
125

pUNO1-mIFIT2
(4607 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom
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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAGTACAACGAGTAAGGAGTCACTGGAGAGCAATCT

GCGACAGCTAAAATGCCATTTCACCTGGAACCTGATAGCAGAAGATGAGTCCTTGGATGAGTTTGAGGACAGGGTGTTTAACAAGGATGAGTTTCAGAAC

AGTGAGTTTAAAGCCACCATGTGCAACATACTGGCCTATGTAAAGCACTGCAGAGGTCTAAATGAGGCAGCACTGCAATGCTTAGGGGAAGCTGAGGGCT

TCATCCAGCAACAGCATCCTGACCAAGTAGAAATCAGAAGTCTGGTCACCTGGGGAAACTATGCTTGGGTCTACTATCACATGGGCCAGTTCTCAAAGGC

TCAGGCTTATCTGGATAAAGTGAAACAGGTCTGCAAGAAGTTTTCCAGCCCCTACAGGATTGAGAATCCTGCTCTTGACTGTGAGGAGGGGTGGGCCCGA

TTAAAGTGTACCAAGAACCAAAACGAGAGAGTGAAGGTGTGTTTCCAGAAGGCTCTGGAAAAGGACCCGAAGAACCCAGAATTCACCTCTGGATGGGCCA

TTGCGAACTACCGTCTGGATGACTGGCCAGCAAGGAATTACTGCATTGACTCTCTGGAGCAAGCCATTCAACTGTCTCCTGACAACACTTATGTTAAAGT

CCTCTTGGCACTGAAGCTTGACGCGGTACATAAAAACCAAGCAATGGCGCTGGTTGAAGAAGCCTTAAAGAAAGACCCAAGTGCAATAGATACACTCCTC

AGGGCAGCCAGGTTTTATTGCAAGGTATATGACACAGACAGAGCTATACAGTTGCTTAGAAAGGCTTTGGAAAAGCTGCCAAACAACGCCTATGTGCATT

ACTATATGGGGTGCTGTTATAGGTCAAAAGTCCATCATATGTTGAACAGAAGGGAAATGGTATTTAGTGGGGATAGGAAGAAGTTAGAGGAACTAATACA

ACTGGCAGTGAATCACTTACGGAAAGCAGAGGAAATCAAGGAGATGCTTGAATATTCCTGTAGCTTCCTTGCTGATCTTTATATCATAGCAAAAAAGTAT

GACGAAGCCGATTACTACTTCCAGAAAGAATTGAGCAAGGACCTCCCTCCTGGCCCTAAACAGTTACTCCACCTTCGGTATGGCAACTTTCAGTTTTTTC

AAATGAAGCGTCAAGACAAGGCTATCTACCATTATATGGAGGGTGTGAAAATAAAGAAGAAAACAATCCCCCAAAAAAAGATGAGAGAGAAACTTCAAAG

AATTGCCCTAAGGCGGCTTCATGAAGATGAGTCTGATTCTGAGGCCTTGCATATCTTGGCATTTCTTCAGGAGAATGGAGGAGGTCAGCAAGCTGATAAA

GACTCTGAGAGGGGAGTGGACTCTGCAAACCAGGTACCTTCAGCATCTTTGGATGAAGCAGGTGCTGAATACTAGTGATGTGGTACCCGGCTAGCTGGCC

AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT

AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG

 M  S   T   T   S   K  E   S   L   E   S   N  L

  R   Q  L   K  C  H  F   T   W  N  L   I   A   E   D  E   S   L   D  E   F   E   D  R   V  F   N  K  D  E   F   Q  N 

 S   E   F   K  A   T   M  C  N  I   L   A   Y   V  K  H  C  R   G  L   N  E   A   A   L   Q  C  L   G  E   A   E   G  

F   I   Q  Q  Q  H  P   D  Q  V  E   I   R   S   L   V  T   W  G  N  Y   A   W  V  Y   Y   H  M  G  Q  F   S   K  A
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 D  E   A   D  Y   Y   F   Q  K  E   L   S   K  D  L   P   P   G  P   K  Q  L   L   H  L   R   Y   G  N  F   Q  F   F   
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  I   A   L   R   R   L   H  E   D  E   S   D  S   E   A   L   H  I   L   A   F   L   Q  E   N  G  G  G  Q  Q  A   D  K 

 D  S   E   R   G  V  D  S   A   N  Q  V  P   S   A   S   L   D  E   A   G  A   E   Y   • 
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MscI (1123)
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NheI (1989)

MscI (1995)

HpaI (2127) MfeI (2138)
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AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT

CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA

GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG

TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT

CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT

ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG

CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGG

TGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGA

TGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCAT

ATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATAC

GTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG

AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
TATCGAA
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