) Swal (2078)
2001 TGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATG

Eco01091 (2139)
2101 AAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAAT

2201 AGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCAT
4494 ¢ N R T Y K L P I L E E I T T K V L K G N M
Sacl (2339) BstXI (2368)

2301 CTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAG
119¢ E | L V F C D P A Y DS 1l L ERT CMGT C®PSVVUR I SRDVEDS
2401 TAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAA
854y P H R VA VI T DF DI KU QGNSVASGI AI AEACVTVRG

Stul (2503)
2501 TGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTT
524 'Y A E I HV A S 1 | EGTIKTR RI AAGVUHHTEKNDTETVYTLMTI K




Bbsl (2649)
Xmnl (2645)
2601 CTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATA

194 E T AV E VL E L DQQS I NFTIKM-
Asel (2711) Sacl (2768)
2701 CTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACA
e

Spel (2866)
2801 CGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGG
e

SnaBI (2994)
2901 GGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTA

Ndel (3099)
3001 GATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGC

3101 ATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACAT

Pacl (3285)

Sdal (3277) BspLU11I (3295)
3201 ACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATG
-

3301 TGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGAC

3401 GCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCT

3501 TACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAG

ApaLI (3609)
3601 CTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCAC

3701 TGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAAC

3801 AGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTT

3901 TTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCAC

Eagl (4045)
Pacl (4025) Swal (4034) Notl (4044)
4001 GTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGT

4101 GAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTC
4201 TCTATCGAA
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