Sgfl  (6)
Pvul (7)
Mfel (82)
Psp14061 (203)
Eagl (4647) Pvull (239)
NotI (4646) HindIII (245)
Swal (4636) Bsu361 (291)

Nael (441)
Pacl (4627) NeoMIV (441)
KasI (535)
Agel (552)
BstEII (555)
Ncol (560)

ApaLl (4211)

hEF1-HTLV prom Pvull (725)

EcoO1091 (781)
SandI (781)
Sspl (891)
BsrBI (927)
XemlI (962)

pMBI1 ori

BspLU11I (3897)

sant < Sang) mFYN (SYN, SLK) isoform 1

NdeI (3701)
Tth111l (1153)

pUNO 1-mFYNa HindIII (1180)

(4811 bp) Bsp1201 (1214)

SnaBI (3596)

Spel (3468) hCMV prom

Xhol (1361)

BspEI (1482)

Asel (3313)
BspHI [m] (1509)

Bbsl (3251)

Stul (3105
ol ) (h) Bglobin p(A) BglIII (1728)

SV40 p(A) BbsI (1807)

BstEII (1938)

EcoO1091 (2741) BamHL . (3076)
Swal (2680) BspEI (2079)

Sspl (2666) cal (2102)
125 EcoRI (2427) Nhel (2193)

— Mfel (2342) Mscl (2199)
Hpal (2331)

¥ InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301

NgoMIV (441)

Nael (441)
401

Ncol (560)
BstEII (555)
Kasl (535) Agel (552)

501 CTGAGATCACCGGTCACCATGGGCTGTGTGCAATGTAAGGATAAAGAAGCAGCGAA

- 1M G C V. Q C K DK E A A K

601 ACTGACAGAGGAGAGGGACGGCAGCCTGAACCAGAGCTCTGGGTACCGCTATGGCACAGACCCCACCCCTCAGCACTACCCCAGCTTCGGCGTGACCTCC
13 L T E E R DG S L NQSSGYRYGTODU®PT®P QHYPSF GV TS
SandIl (781)
Pvull (725) EcoO1091 (781)
701 ATCCCGAACTACAACAACTTCCACGCAGCTGGGGGCCAGGGACTCACCGTCTTTGGGGGTGTGAACTCCTCCTCTCACACTGGGACCCTACGCACGAGAG
47 1 P N Y NN F HA A GGQGLTVEF FGGVNSSSHTSGTTULRTR
Sspl (891)
801 GAGGGACAGGAGTGACACTGTTTGTGGCGCTTTATGACTATGAAGCACGGACGGAAGATGACCTGAGTTTTCACAAAGGAGAAAAATTTCAAETATTGAA
80 G T G VvV T L F VA L Y DY EARTTET DT DTULSTFHIKGTEIKTF QI L N
BsrBI (927) XemI (962)
901 CAGCTCGGAAGGAGACTGGTGGGAAGCCCGCTCCTTGACAACCGGGGAAACTGGTTACATTCCCAGCAATTACGTGGCTCCAGTTGACTCCATCCAGGCA
113 S S E G D WWEAWRSLTTGETGY I PSNYVAZPVDS I QA
1001 GAAGAGTGGTACTTTGGAAAACTTGGCCGCAAAGATGCTGAGAGACAGCTCCTGTCCTTTGGAAACCCAAGAGGTACCTTTCTTATCCGCGAGAGCGAAA
147 E E W Y F G K L G R K DA ER QL L SF GNWPRGTTF L I R E S E
Tth111I (1153) HindIII (1180)
1101 CCACCAAAGGTGCCTACTCACTTTCCATCCGTGATTGGGATGATATGAAAGGGGACCACGTCAAACATTATAAAATCCGCAAGCTTGACAATGGTGGATA
180T T K G A Y S L S I R DWUDUDMIEKGUDWHVYVYKHYK I RKULUDNGGY
Bsp120I (1214)
1201 CTATATCACAACGCGGGCCCAGTTTGAAACACTTCAGCAACTGGTACAGCATTACTCAGAGAGAGCCGCAGGTCTCTGCTGCCGCCTAGTAGTTCCCTGT
213 Y I T T R A Q F E T L QQL VQHY SEI RAAGLTCTCRTLUVVPC
XholI (1361)
1301 CACAAAGGGATGCCAAGGCTTACCGATCTGTCTGTCAAAACCAAAGATGTCTGGGAAATCCCTCGAGAATCCCTGCAGTTGATCAAGAGACTGGGAAATG
247 H K G M P R L T DL SV K TIKWDUVWTE 1l PR RESILI QL 1 KURL GN
BspEI (1482)
1401 GGCAGTTTGGGGAAGTATGGATGGGTACCTGGAATGGAAATACAAAAGTAGCCATAAAGACCCTTAAGCCAGGCACCATGTCTCCGGAGTCCTTCCTGGA
280G Q F G E VWM G T WNGNTIK VA I KTULKWPGTMSUPE S F L E
BspHI [m] (1509)
1501 GGAGGCGCAGATCATGAAGAAGCTGAAGCATGACAAGCTGGTGCAGCTCTACGCGGTCGTGTCTGAGGAGCCCATTTACATCGTCACGGAGTACATGAGC
313 E A Q I M K KL KHDJ KULWVQLYAVVSETEW®PI Y I VTEYMS
1601 AAAGGAAGTTTGCTTGACTTCTTAAAAGATGGTGAAGGAAGAGCTCTGAAGTTGCCAAACCTTGTGGACATGGCGGCACAGGTTGCTGCAGGAATGGCTT
347 K G S L L D F L K DGESGRALIKTILUPNLVDMAAQVAAGMA
BglII (1728)
1701 ACATCGAGCGCATGAATTATATCCACAGAGATCTGCGATCAGCAAACATTCTAGTGGGGAATGGACTAATTTGCAAGATTGCTGACTTTGGATTGGCTCG
380kY | E R M NY | HR DL RSANI L VGNGTL 11 CK 1T ADTFGTL AR
Bbsl (1807)
1801 GTTGATTGAAGACAATGAATACACAGCAAGACAAGGTGCGAAGTTTCCCATTAAGTGGACAGCCCCCGAAGCGGCCCTGTATGGAAGGTTCACAATCAAG
413 L I E D NE Y T AR QGAIKT FU®PI KWTAPTEAALYGU RF T I K
BstEII (1938)
1901 TCTGACGTATGGTCTTTTGGAATCTTACTCACAGAGCTGGTCACCAAAGGAAGAGTGCCATACCCAGGCATGAACAACCGGGAGGTGCTGGAGCAGGTGG
447* S D VW S F G I L L T ELVTIKGRVZPYUPGMNNIR RTEUVLEQV
BspEI (2079)
BspHI [m] (2054) BamHI (2076)
2001 AGAGAGGCTATAGGATGCCCTGCCCACAGGACTGCCCGATCTCCCTGCACGAGCTCATGATCCACTGCTGGAAAAAGGATCCGGAAGAGCGCCCGACCTT
480*E R G Y R M P C P QDC®P 1 SLHETULMI HZ CWI KT KTDU PTETET RZPTTF
Msecl (2199)
Scal (2102) Nhel (2193)
2101 CGAGTACTTGCAGGGCTTCCTGGAGGACTACTTTACGGCCACAGAGCCCCAGTATCAGCCCGGTGAAAACCTGTGAGAGCCTGCGCTTCAGACGCTAGCT
513 E Y L Q G F L E DY F TATEU P QY QP GE NIL e
2201 GGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTT

Hpal (2331) Mfel (2342)
2301 ATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGC




EcoRI (2427)
2401 AAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGAT
. -

2501 GAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGG

Sspl (2666) Swal (2680)
2601 TTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAA

EcoO1091 (2741)
2701 TGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTA

2801 ATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTC
+494 ¢« N R T Y K L P I L E E I T T K V L K G N

2901 ATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAG
11949M E | L V F C D P A Y DS 11 L ERT CMGT CZPSVVZRI1I SRDVETDS

3001 AGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCC
864 Y P HR VA V I T DFUDJIKU QGNSVASGI A1l AEATCVTVR RG

Stul (3105)

3101 AATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATC

534 | Y A E I HV A S I | EGTI KT R I AAGVHUHIEKNDTEVYLMT
Bbsl (3251)

3201 TTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATA

199K E T A VE VL E L D QQS I NFTHKM=-=
Asel (3313)
3301 TACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGT
-t

Spel (3468)
3400 ACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCA
e

SnaBI (3596)
3499 ATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATA

3599 CGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACT

Ndel (3701)
3699 TGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGA

Sdal (3879)Pacl (3887)
3799 ACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAG

BspLUI1l (3897)
3897 AACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAA
-

3997 ATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCT

4097 GCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGC

ApaLl (4211)
4197 TCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTAT

4297 CGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAG

4397 AAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGT

4497 GGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAA

Eagl (4647)
Pacl (4627) Swal (4636)  Notl (4646)
4597 ACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTT

4697 TTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAA
4797 CATTTCTCTATCGAA
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