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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

BstEII (555)
Agel (552) Ncol (560)

501 CTGAGATCACCGGTCACCATGGTTATGGAGAAGCCTAGTCCCCTGCTGGTCGGGCG

- 1*¥M VM EK P S P L LV G R

Scal (614) BspLUI1I (644)

601 GGAGTTTGTGCGACAGTACTACACTCTGCTGAACCAGGCCCCGGACATGTTGCACAGATTTTATGGAAAGAACTCTTCCTATGCCCACGGGGGCTTGGAT
13 EFV RQYYTLLNOQAPDMMILHR RTFYGKNSSYAHSGTGTLTD

BbrPI (796)
701 TCCAACGGGAAGCCAGCAGATGCAGTCTACGGGCAGAAGGAAATCCACAGGAAAGTGATGTCACAAAACTTCACCAACTGCCACACCAAGATCCGCCACG
47" S N G K P A DAV Y GAQK E I HRKVMSQNTFTNTZ CHTIK I RH
PshAI (891)

801 TGGATGCTCACGCAACTCTGAATGACGGGGTGGTGGTCCAAGTGATGGGGCTACTGTCCAACAACAACCAGGCTCTGCGGAGGTTCATGCAGACCTTTGT
8V D AHATLNDSGVVVQVMGLILS SNNNAQALIR RRFMAOQT FV

Acc65I (956)
901 CCTTGCTCCTGAGGGCTCTGTTGCCAACAAATTCTATGTTCACAACGACATCTTCAGGTACCAAGATGAGGTCTTCGGTGGCTTTGTCACAGAGCCTCAA
113 L A P EG SV ANIKFYVHNUD I FRYQDTEV FGGFVTEPAQ

1001 GAGGAATCCGAGGAAGAAGTAGAAGAACCTGAAGAAAGACAGCAGACACCAGAGGTGGTGCCTGATGATTCTGGAACTTTCTATGATCAGACTGTCAGCA
147 E E S E E EV E E P EERQQT®PEVV PDDSGTFYDAGQTV S
1101 ATGACTTGGAGGAGCATTTAGAGGAGCCTGTAGTGGAACCAGAACCGGAGCCAGAGCCGGAGCCGGAGCCGGAACCTGTGTCCGACATTCAAGAGGACAA
180N D L E EH L E E PV V EPEPEZPEZ®PTEPEZPEPV SD I Q EDK
1201 GCCTGAGGCTGCATTGGAAGAAGCTGCTCCCGACGATGTGCAGAAGAGCACTTCCCCGGCCCCGGCTGATGTGGCCCCGGCACAGGAGGACTTGAGGACG
213 P E A AL EEAAPDUDVAQKSTSPAPADVAZPAQETDTLTR RT
1301 TTTTCTTGGGCATCTGTGACGAGTAAGAACCTTCCTCCCAGTGGGGCTGTTCCAGTGACGGGGACACCACCTCATGTGGTCAAAGTGCCAGCGTCACAGC
247 F SW A SV T SKNLPPSGAV PV TGT®PUPHVYVKV PA SAQ
Stul (1441)
1401 CCCGTCCAGAATCTAAACCTGACTCTCAGATCCCACCACAAAGGCCTCAGAGAGATCAGAGAGTTCGAGAGCAGCGAATCAATATCCCTCCTCAGAGAGG
280¥P R P E S K PD S Q I PP QRPQRDAO QRVIREQRINTPPQRSGE
Xcml (1575)
1501 ACCCCGACCAATCCGTGAGGCTGGTGAACCAGGAGATGTGGAACCTCGAAGGATGGTGAGGCACCCTGACAGTCACCAGCTCTTCATTGGGAACCTGCCA
313 P R P I R EAGEWPGDVEPR R RMYVYIRHUPDSHAOQLT F I GNLP
Fspl (1661)
1601 CATGAGGTTGACAAGTCGGAACTGAAGGATTTTTTCCAAAATTTTGGCAATGTGGTGGAGCTGCGCATCAACAGTGGTGGGAAGTTACCCAATTTCGGTT
347 H EV D K S E L KD F FQNTFGNVVY ELUZ R INSGS G KLPNTFG
Xmnl (1720) RsrII (1769) Xhol (1799)
1701 TTGTTGTGTTTGATGATTCTGAACCTGTTCAGAAGGTCCTTAGTAATAGGCCCATCATGTTCCGAGGCGCGGTCCGCCTGAATGTGGAAGAGAAGAAGAC
380F VvV V F D D S EPVQKV L SNU RUPIMTFRGAYVI RLNVYVTETETIKTKT
SaclI (1893)
1801 TCGAGCTGCCAGAGAAGGCGACCGCAGGGATAACCGCCTTCGGGGACCTGGAGGCCCCCGTGGTGGGCCGAGTGGTGGGATGAGAGGCCCTCCCCGCGGA
413 R A A R EGD R RDNU RLIRG®PGGZPRGG?PSGGMUR RS GU®PZPRSG
Nhel (1962)
BstAPI (1953) Mscl (1968)
1901 GGCATGGTGCAGAAACCAGGCTTTGGCGTGGGCAGGGGGATTACAACTCCAAGGCAGTGAATGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTT
47 G MV Q K P G F GV G R G I T T P R Q e
2001 TGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAA

Hpal (2100) Mfel (2111) EcoRI (2196)
2101 GTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAAT
-
2201 TCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCC
-
2301 AATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTT




Sspl (2435) Swal (2449)
2401 AAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATC

2501 CAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTC

2601 TAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCAT
4414 ¢ N R T Y K L P I L E E I T T KV LK GNMTE I LV FCDUPAY
Sacl (2710)

2701 AGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTC

4 D S | L E RCMGCP SV VR I SRDVEDSYPH R RVAV I TD
Stul (2874)

2801 AAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATG
7%614 F DK QGNSVASG I A I AEACVTVIRG I YAE I HV A S I

2901 ATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGAT

4241 E G T K T R I A°NA GV HHIKNDEYLMT I K ETA AV EV L E LD

Xmnl (3016) Asel (3082)

3001 CCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGC

94 Q Q S I N F T K M= -
SacI (3139)
3101 GTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGC

Spel (3237)
3201 GGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCA
-

SnaBI (3365)
3301 AACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATA

Ndel (3470)
3401 AGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTG

3501 GGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGG

Pacl (3656)
PstI (3649)
Sdal (3648) BspLUI1I (3666)
3601 TCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAA
-

3701 CCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACA

3801 GGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTT

ApalLI (3980)
3901 CGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCA

4001 GCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGC

4101 AGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGC

4201 CAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAG

Pacl (4396)

4301 AAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAA

Eagl (4416)
Swal (4405) Notl (4415)
4401 TTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCA

4501 AAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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