125

Agel (552)

hEF1-HTLV prom

mTRAF6

pMB1 ori

PUNO1-mTRAF6
(4826 bp)

hCMV prom

hRGlo pAn
SV40 pAn

Nhel (2208)

BspHI (567)

=] .
@ InvivoGen

21A07v46



1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Agel (552) BspHI (567)
501 CTGAGATCACCGGTAGGAGGCCATCATGAGTCTCTTAAACTGTGAGAACAGCTGCG

- i*M S L L NCENSC
601 GGTCCAGCCAGTCGTCCAGTGACTGCTGCGCTGCCATGGCCGCCTCCTGCAGCGCTGCAGTGAAAGATGACAGCGTGAGTGGCTCTGCCAGCACCGGGAA
11*G S S Q S S Sb CCAAMAASCSAAYVY KDD SV SG SASTGN
701 CCTCTCCAGCTCCTTCATGGAGGAGATCCAGGGCTACGATGTGGAGTTTGACCCACCTCTGGAGAGCAAGTATGAGTGTCCCATCTGCTTGATGGCTTTA
44 L S S S FM EE I QG YDV EFDU®PZPILTESKYECP 1 CLMAIL
801 CGGGAAGCAGTGCAAACACCATGTGGCCACAGGTTCTGCAAAGCCTGCATCATCAAATCCATAAGGGATGCAGGGCACAAGTGCCCAGTTGACAATGAAA
78 R E AV QT PCGHI RT FCKATC 1 I K S I RDAGUHTZKTCUPVDNE
901 TACTGCTGGAAAATCAACTGTTTCCCGACAATTTTGCAAAGCGAGAGATTCTTTCCCTGACGGTAAAGTGCCCAAATAAAGGCTGTTTGCAAAAGATGGA
121 1 L L E N Q L F P DN FAKRE I L SLTVI KT CPNIZEKSGT CLAOQKWME
1001 ACTGAGACATCTCGAGGATCATCAAGTACATTGTGAATTTGCTCTAGTGAATTGTCCCCAGTGCCAACGTCCTTTCCAGAAGTGCCAGGTTAATACACAC
144 L R H L EDHQVHTC CETFALVNT CPQCQRZPFQKTCQVNTH
1101 ATTATTGAGGATTGTCCCAGGAGGCAGGTTTCTTGTGTAAACTGTGCTGTGTCCATGGCATATGAAGAGAAAGAGATCCATGATCAAAGCTGTCCTCTGG

178 | | E D C P R RQV SCVNTZ CAV SMAYETZEZKTE I HDA QST CUPL
1201 CAAATATCATCTGTGAATACTGTGGTACAATCCTCATCAGAGAACAGATGCCTAATCATTATGATCTGGACTGCCCAACAGCTCCAATCCCTTGCACATT
211 A N I I C E Y C G T I L I R EQM PNWHYDLDTCU®PTAUZP I PCTF

1301 CAGTGTTTTTGGCTGTCATGAAAAGATGCAGAGGAATCACTTGGCACGACACTTGCAAGAGAATACCCAGTTGCACATGAGACTGTTGGCCCAGGCTGTT
244 SV F G CH E K M Q RNWHILARMHIULOQENT QLHMU RLILAAOQAYV
1401 CATAATGTTAACCTTGCTTTGCGTCCGTGCGATGCCGCCTCTCCATCCCGGGGATGTCGTCCAGAGGACCCAAATTATGAGGAAACTATCAAACAGTTGG
278% H N V. N L A L R PCDAASU&PSIRGT CI R®PEDUPNYETET I K QL
1501 AGAGTCGCCTAGTAAGACAGGACCATCAGATCCGGGAGCTGACTGCCAAAATGGAAACTCAGAGTATGTACGTGGGCGAGCTCAAACGGACCATTCGGAC
311E S R LV RQ D HQ I R ELTAKMETA QS SMYV G ELIK RT I RT
1601 CCTGGAGGACAAGGTTGCCGAAATGGAAGCACAGCAGTGTAACGGGATCTACATTTGGAAGATTGGCAACTTTGGGATGCACTTGAAATCCCAAGAAGAG
344 L E D K V A EM EAQQCNG Il Y IWK I GNFGMHILIK S Q E E
1701 GAAAGACCTGTTGTCATCCATAGCCCTGGATTCTACACAGGCAGACCTGGGTACAAGCTGTGCATGCGCCTGCATCTTCAGTTACCGACAGCTCAGCGCT
378#* E R P VV I HSPGFYTSG R®PGYIKLCMA RILHILAOQLUPTARA QTR
1801 GTGCAAACTATATATCCCTTTTTGTCCACACAATGCAAGGAGAATATGACAGCCACCTCCCCTGGCCCTTCCAGGGTACAATACGCCTTACAATTCTCGA
411 C A N Y | S L FVHTMQGEYDSHLUPW®PFQGT I RLT I LD
1991 CCAGTCTGAAGCACTTATAAGGCAAAACCACGAAGAGGTCATGGACGCCAAACCAGAACTGCTTGCCTTTCAGCGACCCACAATCCCACGGAACCCCAAA
444 Q S E A L I RQ NH EEV MDA AK®PEILILATFOQRU®PT I P RN PK
2001 GGTTTTGGCTATGTAACATTTATGCACCTGGAAGCCTTAAGACAGGGAACCTTCATTAAGGATGATACATTACTAGTGCGCTGTGAAGTCTCTACCCGCT
478 G F G Y V. T FMH L EALURQGTF I KDUDTL LV RZCEV S TR
2101 TTGACATGGGTGGCCTTCGGAAGGAGGGTTTCCAGCCACGAAGTACTGATGCGGGGGTGTAGCGTCCATGTACTTGTGTTCAAAAACTAGGAACCATATG
511*F D M G G L R K E G F Q P R ST DA G V e
Nhel (2208)
2201 GGAAAACCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTG

2301 TGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGG

2401 GAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAAT
- -

2501 CCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAG

2601 TGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTA

2701 AATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGA

2801 ACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTG

414 ¢« N R T Y K L P I L E E I T T K
2901 ACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATC
1244V L K G NM E I LV FCDUPAYDS S Il LERTCMGT CU®PSVV R I SR
3001 TGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACA
994 D V ED S Y PH RV AV | T D FDJIKOQGNSVASG I A I A EATC
3101 GACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCA
¢4 V. T V R G | Y A E I HV A S | | EGTK TR I A AGV HHIKNDE




3201 TAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTAT

244y L M T | K ET AV EV L ELDI QQS I NF T K M-

3301 TATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATAT
-

3401 AGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACT

-

3501 CCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATA

3601 GCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAA

3701 TAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGG

3801 CGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCA

3901 GGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGA
-

4001 GCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCT

4101 GTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGT

4201 AGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAG

4301 ACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTAC

4401 GGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCG

4501 CTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCA

4601 GTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGT

4701 GTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGC
4801 AGGTGCCAGAACATTTCTCTATCGAA
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