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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMI (441)

Nael (441)
401

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

501 CTGAGATCACCGGTCACCATGGTGAGGTGGTTTCACCGAGACCTCAGTGGGCTGGA

»- 1M V R WF HRDIL S G L D

601 TGCAGAGACCCTGCTCAAGGGCCGAGGTGTCCACGGTAGCTTCCTGGCTCGGCCCAGTCGCAAGAACCAGGGTGACTTCTCGCTCTCCGTCAGGGTGGGG

13 A E T L L KGR GVHGS ST FILARUPSI RIKNIQGDTFSL S VR VG

BamHI (719) Scal (791)

701 GATCAGGTGACCCATATTCGGATCCAGAACTCAGGGGATTTCTATGACCTGTATGGAGGGGAGAAGTTTGCGACTCTGACAGAGCTGGTGGAGTACTACA

47 D Q VT H Il R I Q NS GDTF Y DULYGGEIKTFATTULTTETLVE Y'Y

Ncol (894)

Spel (877) Asp7181 (890)

801 CTCAGCAGCAGGGTGTCCTGCAGGACCGCGACGGCACCATCATCCACCTCAAGTACCCGCTGAACTGCTCCGATCCCACTAGTGAGAGGTGGTACCATGG

80T Q Q Q G VL QD RDGTI I I HLKY®PLNTCSUDZ®PTSET RMWYHSG
BspLULI1I (902)

901 CCACATGTCTGGCGGGCAGGCAGAGACGCTGCTGCAGGCCAAGGGCGAGCCCTGGACGTTTCTTGTGCGTGAGAGCCTCAGCCAGCCTGGAGACTTCGTG
113 H M S G G Q A E TLUL QAKSGEWPWTT FULVRESTILSAQPGDF V
BsrBI (1042)

1001 CTTTCTGTGCTCAGTGACCAGCCCAAGGCTGGCCCAGGCTCCCCGCTCAGGGTCACCCACATCAAGGTCATGTGCGAGGGTGGACGCTACACAGTGGGTG
147 L S VL S D QP KA GUPGSUPULIRVTHI KVMCESGS GRYTVSOG

KasI (1171)
Bsu36lI (1166)

1101 GTTTGGAGACCTTCGACAGCCTCACGGACCTGGTGGAGCATTTCAAGAAGACGGGGATTGAGGAGGCCTCAGGCGCCTTTGTCTACCTGCGGCAGCCGTA
180G L E T F D S L T DL V EHTFIKIKTS G I EEASGATFVY LRQPY
1201 CTATGCCACGAGGGTGAATGCGGCTGACATTGAGAACCGAGTGTTGGAACTGAACAAGAAGCAGGAGTCCGAGGATACAGCCAAGGCTGGCTTCTGGGAG
213 Y AT R V N A A D1 E NR V L E L NIKIKQESEUDTAIKAGTF WE
1301 GAGTTTGAGAGTTTGCAGAAGCAGGAGGTGAAGAACTTGCACCAGCGTCTGGAAGGGCAGCGGCCAGAGAACAAGGGCAAGAACCGCTACAAGAACATTC
247" E F E S L Q K Q E VK N L HQRULES G QRU®PENIKUGI KNI RY K NI

Xmal (1450)

Smal (1450) Pvull (1489)
1401 TCCCCTTTGACCACAGCCGAGTGATCCTGCAGGGACGGGACAGTAACATCCCCGGGTCCGACTACATCAATGCCAACTACATCAAGAACCAGCTGCTAGG
280kL P F D HS R VI L QGURIDSNI PGS SDY Il NANY Il KNIQLTULG
1501 CCCTGATGAGAACGCTAAGACCTACATCGCCAGCCAGGGCTGTCTGGAGGCCACGGTCAATGACTTCTGGCAGATGGCGTGGCAGGAGAACAGCCGTGTC
313 P D ENAKTY Il A SQGTCLEATVNDTFWAQMAMWIOQENS R V

BspHI (1604) Sphl (1667) Bsp1201 (1684)
1601 ATCGTCATGACCACCCGAGAGGTGGAGAAAGGCCGGAACAAATGCGTCCCATACTGGCCCGAGGTGGGCATGCAGCGTGCTTATGGGCCCTACTCTGTGA
347 1| VM T T R E VE K GR NK CV?PYWZPEVGMOQRAYGUZPY SV
BglIl (1784)
1701 CCAACTGCGGGGAGCATGACACAACCGAATACAAACTCCGTACCTTACAGGTCTCCCCGCTGGACAATGGAGACCTGATTCGGGAGATCTGGCATTACCA
380kT N C G E H DT TE Y KL RTULQVSPLDNGUDTL I RE I WHYDQ
SandI (1823)
Ncol (1818)
1801 GTACCTGAGCTGGCCCGACCATGGGGTCCCCAGTGAGCCTGGGGGTGTCCTCAGCTTCCTGGACCAGATCAACCAGCGGCAGGAAAGTCTGCCTCACGCA
413 Y L S WP DHGV P S E®PGSGVLSTFLDA QI NQRI QESLPHA
NgoMI (1924)
Bsp120I (1900) ApaLl (1912) Nael (1924) Eagl (1932)

1901 GGGCCCATCATCGTGCACTGCAGCGCCGGCATCGGCCGCACAGGCACCATCATTGTCATCGACATGCTCATGGAGAACATCTCCACCAAGGGCCTGGACT
447 G P I I V H C S A G Il GRTGTI1I I VI DMILMENI STIKSGTLD
Ecod7II1 (2042)

2001 GTGACATTGACATCCAGAAGACCATCCAGATGGTGCGGGCGCAGCGCTCGGGCATGGTGCAGACGGAGGCGCAGTACAAGTTCATCTACGTGGCCATCGC

480¥C D I DI Q K T I Q@ M VRAQRSGMV QTEAQYKTF I Y VA I A
2101 CCAGTTCATTGAAACCACTAAGAAGAAGCTGGAGGTCCTGCAGTCGCAGAAGGGCCAGGAGTCGGAGTACGGGAACATCACCTATCCCCCAGCCATGAAG
513 Q F I E T T K K K L E VL QS QK GQESEYGNI TYPPAMK

2201 AATGCCCATGCCAAGGCCTCCCGCACCTCGTCCAAACACAAGGAGGATGTGTATGAGAACCTGCACACTAAGAACAAGAGGGAGGAGAAAGTGAAGAAGC
547" N A HA KA SR TS S KWHIKEDVYENLUHTI KNI KR RTETE K V KK
BsrBI (2348) Nhel (2365)
2301 AGCGGTCAGCAGACAAGGAGAAGAGCAAGGGTTCCCTCAAGAGGAAGTGAGCGGTGCTGTCCTCAGCTAGCTGGCCAGACATGATAAGATACATTGATGA
580PQ R S A D K E K S K G S L K R K e
2401 GTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAA




Hpal (2503) Mrfel (2514) EcoRI
2501 CAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGG
-
2601 AATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTT
-t

2701 GCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGT

Sspl  (2838) Swal (2852)
2801 TTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGA

2901 ATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGC

3001 TTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAG
—3494 ¢ N R T Y KL P I L EE I T TIKVLIKTGNMETIULVTETCTDTFPA
Sacl (3113)

3101 CATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGT
11704 Y D S 1 L E R CM G CP SV VRI1I SRUDVETDSTYU&PHTRVAUVIT
3201 GTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAG
774 D F D K Q G NS VA S G I Al A EACVTVRGI YATETI HVAS
3301 ATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCA

434 | E G T K TR I A A GV HHIKNDTETYTLMTI KETAVTEVLTE'L
BspHI (3427) Vspl (3485)
XmnI (3419) Asel (3485)
3401 GATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAAC
704 D Q Q S I N F T K M == -
Sacl (3542)
3501 AGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATG

Spel (3640)
3600 GGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTG
e

SnaBI (3768)
Ecol05I (3768)
3699 AGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTC

Ndel (3873)
3799 CCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCC

3899 AAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGC

Pacl (4059)  BspLU11I (4069)
3999 GGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGG
-

4097 CCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAA

4197 CCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTT

ApaLl (4383)
4297 CTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCC

4397 CCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAG

4497 GATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTG

4597 CTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTA

4697 CGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGC

Eagl (4819)
Pacl (4799) Swal (4808) Notl (4818)
4797 TAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCT

4896 CTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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