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Pvul (7)
Sefl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIIT (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
Agel (552) Ncol (560)
501 CTGAGATCACCGGTCACCATGGCGCAGTGGGAAATGCTGCAGAATCTTGACAGCCC
- 1* M AQW EMLOQNTLTD S P
Scal (659)
601 CTTTCAGGATCAGCTGCACCAGCTTTACTCGCACAGCCTCCTGCCTGTGGACATTCGACAGTACTTGGCTGTCTGGATTGAAGACCAGAACTGGCAGGAA
3 FQDQ LHQULYSHSLLZPVD IRQYULAVW I EDAO QNWOQE

701 GCTGCACTTGGGAGTGATGATTCCAAGGCTACCATGCTATTCTTCCACTTCTTGGATCAGCTGAACTATGAGTGTGGCCGTTGCAGCCAGGACCCAGAGT
47" AAA L G S DD SKATMTULTFTFHFLDA QLNYET CGH RTCSQDPE
BstAPI (813)
801 CCTTGTTGCTGCAGCACAATTTGCGGAAATTCTGCCGGGACATTCAGCCCTTTTCCCAGGATCCTACCCAGTTGGCTGAGATGATCTTTAACCTCCTTCT
89S L L L QHNLIRIKFCRD I QPFSQDUPTQLATEMIIFNILTLTL
Bsp120I (932)
901 GGAAGAAAAAAGAATTTTGATCCAGGCTCAGAGGGCCCAATTGGAACAAGGAGAGCCAGTTCTCGAAACACCTGTGGAGAGCCAGCAACATGAGATTGAA
113 E E K R I L I Q AQ RAQLEQGEWPV L ETU®PVESQQHE I E
1001 TCCCGGATCCTGGATTTAAGGGCTATGATGGAGAAGCTGGTAAAATCCATCAGCCAACTGAAAGACCAGCAGGATGTCTTCTGCTTCCGATATAAGATCC
147 S R | L D L RAMMETKTILV K S I S$SQLKDIQQDV FCFRYK I
1101 AGGCCAAAGGGAAGACACCCTCTCTGGACCCCCATCAGACCAAAGAGCAGAAGATTCTGCAGGAAACTCTCAATGAACTGGACAAAAGGAGAAAGGAGGT
180*Q A K G K T P S L D PHQT KEQK I LQETTULNTETLDI KRR RIK EV
1201 GCTGGATGCCTCCAAAGCACTGCTAGGCCGATTAACTACCCTAATCGAGCTACTGCTGCCAAAGTTGGAGGAGTGGAAGGCCCAGCAGCAAAAAGCCTGC
23 L D A S K A L LG RLTTUL I EL L L PKULTETEWI KA AQQQKATC
Bsu36l (1374)

1301 ATCAGAGCTCCCATTGACCACGGGTTGGAACAGCTGGAGACATGGTTCACAGCTGGAGCAAAGCTGTTGTTTCACCTGAGGCAGCTGCTGAAGGAGCTGA
247 | R A P I DHG L EQULETWFTAGAIKTLULTFHILRQLTLZIKEL
BstXI (1442)

1401 AGGGACTGAGTTGCCTGGTTAGCTATCAGGATGACCCTCTGACCAAAGGGGTGGACCTACGCAACGCCCAGGTCACAGAGTTGCTACAGCGTCTGCTCCA
280K G L S C LV SYQDDU®PLTIKSGVDLI RNAQVTETLTULA QRTILTLH
1501 CAGAGCCTTTGTGGTAGAAACCCAGCCCTGCATGCCCCAAACTCCCCATCGACCCCTCATCCTCAAGACTGGCAGCAAGTTCACCGTCCGAACAAGGCTG
338 R A FVV ETAQPCMU®PAQT PHI RPIL I LKTS G SKFTVRTRL

BspEI (1679)
1601 CTGGTGAGACTCCAGGAAGGCAATGAGTCACTGACTGTGGAAGTCTCCATTGACAGGAATCCTCCTCAATTACAAGGCTTCCGGAAGTTCAACATTCTGA
347 L V R L Q EGNE S LTV EV S I DRNUPUPQLQGTFRIKFN I L
Psp14061 (1784)
1701 CTTCAAACCAGAAAACTTTGACCCCCGAGAAGGGGCAGAGTCAGGGTTTGATTTGGGACTTTGGTTACCTGACTCTGGTGGAGCAACGTTCAGGTGGTTC
3830kT S N Q K T L T P EKGQ SQG L IWDTFGYULTULVEQRSGG S
Dralll (1823)

1801 AGGAAAGGGCAGCAATAAGGGGCCACTAGGTGTGACAGAGGAACTGCACATCATCAGCTTCACGGTCAAATATACCTACCAGGGTCTGAAGCAGGAGCTG
413 G K G S N K G P L GV T EELH I I S FTVIKYTYAQGULIKIQTEL
1901 AAAACGGACACCCTCCCTGTGGTGATTATTTCCAACATGAACCAGCTCTCAATTGCCTGGGCTTCAGTTCTCTGGTTCAATTTGCTCAGCCCAAACCTTC
447 K T D T L PV V I I SNMNOQLS I AWASV LW FNIULILSUPNL

Bsp120I (2049) Stul (2091)
2001 AGAACCAGCAGTTCTTCTCCAACCCCCCCAAGGCCCCCTGGAGCTTGCTGGGCCCTGCTCTCAGTTGGCAGTTCTCCTCCTATGTTGGCCGAGGCCTCAA
480 Q N Q Q F F S N P PKAPWSLLGUPALSWAQTFSSYVGRG LN
2101 CTCAGACCAGCTGAGCATGCTGAGAAACAAGCTGTTCGGGCAGAACTGTAGGACTGAGGATCCATTATTGTCCTGGGCTGACTTCACTAAGCGAGAGAGC
53 S D Q L SMLRNJIKILTFGQNZ CRTEDU®PTLLSWADTFTIK R E S
2201 CCTCCTGGCAAGTTACCATTCTGGACATGGCTGGACAAAATTCTGGAGTTGGTACATGACCACCTGAAGGATCTCTGGAATGATGGACGCATCATGGGCT
5478 P P G K L P FW TW LDIK I L ELV HDW HILIKUDTLWNDTG U R I MG

NgoMIV (2321) Tth111I (2337) BstAPI (2387)
2301 TTGTGAGTCGGAGCCAGGAGCGCCGGCTGCTGAAGAAGACCATGTCTGGCACCTTTCTACTGCGCTTCAGTGAATCGTCAGAAGGGGGCATTACCTGCTC
580F V S R S Q E R R L L KK TM SGTFLULURTFSESZSSEGSG I TC S
2401 CTGGGTGGAGCACCAGGATGATGACAAGGTGCTCATCTACTCTGTGCAACCGTACACGAAGGAGGTGCTGCAGTCACTCCCGCTGACTGAAATCATCCGC
613 W V EH QDDUDIKV L I'YSVQPYT K EVLQSL®PLTE I I R
Xmal (2567)HindIII (2576)

2501 CATTACCAGTTGCTCACTGAGGAGAATATACCTGAAAACCCACTGCGCTTCCTCTATCCCCGAATCCCCCGGGATGAAGCTTTTGGGTGCTACTACCAGG
647 H Y Q L L T E EN I P ENUP L RTF LY PR I PRDTEATFSGTCY YAQ



2601 AGAAAGTTAATCTCCAGGAACGGAGGAAATACCTGAAACACAGGCTCATTGTGGTCTCTAATAGACAGGTGGATGAACTGCAACAACCGCTGGAGCTTAA
680FE K V N L Q E R R K Y L KHIRUL I VV SNU RQVDETULOQQ®PLTETLK
2701 GCCAGAGCCAGAGCTGGAGTCATTAGAGCTGGAACTAGGGCTGGTGCCAGAGCCAGAGCTCAGCCTGGACTTAGAGCCACTGCTGAAGGCAGGGCTGGAT
73 P E P E L E S L E L ELG LV P E®PETLSTULUDILTETZ®PTLLI KA AGTLTD
Nsil (2862)
2801 CTGGGGCCAGAGCTAGAGTCTGTGCTGGAGTCCACTCTGGAGCCTGTGATAGAGCCCACACTATGCATGGTATCACAAACAGTGCCAGAGCCAGACCAAG
747 L G P E L E SV L E ST L EPV I EPTLCMVYV SQTV PEUZPDNAQ
2901 GACCTGTATCACAGCCAGTGCCAGAGCCAGATTTGCCCTGTGATCTGAGACATTTGAACACTGAGCCAATGGAAATCTTCAGAAACTGTGTAAAGATTGA
780G PV S Q PV P EPDLPCDTULA RHILNTEWPMTE I FRNZE CVK I E
Mscl (3033)
3001 AGAAATCATGCCGAATGGTGACCCACTGTTGGCTGGCCAGAACACCGTGGATGAGGTTTACGTCTCCCGCCCCAGCCACTTCTACACTGATGGACCCTTG
83 E I M P N GD PLULAGAQNTVDEV YV SRZPSHTFYTHDSGPL
Mscl (3137)
Nhel (3131)
3101 ATGCCTTCTGACTTCTAGGAACCACATTTCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAA
847 M P S D F e

Hpal (3269)
3201 AAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGT

EcoRI (3365)
3301 TTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCT
- <

3401 CCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTT

Sapl (3547)
3501 CTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTA

Sspl (3604) Swal (3618)
3601 GTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCC

3701 AGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGA

4414 ¢ N R T Y K L P |

3801 TGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACA

1324 L E E I T T KV LK GNWMTE I LV FCDUPAYUDS I L EZRT CMSGSTC
BstXI (3908)

3901 GGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGAC
94 P SV V R I S RDV ED S Y PHIRVAV I TDFDJIKZOQGNSV A S
Stul (4043)

4001 CCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCC
6546 | A I A E A CV TV RG I YATE I HV AS I I EGTIKTR R I A AG

Xmnl (4185)
4101 CGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGT
324 V H H K ND E Y LMT I K ETAV EV L ELDI QQS I N F T K M-—
Asel (4251)
4201 GGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTITATCTGACGGTT
-

4301 CACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGT

Spel (4406)
4401 TGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCC
-

SnaBI (4534)
4501 AAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGG

Ndel (4639)
4601 CCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGA

4701 CGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTA

Pacl (4825)

Sdal (4817) BspLUI11I (4835)
4801 CCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTC
=

49091 CATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTG

5001 GAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACG

ApalLlI (5149)
5101 CTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTAT




5201

5301

5401

5501

5601
5701

CGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGT

TCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTC

TTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATC

Eagl (5585)
Pacl (5565) Swal (5574) NotI (5584)
TTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAAT

ATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAA
TAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA



	Map
	Sequence



