Notl (4635)
Swal (4625)
Pacl (4616)

ApaLl (4200)

Sgfl (6)

Pvul (7)
Mfel (82)
Psp14061 (203)
HindIII (245)
Nael (441)
NgoMIV (441)
Agel (552)
BStEII (555)
Ncol (560)
ApalLl (631)
Sfil  (697)
hEF1-HTLV prom Sacll (702)
Sacll (728)

pMBI ori -Notl (730)
Tth111l (772)
BspLU11I (3886) hSRC Bsp120I (798)
Pacl (3876)
PshAI (1034)
Ndel (3690) hCMV enh
N pUNOI1-hSRC
nabl (3385) (4800 bp)
Dralll (1296)
Spel (3457) hCMV prom

Asel (3302)

BspHI (3244)
BbsI (3240)
XmnlI (3236)

BsrS2

Swal (2669)
Sspl  (2655)

EcoRI (2416)

(h) Bglobin p(A)

Acc651 (1432)
Asp7181  (1432)

BspHI (1508)

BsiWI  (1694)
BbsI (1804)
BamHI (1916)

Xmal (2155)
Nhel (2182)

Hpal (2320)
Mfel (2331)

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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)

Nael (441)
401

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

501 CTGAGATCACCGGTCACCATGGGTAGCAACAAGAGCAAGCCCAAGGATGCCAGCCA

- 1IPM G S N K S K P K D A S Q

ApaLlI (631) Sfil (697)

601 GCGGCGCCGCAGCCTGGAGCCCGCCGAGAACGTGCACGGCGCTGGCGGGGGCGCTTTCCCCGCCTCGCAGACCCCCAGCAAGCCAGCCTCGGCCGACGGC
133 R R R S L EPAENVHGAGSG GG GATFUZPASIOQTU®PSI KTZPASATDG
NotI (730)
Sacll (702) Sacll (728) Tth111I (772) Bsp1201
701 CACCGCGGCCCCAGCGCGGCCTTCGCCCCCGCGGCCGCCGAGCCCAAGCTGTTCGGAGGCTTCAACTCCTCGGACACCGTCACCTCCCCGCAGAGGGCGG
47m H R G P S A A F A PAAATEZ PZEKTLTFG GG GTFNSSDTUVTSUZPOQRA
801 GCCCGCTGGCCGGTGGAGTGACCACCTTTGTGGCCCTCTATGACTATGAGTCTAGGACGGAGACAGACCTGTCCTTCAAGAAAGGCGAGCGGCTCCAGAT
80G P L A G GV T TF VALYUDYTES ST RTETHDTLSTFIKTIKTGET RTL QI
901 TGTCAACAACACAGAGGGAGACTGGTGGCTGGCCCACTCGCTCAGCACAGGACAGACAGGCTACATCCCCAGCAACTACGTGGCGCCCTCCGACTCCATC
123 V N N T E G DWWULAUHSTLSTGQTSGY 1l PSNYVAUZPSTDS I
PshAI (1034)
1001 CAGGCTGAGGAGTGGTATTTTGGCAAGATCACCAGACGGGAGTCAGAGCGGTTACTGCTCAATGCAGAGAACCCGAGAGGGACCTTCCTCGTGCGAGAAA
147 Q A E E WY F G K I T RIREJSTEZ RTLTLTLNAENPTR RSGTTFTL VR RE
1101 GTGAGACCACGAAAGGTGCCTACTGCCTCTCAGTGTCTGACTTCGACAACGCCAAGGGCCTCAACGTGAAGCACTACAAGATCCGCAAGCTGGACAGCGG
180¥S E T T K G A Y C L SV SDTFDNAZIKTGTLNVI KU HYIK I RIKTLTDTSG
Dralll (1296)
1201 CGGCTTCTACATCACCTCCCGCACCCAGTTCAACAGCCTGCAGCAGCTGGTGGCCTACTACTCCAAACACGCCGATGGCCTGTGCCACCGCCTCACCACC

213 G F Y I T S R TQFNSLQQL VAYY SKHADSGTLT CHRTLTT
1301 GTGTGCCCCACGTCCAAGCCGCAGACTCAGGGCCTGGCCAAGGATGCCTGGGAGATCCCTCGGGAGTCGCTGCGGCTGGAGGTCAAGCTGGGCCAGGGCT
247# V. C P T S K P QTQGLAKUDAMWTE'I PRESTULIR RTLTEVIKTLGAQG

Asp7181 (1432)
Acc651 (1432)
1401 GCTTTGGCGAGGTGTGGATGGGGACCTGGAACGGTACCACCAGGGTGGCCATCAAAACCCTGAAGCCTGGCACGATGTCTCCAGAGGCCTTCCTGCAGGA
280kC F G E VWM G TWNGTTRVAI KTLIKU®PGTMSUPEA ATF L QE
BspHI (1508)
1501 GGCCCAGGTCATGAAGAAGCTGAGGCATGAGAAGCTGGTGCAGTTGTATGCTGTGGTTTCAGAGGAGCCCATTTACATCGTCACGGAGTACATGAGCAAG
313 A Q VM K K L R HEI KLV QLYAVV SETET®PI Y I VTEYMSK
BsiWI (1694)
1601 GGGAGTTTGCTGGACTTTCTCAAGGGGGAGACAGGCAAGTACCTGCGGCTGCCTCAGCTGGTGGACATGGCTGCTCAGATCGCCTCAGGCATGGCGTACG
347 G S L L D F L K GETGK Y L RULUPQLVDMAARQI A S GMAY
1701 TGGAGCGGATGAACTACGTCCACCGGGACCTTCGTGCAGCCAACATCCTGGTGGGAGAGAACCTGGTGTGCAAAGTGGCCGACTTTGGGCTGGCTCGGCT
380V E R M NY V HRDULU RAANI LV GENLVCIKVADTFGTLATRL
BbsI (1804)
1801 CATTGAAGACAATGAGTACACGGCGCGGCAAGGTGCCAAATTCCCCATCAAGTGGACGGCTCCAGAAGCTGCCCTCTATGGCCGCTTCACCATCAAGTCG
413 | E D N E Y T A R QGAIKT F®P I KWTAPEAALYGRTFT I K S
BamHI (1916)
1901 GACGTGTGGTCCTTCGGGATCCTGCTGACTGAGCTCACCACAAAGGGACGGGTGCCCTACCCTGGGATGGTGAACCGCGAGGTGCTGGACCAGGTGGAGC
447 D V W S F G I L L T EL TTIKGHRVPYPGMVNIR REVLDAQVE
2001 GGGGCTACCGGATGCCCTGCCCGCCGGAGTGTCCCGAGTCCCTGCACGACCTCATGTGCCAGTGCTGGCGGAAGGAGCCTGAGGAGCGGCCCACCTTCGA
48R G Y R M P C P P E C P E S L HDULMT COQCWR RIKTEU®PETETRUPTTFE
Xmal (2155) Nhel (2182)
2101 GTACCTGCAGGCCTTCCTGGAGGACTACTTCACGTCCACCGAGCCCCAGTACCAGCCCGGGGAGAACCTCTAGGCACAGGCGGCTAGCTGGCCAGACATG
513 Y L Q A F L EDYF TSTEU P QY QPGENIL e _—
2201 ATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCA

Hpal (2320) Mfel (2331)
2301 TTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCT

EcoRI (2416)
2401 CTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCAT
- -

2501 AGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGC




SspI  (2655) Swal (2669)
2601 TCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAAT

2701 GTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGG

2801 ACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAG
414 ¢ N R T Y K L P I L E E I T T K V L K G NME | L
2901 CACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGC
1164 V F C D P A Y D S 1 L ERCMSGT C®PSVVZRI SRDVETDTSYPH
3001 CTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCT
824R V A V I T D F DK QGNSVASGI A1l A EACVTVRGI Y AE
3101 CAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGC
494 Il HVAS I I EGTIKTIRI A A GV HHIKNDEYLMT I KETA
BspHI (3244)
Bbsl (3240)
Xmnl (3236)
3201 GACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGA
164 V E V L E L D Q QS I NFTIK M-
Asel (3302)
3301 TGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACC
o

Spel (3457)
3400 GCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAG
-

SnaBI (3585)
3499 ACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTAC

Ndel (3690)
3599 TGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGAT

3699 ACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCAT

Pacl (3876) BspLU11I (3886)
3799 TATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGC
-

3897 AAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCA

3997 AGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCG

4097 GATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGG

ApaLl (4200)
4197 CTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCA

4297 GCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTAT

4397 TTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGT

4497 TTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAA

Pacl (4616) Swal (4625)  Notl (4635)
4597 GGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATC

4697 GTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTAT
4797 CGAA
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