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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) BspLUIIT (560) Xbal (588)
501 CTGAGATCACCGGTCAACATGTCCACCTCCTTCCCTGAACTGGATCTAGAGAATTT
- 1* M S T S F P E L DL E N F

Stul (620)

601 TGAGTATGACGATTCTGCTGAGGCCTGTTATTTGGGCGACATTGTGGCCTTTGGAACCATCTTCCTGTCCGTCTTCTACGCCCTCGTCTTCACGTTCGGT

13 E Y DDSAEATCY L GDI VA FGTI1 FL SVFYALVFTTFG

701 CTGGTGGGAAATCTGTTGGTGGTCCTCGCTCTCACCAACAGCCGGAAGCCCAAGAGCATCACTGACATCTACCTCCTGAACCTGGCCTTGAGCGACCTGC

47 L V. G N L L V VL A L TNSIRIKU®PIK S I TDI1I Y L L NULALSDL
Mscl (806)

801 TCTTTGTGGCCACCTTGCCCTTCTGGACTCACTACCTCATCAGCCATGAGGGCCTCCACAATGCCATGTGCAAGCTCACGACTGCCTTCTTCTTCATTGG
8oL F V A T L P FWTHY LI SHESGLHNAMTE ECIKTLTTATFTFTF I G
Acc651 (944)

Agel (941)

901 CTTCTTTGGGGGCATATTCTTCATCACCGTCATCAGCATCGACCGGTACCTTGCCATCGTCCTGGCCGCCAACTCCATGAACAACCGGACAGTGCAGCAC
113 F F G G I F F I T Vv I S I DRYLAI VLAANSMNNIRTVQH
1001 GGCGTCACCATTAGTCTGGGCGTCTGGGCGGCGGCCATCTTAGTGGCGTCACCCCAGTTCATGTTCACAAAGAGAAAGGACAACGAGTGTCTGGGTGACT
147 G V T I S L G VWAAA I L VA SPQFMZFTI K RIKIDNTETCTLGTD

Pstl (1111)

Sdal (1110) BspHI (1181)
1101 ACCCCGAGGTCCTGCAGGAAATGTGGCCCGTGCTCCGCAACTCGGAAGTCAACATCCTGGGCTTCGCCCTGCCCTTGCTTATCATGAGCTTTTGCTACTT
180y P E VL Q EMWP VLI RNSEUVNILGTFALU®PTLILTI MSTFTCYTF
1201 CCGCATCATCCAGACGCTGTTTTCCTGCAAGAATCGCAAGAAGGCCAGAGCCGTCAGACTCATCCTCCTGGTGGTCTTTGCCTTCTTCCTCTTCTGGACA
213 R 1 I Q T L F S C K NR KIKARAVURIL I L L VVFATFTFLTFWT

BspHI (1310) Bsu36l (1374)
1301 CCATACAACATCATGATTTTCCTGGAGACTCTCAAGTTCTACAACTTCTTCCCCAGTTGTGACATGAAGAGGGACCTGAGGTTGGCCCTCAGTGTGACGG
247 P Y N I M | F L E T L K F Y NTFF P S CDMIKI RIDLI RLALS VT
1401 AGACAGTGGCGTTCAGCCACTGTTGCCTCAACCCCTTTATCTACGCCTTTGCCGGGGAAAAGTTCAGAAGATACCTGGGACACCTGTATAGGAAGTGCCT
280 E T V A F S H C C L NP F I YA TFAGEI KT FI RI RY L GHILYRKTCIL
1501 GGCCGTCCTGTGCGGTCATCCTGTCCACACCGGCTTCTCGCCAGAGTCCCAGAGGAGCAGGCAGGACAGCATTCTGAGCAGTTTCACTCACTACACAAGC
313 A VL C G H P V HTGTF SPES S QR SR RQD S I L SSFTHY TS

Mscl (1659)
Nhel (1653)

1601 GAGGGAGATGGGTCTCTCCTGCTCTGAAGGGGTCTCCCCGACCCTAGCTCCACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAAC
347 E G D G S L L L e

Hpal (1791)
1701 CACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAAC

Mfel (1802) EcoRI (1887)
1801 AACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATA
- P —

1901 CAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCAT

SapI (2069)
2001 TAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACT

Sspl  (2126) Swal (2140)
2101 GACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTC

2201 AAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAG

1419
L L4

2301 TTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGA
1394N R T Y K L P I L E E I T T K VL KGNME Il L VF CDZPAYDS I
Sacl (2401)
2401 TGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTT
1964 L E R CM G C P SV VR I SRDVEDSYU®PHRVAV I TDTFDK
Stul (2565)
2501 CTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCA
73 Q G NS VASGI Al AEACVYTVRGI YAEI HVASII I EG
2601 GTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAG
304T K T R 1 AAGV HHKNDTEYLMT I KETAVEVLETLTDA QAQS




Xmnl (2707) Asel (2773)
2701 AGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGC
64 | N F T K M = -
Sacl (2830)
2801 GTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTT

Spel (2928)
2901 ACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTAT
e

SnaBI (3056)
3001 CCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGT

Ndel (3161)
3101 ACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTA

3201 CCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGC

Pstl (3340)
Sdal (3339) Pacl (3347)  BspLUI1I (3357)

3301 GGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAA

-

3401 GGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAA

3501 AGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCG

ApaLl (3671)
3601 TGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCG

3701 CTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGG

3801 TATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCT

3901 TCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGG

Pacl (4087) Swal (4096)
4001 ATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTT

Eagl (4107)

Notl (4106)
4101 AAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAAC
4201 GAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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