Agel (552)
BstEIl (555)

hEF1-HTLV prom

pMB1 ori

mCD266

pUNO1-mCD226

hCMV enh (4197 bp)

hCMV prom

SV4(:V N
Nhel (1579)

h3Glo pAn

100

“ L]
@ InvivoGen

21C30v45



1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
BstEll (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGCTTATGTTACTTGGCTTTTGGCTATTCTTCATGT
- I*M A YV TW L LA I LHV

601 GCACAAAGCACTGTGTGAAGAGACATTGTGGGACACAACAGTTCGGCTTTCTGAGACTATGACTCTGGAATGTGTATATCCATTGACGCATAACTTAACC
3% HK A LCETETLWODTTVU RLSETMTILETCVY®PLTHNILT
701 CAGGTGGAGTGGACCAAGAACACTGGCACAAAGACAGTGAGCATAGCAGTTTACAACCCTAACCATAATATGCATATAGAATCTAACTACCTCCATAGAG
47* Q V EW T K N T G T K TV S I AV YNU PNUHNMUH I ESNYLHTR R
801 TACACTTCCTAAACTCAACAGTGGGGTTCCGCAACATGAGCCTTTCCTTTTACAATGCCTCAGAAGCAGACATTGGCATCTACTCCTGCTTGTTTCATGC
8V H F LN STV G FRNMSULSTFTYNASTEAD I G I Y SCULTFHA
901 TTTCCCAAATGGACCTTGGGAAAAGAAGATAAAAGTAGTCTGGTCAGATAGTTTTGAGATAGCAGCACCCTCGGATAGCTACCTGTCTGCAGAACCTGGA
113* F P N G PW E K K | KV VW SDSTFETIAAZPSDTSYULSATETPG
1001 CAAGATGTCACACTCACTTGCCAGCTTCCAAGGACTTGGCCAGTGCAACAAGTCATATGGGAAAAAGTCCAGCCCCATCAGGTAGACATCTTAGCTTCCT
47 Q D V T L T CQ L PRTWPVQQV IWEKVOQPHOQVD I L AS
1101 GTAACCTATCTCAAGAGACAAGATACACTTCAAAGTACCTAAGACAAACAAGGAGCAACTGTAGCCAGGGGAGCATGAAGAGCATCCTCATCATTCCAAA
189¥C N L S Q E T R YT SK Y LRQT RS SNT CSQGSMEKS I L I 1 PN
1201 TGCCATGGCCGCTGACTCAGGACTTTACAGATGTCGCTCAGAGGCCATTACAGGAAAAAACAAGTCCTTTGTCATAAGGCTGATCATAACTGATGGTGGA
213 A M A A D S G L Y RC RSEA 1 TGIKNTIKTSTFV I RL I I TDGSG
1301 ACCAATAAACATTTTATCCTTCCCATCGTTGGAGGGTTAGTTTCACTGTTACTTGTCATCCTAATTATCATCATTTTCATTTTATATAACAGGAAGAGAC
247 T N K H F I L P I VGG LV SLLLV I LI 1 1 1 F I LYNT RTZKR
1401 GGAGACAGGTGAGAATTCCACTTAAAGAGCCCAGGGATAAACAGAGTAAGGTAGCCACCAACTGCAGAAGTCCTACTTCTCCCATCCAGTCTACAGATGA
280PR R Q V R | P L K E P RDIKGO QS SKVATNTZ CRSPTSP 1Q STTDOD
Nhel (1579)
1501 TGAAAAAGAGGACATTTATGTAAACTATCCAACTTTCTCTCGAAGACCAAAACCAAGACTCTAAGCTGCTCTTTTGGCCGCTAGCTGGCCAGACATGATA
338 E K ED I YV NYPTT F SRR RTPIKT PR RIL e _—
1601 AGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTA

1701 TAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTA

1801 CAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGG
_— -

1901 CATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCT

2001 TCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTT

2101 TTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACA

2201 GCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCAC
#4914 ¢ N R T Y K L P I L E E I T T KV L K GNME I L V
2301 AAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTG
154 F C D P A Y D S I L ERCMGC®PSVV R I SRDVEDSYPHR
2401 ACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAA
84v AV | T D FDKQGNJSVASG I A I A EACVTVRG I Y AE I
2501 TGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGAC
484 H V A S 1 I EG T K TR I AAGV HHIKNDEYLMT I KET AV
2601 CTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGA
154 EV L ELDQQS I N F T K M-
2701 TTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCC
-
2801 ATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTG
-
2901 GAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCA

3001 AGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACT

3101 TGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTG




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

ACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGC
e

CAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGA

GGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCT

GTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTG

CACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCA

CTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTAT

CTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAG

CAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTT

TGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTA

ACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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