Pvul (7)
Segfl (6)

Eagl (3775)
Notl (3774)
Swal (3764)
Pacl (3755) \\

Mrfel (82)
Psp14061 (203)
HindIII (245)
/Bsu36l (291)

/NgoMIV (441)
Agel (552)
hEF1-HTLV prom

ApaLI (3339)
hTNFSF14 (LIGHT) isoform 1

BspLU11I (3025)
Pacl (3015)
Sdal (3007)

pUNO1-hTNFSF14a

(3939 bp)

hCMYV enh
Ndel (2829)

SnaBI (2724)
Acc651 (1249)

hCMV prom A= —PshAl (1306)
Spel (2596)

(h) Bglobin p(A)

Sacl (2498)
Asel (2441)
BbsI (2379)
Xmnl (2375)
Stul (2233
100 ul (2233) Sapl (1737)

BstXI (2098) SspI  (1794)
Sacl (2069) Swal (1808)

Mfel (1470)
EcoRI (1555)

C?) InvivoGen

15E05v35



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV  (441)
401

Neol (560)
Agel (552) BsiWI (576)

501 CTGAGATCACCGGTCACCATGGAGGAGAGTGTCGTACGGCCCTCAGTGTTTGTGGT

. iI*M E E S V VR P S V F V V

Xmal (668)

601 GGATGGACAGACCGACATCCCATTCACGAGGCTGGGACGAAGCCACCGGAGACAGTCGTGCAGTGTGGCCCGGGTGGGTCTGGGTCTCTTGCTGTTGCTG
13 D G Q T DIl PFTRUL GRS SHRIROQQSTCSVARVYVYGLTGTLTLTLTLL

Sdal (787)

701 ATGGGGGCTGGGCTGGCCGTCCAAGGCTGGTTCCTCCTGCAGCTGCACTGGCGTCTAGGAGAGATGGTCACCCGCCTGCCTGACGGACCTGCAGGCTCCT
47" M G A G L AV QGWTFLULI QLHWRLGEMVTI RILUPDTGT®PAGS
801 GGGAGCAGCTGATACAAGAGCGAAGGTCTCACGAGGTCAACCCAGCAGCGCATCTCACAGGGGCCAACTCCAGCTTGACCGGCAGCGGGGGGCCGCTGTT

80W E Q L I Q E R R S HEVNWPAAHLTUGANSSLTSGSGGUP L L
Bsu361 (927) Bsp120I (953) XemlI (995)
901 ATGGGAGACTCAGCTGGGCCTGGCCTTCCTGAGGGGCCTCAGCTACCACGATGGGGCCCTTGTGGTCACCAAAGCTGGCTACTACTACATCTACTCCAAG
113 W E T Q L G L A F L RGLSYHDS GALVVTKAGYYY 1l Y SK
Mscl (1034)
1001 GTGCAGCTGGGCGGTGTGGGCTGCCCGCTGGGCCTGGCCAGCACCATCACCCACGGCCTCTACAAGCGCACACCCCGCTACCCCGAGGAGCTGGAGCTGT
147 V. Q L G G V 6 C P L GLASTI I THSGLY KR RTU®PRYPETEILE L
Xmal (1142)
1101 TGGTCAGCCAGCAGTCACCCTGCGGACGGGCCACCAGCAGCTCCCGGGTCTGGTGGGACAGCAGCTTCCTGGGTGGTGTGGTACACCTGGAGGCTGGGGA
180kL V S Q Q S P C GRATSSSURVWWWDS S ST FULGG GV V HLTEASGE
Acc651 (1249)
1201 GGAGGTGGTCGTCCGTGTGCTGGATGAACGCCTGGTTCGACTGCGTGATGGTACCCGGTCTTACTTCGGGGCTTTCATGGTGTGAAGGAAGGAGCGTGGT
213 E V.V V R V L DERULVI RLIRDSGTRSYTFGATFMV e
Mscl (1327)
PshAI (1306) Nhel (1321)
1301 GCATTGGACATGGGTCTGACAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTA

Hpal (1459) Mfel (1470)
1401 TTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCA

EcoRI (1555)
1501 GGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAG
- -

1601 CCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGA

SapI (1737) SspI  (1794)
1701 GTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATT

Swal (1808)
1801 CAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAG

1901 TTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTC
4494 ¢ N R T Y K L P I L E E
Sacl (2069) BstXI (2098)
2001 AATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACC
1299 1| T T K VL K G NM E I L VF CDZPAYTDSILETZ RT CMGT CTPS V
2101 ACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAA
954y R | S R D V E D S Y P HR VAV I TDFUDJZKGI QGNSVASG I A I
Stul (2233)
2201 TGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTG
624 A E A C V T VR G I YATETI HVASIT I EGTI KT RIAAGVHH
BbsI (2379)
Xmnl (2375)
2301 CTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTA
299 K N D E Y L M T 1 K E TAVEUVTLTETLDU QQQSTI NTFTIKM-S4+-——
Asel (2441) Sacl (2498)
2401 TAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGA
-t




Spel (2596)
2501 GCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTA

2601 GTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCAT
-

SnaBI (2724)
2701 CATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCG

Ndel (2829)
2801 TCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGA

2901 AAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTA

Sdal (3007) Pacl (3015) BspLU11I (3025)
3001 TGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCC
e

3101 GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCT

3201 CGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTAT

ApaLl (3339)
3301 CTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGT

3401 CCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTG

3501 GTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGC

3601 AAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGG

Eagl (3775)
Pacl (3755) Swal (3764) Notl (3774)
3701 GGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTT

3801 TCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCC
3901 CCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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