hEF1-HTLV prom

mSIRPA (PTPNS1, CD172A) isoform 2

pMB1 ori

hCMV enh

pPUNO1-mSIRPADb
(4729 bp)

hCMV prom

hR3Glo pAn

100 Nhel (2111)

“ L]
@ InvivoGen

21D30v45



1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Agel (552)
501 CTGAGATCACCGGTCACCATGGAGCCCGCCGGCCCGGCCCCTGGCCGCCTAGGGCC
> iI*M E P A G P A PG R LG P

601 GCTGCTGCTCTGCCTGCTGCTCTCCGCGTCCTGTTTCTGTACAGGAGCCACGGGGACAGAAGTGAAGGTGACTCAGCCTGAGAAATCAGTGTCTGTTGCT

13 L L L CLLL SASTCT FCTS GATSGTEVI KV TQPEZK SV SV A
701 GCTGGGGATTCGACCATTCTCAACTGCACTGTGACCTCCTTGTTGCCGGTGGGACCCATTAGGTGGTACAGAGGAGTAGGGCAAAGCCGGCTGTTGATCT

47 A G D S T | L N C TV T S L L PV G P I RW Y RGV G Q S R L L I
801 ACAGTTTCACAGGAGAACACTTTCCTCGAGTTAGAAATGTTTCAGATACTACTAAGAGAAACAATATGGACTTTTCCATCCGTATCAGTAATGTCACCCC

8oy S F T G EH F PRV RNV SDTTI K RNNMD FS I R I SNV TP
901 AGAAGATGCCGGTACCTACTACTGTGTGAAGTTCCAGAGAGGATCATCAGAGCCTGACACAGAAATACAATCTGGAGGGGGAACAGAGGTCTATGTACTC
113 E D A G T Y Y C V K FQ RG S S EPDTTE I Q SGGGTEV YV L
1001 GCCAAACCTTCTCCACCGGAGGTATCCGGCCCAGCAGACAGGGGCATACCTGACCAGAAAGTGAACTTCACCTGCAAGTCTCATGGCTTCTCTCCCCGGA
147 A X P S P P EV S GPAD I RG I PDOQIKVNTFTT CIK SHSGTF S PR
1101 ATATCACCCTGAAGTGGTTCAAAGATGGGCAAGAACTCCACCCCTTGGAGACCACCGTGAACCCTAGTGGAAAGAATGTCTCCTACAACATCTCCAGCAC
180N | T L KW F K D G Q E LHPLETTVNWPSGI KNV S YN |1 S ST
1201 AGTCAGGGTGGTACTAAACTCCATGGATGTTAATTCTAAGGTCATCTGCGAGGTAGCCCACATCACCTTGGATAGAAGCCCTCTTCGTGGGATTGCTAAC
213 vV RV V L N S MDVN SKV I CEVAH I T LD RSUPLI RG I AN
1301 CTGTCTAACTTCATCCGAGTTTCACCCACCGTGAAGGTCACCCAACAGCCCCCGACATCAATGAACCAGGTGAACCTCACCTGCCGGGCTGAGAGGTTCT
247 L S N F | RV S P TV KV TQQ®PPTSMNA QVNILTTCIRATERF
1401 ACCCCGAGGATCTCCAGCTGATCTGGCTGGAGAATGGAAACGTATCACGGAATGACACGCCCAAGAATCTCACAAAGAACACGGATGGGACCTATAATTA
280Y P E D L Q L I W L ENGNV SRNUDT®PIKNILTI KNTWDGT YNY
1501 CACAAGCTTGTTCCTGGTGAACTCATCTGCTCATAGAGAGGACGTGGTGTTCACGTGCCAGGTGAAGCACGACCAACAGCCAGCGATCACCCGAAACCAT
313 T S L F LVNSSAHZ REDVVY FTOCQVIKHDI QQ®PA I T RNH
1601 ACCGTGCTGGGACTTGCCCACTCGAGTGATCAAGGGAGCATGCAAACCTTCCCTGGTAATAATGCTACCCACAACTGGAATGTCTTCATCGGTGTGGGCG
347k T V L G L AHS SDQG SMAQT FUPGNNATHNWNVF I GV G
1701 TGGCGTGTGCTTTGCTCGTAGTCCTGCTGATGGCTGCTCTCTACCTCCTCCGGATCAAACAGAAGAAAGCCAAGGGGTCAACATCTTCCACACGGTTGCA
38V A C A L L VV LLMAATULY T LTULR R I KA QKU KAKTGS ST S STRLH
1801 CGAGCCCGAGAAGAATGCCAGGGAAATAACCCAGATCCAGGACACAAATGACATCAACGACATCACATACGCAGACCTGAATCTGCCCAAAGAGAAGAAG
413 E P E K NA R E I T Q I Q DT ND I ND I T YADILNILUPIK E K K
1991 CCCGCACCCCGGGCCCCTGAGCCTAACAACCACACAGAATATGCAAGCATTGAGACAGGCAAAGTGCCTAGGCCAGAGGATACCCTCACCTATGCTGACC
447 P AP R A P E PNNWUHTEYAS I ETGI KV PRPEUDTLTYATD
2001 TGGACATGGTCCACCTCAACCGGGCACAGCCAGCCCCCAAGCCTGAGCCATCTTTCTCAGAGTATGCTAGTGTCCAGGTCCAGAGGAAGTGAATGGGGCT
489 L D M V H L N R A Q PA P K P EU®PSF S EYASV QV Q RK e

Nhel (2111)

2101 GTGGTCTGTACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAAT

2201 TTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTG

2301 TGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTG
- -

2401 AATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATA

2501 TAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAAT

2601 TTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAG

2701 GGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTT

#4944 ¢ N R T Y K L P I L E E I T T
2801 TTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGG
254K V L K G NM E I LV FCDUPAYD S |l LERT CMSGT CU®PSVV R I S
2901 ATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGC
24 R DV ED S Y PHI RV AV I TDFDI KQGNZSVASG I A I A EA
3001 ACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCC
94 C V T VR G I YA E I HVAS Il I EGTI KT R I AAGVHHIKND
3101 TCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCG
254E Y L M T I K ET AV EV L ELDQQS I'NFTKM--




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601
4701

TATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTA
-y

TATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAA
-

ACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTA

ATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGT

CAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTAT

TGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCT

GCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGA
e

CGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCT

CCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGG

TGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGT

AAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAAC

TACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCA

CCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGC

TCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATC

TGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAG
TGCAGGTGCCAGAACATTTCTCTATCGAA
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