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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

SphI (560)
Kasl (535) Agel (552) Xmal (572)

501 CTGAGATCACCGGTCAGCATGCGCCTGCCCCGGGCCTCCTCTCCCTGCGGCCTGGC

- 1M R L P RA S S P CGTL A
601 CTGGGGGCCACTCCTGCTGGGACTCAGCGGGCTTCTGGTGGCCTCTCAGCCCCAGCTGGTGCCCCCTTATCGCATAGAAAACCAGACTTGCTGGGACCAG
13 w G P L L L GL SGLULVASQPQL VPPYRI ENA QTTCWDAQ

701 GACAAGGAATACTACGAGCCCATGCACGACGTCTGCTGCTCCCGCTGTCCCCCAGGCGAGTTTGTCTTTGCGGTATGCAGCCGCAGCCAAGACACGGTTT
47 D K E Y Y E P M HDVCT CSRT CPZPSGETFVFAVCSRSAQDTV
801 GCAAGACTTGCCCCCATAATTCCTATAATGAACACTGGAACCATCTCTCCACCTGCCAGCTGTGCCGCCCCTGTGACATTGTGCTGGGCTTTGAGGAGGT
80¥C K T C P HNS Y NEHWNUHTLSTCAQLCR®PZ CD I VL GTFEE V
Pvul (915) ApaLl (979) BsrBI (994)
901 TGCCCCTTGCACCAGCGATCGGAAAGCCGAGTGCCGCTGTCAGCCGGGGATGTCCTGTGTGTATCTGGACAATGAGTGTGTGCACTGTGAGGAGGAGCGG
113 A P C T S D R KA E CRCQPGM S CVYLDNTET CVHTCTETETER
1001 CTTGTACTCTGCCAGCCTGGCACAGAAGCCGAGGTCACAGATGAAATTATGGATACTGACGTCAACTGTGTCCCCTGTAAGCCGGGACACTTCCAGAACA
147 L V L C Q P G T EA E V TDZE I M DTWDVNT CV®PCIKU®PGHTF QN
XholI (1109) Acc65I (1171)
1101 CTTCCTCCCCTCGAGCCCGCTGTCAACCCCATACCAGATGTGAGATCCAGGGCCTGGTGGAGGCAGCTCCAGGTACCTCCTACTCGGATACCATCTGTAA
180T S S P R A R CQPHTWRTZ CE I QGL VEAAPGTSY SDT I CK
1201 AAATCCCCCAGAGCCAGGAGCAATGCTACTGCTGGCCATCCTGCTGTCGCTGGTCCTCTTTCTGCTCTTCACCACTGTCCTGGCCTGTGCCTGGATGAGG
213 N P P E P GA ML L LA1T L L SL VLT FULLTFTTVLATCAMWMTR R
Pstl (1311) BsrBI (1373)
1301 CACCCGTCTCTCTGCAGAAAGCTGGGTACTCTGCTCAAGCGGCACCCAGAGGGAGAAGAATCTCCCCCTTGCCCCGCTCCAAGAGCCGACCCACATTTCC
247 H P S L C R KL G T L L KRHUPESGTETESUPPTCPAPIR RATDUPHF
1401 CTGACCTGGCAGAGCCACTCCTACCCATGTCTGGAGACTTGTCCCCATCCCCTGCTGGACCCCCAACGGCCCCCTCCTTGGAGGAAGTGGTGCTACAACA
280kP D L A E P L LPMSGDULS®PSUPAGPZ®PTAPSILTETEVVL QAQ
XemI (1563)
1501 GCAGAGTCCCCTGGTCCAGGCCAGAGAGCTGGAGGCTGAACCTGGGGAACATGGCCAGGTGGCCCACGGTGCGAATGGCATTCATGTGACCGGGGGCTCT
313 Q S P L V QAR EULTEATEWPGEUHGO QVAHGANGI I HVTSGG S
Bsp120I (1656)
1601 GTGACTGTCACCGGCAACATCTACATATACAATGGGCCAGTGCTGGGGGGAACACGGGGCCCTGGAGACCCTCCAGCTCCCCCTGAGCCTCCATACCCCA
347k V T VT G N1 Y I Y NGUP VL GGTIRG®PGDU®PU®PAPU®PTEU®PUPY P
HindIII (1760)
1701 CTCCTGAAGAGGGAGCTCCTGGCCCTTCTGAGCTGTCTACACCCTACCAGGAGGATGGCAAAGCTTGGCATCTGGCCGAGACAGAGACACTAGGATGCCA
38T P E E G AP GP S E L S TUPY QEDGI KAWHTLATETTETILGTCNAQ
Nhel (1814)
1801 AGACCTCTGACAGGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGA
413 D L e

Hpal (1952) Mfel (1963)
1901 AATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAG

EcoRI (2048)
2001 GTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTAC
- -

2101 TTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAG

Sspl  (2287)
2201 ATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAAT

Swal (2301)
2301 AATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACT

2401 TAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTG
4494 ¢« N R T Y K L P I L E E | T
2501 GTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGA
1264T K VL K G NM E I L VF CDPAYUDSI1ILETZ RT CMSGT CZPSV VR R
2601 TGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTC
934 S R D V E D S Y P HR VAV I TDFWDJIKG QGNSUVASGI A I AE
Stul (2726)
2701 AGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTG
604 A C V T VR G I YA E 1l HVASI1T 1 EGTJIKTHR RI AAGVHHKN




BspHI (2876)
Bbsl (2872)
XmnI (2868)
2801 TCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAG
264D E Y L M T I K E T AV E VL ELDI QQS I NFTIKM=-
Asel (2934)
2901 TCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTG
]

Spel (3089)
3000 CTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAA
-

3099 AACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCA

SnaBI (3217)
3199 TGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATT

Ndel (3322)
3299 GACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTC

3399 CCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAA

Pstl (3501)
Sdal (3500)Pacl (3508)  BspLUI11I (3518)
3499 CGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCC
— -
3597 CCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGT

3697 GCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTC

ApaLl (3832)
3797 AGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCA

3897 ACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTG

3997 GCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAA

4097 CAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGT

Eagl (4268)
Pacl (4248) Swal (4257) NotI (4267)
4197 CTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCA

4297 TTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCA
4397 GTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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