Mouse Apobec3 with 3’-HA tag sequence and restriction map.

Reference: Mariani, R., Chen, D., Schrofelbauer, B., Navarro, F., Konig, R., Bollman, B., Munk, C., Nymark-McMahon, H., Landau, N.R.  2003.  Species-Specific Exclusion of APOBEC3G from HIV-1 Virions by Vif, Cell. 114: 21-31.

The cDNA was cloned from mouse PBMC as descrigbed in Mariani et al.  The cDNA was cloned into pcDNA3.1 at the EcoRI and XhoI sites in the poly linker of the vector.  The 3’ primer encoed the eight amino acid HA tag.  

The stop and start codons are underlined.

                                   >BamHI

                                     |

                          >KpnI   >SacI    >SpeI           >EcoRI

                             |     | |      |                |

                    10       |20   | |  30  |      40        50        60         70        80        90

            GTTACTTAAGCTTGGTACCGAGCTCGGATC CACTAGTCCAGTGTGGTGGAATTCCGATGG GACCATTCTGTCTGGGATGCAGCCATCGCA

            CAATGAATTCGAACCATGGCTCGAGCCTAG GTGATCAGGTCACACCACCTTAAGGCTACC CTGGTAAGACAGACCCTACGTCGGTAGCGT

                                     >EcoRV

                                       |

                   100       110       120        130       140       150        160       170       180

            AATGCTATTCACCGATCAGAAACCTGATAT CTCAAGAAACATTCAAGTTCCACTTTAAGA ACCTAGGCTATGCCAAAGGCCGGAAAGATA

            TTACGATAAGTGGCTAGTCTTTGGACTATA GAGTTCTTTGTAAGTTCAAGGTGAAATTCT TGGATCCGATACGGTTTCCGGCCTTTCTAT

                                                                  >NcoI

                                                                    |

                   190       200       210        220       230     | 240        250       260       270

            CCTTCTTGTGCTATGAAGTGACTAGAAAGG ACTGCGATTCACCCGTCTCCCTTCACCATG GGGTCTTTAAGAACAAGGACAACATCCACG

            GGAAGAACACGATACTTCACTGATCTTTCC TGACGCTAAGTGGGCAGAGGGAAGTGGTAC CCCAGAAATTCTTGTTCCTGTTGTAGGTGC

                   280       290       300        310       320       330        340       350       360

            CTGAAATCTGCTTTTTATACTGGTTCCATG ACAAAGTACTGAAAGTGCTGTCTCCGAGAG AAGAGTTCAAGATTACCTGGTATATGTCCT

            GACTTTAGACGAAAAATATGACCAAGGTAC TGTTTCATGACTTTCACGACAGAGGCTCTC TTCTCAAGTTCTAATGGACCATATACAGGA

                      >BsiCI

                        |

                   370  |    380       390        400       410       420        430       440       450

            GGAGCCCCTGTTTCGAATGTGCAGAGCAGA TAGTAAGGTTCCTGGCTACACACCACAACC TGAGCCTGGACATCTTCAGCTCCCGCCTCT

            CCTCGGGGACAAAGCTTACACGTCTCGTCT ATCATTCCAAGGACCGATGTGTGGTGTTGG ACTCGGACCTGTAGAAGTCGAGGGCGGAGA

                                                                         >BglI   >NcoI

                                                                            |      |

                   460       470       480        490       500       510   |    520       530       540

            ACAACGTACAGGACCCAGAAACCCAGCAGA ATCTTTGCAGGCTGGTTCAGGAAGGAGCCC AGGTGGCTGCCATGGACCTATACGAATTTA

            TGTTGCATGTCCTGGGTCTTTGGGTCGTCT TAGAAACGTCCGACCAAGTCCTTCCTCGGG TCCACCGACGGTACCTGGATATGCTTAAAT

                                                         >StuI                                     >HindIII

                                                           |                                           |

                   550       560       570        580      |590       600        610       620       630

            AAAAGTGTTGGAAGAAGTTTGTGGACAATG GTGGCAGGCGATTCAGGCCTTGGAAAAGAC TGCTTACAAATTTTAGATACCAGGATTCTA

            TTTTCACAACCTTCTTCAAACACCTGTTAC CACCGTCCGCTAAGTCCGGAACCTTTTCTG ACGAATGTTTAAAATCTATGGTCCTAAGAT

                   640       650       660        670       680       690        700       710       720

            AGCTTCAGGAGATTCTGAGGCGAATGGACC CGCTAAGTGAAGAGGAATTTTACTCGCAGT TTTACAACCAACGAGTCAAGCATCTCTGCT

            TCGAAGTCCTCTAAGACTCCGCTTACCTGG GCGATTCACTTCTCCTTAAAATGAGCGTCA AAATGTTGGTTGCTCAGTTCGTAGAGACGA

                                             >PvuII

                                               |

                   730       740       750     |  760       770       780        790       800       810

            ACTACCACCGCATGAAGCCCTATCTATGCT ACCAGCTGGAGCAGTTCAATGGCCAAGCGC CACTCAAAGGCTGCCTGCTAAGCGAGAAAG

            TGATGGTGGCGTACTTCGGGATAGATACGA TGGTCGACCTCGTCAAGTTACCGGTTCGCG GTGAGTTTCCGACGGACGATTCGCTCTTTC

                     >SphI                           >NcoI

                       |                               |

                   820 |     830       840        850  |    860       870        880       890       900

            GCAAACAGCATGCAGAAATCCTCTTCCTTG ATAAGATTCGGTCCATGGAGCTGAGCCAAG TGACAATCACCTGCTACCTCACCTGGAGCC

            CGTTTGTCGTACGTCTTTAGGAGAAGGAAC TATTCTAAGCCAGGTACCTCGACTCGGTTC ACTGTTAGTGGACGATGGAGTGGACCTCGG

                                       >BscCI               >BglII

                                         |                    |

                   910       920       930        940       950       960        970       980       990

            CCTGCCCAAACTGTGCCTGGCAACTGGCGG CATTCAAAAGGGATCGTCCAGATCTAATTC TGCATATCTACACCTCCCGCCTGTATTTCC

            GGACGGGTTTGACACGGACCGTTGACCGCC GTAAGTTTTCCCTAGCAGGTCTAGATTAAG ACGTATAGATGTGGAGGGCGGACATAAAGG

                                                           >BamHI

                                                             |

                  1000      1010      1020       1030      1040      1050       1060      1070      1080

            ACTGGAAGAGGCCCTTCCAGAAGGGGCTGT GTTCTCTGTGGCAATCAGGGATCCTGGTGG ACGTCATGGACCTCCCACAGTTTACTGACT

            TGACCTTCTCCGGGAAGGTCTTCCCCGACA CAAGAGACACCGTTAGTCCCTAGGACCACC TGCAGTACCTGGAGGGTGTCAAATGACTGA

                                                 >NcoI

                                                   |

                                             >BglI |

                                               |   |

                                             >SfiI |

                                               |   |

                  1090      1100      1110     | 1120      1130      1140       1150      1160      1170

            GCTGGACAAACTTTGTGAACCCGAAAAGGC CGTTTCGGCCATGGAAAGGATTGGAGATAA TCAGCAGGCGCACACAAAGGCGGCTCCGCA

            CGACCTGTTTGAAACACTTGGGCTTTTCCG GCAAAGCCGGTACCTTTCCTAACCTCTATT AGTCGTCCGCGTGTGTTTCCGCCGAGGCGT

                  1180      1190      1200       1210      1220      1230       1240      1250      1260

            GGATCAAGGAGTCCTGGGGTCTGCAAGATT TGGTGAATGACTTTGGAAACCTACAGCTTG GGCCCCCGATGTCTTACCCATACGATGTTC

            CCTAGTTCCTCAGGACCCCAGACGTTCTAA ACCACTTACTGAAACCTTTGGATGTCGAAC CCGGGGGCTACAGAATGGGTATGCTACAAG

                            >SacI

                              |

                           >BcoI           

                             ||              

                          >XhoI   >XbaI      

                             ||    |         

                  1270      1280   |  1290 

            CAGATTACGCTTGAGAGCTCGAGTCTAGAG 

            GTCTAATGCGAACTCTCGAGCTCAGATCTC 

Note:  Sites shown refer to those in the sequence.  They do not show sites in the pcDNA vector.  

Enzyme      
#Cuts
Positions

BamHI              2        26      1039 

BcoI               1      1278 

BglI               2       513      1115 

BglII              1       950 

BscCI              1       930 

BsiCI              1       373 

BsiQI              1      1309 

EcoRI              1        49 

EcoRV              1       118 

HindIII            2       9

630 

KpnI               1        18 

NcoI               5       236       520       853      1119      1436 

SacI               2        24      1279 

SfiI               1      1115 

SpeI               1        32 

SphI               1       822 

StuI               1       587 

XbaI               1      1284 

XhoI               1      1278

noncutters

BsiMI

BsiXI

ClaI

HpaI

NotI

NruI

PstI

SacII

SmaI

