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Pvull (1702)
PshAI (1719)

SphI (1835)

SV40 p(A)

Eagl 2017%
Bsu361 (2024)
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Xeml (2064)

Nhel (2070)

EcoRI (2304) Hpal (2208)

Mfel (2219)
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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

NgoMIV (441)

Nael (441)
401

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

501 CTGAGATCACCGGTCACCATGGCTGGAAAGGGGTCATCAGGCAGGCGGCCCCTGCT

- 1M A G K G S S G R R P L L

Xeml (623) Sdal (675)

601 GCTGGGGCTGCTGGTGGCCGTAGCCACTGTCCACCTGGTCATCTGTCCCTACACCAAAGTGGAGGAGAGCTTCAACCTGCAGGCCACACATGACCTGCTC
13 L G L L VAVATVHILUWVI CPYTIKVETEST FNLI QATHTDILL
701 TACCACTGGCAAGACCTGGAGCAGTACGACCATCTTGAGTTCCCCGGAGTCGTCCCCAGGACGTTCCTCGGGCCAGTGGTGATCGCAGTGTTCTCCAGCC
47 Y H W Q DL E QY DHULETFU®PGVVPRTTFLG®PV VI AV F S S

SaclI (800)
801 CCGCGGTTTACGTGCTTTCGCTGTTAGAAATGTCCAAGTTTTACTCTCAGCTAATAGTTAGAGGAGTGCTTGGACTCGGCGTGATTTTTGGACTCTGGAC
80P A VY VL S LLEMSI KT FY SQL I VRGVLSGLTGVIFGLWT
Neol (932)
SFil (930)
901 GTTACAAAAGGAAGTGAGACGGCACTTCGGGGCCATGGTGGCCACCATGTTCTGCTGGGTGACGGCCATGCAGTTCCACCTGATGTTCTACTGCACGCGG
113 L Q K E VR R HF GAMVATMTFTCWVTAMOQFU HLMTFYTCTHR

Sfil (1038) Bsp120I (1067)
1001 ACACTGCCCAATGTGCTGGCCCTGCCTGTAGTCCTGCTGGCCCTCGCGGCCTGGCTGCGGCACGAGTGGGCCCGCTTCATCTGGCTGTCAGCCTTCGCCA
1470 T L P NV L AL PV VLLALAAWLU RUHEMWARTFI WL SATFA

Xmnl (1166)
1101 TCATCGTGTTCAGGGTGGAGCTGTGCCTGTTCCTGGGCCTCCTGCTGCTGCTGGCCTTGGGCAACCGAAAGGTTTCTGTAGTCAGAGCCCTTCGCCACGC
1801 | V F R V E L C L F L GL L L L LALGNR RIKVSVVURALR RUHA
BamHI (1211)
1201 CGTCCCGGCAGGGATCCTCTGTTTAGGACTGACGGTTGCTGTGGACTCTTATTTTTGGCGGCAGCTCACTTGGCCGGAAGGAAAGGTGCTTTGGTACAAC
213 v P A G I L C L GL T VAV DS SYFWRI QL TWZPEGI KV L WYN
Sacll (1368)
1301 ACTGTCCTGAACAAAAGCTCCAACTGGGGGACCTCCCCGCTGCTGTGGTACTTCTACTCAGCCCTGCCCCGCGGCCTGGGCTGCAGCCTGCTCTTCATCC
247 T VL N K S S NWG TS PLLWYFY SALUWPR RSGLSGT CSTUL L F I
1401 CCCTGGGCTTGGTAGACAGAAGGACGCACGCGCCGACGGTGCTGGCGCTGGGCTTCATGGCACTCTACTCCCTCCTGCCACACAAGGAGCTACGCTTCAT
280kP L G L VD R R T HAUPTVLALGTFMATLYSLULPHIKTETL R F I
BsrGI (1580)
1501 CATCTATGCCTTCCCCATGCTCAACATCACGGCTGCCAGAGGCTGCTCCTACCTGCTGAATAACTATAAAAAGTCTTGGCTGTACAAAGCAGGGTCTCTG
313 I Y A F P M LNIT TAARSGT CS SY LLNNYIKI K SWLYIKAGSL
Dralll (1612)
1601 CTTGTGATCGGACACCTCGTGGTGAATGCCGCCTACTCAGCCACGGCCCTGTATGTGTCCCATTTCAACTACCCAGGTGGCGTCGCAATGCAGAGGCTGC
347k L VI G HL V VNAAY SATALY VS HFNY®PGGVAMAGOQRL
Pvull (1702) PshAI (1719)
1701 ACCAGCTGGTGCCCCCCCAGACAGACGTCCTTCTGCACATTGACGTGGCAGCCGCCCAGACAGGTGTGTCTCGGTTTCTCCAAGTCAACAGCGCCTGGAG
380kH Q L VP P Q TDVLULUHI DVAAAQTS GV SRTFILIQVNSAWR
Sphl (1835)
1801 GTACGACAAGAGGGAGGATGTGCAGCCGGGGACAGGCATGCTGGCATACACACACATCCTCATGGAGGCGGCCCCTGGGCTCCTGGCCCTCTACAGGGAC
413 Y D K R E DV QPGTGMULAYTHI LMEAAPSGTLTILATLYRTD
1901 ACACACCGGGTCCTGGCCAGCGTCGTGGGGACCACAGGTGTGAGTCTGAACCTGACCCAACTGCCCCCCTTCAACGTCCACCTGCAGACAAAGCTGGTGC
447" T H R VL A SV V GTTGV SLNULTIQL®PPFNVHLIQTIKTLV
Bsu36I (2024) Xeml (2064)
Eagl (2017) Stul (2057) Nhel (2070)
2001 TTCTGGAGAGGCTCCCCCGGCCGTCCTGAGGGGGACCAGGCAGCCCTCAGCAGCCACAGGCCTTCCAGGAGCTAGCTGGCCAGACATGATAAGATACATT
480L L E R L P R P S e
2101 GATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCA

Hpal (2208) Mfel (2219)
2201 ATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGG

EcoRI (2304)
2301 TATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGG
— -

2401 CTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTT




Sspl  (2543) Swal (2557)
2501 TATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAG

2601 GCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAG

2701 CGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTC
—— 3414 ¢ N R T Y K L P I L E E I T T K V L K GNWME Il L V F CD
Sacl (2818)
2801 AGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACA
1124 P A Y D S I L E R CM G C®P SV VRl SRDVETDSYPHTRVAYV
Stul (2982)
2901 ATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAG

7841 T D F D K Q G NS VASGI A1l AEACVTVRGI YAETI HVA
3001 CAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAG
454« s | | E G T K T R I A A GV HHIKNDTEYLMT I KETAVE VL

BspHI (3132)
BbsI (3128)

Xmnl (3124) Asel (3190)

3101 CTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTC

124 E L D Q Q S I N F T K M-

Sacl (3247)
3201 AAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGT
—

Spel (3345)
3300 CAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCC
-

SnaBI (3473)
3399 CCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGA

NdeI (3578)
3499 AAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTA

3599 CTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAA

Sdal (3756)  Pacl (3764) BspLU111 (3774)
3699 TGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCA
-

3797 AAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGG

3897 CGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCG

ApaLI (4088)
3997 CCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGA

4097 ACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGT

4197 AACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCG

4297 CTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCA

4397 GATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTC

Eagl (4524)
Pacl (4504) Swal (4513) Notl (4523)
4497 ATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATA

4597 CGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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