Pvul (7) EcoNI (96)
Psp14061 (203)
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Pacl (4538) NgoMIV  (441)
KasI (535)
Agel (552)
BstEII (555)
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BsrGI (682)

ApaLl (4122)
hEF1-HTLV prom

pMB ori Xhol (797)
ApaLl (818)
BS"LUI;:cI 8;390;) human TGFbeta-Receptor 1
e o
hCMYV enh EcoO1091 (1046)
Ndel (3612) UNO1-hTGFBR1 Tth111I (1113)
SnaBI (3507
3307 (4722 bp) Xbal (1267)
Pspl14061 (1277)
Spel (3379) hCMV prom
Sacl (3281) BamHI (1417)
Asel (3224) BsrBI (1491)
BbsI (3162) Acc65I (1525)
Xmnl (3158)
Stul (3016) (h) Bglobin p(A) Dralll (1672)
SV40 p(A)

BstXI (2881) EcoRI (1817)

Sacl (2852) BstXI (1924)

Eco01091 (2652) Nhel (2104)
Swal (2591) Mscl (2110)
Sspl  (2577) Hpal (2242)
125 EcoRI (2338)
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Pvul (7)
Sgfl (6) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIITI (245) Bsu36l (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Neol (560)
BstEII (555)
KasI (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGAGGCGGCGGTCGCTGCTCCGCGTCCCCGGCTGCT

- 1M E A AV A A P R P R L L

Xmal (645) BsrGI (682)

601 CCTCCTCGTGCTGGCGGCGGCGGCGGCGGCGGCGGCGGCGCTGCTCCCGGGGGCGACGGCGTTACAGTGTTTCTGCCACCTCTGTACAAAAGACAATTTT
133 L L VLAAAAAAAAALILZPGATALI QCTFT CHTLTECTIKTDNTF
Xhol (797)
701 ACTTGTGTGACAGATGGGCTCTGCTTTGTCTCTGTCACAGAGACCACAGACAAAGTTATACACAACAGCATGTGTATAGCTGAAATTGACTTAATTCCTC
47 T C V T D G L CF VSV TETTDIZ KUVI HNSMTCI ATETIDTLTI P
ApaLlI (818)
801 GAGATAGGCCGTTTGTATGTGCACCCTCTTCAAAAACTGGGTCTGTGACTACAACATATTGCTGCAATCAGGACCATTGCAATAAAATAGAACTTCCAAC
80R D R P F VCAPSSIKTSGSVTTTYT CCNA QDU HTCNTIKTIETLTPT
Pvull (941)
901 TACTGTAAAGTCATCACCTGGCCTTGGTCCTGTGGAACTGGCAGCTGTCATTGCTGGACCAGTGTGCTTCGTCTGCATCTCACTCATGTTGATGGTCTAT
113 T V K S S P G L G P VELAAVIAGPUVC CTFUVCI SLMLWMUVY
EcoO1091 (1046)
1001 ATCTGCCACAACCGCACTGTCATTCACCATCGAGTGCCAAATGAAGAGGACCCTTCATTAGATCGCCCTTTTATTTCAGAGGGTACTACGTTGAAAGACT
147 | C H NR TV I HHRVPNETETUDTPSTLTUDTZ RTPTFI SEGTTTLZKTD
Tth111I (1113)
1101 TAATTTATGATATGACAACGTCAGGTTCTGGCTCAGGTTTACCATTGCTTGTTCAGAGAACAATTGCGAGAACTATTGTGTTACAAGAAAGCATTGGCAA
180L | Y DM T T S G S G S GLPLULVQRTI ARTI VLQES I GK
Xbal (1267) Pspl406I (1277)

1201 AGGTCGATTTGGAGAAGTTTGGAGAGGAAAGTGGCGGGGAGAAGAAGTTGCTGTTAAGATATTCTCCTCTAGAGAAGAACGTTCGTGGTTCCGTGAGGCA
213 G R F G E VW R G K WU R GEEVAUVIKTITFSSRETET RSWTFTRTEA
1301 GAGATTTATCAAACTGTAATGTTACGTCATGAAAACATCCTGGGATTTATAGCAGCAGACAATAAAGACAATGGTACTTGGACTCAGCTCTGGTTGGTGT
247 E 1 Y Q T VM L RHENILGTF 1 AADNIKTIDNGTWTIOQL WL V

BamHI (1417) BsrBI (1491)
1401 CAGATTATCATGAGCATGGATCCCTTTTTGATTACTTAAACAGATACACAGTTACTGTGGAAGGAATGATAAAACTTGCTCTGTCCACGGCGAGCGGTCT
280S D Y H E H G S L F DY LNRYTVTVESGMIIKTLALSTASGIL
Acc65T  (1525)
1501 TGCCCATCTTCACATGGAGATTGTTGGTACCCAAGGAAAGCCAGCCATTGCTCATAGAGATTTGAAATCAAAGAATATCTTGGTAAAGAAGAATGGAACT
313 A H L HME I VGTQGIKU PAI AHRUDTLTIKTSI KNI LVIKTEKNGT
Dralll (1672)
1601 TGCTGTATTGCAGACTTAGGACTGGCAGTAAGACATGATTCAGCCACAGATACCATTGATATTGCTCCAAACCACAGAGTGGGAACAAAAAGGTACATGG

347 C C I A DL GLAVRHDSATHDTI DI APNUHR RVYVGTIKRYWM
1701 CCCCTGAAGTTCTCGATGATTCCATAAATATGAAACATTTTGAATCCTTCAAACGTGCTGACATCTATGCAATGGGCTTAGTATTCTGGGAAATTGCTCG
380kA P E V L D DS I NMKUHTFESTFKRADIYAMGLVFWETI AR

EcoRI (1817)
1801 ACGATGTTCCATTGGTGGAATTCATGAAGATTACCAACTGCCTTATTATGATCTTGTACCTTCTGACCCATCAGTTGAAGAAATGAGAAAAGTTGTTTGT
413 R C S | G G | HE DY QL P Y YDLVPSDZPSVETEMRTIKVVC

BstXI (1924)
1901 GAACAGAAGTTAAGGCCAAATATCCCAAACAGATGGCAGAGCTGTGAAGCCTTGAGAGTAATGGCTAAAATTATGAGAGAATGTTGGTATGCCAATGGAG

447 E Q K L R P NI P NR WQS CEALRVMAIKI MR RETCWYANSG
2001 CAGCTAGGCTTACAGCATTGCGGATTAAGAAAACATTATCGCAACTCAGTCAACAGGAAGGCATCAAAATGTAATTCTACAGCTTTGCCTGAACTCTCCT
480PA A R L T A L R I K K T L S QL S QQE G 1 KM e

Msel (2110)
Nhel (2104)
2101 TTTTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGAT

Hpal (2242)
2201 GCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGG

EcoRI (2338)
2301 TTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTT
L -

2401 TTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTA




SspI  (2577) Swal (2591)
2501 TTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATA

Eco01091 (2652)
2601 CATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAA

2701 AGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCA
+414 « N R T Y K L P I L E E I T T K V L
Sacl (2852) BstXI (2881)
2801 GCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTC
1234 K G NM E | L VF CDPAYDJSI1LERT CMGT C®PSVYVZRI SRTD
2901 CACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACA
94 V E D S Y P HR VA V I TDFDU KU QGNSVASGI AI AEATCV
Stul (3016)
3001 GTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGA
54T V R G I Y A E I HV A S 1 I EGTIKTRI AAGVHUHTEKNIDE YL
BbsI (3162)
XmnI (3158)
3101 GCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATA

234 M T | K E T AV E VLETULDA QQS I NFTIKM=-
Asel (3224) Sacl (3281)
3201 CTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGAC
-

Spel (3379)
3301 CTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCA
-

3401 TTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGA

SnaBI (3507)
3501 TGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGG

Ndel (3612)
3601 GGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTT

Pacl (3798)

PstI  (3791)
Sdal (3790)
3701 ACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT

BspLUI1I (3808)
3801 AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCAT
-

3901 CACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTC

4001 CGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGT

ApalLl (4122)
4101 CGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACAC

4201 GACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCT

4301 ACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGG

4401 TAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGG

Eagl (4558)
Pacl (4538) Swal (4547)  Notl (4557)
4501 AACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGT

4601 TGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGT
4701 GCCAGAACATTTCTCTATCGAA
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