Pvul (7)

SgfT (6)
Eagl (4744) Psp14061 (203)
NotI (4743) Pvull (239)
Swal (4733) HindIII (245)
Pacl (4724) ‘ Bsu36I (291)
— NgoMIV (441)
Agel (552)
BStEII (555)
Neol (560)
ApalI (4308) hEF1-HTLV prom Bbsl (670)
4 Mscl (714)
pMBI ori Sapl (761)
AvrlI (801)
BspLU111I (3994) . Psp1406] (860)
Pacl (3984) mTRIM23 (RNF46) isoform 1
Sdal (3976)

hCMYV enh
en BStAPI (1101)

Ndel (3798) Sphl (1110)
Spel (1150)
SnaBI (3693) pUNO1-mTRIM23a Scal (1212)
(4908 bp)
Spel (3565)
BspLUI11 (1386)
Sacl (3467) BStAPI (1402)
Asel (3410)
Bbsl (3348)
Xmnl (3344)
Stul (3202)
(h) Bglobin p(A)
BstXI (3067)
Sacl (3038) Xeml (1913)
Eco01091 (2838) Hpal (2052)
Swal (2777)
100 Sspl (2763) Nhel (2290)
Sapl (2706) 0
EcoRI (2524) Mscl (2296)
Hpal (2428)
- .
C?/ InvivoGen

17L08v44



Pvul (7)
Sefl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239) Bsu36I (291)

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301

NgoMIV (441)
401

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

501 CTGAGATCACCGGTCACCATGGCTGCCCTCGCTGTAAACAAGCCCGGAGCCGGAGT

- 1M A A LAV NIKUPGAGV

BbsI (670)
601 AGACAGTGGGCGGCAGGGCAGCCGGGGGACGGCTGTGGTGAAGGTTCTGGAGTGTGGGGTTTGTGAAGATGTCTTCTCTTTGCAAGGAGATAAAGTTCCT
3 D S G RQ G S RGTAV YV KV LECGVT CTEDVTEFEFSTLOQGDTKV P
Mscl (714) Sapl (761)
701 CGCCTCCTCCTCTGTGGCCACACAGTCTGTCATGACTGTCTTACTCGCTTGCCTCTGCATGGAAGAGCAATACGTTGCCCATTTGATCGACAAGTAACAG
47* R L L L C GH TV CHDTE CTLTU RTLTPLHGR RATIRCTPTFDT RO QVT
AvrlI (801) Psp14061 (360)
801 ACCTAGGAGACTCAGGTGTATGGGGTTTGAAAAAGAACTTTGCTTTACTGGAGCTTTTAGAACGTTTGCAAAATGGGCACATTGGTCAGTATGGAGCTGC
89*D L G D S G VWG L KKNTFATLTLTETLTLTET RTLIO QNG GH I GQYGAA
901 AGAAGAGGCCATTGGGACATCTGGAGAGAGCATCATTCGCTGTGATGAAGATGAAGCTCACGTTGCATCTGTATATTGCACTGTGTGTGCAACTCACTTG
113 E E A | G T S G E S I I RCD EDEAHVYVASY YCTVCATHIL
1001 TGCTCAGACTGTTCTCAAGTTACTCATTCTACAAAGACATTAGCAAAGCATAGGCGTGTGCCTCTAGCTGATAAACCTCATGAGAAAACCATGTGCTGTC
147 C S D C S QV T H STIKTULAEKUHT RIRYUPLADTEKT PHTET KTMTCSC
SphI (1110)
BStAPI (1101) Spel (1150)
1101 AGCACCAGGTGCATGCCATTGAGTTTGTTTGCTTGGAAGAAGGTTGTCAAACTAGTCCACTCATGTGCTGTGTCTGCAAAGAATATGGAAAGCACCAAGG
180¥Q H Q V H A | E FV CLETEGT C QT SPLMTCTCVGCIKTETYS® GT KTHTA QG
Scal (1212)
1201 TCACAAGCATTCAGTACTGGAACCAGAAGCTAATCAGATCCGAGCATCAATTTTAGACATGGCTCACTGCATACGGACCTTCACTGAGGAAATCTCAGAT
2138 H K H SV L E P EANGO QI RAS I LDMAUHTCEC I RTFTTETETI SD
BspLU11I (1386)
1301 TATTCCAGAAAATTAGTTGGGATTGTTCAGCACATTGAAGGAGGAGAACAAATAGTAGAAGATGGAATTGGAATGGCTCACACAGAACATGTCCCAGGTA
247 Y S R K LV G I VQH I EGGEQ IV EDG I GMAUHTETHVPG
BStAPI (1402)
1401 CTGCAGAGAATGCCCGATCATGTGTCAGAGCTTATTTTTCTGATTTACATGAAACTCTTTGTCGTCAAGAAGAAATGGCTCTAAGTGTTGTTGATGCCCA
20T A E N AR SCV RAYTFSDTILHTETTLT CRQETEMATLTSVYVVDAH
1501 TGTTCGAGAAAAACTGATTTGGCTTAGGCAGCAACAAGAGGATATGACTATTCTCTTGTCCCAGGTCTCAACAGCCTGTCTCCACTGTGAAAAAACTCTG
33 V R E K L I'W LRQQQEDMT I LLSQV STACTLHTECETKT.L
1601 CAGCAGGATGATTGCAGAGTTGTCTTGGCAAAACAAGAAATCACAAGATTACTAGAAACACTGCAGAAACAGCAGCAGCAGTTTACAGAGGTTGCAGATC
347 Q Q DD C RV V LAKTG QETIT RTLTLTETTLOQKTI QQQQTFTTEVATD
1701 ATATTCAGTTGGATGCCAGTATTCCAGTCACTTTTACAAAGGACAATAGAGTTCATATTGGACCCAAAATGGAAATCCGAGTAGTCACATTAGGATTAGA
330kH | Q L DA S I PV TFTIKTDNT RVYUH I GPIKMETIRVYVYVTLGITLTD
1801 TGGTGCTGGAAAAACTACCATTTTGTTCAAGTTAAAACAAGATGAATTTATGCAACCTATTCCAACAATTGGTTTTAATGTGGAAACTGTGGAATACAAA
413 G A G K T T I L FK LK QDTETFMOQEPI PT I GFNVETVEYK
Xeml (1913)
1901 AATCTAAAATTCACCATTTGGGATGTGGGTGGAAAACACAAATTAAGACCATTGTGGAAACATTATTACCTCAATACACAAGCTGTTGTATTTGTTGTTG
447 N L K F T IW DV G G KHUKLRGPILWI KU HTYJYTLNTU QAVVFVYV
Hpal (2052)
2001 ATAGTAGTCATAGAGACAGAATTAGTGAAGCACACAGTGAACTTGCAAAGTTGTTAACGGAAAAAGAACTCCGAGATGCCTTACTCTTGATTTTTGCTAA
480*D S S H R D R | S EAH S ELAKLTLTTETEKTETLT RDATLTLTLI FAN
2101 CAAACAGGATGTAGCTGGAGCACTTTCAGTAGAAGAAATCACTGAACTTCTCAGTCTCCATAAACTATGCTGTGGAAGGAGTTGGTATATTCAGGGCTGT
5138 K Q DV AGA L SV EE I TETLTLTSTILHTEKTLTCC CGT RS SWY |1 QGC
Mscl (2296)
Nhel (2290)
2201 GATGCTCGAAGTGGAATGGGGCTCTACGAAGGGTTGGACTGGCTGTCCCGGCAACTTGTGGCTGCTGGAGTGTTGGATGTTGCTTGATTTGCTAGCTGGC
547 D AR SGMG LY EGTLUDMWTLSU RQLVAAGVYVLDVA e
2301 CAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATT




Hpal (2428)
2401 TGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAG

EcoRI (2524)
2501 TAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAA
- <

2601 TAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTT

Sapl (2706) Sspl (2763) Swal (2777)
2701 GAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGA

Eco01091 (2838)
2801 AAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATA

2901 GAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATC

1494 « N R T Y K L P | L E E I T T KV L KGN M

Sacl (3038) BstXI (3067)
3001 TCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGT
1184E | L V F C D PA YD S I LERCMGT C®PSVVR I SRDVETDS Y
3101 AGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAAT
854 P H RV AV I TDFDZ KGO QGNSVATGSG I AITATEATCVTVRGEG
Stul (3202)

3201 GTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTC

524 Y A E I HV A S I I EGTIKTH RIAAGVYVYHUHEKNINTDTETYTLMT I K

BbsI (3348)
Xmnl (3344)
3301 TCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATAC
184E T AV EV L E LD QQ S I N F T K M=
Asel (3410) Sacl (3467)
3401 TATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACAC
-

Spel (3565)
3501 GCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGG
-

SnaBI (3693)
3601 GTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAG

Ndel (3798)
3701 ATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCA

3801 TATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATA

Pacl (3984)
Sdal (3976) BspLUI1I (3994)
3901 CGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGT
-

4001 GAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACG

4101 CTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTT

4201 ACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGC

ApaLlI (4308)
4301 TGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACT

4401 GGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACA

4501 GTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTT

4601 TTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACG

Eagl (4744)
Pacl (4724) Swal (4733) NotI (4743)
4701 TTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTG

4801 AATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCT
4901 CTATCGAA
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