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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)

NgoMI (441)

Nael (441)
401

Neol (560)
BStEII (555)
KasI (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGGCTCCCTGCTGAGCAGCGACAGCTCCAAGTCCGC
1I*M G S L L S S DS S K S A

SaclIl (616)
601 GCCCGCCTCCGCCACCCCGCGGACTCTGGAGCGCAGCGGGGACTCGGAGCTGCCCATCACCTCCTTCGACTGCTCAGTGTGTCTGGAGGTGCTACACCAG
13 P A°AS A T PRTWLEW RSGDS SETULW®PI TSFDTZ CSVCLTEVLHAQ
Eco721 (721)
BbrPI (721)
BspEI (704) Mscl (717)
RsrIl (701) Ball (717) BspLUL1I (775)
701 CCGGTCCGGACCCGCTGTGGCCACGTGTTCTGCCGATCTTGCATTGCGACCAGTATAAAGAACAATAATAAATGGACATGTCCATACTGCCGGGCATACC
47 P V R T R C G HV F CR S C 1 A TSI KNNNZKWTT CUZPYCUR RAY
801 TTCCTTCAGAGGGAGTGCCCGCAACTGACATAGCCAAGAGGATGAAGTCAGAATACCAGAACTGTGCTGAGTGTGGAACTCTGGTTTGCCTCAGTGACAT
8oL P S E G VP A T DI A KRMIKSEYQNTZ CAET CGTTULVCL S DWM
EcoO1091 (913) Clal (931)
901 GAGGGCGCACATAAGGACCTGTGAGAAGTACATCGATAAATATGGCCCGCTGCTAGAACTTGGCGACACCACAGCAAGATGTGTATGTCCATTTTGTCAG
113 R A H I R T C E K'Y I DKY GPULULELGDTTARTCVTCU®PTFTCNAQ
1001 CGGGAACTGGATGAAGACTGCTTGCTGGATCATTGCATTATCCACCACAGATCAGAAAGGAGGCCCGTGTTCTGTCCACTTTGCCATTCACGACCTGATG
147 R E L D E D C L L DHCI I HHRSEIRIRZPVE FT CPLT CHSUZ RUZPD
1101 AAAGCCCAAGTACCTTCAATGGCAGTTTAATTAGACATTTGCAAGTCAGTCACACTTTGTTTTATGATGATTTCATAGATTTTGATATAATTGAGGAAGC
180 E S P S T F NG S L I R HL QVSHTULT FYODUDTF I DFDTI I E E A
Mscl (1270)
Ball (1270)

BsrBI (1221) Nhel (1264)
1201 CATTATTCGCAGAGTGCTAGACCGCTCACTTCTTGAATATGTGAATCAGTCAAACACCACATAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAG
213 1 I R R VL DR S L L E Y V NQS NTTT e

1301 TTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAAC

Hpal (1402) Mfel (1413) EcoRI (1498)
1401 AAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGA
1501 ATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTG
-

1601 CCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTT

SspI  (1737) Swal (1751)
1701 TTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAA

Eco01091 (1812)
1801 TCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCT

1901 TCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGC
—4414 ¢ N R T Y K L P I L EE I T TKVLI KGNMETILVTFTCTDTZPA
Sacl (2012) BstXI (2041)
2001 ATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTG
11704 Y D S | L E R CM G CP SV VR I SRDVET DT SYZ PHRVAUVI T
Stul (2176)
Ecold7I (2176)
2101 TCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGA
764D F D K Q G NS VA S GI1 A1l AEACVTUVZ RGI YATETIHYVAS.I
2201 TGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAG
43 | E G T K TR I AAGVHHIKNDTETYTULMTI KETAVTEUVTLTEL
BspHI (2326) Vspl (2384)
Xmnl (2318) Asel (2384)
2301 ATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACA
104 D Q Q S I N F T K M == -




2401

2501

2600

2700

2800

2900

2998

3098

3198

3298

3398

3498

3598

3698

3798

Sacl (2441)
GCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGG

Spel (2539)
GCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTA G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAG
-

SnaBI (2667)
Ecol05I (2667)
TCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCC

Ndel (2772)
ATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAA

GTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGG

PstI  (2951)

Sdal (2950)Pacl (2958) BspLUILII (2968)
GGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGG TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC
e

AGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACC

CGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCT

ApaLI (3282)
CCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCC

GTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGA

TTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCT

GAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACG

CGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTA

Eagl (3718)
Pacl (3698) Swal (3707) NotI (3717)
GTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTC

CATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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