Psp14061 (203)
Pvull (239)
HindIII (245)
/Bsu36l 291

NgoMIV (441)
Agel (552)

Apal (3346) hEF1-HTLV prom Neol (560)

h Galectin-3

BspLUILI (3032)
Pacl (3022)

Pstl (3015)
Sdal (3014)

pUNO1-hLGALS3

(3946 bp)

hCMV enh
Ndel (2836)

SnaBI (2731)

hCMYV prom SV40 p(A)
Spel (2603)

Sacl (2505) BsrS2 (h) Bglobin p(A) Hpal (1466)

Asel (2448) Mfel (1477)
BbsI (2386)
Xmnl (2382)

Stul (2240) Sapl (1744)
100 BstXI (2105) Sspl (1801)
— Sacl (2076) Swal (1815)

C?) InvivoGen

19D02v42



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406] (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
BStEII (555)
Agel (552) Neol (560)
501 CTGAGATCACCGGTCACCATGGCAGACAATTTTTCGCTCCATGATGCGTTATCTGG
= 1*M A DN F S LHDATLSG
BstXI (645) Xmal (697)

601 GTCTGGAAACCCAAACCCTCAAGGATGGCCTGGCGCATGGGGGAACCAGCCTGCTGGGGCAGGGGGCTACCCAGGGGCTTCCTATCCTGGGGCCTACCCC
3 S G N PNPOQGWPGAWGNG QPAGAGG GYU PGATSTYUZPGATYUP
701 GGGCAGGCACCCCCAGGGGCTTATCCTGGACAGGCACCTCCAGGCGCCTACCCTGGAGCACCTGGAGCTTATCCCGGAGCACCTGCACCTGGAGTCTACC
47* G Q A P P GA Y P GOQAUPGPGAYTPGATPGATYU PGATPATPG GV Y
801 CAGGGCCACCCAGCGGCCCTGGGGCCTACCCATCTTCTGGACAGCCAAGTGCCACCGGAGCCTACCCTGCCACTGGCCCCTATGGCGCCCCTGCTGGGCC
8P G P P S G PG A Y P S SGQPSATGAYTPATGT PYGATPATGP
Sphl (947)
901 ACTGATTGTGCCTTATAACCTGCCTTTGCCTGGGGGAGTGGTGCCTCGCATGCTGATAACAATTCTGGGCACGGTGAAGCCCAATGCAAACAGAATTGCT
123 L IV P Y N L P L P GGV V PRMTL I T I1LGTVZ KT PNANTI R A
1001 TTAGATTTCCAAAGAGGGAATGATGTTGCCTTCCACTTTAACCCACGCTTCAATGAGAACAACAGGAGAGTCATTGTTTGCAATACAAAGCTGGATAATA
147 L D F Q R G N DV A FH FNZJPRTEFNTENNT RRY I VCNTTIKTLTDN
Xmnl (1146) Scal (1164)
1101 ACTGGGGAAGGGAAGAAAGACAGTCGGTTTTCCCATTTGAAAGTGGGAAACCATTCAAAATACAAGTACTGGTTGAACCTGACCACTTCAAGGTTGCAGT
180N W G R E E RQ SV F P FESGUKUPTFIK I QV LV ETPDUHTFTIKVAYV
1201 GAATGATGCTCACTTGTTGCAGTACAATCATCGGGTTAAAAAACTCAATGAAATCAGCAAACTGGGAATTTCTGGTGACATAGACCTCACCAGTGCTTCA
2138 N D A H L LQ YNUHT RYKT KTLNTETISKTLGTI SGD IDLTSA'S
Mscl (1334)
Nhel (1328)
1301 TATACCATGATATAATCTGAAAGGGGCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAA
2478 Y T M | e

Hpal (1466)  Mfel (1477)
1401 TGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTC

EcoRI (1562)
1501 AGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCA
- <

1601 AATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTT

Sapl (1744)
1701 TCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTA

Sspl (1801) Swal (1815)
1801 AAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGT

1901 TTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGA

4444 ¢ N R T Y K L P 1 L
Sacl (2076)
2001 GTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGG
1334 E E | T T KV LKGNMTE I LV FCDZPAYDTS I LETRTCMGTCP
BstXI (2105)
2101 GCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCA
984 SV VR | S RDV ED SYPHT RVYVAV I TDFDJZKTI QGNSVASG
Stul (2240)
2201 ATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGA
6441 A Il A EACV TV RG I YATETIHVASITI1EGTTI KTHR RIIAAG GV
BbsI (2386)
Xmnl (2382)

2301 CATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGC
3 H HKNDEYLMT I KETAVEV LELDA QQS I NFTKM--4-——



2401

2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801
3901

Asel (2448)
CCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCAC
-

Sacl (2505)
TAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGA

Spel (2603)
TTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
—_ -

SnaBI (2731)
ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

Ndel (2836)
TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

Pacl (3022)
Pstl (3015)
Sdal (3014) BspLU11I (3032)
TAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCAT
-

AGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAA

GCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTG

ApaLlI (3346)
TAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGT

CTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCT

TGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTG

ATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTT

Eagl (3782)
Pacl (3762) Swal (3771) NotI (3781)
TCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATC

TTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAG
GCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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