Mfel (82)
S ;&“1(6()7) EcoNT (96)
Eagl (3559) Pspl4061 (203)
Notl  (3558) Pvull (239)
%waII ((3355;t98)) HindIIl (245)
ac EcoNI (287)
Bsu36I (291)

NgoMIV (441)

KasI (535)
AgeI (552)

BStEIT (555)
Ncol (560)
hEF1-HTLV prom BglIl (581)
ApaLl (3123) P BamHI (605)
NgoMIV (631)
pMB1 ori BsrGI (650)
BstEIl (675)
XemlI  (683)
mARF6 Eagl (772)
BsrBI (775)
SandI (799)

BspLU111 (2809)
Pacl (2799)

Pstl  (2792)

Sdal (2791)

pUNO1-mARF6

BstAPI (930)
(3723 bp)

Hpal (1065)
Nhel (1105)
Mscl (1111)

Ndel (2613)

SnaBI (2508) Hpal (1243)
Mfel (1254)

(h) Bglobin p(A)

Spel (2380) EcoRI (1339)
Sacl (2282)
Asel (2225)
BbsI (2163)

SspI (1578
Xmnl (2159) . )

Swal (1592)
100 Stul (2017)
BstXI (1882)  'sacl (1853)

C?) InvivoGen



Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Neol (560)
BStEII (555)
Kasl (535) Agel (552) Bglll (581)
501 CTGAGATCACCGGTCACCATGGGGAAGGTGCTATCCAAGATCTTCGGGAACAAGGA
[ 1I*M G K V L S K I F G N K E
BamHI (605) NgoMIV (631) BsrGI (650) BstEII (675)XemI  (683)
601 AATGCGGATCCTCATGCTGGGCCTGGACGCAGCCGGCAAGACAACGATCCTGTACAAGTTGAAGCTGGGCCAATCGGTGACCACCATCCCCACGGTGGGC
13 M R I L ML G L DAAGIKTT Il LY KLIKULSGAQSVTTI P TVG
BsrBI (775)
Eagl (772) SandI ( 799)
701 TTCAACGTGGAGACGGTGACTTACAAAAACGTCAAGTTCAACGTGTGGGATGTGGGCGGCCAGGACAAGATCCGGCCGCTCTGGCGGCATTACTACACCG
47 F N V E T V T Y K NV K F NVWDV GG QDK 1 RPLWRWUHY YT
801 GGACCCAGGGTCTGATCTTCGTGGTAGACTGCGCCGACCGCGACCGCATCGACGAGGCCCGCCAGGAGCTGCACCGCATTATCAATGACCGGGAGATGAG
880G T Q G L I F VVDU CADI RDT RIDTEARI QETLHRI I N D R E M R

BstAPI (930)
901 GGACGCCATCATCCTCATCTTCGCCAACAAGCAGGACCTGCCCGATGCCATGAAACCCCATGAGATCCAGGAGAAACTGGGCCTGACCCGGATTCGGGAC
113k D A | Il L1 FA NKQDULWPIDAMIKU®PHTE Il QEKULGLTW R 1 R D

Hpal (1065)
1001 AGGAACTGGTATGTGCAGCCCTCCTGTGCCACCTCCGGGGACGGACTCTATGAGGGGCTCACATGGTTAACCTCTAACTACAAATCCTAATGAGCGTCCT
147 R N WY V QP S CATSGDGLYGETGLTMWLTSNYKS o
Mscl (1111)

Nhel (1105)

1101 CCACCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGA

Hpal (1243)  Mfel (1254)
1201 TGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAG

EcoRI (1339)
1301 GTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCT
e

1401 TTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGT

SspI (1578) Swal (1592)
1501 ATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAAT

1601 ACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACA

1701 AAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACC
4494 ¢« N R T Y K L P I L E E I T T K V
Sacl (1853) BstXI (1882)
1801 AGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGT
1234L K G NM E I L VF CDPAYDSILERTCMSGT CZPSVVUR I SRTD
1901 CCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGAC
94 V E D S Y P HR VAV I TDFUDJIKAO QGNSVASGI A1 AEATCV
Stul (2017)
2001 AGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAG
574 T VR G I YA E I HV A S | |I EGTI KT RI AAGVHUHTI KNTDEY
BbsI (2163)
XmnI (2159)
2101 AGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTAT

234L M T I K E T AV EVLELUDI QQS I NTFTIKWM -
Asel (2225) Sacl (2282)
2201 ACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGA
e

Spel (2380)
2301 CCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCC
-

2401 ATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCG




SnaBI (2508)
2501 ATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAG

Ndel (2613)
2601 GGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGT

Pacl (2799)
Pstl (2792)
Sdal (2791)
2701 TACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGT

BspLU11I (2809)
2801 TAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCA
-

2901 TCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTT

3001 CCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGG

ApaLl (3123)
3101 TCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACA

3201 CGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGC

3301 TACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTG

3401 GTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTG

Eagl (3559)
Pacl (3539) Swal (3548) NotI (3558)
3501 GAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTG

3601 TTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGG
3701 TGCCAGAACATTTCTCTATCGAA
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