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pUNO1-mTNFRSF21
(5165 bp)

BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mTNFRSF21 (CD358)
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BbsI (3605)
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SpeI (3822)
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BspLU11I (4251)

ApaLI (4565)
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NotI (5000)
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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGGACCCGGGCAAGCAGCATCACCGCCCTCGCCTC

TTGCAGCCGCACCGCCGGCCAAGTCGGAGCCACGATGGTCGCCGGCTCTCTTCTCCTGCTTGGATTCCTCAGCACCATCACAGCTCAACCAGAACAAAAG

ACTCTGAGTCTCCCTGGCACCTACCGCCATGTTGACCGTACCACTGGCCAGGTGCTAACCTGCGACAAGTGCCCAGCAGGAACGTATGTCTCCGAGCACT

GTACCAACATGAGCCTGCGAGTCTGCAGCAGCTGCCCCGCGGGGACCTTTACCAGGCACGAGAACGGCATAGAGAGATGCCATGACTGTAGTCAGCCATG

TCCATGGCCGATGATTGAGAGATTACCTTGTGCTGCCTTGACTGACCGAGAGTGCATCTGCCCACCTGGAATGTATCAGTCTAATGGTACCTGCGCTCCC

CATACAGTGTGCCCCGTGGGCTGGGGTGTGCGGAAGAAAGGGACAGAGAATGAAGATGTGCGCTGTAAGCAGTGCGCTCGGGGTACCTTCTCTGACGTGC

CTTCCAGTGTGATGAAGTGTAAAGCTCACACGGACTGTCTGGGTCAGAACCTGGAGGTGGTCAAGCCAGGGACCAAGGAGACAGACAACGTCTGTGGCAT

GCGCCTGTTCTTCTCCAGCACAAACCCACCTTCCTCTGGCACAGTTACCTTTTCTCACCCTGAGCATATGGAATCCCACGATGTCCCTTCCTCCACCTAT

GAGCCCCAAGGCATGAACTCAACAGATTCCAACTCTACTGCCTCTGTTAGAACTAAGGTACCAAGTGGCATCGAGGAAGGGACAGTGCCTGACAATACGA

GCTCAACCAGTGGGAAGGAAGGCACTAATAGGACCCTGCCAAACCCACCACAAGTTACCCACCAGCAAGCCCCCCACCACAGACACATTCTGAAGCTGCT

GCCATCGTCCATGGAGGCCACGGGTGAGAAGTCCAGCACAGCCATCAAGGCCCCCAAGAGGGGTCACCCCAGACAGAACGCTCACAAGCATTTCGACATC

AACGAGCACTTGCCTTGGATGATCGTCCTCTTCCTTCTGCTGGTCCTGGTGCTGATAGTGGTGTGCAGTATCCGAAAGAGCTCCAGGACTCTCAAAAAGG

GGCCCCGGCAGGATCCCAGCGCCATAGTGGAAAAGGCGGGGCTGAAGAAGTCCCTGACTCCCACCCAGAACCGGGAGAAATGGATCTACTACCGCAACGG

CCATGGTATTGACATCTTGAAGCTTGTAGCAGCCCAGGTGGGAAGCCAGTGGAAGGACATCTATCAGTTTCTTTGCAACGCCAGCGAGAGGGAGGTGGCG

GCCTTCTCCAATGGATACACTGCAGATCACGAACGGGCCTACGCGGCTCTGCAGCACTGGACCATCCGTGGCCCTGAGGCCAGCCTTGCCCAGCTCATTA

GCGCCTTGCGCCAGCACCGACGCAATGATGTTGTGGAGAAGATTCGTGGGCTGATGGAAGACACTACACAGTTGGAAACAGACAAACTGGCTCTCCCCAT

GAGCCCCAGTCCGCTGAGCCCGAGCCCCATCCCCAGTCCTAACGTGAAACTTGAGAATTCCACTCTCCTGACAGTGGAGCCCTCACCGCTGGACAAGAAC

AAGTGCTTCTTCGTGGACGAGTCAGAGCCCCTTCTGCGTTGCGACTCCACATCCAGTGGCTCTTCAGCACTGAGCAGAAACGGCTCCTTTATTACCAAAG

AAAAGAAGGACACAGTGTTGCGGCAGGTCCGCCTGGACCCCTGTGACTTGCAGCCCATCTTTGATGACATGCTGCATATCCTGAACCCCGAGGAGCTGCG

GGTGATTGAAGAGATTCCCCAGGCTGAGGACAAACTGGACCGCCTCTTCGAGATCATTGGGGTCAAGAGCCAAGAAGCCAGCCAGACCCTCTTGGACTCT

GTGTACAGTCATCTTCCTGACCTATTGTAGAACACAGGGGCACTGCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAAC
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480

513

547

580

613

647



TAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAAT

TGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCAT

AGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTG

TTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTC

CCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCC

CTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTG

GTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCT

CTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCC

GTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTG

GTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGT

TGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCC

AGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACA

TTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGC

CCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGG

CATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAA

ATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAG

CCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGC

GTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATAC

CAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGC

TTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGC

CTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTA

GGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAA

AAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCA

AGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC A

GCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACA
AAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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