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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

BStEIL (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGAGCCATGGCCTCTTACGTTCCTGCTGTTGCTGCT

= i1*M E P WP L TF L L L L L

BsrGI (650) Tth1111 (681)

601 GCTGCTGCTGTGGCTACAGGGCTGTGTCTCAGGTCACTCCAATGAGAACCTGTACAGGAAAGTGTGGCGGCGTGAAGGCGAGACCCTGTCTGTGCAGTGC
13 L L LWLQGTCVSGHSNENTLYRIKVWRI RETGETTLSVQC
SandlI (795)
701 TCCTACAAGAACCGCCGGAACTTAGTTGAGGCCAAGTCTTGGTGCAAAGTCAAGAAGAAGAAGTGCGACCACAACTTCACCCGGAGCTGGGTGAGGGGTC
47 S Y K N R R NL VEA K S WZ CIKV K KKK CDWHNTFTHR RSWVRG
BspEI (874)
801 CCAGCTACTCTCTGCGGGATGATGCCAAGGTCAAGGTAGTCCGTATCACCATGGAAGCTCTCAGAGTTCAGGACTCCGGACGATACTGGTGTATGCGTAA
80P S Y S L R DDA K VKV VU RI TMEAL I RVYVYAQDS S GRYWTCMTR RN
Psp14061 (970) Xeml (992)
901 CACGGCTGGGCATTTCTACCCTTTGGTGGGTTTCCAACTGGAAGTGTATCCAGCCCTCACAACTGAGAGAAACGTTCCCCACACACATCTTACCAACACC
113 T A G H F Y P L VG F QL E VY PALTTE RNVZPHTHLTNT
1001 CCCATGGATGGATTTGTCACGACCGGCCAAGTCCATATTTCAGACCCTCACGCTCCTTTCACATCTGACGTGACTATGTTCACATCTGAAGTGACCGTGT
147 P M D G F VT T G Q V HI S DPHAPTFTSDVTMTFTSEVTV
1101 TCACATCTGGACTCCTCACCTTGGCTTCAGGGACCACCACACCAACCCCTGTGACAGGCTACAGTTTCACCGATACCAGTGGCACCGTTACAGAGCCTGA
180F T S G L L T LA SGTTT®PT®PVTGYSFTDTSGTVTEPE
1201 GAGAAACACAGAGTCCCAGCCCGCAACCCTGTCTCCTAGCAATGCAAGATCCTTCTCTGCTGATCCAGTGACCACCTCCACCATGTCCAGACACCAGAGT
213 R N T E S Q P A TLSPSNARS ST FSADZPVTTSTMSRHAQS

Hpal (1332)
1301 AGCAGCTTGTCCACCACGGGGACGTGCCACCCGTTAACTCCCAACAGGTCCCAGGAAACTTACATCCCTGCGATGGTGGTGGTGTTGACATTTCTTCCAG
247 S S L S T T G T CHU®PULT®PNRSOQETY 1l PAMVVVLTTFEFTLTP

Ndel (1444)
1401 CACCTGTGGTGTTGGTCGTAGCCTACGGGTTTTGGAAGAAGAGACATATGGGAAGATACAACTTGGGCAGCAACTATGCTAAACCCTGGATACACCTTCC

280FA P V V L V V A Y G F WK KU RHMGRYNTLTGSNYAI KT PWI HLP
Msel  (1563)
Xeml (1507) Nhel (1557)
1501 TGAAGGACCAGAGACACCGTGGAAGCCTGCTTGGTCTAAGATAACTCAGTGAGCTGGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGAC
313 E G P E T P WK P A WS K I T Q e

Hpal (1695)
1601 AAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAA

Mfel (1706) EcoRI (1791)
1701 CAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAA
-

1801 AATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGT

SapI (1973)
1901 GCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATG

SspI  (2030) Swal (2044)
2001 CACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGAT

2101 GCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCT

2201 TTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCA
1414 ¢ N R T Y K L P I L E E I T T K VL K GNWME I LV F CDUPAYD
Sacl (2305) BstXI (2334)
2301 GAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGT
1074S | L E R CM G C P SV VR I SRDVEDSYU®PHRVAV I TDTFD
Stul (2469)

2401 CCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTC
744 K Q G NS VASGI A1l AEACVTUVZ RGI YAETI HVAS 1 | E
2501 CCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGC
414 6 T K T R I A A GV HHIKNDTEYLMTI1I KETAVEVLETLDNAQ



BbsI (2615)

XmnI (2611) Asel (2677)
2601 TGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGA
740 S I N F T K M = -

Sacl (2734)
2701 TGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGT

Spel (2832)
2801 TGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCG
-

SnaBI (2960)
2901 CTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTC

Ndel (3065)
3001 ATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAG

3101 TTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTT

Pacl (3251)
Pstl  (3244)

Sdal (3243) BspLU11I (3261)
3201 GGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTA
e

3301 AAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACT

3401 ATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGA

ApaLl (3575)
3501 AGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCG

3601 ACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGC

3701 GAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTT

3801 ACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAA

Pacl (3991)
3901 AAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAAC

Eagl (4011)
Swal (4000) NotI (4010)
4001 ATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACA
4101 AAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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