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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV  (441)
401
SphI (560) SandI (574)
KasI (535) Agel (552) Xmal (571) Kasl (582)
501 CTGAGATCACCGGTCAGCATGCACACTCCCGGGACCCCGGCGCCGGGCCACCCGGA
- 1M H T P G TP AP G HUP D

601 CCCGCCGCCACTGTTGCTGCTCACGCTGCTTCTGCTGCTGGCCGCTTCGGGACGCGCAGTTCCTTGTGTCTTCTGTGGTTTGCCTAAACCTACAAATATC
13 P P P L L L L TLULLTULTLAASGRAVZPT CVTF FT CGLZ®PTZKTEPTN
Sspl (785)

701 ACCTTCTTATCCATCAACATGAAGAATGTCCTGCATTGGAATCCACCAGAGAGTCTACACGGAGTTGAAGTCACATACACTGTGCAATATTTCATATATG
47 T F L S I NM KNV L HWNUPUZPESTLUHGVEVTYTVQYTF I Y
801 GGCAGAAGAAATGGCTGAATGCCTCTAAATGCGGGAGTATCAACAGGACCTACTGTGACCTTTCTGTTGAGACCTCAGACTATGAACACCAGTTCTATGC

80PG Q K K WL NA S KT CGS 1T NRTYO CDTLSVETSTDYTETHI QTF YA
901 CAAAGTGAAGGCCATTTGGGAAGCCAGGTGCTCCGAATGGGCCGAGACGGAACGCTTCTATCCTTTCTTGGAAACTCAAGTCAGCCCACCAGAGATTGCC
113 K V K A I WEAURTCSEMWATETTETZRTFEFYU®PTFLTETA QVSPUPTEI A

BstXI (1042)
1001 CTGACAACTGGCGAGAAGTCCATCTCTATTGCCCTGACAGCACCAGAGAAGTGGAAAAGAAATCCACAAGACCACACTGTTTCTATGCAACAGATATACC
147 L T T G E K S 1 S 1 AL TAUPEZIKMWI KT RNPI QDU HTVSMOQOQI Y
XemI (1166) Pvull (1185)
1101 CCAATTTGAAGTACAATGTGTCTGTGTATAACACTAAGTCGAGAAGAACGTGGTCCCAGTGTGTCACCAACAGCACACTGGTCCTCAGCTGGCTGGAGCC
180FP N L K Y NV S VY NTIK SRURTWSOQCVTNSTLUVLSWTLTEP
BbrPI (1219) Bsp120I (1240) Scal (1282)

1201 CAACACTCTGTATTGTGTCCACGTGGAGTCCCTTGTCCCAGGGCCCCCTCGCCTCCCGATGCCTTCTCAGAAGCAGTGCATCAGTACTTTGGAAGTTCAA
213 N T L Y C VH VESLVPGPPRILPMPSOQKU QT CTI S TLEVAQ
1301 ACATCAGCATGGAAGGCTAAAGTCATCTTCTGGTATGTCTTCCTCACATCTGTTATCGTGTTTCTTTTCTCCGCAATTGGCTACTTGGTTTACCGTTACA
247 T S AWK A K V I FWY VFLTSUVIVFLTFSAI GY L VYR RY
1401 TCCATGTTGGCAAGGAAAAACACCCAGCAAATTTGGTACTGATTTATAGAAATGAAATTGGCACAAGAGTCTTTGAACCTACTGAAACAATCACACTTAA
2801 H V G K E K HP A NL VLI YRNETI GTRVTFTETPTTETI TLN
1501 TTTTATCACCTTCAGTATGTTGGATGATACTAAAATTTCTCCAAAGGATATGAATTTACTGGACAAAAGCAGTGATGACATCAGTGTTAATGACCCTGAG
313 F | T F S ML DDTJ K I SPKUDMNTLTLTUDTIKTSSDT DI SV NUDTPE

Stul (1607) Sapl (1655) Tth111I (1672)

1601 CACAATGAGGCCTGGGAGCCGCACTGGGAGGAGGTGGAGGGGCAACATTTAGGATGCTCTTCGCATTTGATGGACGCTGTCTGTGGTGCTGAGCAAAGAG
347 H N E AW E P HWEEVEGQHTULGT CSSHLMDAVTCGATEOQR
1701 ACGGAGACACCTCCCTAACCCAGCATGGGTGGCTTAACAGCACCATCCCCACAGGAGAGACAGACACTGAGCCTCAATACAAAGTCCTAAGTGACTTCTA
380D G D T S L T Q H GWULNSTI P TGETHDTTET P QYIKV L SDTF Y
1801 CGGGGAGGGTGAAATCCAACTGTCCTGTGAGCCGGAAGAGGCGGCCAGAACAGAGAAAATATCTGAGCCACTGGTGACTTCAGCAAACTTGGACCCACAG
413 G E G E | Q L S C E P E EAARTTETZKT I SEPLVTSANLTDTPAQ

SandI (1985)
1901 CTTGAAGACCTACATCACCTGGGTCAGGAGCATACTGTCTCCGAGGATGGGCCAGAGGAAGAGACATCTATAACAGTAGTGGATTGGGACCCTCAAACTG
447 L E D L H H L G Q E H TV S EDGTPTETETETS I TVVDWDZPAOQT
Xbal (2095)
2001 GCAGGCTGTGTATCCCTTCCTTACCTATCTTTGGCCGTGATCCTGAGAACTATGGTCATTATGAGAGAGACCAGCTCTTAGAGGGTGGCCTTTTGTCTAG
480G R L C I P S L P I F G R DPENY GHYERUDA QLTILTEG GG GTLTL SR
BsrGI (2184)
BspLUI1I (2181)
2101 ACTCTATGAGAACCAGGCACCTGACAAGCCAGAGAAAGAAAATGAAAACTGTCTCACACGGTTTATGGAGGAATGGGGGTTACATGTACAAATGGAAAGC
513 L Y E N QA P DIKUPZEJZKTENTENT CLTRTFMETEMWSGLUHYOQME S
Mscl (2221)
Nhel (2215)
2201 TAGTGCCAGGCTTTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTG
547F e

Hpal (2353)
2301 AAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGA

EcoRI (2449)
2401 GGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTA
e

2501 CTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAA

Sapl (2631) Sspl (2688)
2601 GATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAA




Swal (2702)
2701 TAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGAC

2801 TTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGT
+414 ¢ N R T Y K L P I L E E I T

Sacl (2963) BstXI (2992)

2901 GGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTG

1274 T K VL K G NM E I L VF CDU®PAYDS 11 L ER CMGTCU®PS V VR
3001 ATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTT
934 S R DV E D S Y P HR VAV I T DFIDIKI QGNSVASG I A |1 AE
Stul (3127)
3101 CAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTT
604 A C V T VR G I Y A E I HVAS I I EGTIKTRI A A GV HHKN
XmnlI (3269)
3201 GTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGA

274 D E Y L M T I K E T AV EVLTETLTDTI GQQQS I NFTKM=-
Asel (3335) Sacl (3392)
3301 GTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTG
-

Spel (3490)
3401 CTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAA
- —

3501 ACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCAT

SnaBI (3618)
3601 GGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTG

Ndel (3723)
3701 ACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCC

3801 CTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAAC

Pacl (3909)
Pstl  (3902)

Sdal (3901) BspLU11I (3919)
3901 GCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCC
- -

4001 CTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCG

4101 CTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGT

ApaLl (4233)
4201 TCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACC

4301 CGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCC

4401 TAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAA

4501 ACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTG

Eagl (4669)
Pacl (4649) Swal (4658)  Notl (4668)
4601 ACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTA

4701 CATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTG
4801 CAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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