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Pvul (7)
Sefl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) BspHI (568)
501 CTGAGATCACCGGTAGGAGGGCCATCATGAGTTCAGGCTTATGGAGCCAAGAAAAA
- 1M S S G LW S Q E K

BsrBI (621)

601 GTCACTTCACCCTACTGGGAAGAGCGGATTTTTTACTTGCTTCTTCAAGAATGCAGCGTTACAGACAAACAAACACAAAAGCTCCTTAAAGTACCGAAGG
11 v T S P YW E E R I F Y L L LQ EC SV TDI KA QTAQK L L KV PK

Xbal (791)
701 GAAGTATAGGACAGTATATTCAAGATCGTTCTGTGGGGCATTCAAGGATTCCTTCTGCAAAAGGCAAGAAAAATCAGATTGGATTAAAAATTCTAGAGCA
4G S | G Q Y I Q DR SV GH SR I P SAKSGI KU KN QT I G LK I L EQ
801 ACCTCATGCAGTTCTCTTTGTTGATGAAAAGGATGTTGTAGAGATAAATGAAAAGTTCACAGAGTTACTTTTGGCAATTACCAATTGTGAGGAGAGGTTC
77# P H AV L FVDTEIKIDVVYV E INZEIKTFTETLILILAITNTCTETERTF

BglII (975)

901 AGCCTGTTTAAAAACAGAAACAGACTAAGTAAAGGCCTCCAAATAGACGTGGGCTGTCCTGTGAAAGTACAGCTGAGATCTGGGGAAGAAAAATTTCCTG
112 S L F K N R N R L S K G L Q I bDbVv GCUPV KV QLU RSGTETETZKF P
BspEI (1044)

1001 GAGTTGTACGCTTCAGAGGACCCCTGTTAGCAGAGAGGACAGTCTCCGGAATATTCTTTGGAGTTGAATTGCTGGAAGAAGGTCGTGGTCAAGGTTTCAC
144G V V R F R G P L L A ERTV SG I FFGV ELWLTETESGH RSGA QGTFT
1101 TGACGGGGTGTACCAAGGGAAACAGCTTTTTCAGTGTGATGAAGATTGTGGCGTGTTTGTTGCATTGGACAAGCTAGAACTCATAGAAGATGATGACACT
778 D G V Y Q G K Q L FQCDEDTGCGVFVALDIZKILTETL 1 EDTDT DT
1201 GCATTGGAAAGTGATTACGCAGGTCCTGGGGACACAATGCAGGTCGAACTTCCTCCTTTGGAAATAAACTCCAGAGTTTCTTTGAAGGTTGGAGAAACAA
211 A L E S D YAGPGDTMAQV ELUPUPULTEINS SRV S LKV G ET

HindIII (1346)
1301 TAGAATCTGGAACAGTTATATTCTGTGATGTTTTGCCAGGAAAAGAAAGCTTAGGATATTTTGTTGGTGTGGACATGGATAACCCTATTGGCAACTGGGA
244 | E S G T V I FCDV L PG KESLGYFV GV DMDNU®P I GNWD
EcoRYV (1470)
1401 TGGAAGATTTGATGGAGTGCAGCTTTGTAGTTTTGCGTGTGTTGAAAGTACAATTCTATTGCACATCAATGATATCATCCCAGAGAGTGTGACGCAGGAA
277 G R FDGVQLT CS ST FACVET ST I LLH I ND I I P ESV TAQE
1501 AGGAGGCCTCCCAAACTTGCCTTTATGTCAAGAGGTGTTGGGGACAAAGGTTCATCCAGTCATAATAAACCAAAGGCTACAGGATCTACCTCAGACCCTG
311 R R P P K L A FM SRGVGDI KI G S S SHNIKUPIKATSGST SD P
BglII (1611)
1601 GAAATAGAAACAGATCTGAATTATTTTATACCTTAAATGGGTCTTCTGTTGACTCACAACCACAATCCAAATCAAAAAATACATGGTACATTGATGAAGT
344G N R N R S E L F YTULNGS SVD SQPQ SK SKNTW Y | D EV
EcoRYV (1730)
1701 TGCAGAAGACCCTGCAAAATCTCTTACAGAGATATCTACAGACTTTGACCGTTCTTCACCACCACTCCAGCCTCCTCCTGTGAACTCACTGACCACCGAG
377 A ED P A K S LTE I STDJFD RSS?PUPLQ®PPZPVNSLTTE
1801 AACAGATTCCACTCTTTACCATTCAGTCTCACCAAGATGCCCAATACCAATGGAAGTATTGGCCACAGTCCACTTTCTCTGTCAGCCCAGTCTGTAATGG
411 N R FH S L P F S LTIKMUPNTNG S I GH S PL SL SAQSVM
Xbal (1967)
1901 AAGAGCTAAACACTGCACCCGTCCAAGAGAGTCCACCCTTGGCCATGCCTCCTGGGAACTCACATGGTCTAGAAGTGGGCTCATTGGCTGAAGTTAAGGA
444 E E L N T A PV Q E S PPLAMU®PUPGNSHSGILTEVSGSLATEVK E
2001 GAACCCTCCTTTCTATGGGGTAATCCGTTGGATCGGTCAGCCACCAGGACTGAATGAAGTGCTCGCTGGACTGGAACTGGAAGATGAGTGTGCAGGCTGT
477 N P P F Y GV | RW I G Q P PG LNEV LAGIULTETLTEDTETCASGSTEC
Pstl (2174)
2101 ACGGATGGAACCTTCAGAGGCACTCGGTATTTCACCTGTGCCCTGAAGAAGGCGCTGTTTGTGAAACTGAAGAGCTGCAGGCCTGACTCTAGGTTTGCAT
51 T D G T F RGT RYFTTZ CALIKI KA AL FVI K LI KSTCI RUPD SR FA
Ecod7III (2227)
2201 CATTGCAGCCGGTTTCCAATCAGATTGAGCGCTGTAACTCTTTAGCATTTGGAGGCTACTTAAGTGAAGTAGTAGAAGAAAATACTCCACCAAAAATGGA
544S L Q PV S NQ I ERCNSILATFGS GY LS EVV ETENTU®PUPIKME
2301 AAAAGAAGGCTTGGAGATAATGATTGGGAAGAAGAAAGGCATCCAGGGTCATTACAATTCTTGTTACTTAGACTCAACCTTATTCTGCTTATTTGCTTTT
577 K E G L E I'M I G K K K G I Q GHYNSCY LD ST LFOCLFAF
2401 AGTTCTGTTCTGGACACTGTGTTACTTAGACCCAAAGAAAAGAACGATGTAGAATATTATAGTGAAACCCAAGAGCTACTGAGGACAGAAATTGTTAATC
611 S S v L D TV L L R PKEKNDVEY Y S ETAQTETLLRTE I VN
2501 CTCTGAGAATATATGGATATGTGTGTGCCACAAAAATTATGAAACTGAGGAAAATACTTGAAAAGGTGGAGGCTGCATCAGGATTTACCTCTGAAGAAAA
644 P L R | Y G YV CA T K I M K L RK I L EKV EAASGTFT S E E K



EcoRI (2610)
Bsu36I (2604)
2601 AGATCCTGAGGAATTCTTGAATATTCTGTTTCATCATATTTTAAGGGTAGAACCTTTGCTAAAAATAAGATCAGCAGGTCAAAAGGTACAAGATTGTTAC
677 D P E E F L N I L FHH I LRV EUWPLILZIK I RSAGA QKV QDT CY
2701 TTCTATCAAATTTTTATGGAAAAAAATGAGAAAGTTGGCGTTCCCACAATTCAGCAGTTGTTAGAATGGTCTTTTATCAACAGTAACCTGAAATTTGCAG
711 F Y Q | FM EKN EKV GV PT I Q Q L L EW S F I NSNILZK FA
2801 AGGCACCATCATGTCTGATTATTCAGATGCCTCGATTTGGAAAAGACTTTAAACTATTTAAAAAAATTTTTCCTTCTCTGGAATTAAATATAACAGATTT
744 E A P S C L I I Q M PR F G KD F K L FKIK I FPSLETILNIITDL
BspEI (2975)

2901 ACTTGAAGACACTCCCAGACAGTGCCGGATATGTGGAGGGCTTGCAATGTATGAGTGTAGAGAATGCTACGACGATCCGGACATCTCAGCTGGAAAAATC
777 L ED T P R QC R I CGGLAMYET CUR RTETCYDUDU®PD I SAG K I
3001 AAGCAGTTTTGTAAAACCTGCAACACTCAAGTCCACCTTCATCCGAAGAGGCTGAATCATAAATATAACCCAGTGTCACTTCCCAAAGACTTACCCGACT
811 K Q F C K T C N TQVHULHUPIK RILNHIKYNUWPV SLPKIDTILPD

BstAPI (3118)
3101 GGGACTGGAGACACGGCTGCATCCCTTGCCAGAATATGGAGTTATTTGCTGTTCTCTGCATAGAAACAAGCCACTATGTTGCTTTTGTGAAGTATGGGAA
844MW D W R H G C | P C Q NM E L FAV LC I ET SHYVATFVK YGK
Pvul (3236)
3201 GGACGATTCTGCCTGGCTCTTCTTTGACAGCATGGCCGATCGGGATGGTGGTCAGAATGGCTTCAACATTCCTCAAGTCACCCCATGCCCAGAAGTAGGA
877 D D S AW L F FDSMAD RDSG GG QNG GT FN T PQVT®PCUPEVSG
Scal (3301) ApallI (3361) Nsil (3382)
3301 GAGTACTTGAAGATGTCTCTGGAAGACCTGCATTCCTTGGACTCCAGGAGAATCCAAGGCTGTGCACGAAGACTGCTTTGTGATGCATATATGTGCATGT
911 E Y L K M S L ED L H S LD S RIR I QGCA AR I RLILTCDAYMTZ CM
BsrGI (3421) Nhel (3470)
3401 ACCAGAGTCCAACAATGAGTTTGTACAAATAACTGGGGTCATCGGGAAAGGCAAAGAAACTGAAGGCAGAGCTAGCTGGCCAGACATGATAAGATACATT
944kY Q S P T M S L Y K e
3501 GATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCA

Hpal (3608)
3601 ATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGG

EcoRI (3704)
3701 TATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGG
— -

3801 CTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTT

Swal (3957)
3901 TATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAG

4001 GCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAG

4101 CGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTC
———4444 ¢ N R T Y K L P I L EE I T TKV LKGNMTETILVFTCD
Sacl (4218) BstXI (4247)

4201 AGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACA
17124 P A Y D S I L E R CM G C P SV V R I SRDVEDTSTYU PHT RVYVAV
4301 ATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAG

7841 T D FDKOQGNSVASG I A I AEACVYVTVU RG I YATETIHVA

4401 CAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAG

454 'S | | EG T K T R I AAGV HHIEKNDTETYTLMT I K ETAVEVL
Asel (4590)

4501 CTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTC

224 E L D Q Q S I N F T K M=

Sacl (4647)
4601 AAAACAGCGTGGATGGCGTCTCCAGCITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTC
—-

Spel (4745)
4701 AATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCC
el

SnaBI (4873)
4801 GTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAA

Ndel (4978)
4901 GTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACT

5001 GCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATG




5101

5201

5301

5401

5501

5601

5701

5801

5901

6001

Pacl (5164)

Pstl (5157)
Sdal (5156) BspLUI1I (5174)
GGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAG

-
GCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAA

ACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTT

ApaLlI (5488)
TCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCC

CCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACA

GGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCT

GCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATT

ACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGG

Eagl (5924)
Pacl (5904) Swal (5913) Notl (5923)
CTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCT

CTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA



	Map
	Sequence



