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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Ncol (560)
BStEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGCAGAACTGTGCCGCATGGATTCCACACTGACTGC

- 1M A E L CR M DS TL TA

NgoMIV (671)
601 TCTGGACGAGGAGATGCTCTGGGATATGCTGGAGAGTCACCGATGCAGGATTGTGCAGAGCATCTGCCCTAGCCGGCTCACCCCCTACCTGCGCCAGGCC
13 L D E EMLWDMIULTESHRT CRI VQS 1 CPSIRLTW®PY LR RQA
701 AAGGTGCTGGGCCAGCTGGACGAGGAGGAGATCCTGCATAGCTCCCGTTTCACCAACAGTGCCATGAGAGTTGGGCACTTGCTGGATCTGCTAAAGGCCC
47 K V L G Q L D E E E I L HS SRFTNSAMIRVYVGHTULTULUDTLTLKA
801 GAGGGAAGAATGGAGCCATTGCCTTTCTGGAAAGCCTGAAGTTCCACAACCCTGATGTCTACACCCTGGTCACTGGGCTGCAGTCTGACATTGACTTCAG
80FR G K NG A I A F L E S L KTFHNPDVY TLVTSGLIQSDI DF S
901 CACTTTCAGCGGTCTCATGGAGACATCCAAGCTGACCGAGTGTCTGGCTGGGGCCATCAGCAGCCTGCAGGAGGAGCTGGCCCAGGAGAAGGCACAGAAG
113 T F S G L M E T S K L T E CLAGAI S SL QEEULAIQEKAA~QK
BspEI (1010) Sall (1084)
1001 GAGGTTCTGCTCCGGAGATGCCAGCAGCTGAAGGAGCGCCTGGGCTTGGCTGAGGCTCACGCAGAAGGTCTGCGCCAGCTGGAGGTCGACCACAGCCGCA
147 E V L L R R C Q Q L K ERL GLATEAHATESGLI RI QLTEVDHSR
1101 TGAAACGTGAGGTCAGCACCCACTTCCACGAGGTCCTGAAACTGAAGGACGAGATGCTGAACCTGTCACTGCACTACAGCAACGCACTCAGAGAGAAGGA
180kM K R E V S T H F HE VL KL KDEMLNLSTULHY SNAILRE K E
Xhol (1298)
1201 GCTGGCTGCCACACGCTGCCACAGCCTTCAGGAAGAGCTCTACCTGGTGAAGCAGGAACTCCAGCGAGCAAGCCTTGTATCGTCATGTGAAAGAGAATCT
213 L A A T R CH S L QE E L YL VKAQEULU QRASILVS S CTERE S
Bsu36lI (1336) BsrBI (1383)
1301 CGAGAGAGGTCCCTGAAGATGGCCAGCAACCTGGAGCCTCAGGGAGAAGAACTAAATCGGCTTAAGGAGGAGAATGAGAAACTCCGCTCCATGACCTTCA
247" R E R S L KM A S NULEUPOQGTETETLNRILIKTETENTEI KTLIRSMTTF
1401 GCCTGGTGGAGAAGGACATTCTGGAACAGAGTCTGGATGAGGCCAGGGAGAGCAAGCAAGAGCTGGTGGACCGCATCCACTCACTGCGGGAGAGAGCAGT
280kS L V E K D I L E Q S L DEARTESI K QETLVDU RI HSULUZ RTETRAYV
SacIl (1502) Scal (1523) BspEI (1559)
1501 GGCCGCGGAGAGGCAGCAGAAGCAGTACTGGGAGGAGAAGGAACAGACCCTACTCCAGTTCCGGAAGACACAGGTGGACTGTGAACTATACAAAGAAAAG
313 A A E R Q Q K QY WETEIKEA QTTULILIQFRIKTWOQVDT CTETL Y K E K
Bsp120I (1670)
1601 ATGACCATGCTTCAGGGCCAGGTGGCTGAGCTGCAGAAGGAACGTGACCAGGCATACACAGCAAGGGACAGGGCCCAGATGGAGATTTCTCAGCGCCTGG
347k M T M L Q G Q VA EL QKEIRUD QAYTARI DR RAQME I S QR L
Fspl (1769)
1701 TGGAGAAGGATGCCCTTCGCAGGAGAGTGTTCGAGCTGACGGAGCAGGTCTGTGAGCTGCGTACTCAGCTGCGCAGGCTGCAGGCGGAGGCCCCAGGAGG
380V E K DA L RRRVFELTEU QVT CEILIRTA QLRI RLI QATEAPSGSEG
Nsil (1861)
1801 ACCCAAGCAGGAAGCCGGAGCCAGGGAACTCTGCCTCCGGGGGAAGCAGAGGCTTGTGCGGATGCATGCTGTGTGCCCACCAGATGACAGTGACTGCAGC
413 P K Q E A GA R ELTCLUZ RGIKI QRLVURMHAYVTC®PU®PUDUDSIDTC S
EcoRI (1938) BsrBI (1974)
1901 CTCCTCAGCTCCACAGAGTCCCGGCTGTGGTGGGACCTGAATTCCACATCCAGCCGGGAGCAGATGGACAGCTTCCGCTCCAGCAGCCCCATGCCTCCCA
447 L L S S T E S R LWWWDULNJSTSSREAQMUD ST FR RS S S PMZPP
BsrGI (2012) HindIII (2058)
2001 GCCAGCAGTCCCTGTACAAGCGGGTGGCAGAGGACTTCCTGGAAGACCCCGAGTCTCTAAGCTTCCCAGAAGTCCTTGAGATGCGCCTTCAAGGGGCTAC
480*S Q Q S L Y K R VA EDTF L EDZPESLSTFUPEVLEMR RLAI QGAT
2101 AGTGGACGACACAGACACAGACCTGGAGTTTGAGATGATTGACGGAGCAGACCTCTCTCAGACAGAAGACAGCCTGCAGGGGTCTTCCCGGAGCCTGAAT
513 v D D T DTWDULTETFEMI DG GADILSAOQTTET DS SLQGS SSR RS L N
Mlul (2282)
2201 GTCTCAGAAAGCAGTGTCCCCGTGAGGAGGAGGCCAGCCCGCAAGATCCTAAGCCAGGTCACGGTGCTGGCGTTCCAAGGGGACGCGTTGCTGGAACAGA
547 V. S E S S VP VI RIRIRPARIKI L SQVTVLATFIQGDATLILEQ
Acc651 (2386)
2301 TTGGTGTCATCGGTGGGAACCTCACTGGGATCTTCATTCACCGTGTCACCCCCGGCTCTGCAGCAGATGAGATGGCCCTGCGCCCTGGTACCCAGATCAT
5801 G VvV I G G N L T G 1 F I HRVTPGSAADTEMALI RUPGTU QI M
2401 GATGGTGGACTATAAACCTACCAAGCCATCATTAAGGGCCACTCTGGAGAATACAACGCTGGAGCAGGCTGTGGGCCTTCTCAGGAGGGTGAATGGCTCC
613 M VvV D Y K P T K P S L RATULENTTULTEU QAVGL LRI RVNSGS
2501 TGCTACTTGTCTGTGAAGATCAACACTGAAGGTTATAAGAACCTCATCCAGGACCTAGATGCCAAAGTGGTAACGTCTGGGGATTCCTTCTACATCCGTG
647 C Y L S V K I N T E GY K NUL I QDL DAKVVTSGDST F Y I R
2601 TCAACCTGGCCATGCAGAGGGGAGGGGACGGAGAACTGCAAACTCACTGCAATGACATCCTGCATGTCACTGACACCATGTTCCAAGGCCGCAGCTGCTG
680FV N L A M QR G GDGELQTHT CNDI I L HVTDTMTFIOQGT RS CW



Dralll (2707)

2701 GCATGCCCACCATGTGAACCCCTACACCATGAAAGACATGGAGCCTGGCACCATCCCCAACTATTCACAGGCTCAGCAGCAGCTTCTGGCCCTCATCCAG
713 H A H H V NP Y TMKDMEU®PGTI PNY SQAQQQLULALTI Q
2801 GACATGACTCAACGGTGCACAGTCCCCCGCAAGCCTCCTGGAGGACCACAGAAGTTAGTACGAATTGTCAGTGTGGACAAAGCCGCTGTCAGTCCTCTGA
747* DM T Q R C TV ?PIRIKU®PUPGGPQIKL VU R 1l VS VDI KAAVSPL
2901 CTTCATCCTTTGACCAAAGCCAGTGGGATTCTGGCAAGGAGGAAGGTGGTCCTAGCGTGTGCTTCTGGTCAGAGAGCTGCTTCACCCTGGCACCGTACAC
780 T S S F DQ S QWD SGIKETEGG?PSVCFWSTEST CTFTLAPYT

Sfil  (3017)
Stul (3016) BamHI (3065)
3001 CCTGGTGCACCCCCACAGGCCTGCCCGGCCCCGGCCTGTGCTGTTTGTGCCTAGATTAGTTGGAAGGATCCTGGGTAAAAAGCTGTGTCTCCTCCAAGGT
813k L VHPHIRPARPWR®PVLFVPIRILVGR 1 L G K KL CULULQG
Scal (3119) BStEII (3190)
3101 TTTAAGCAATGTTCAGCAGAGTACTTGAGCCAGGAGGAGTATGCCACCTGGAGTCAGAGAGGGGACATCATCCAGGAGGGAGAGTCAATAGGTGACCACC
847k F K Q C S A E Y L S Q E E Y A T WS QR G D I I Q E G E S I G D H
Tth111I (3271) BspLU11I
3201 ACTGGATCACCCGGCATGCTGTGGAGTCCCTCATGAATATGAGCACCCACGCCCTGCTGGATGTGCGGCTGGACAGCGTCCGAGTCCTACATAGGATGGA
880FH W | T R HA VE S L MNMZSTHATLTULUDVZ RLUDSVRVLHTZ RMD
3301 CATGTTTCCCATTATCATCCATGTCTCTGTCAATGAGAAGACAGCAAAGAAACTCAGGAAGGGCCTGCATCGGCTTGGCAGCTCGGAGGAGCAGTTCCTG
913 M F P I | | HV S V NE K TAIKJIKTULU RIKTGLUHRTLTGSSETETSOQTFL
BstGI (3446)
3401 GAGGTGGCCCGGCAGGAGGAGGGGGAGCTGGACAGAGTGCCGTGTCTGTACAGCAGCCTGGCCCCCGACAGCTGGAGTGATCTGGACAGCCTGCTCAGCT
947 E V A R Q E E G E L DR VP CLY SSLAPUDSMWSUDTULUDSLL S
Nhel (3588)
3501 GTGTGCGCCTGGCCATTGCAGATGAGCAGAAGAAGGTGGTGTGGACAGAGAGCCCCTGCTGAAGCCCAGACCTGGCTTGGGACTGTGGGCTAGCTGGCCA
980kC V R L A I A D E Q K K V V WTE S P C o —_—
3601 GACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTG

Hpal (3726) Mfel (3737)
3701 TAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTA

EcoRI (3822)
3801 AAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATA
> -

3901 AGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGA

SspIl  (4061) Swal (4075)
4001 ACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAA

4101 ATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGA

4201 AATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTC
414 ¢« N R T Y K L P I L E E I T T K V L K G N M E

4301 AATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAG
11841 L VvV F C DP A Y DS 1l L ERICMSGT C®PSVVZ R I SRDVETDSY

4401 GGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGT

844P H R V A V | T D F D K QG NS VASGI A1l AEACVTVRG I Y

Stul (4500)

4501 AGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTC

514 A E I HV A S I I E GT K TR I A A GV HHIKNDTEYLMT I KE
Xmnl (4642)
4601 AGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTA
184 T AV E V L E L DQQS I NTFTIKM=--
Asel (4708)
4701 TGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG
]

Spel (4863)
4800 CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGG
-

SnaBI (4991)
4899 GTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAG

Ndel (5096)
4999 ATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCA

5099 TATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATA

Pacl (5282) BspLULI1I (5292)
5199 CGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACAT
-

5297 GTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGA

5397 CGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGC

5497 TTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA




5597

5697

5797

5897

5997

6096
6196

GCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCA

CTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAA

CAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTT

TTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCA

Eagl (6042)
Pacl (6022) Swal (6031)  NotI (6041)
CGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGT

GTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATT
TCTCTATCGAA



	TechSheet
	Map
	Sequence



