Pvul (7)
Sgfl (6)

Eagl (3851)
NotlI (3850)
Swal (3840)

Psp1406I (203)
Pacl (3831)

HindIII (245)
/Bsu36I (291)

NgoMIV (441)
Agel (552)

ApaLlI (3415) hEF1-HTLV prom

mCLEC12A
BspLU111 (3101)
Pacl (3091)

Pstl (3084)
Sdal (3083)

pUNO1-mCLEC12A

(4015 bp)

Ndel (2905)

Dralll (1166)
SnaBI (2800)

Tth111I (1246)
hCMYV prom
Spel (2672)

SV40 p(A
EM7 p(A)
Sacl (2574)

Asel (2517)
BbsI (2455)

(h) Bglobin p(A)

Stul (2309)

BstXI (2174) Sapl (1813)
100 Sacl (2145) Sspl (1870)
— Swal (1884)

EcoO1091 (1945)

C?) InvivoGen

19K25v40



Pvul (7)
Sefl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) BspLUI1I (560) Eco01091I (599)
501 CTGAGATCACCGGTCAACATGTCTGAAGAAATTGTTTATGCAAATCTCAAAATCCA
- 1M S E E I VY A N L K I Q
601 GGACCCTGATAAAAAAGAAGAAACCCAGAAGTCTGACAAATGTGGGGGAAAAGTATCCGCCGATGCTTCCCATTCACAGCAAAAAACAGTCTTGATTCTG
13 D PD KK EETQK SDI KT CGGIKV SADASHSOQQKTV L I L
701 ATTCTTCTATGCCTTCTGCTGTTCATTGGAATGGGGGTCTTAGGAGGCATCTTTTATACAACTTTGGCAACAGAAATGATAAAATCGAATCAATTGCAAA
47 | L L C L L L F I GMGV LGS G I FYTTULATTEMIIK SNAQTLAQ
801 GGGCCAAGGAAGAACTTCAGGAAAATGTTTCCCTACAGCTGAAGCACAATCTCAACAGCTCCAAGAAAATCAAGAACCTTTCTGCCATGCTGCAAAGCAC
8R A K E E L Q ENV S LQULIKHNILNSI SIKI K I KNLSAMILAQST
901 AGCCACCCAGCTGTGCCGAGAGCTGTATAGCAAAGAACCAGAGCACAAATGTAAACCATGTCCAAAGGGTTCAGAATGGTACAAGGACAGCTGTTATTCT
113 A T Q L C R E L Y S K E P EH K CK P C®PKGS EWYIKUDSC Y S
1001 CAACTCAATCAGTATGGAACATGGCAAGAGAGTGTCATGGCCTGCTCTGCTCGGAATGCCAGCCTCCTGAAGGTTAAGAACAAGGATGTGCTGGAATTTA
147 Q L NQ Y G TWQ E SVMACSARNASILTLIKVKNIKTUDV L EF
DrallI (1166)
1101 TAAAGTACAAGAAGCTACGCTATTTTTGGCTTGCATTGTTGCCCAGAAAAGATCGCACACAATATCCACTAAGTGAGAAGATGTTCCTCTCTGAAGAGTC
180F 1 K Y K K L R Y FW LAULULUPRIKUD RTAOQYU®PLSEIKMTFTLSEE S

Scal (1229) Tth111I (1246) Ndel (1293)
1201 TGAAAGAAGCACAGATGACATAGATAAGAAGTACTGCGGATATATAGACAGGGTCAATGTTTATTATACATACTGCACTGATGAGAACAATATCATATGT
23 E R S T DD I DKIKYCGY I DRVNVYYTYT CTHDTENNI IC
Nhel (1397)

1301 GAAGAGACAGCCAGCAAGGTGCAGTTGGAAAGTGTGTTGAATGGCCTCCCAGAGGATAGCAGGTAGCTACTCTGAGTTGCTTGTCCCTAGCTGCTCTGCT
247 E E T A S KV QL E SV L NG UL PEUD S R e

Mscl (1403)
1401 AGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTG

Hpal (1535)
1501 CTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTA

EcoRI (1631)
1601 AAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAG
- -

1701 GGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCC

Sapl (1813) Sspl (1870) Swal (1884)
1801 AAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATT

Eco0O1091 (1945)
1901 GCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACC

2001 TTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCC
#4914 ¢ N R T Y K L P I L E E I T T K V L K G
Sacl (2145) BstXI (2174)
2101 ATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCA
1214 N M E I LV FCDPAYDS |l LERT CMSGT CU®PSVV R I SRDV E
2201 TCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCC
874D S Y P H RV AV | T D FDIKQGNSVASG I A I A EACVTVR R
Stul (2309)
2301 TGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGT
544 G | YA E I HV A S I I EGTIKTR I AAGV HHIKNDEYLMT
Bbsl (2455)
2401 GATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCC
211 | K E T AV EV L ELDQQS I'NFTK M-
Asel (2517) Sacl (2574)
2501 GATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCAC
]
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Spel (2672)
CGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGT
-

CAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAA

SnaBI (2800)
TACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTA

NdeI (2905)
CTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGG

PacI (3091)
Pstl (3084)
Sdal (3083)
GAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAG

BspLUI11I (3101)
AACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAA
-

ATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCT

GCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGC

ApalLlI (3415)
TCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTAT

CGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAG

AAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGT

GGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAA

Eagl (3851)
Pacl (3831) Swal (3840) NotI (3850)
ACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTT

TTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAA
CATTTCTCTATCGAA
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