
     1 CGGGTCCAGCCCTCTGCAGGCACTCATTCACTCAGGGTCCCCGGGAAGGGCTTGTCAGTA
    61 TGGGTGGGTCCAAGGTAGGACAGTCAAAATGTTCAGCATGGTAGGAAACAACTCCGTGCC
   121 CGATAGTCAGCGTGTGTCGGGGGCAGGAAGGCAGACGTGAAGCCTAGACAGGTGTGGACA
   181 CGCACATGTGTGTTCCTGGCCACGTGTTTGTGGAATTTGAGGCAAAATTTTTGTTTTGGT
   241 TCCTGGGGTAAAGTTTCCATTCAACATTTTCCTCTACTGTTTAATTTTTTTTTTAATTTT
   301 AAATTACAAAACTCTGACTAGAAAAAGCGCAATACCTTTGAAAGGACTGGGGCAGGCAGT
   361 GGACAGCAGATGGATCCAGTGGCCAACAGCTGTGTGAGGAACCCCCAGCCCCCAGCCCCT
   421 GTCTGGGGCTGCCTTCGAAACCCCCACTCAGAAGATAGCAGCGCCTCAGGGCTGTCCCAT
   481 TATCCCCCAACCCCGTTTTCCTTCCACCAAAAATCAGACTTCCCAGCGACAGCAGCATAC
   541 CCCGACTTCTCTGCTTCCTGCCTGGCAGCCACCCCACACAGCCTGCCCCGGACTGAGCGA
   601 ATCTTCAACGAGCAGCATCCTGCCTTCCCACAGACCCCTGACTGGCACTTCCCTATCTCA
   661 GAAGCCGGGCAGAGGCTCAACCTAGGCCCAGCTGGGAGCGCCAGGGAGATGGGAGCCGGC
   721 AGCCCCGGCCTGGTGGATGGCACAGCAGGATTGGGGGAGGATTGCATGGTACTTGGGACG
   781 ATCGCCAATGAGACGGAGAAGAAATCATCCAGAAGGAAAAAAGAGAGGTCAGACAACCAG
   841 GAGAACGGAGGAGGGAAGCCAGAAGGCAGCAGCAAAGCCCGGAAGGAGAGGACAGCCTTC
   901 ACCAAGGAGCAGCTACGGGAGCTGGAGGCAGAGTTTGCCCACCACAACTACCTGACCCGG
   961 CTCCGGAGATATGAGATTGCAGTCAACCTGGACCTTTCTGAGCGGCAGGTCAAAGTCTGG
  1021 TTCCAGAACCGGAGGATGAAGTGGAAACGTGTGAAGGGGGGTCAGCCTGTGTCCCCACAG
  1081 GAGCAGGACCGAGAGGATGGGGACTCTGCAGCTTCTCCAAGTTCAGAGTGAGATGCTCCA
  1141 AAGACCAAAACCAAGAAAGACTGAAGGAACCCCCTCTCCAGTTCCCACCACCCGGTCCCA
  1201 CCCTCTCACATCTCTGGACCCACCCAGGGCAGCCTGCACACACTCTAAGGTGTGAAGTTG
  1261 CCCAGTATGTGGGAGCCTTGAATTTCCCAGAAGGCTTAGCTCAGCGTCCTTACATCTCAG
  1321 CAGCCCCTTCCCCAGGCCTTCAACTTCCCACTCTCTCTTGAACTCCAAAGGACTGGGAAA
  1381 CTATAGAAACAGAGCCTGGGGCCCTCTTTTCTGGGTCTCTTGGCTACTACCCACACCTAG
  1441 CATCCCCCTCTTACATCAGGGTCTCCTCTGGGTCTGGCCCCATCTGGCCTATGCAGAATC
  1501 CATTCCTTGGTACCAGCTGGTGACTTGTAAAAGCAAACCTCTCTCCAGATGTTCACACCG
  1561 TTGAGTTGAAGGTTAGGAAGTGGCTCCTGTGTCTAAGGACGGAGAGGATAGCACAAGAGC
  1621 TGATGGATGAGGACTGAGATACGTGGACCTTGGAAGTAGAACGTTCTCAGGCTGCAGCGT
  1681 CTTGTGTTCTCCAAGGACTCTGACTGCAGATAAGGACAGGAAAACAACCCATCTTCCTCC
  1741 ATGGGATGCATTTGGACCTATCCTGCGTGTTCCGGAAAAAGCTTTGTGGGAAGACCTCCC
  1801 AGGTTCACACACATGCGCAGCTCAGATCTCAGACCCAACTTCTGAGGATGCTCCTGTGAG
  1861 GACTGGTGGGAAAACAGCCTCAGGCAACAGTCTCCTTGGAAGAGACCCCTGTGTGCCTCA
  1921 GTATTAGATGGTGGATCTCCCAGATCCTGCTGATGTTGCAGAAGGAGGGTCAGCAAGTAT
  1981 TTGAATTTCTTGCATGGAGATCTGATTGTGAGTGTTTAAAAATAACCCCAGTTCCCTTCC
  2041 CCACCCCATCAAGACAGAAGCTGTGGAAAATGATTGTCAAATGAGATGGCAAGTTAGAGC
  2101 ATGTATCAGTTTTCCCCTACAGCATATTTCATATGTTTTTTTTTCCTAAGATTACATCAA
  2161 GCTAATTGTGCAAGGTCAATTCACTTTGTAAGAAAACTCTCAGAGAAATAAATCAACAAA
  2221 AAAATGCA

nucTagRFPT-ires-CE

Meox1-001 ENSMUST00000057054

Meox1-nucTagRFPT-ires-CE Construct Overview 

There is a single reported transcript for the 
Meox1 locus (Ensembl). A nuclear-localized 
TagRFP-T was linked to a CreERT2 fragment 
with the EMCV IRES sequence to create a 
bicistronic reporter cassette. (See Bochkov and Palmenberg 

(2006) BioTechniques 41 (3):283-8.)  There is a putative 
splice variant, however this does not include the 
first exon where the reporter was placed.
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Gene Overview

Reporter Cassette

Target site in cDNADesign comments
cDNA f0r Meox1-001
Transcript length: 2,228bps Translation length: 253 residues

The nucTagRFPT-ires-CE reporter was inserted at the consensus start ATG of the Meox1 coding region. 
The Neo/Kan component is used for selection in bacteria and removed with transient expression of Flpe-
recombinase prior to microinjection. 

pBS-nucTagRFPT-i-CE
5621 bp (molecule 8498 bp)

nucTagRFPT

FRT FRTBstXI (2215)

NotI (2220)

SacII (2214) SalI (7821)

SmaI (7805)

XmaI (7803)

CreERT2IRES bGHpA BGH pANeo/Kan
PGK EM7
Promoters

16.86 Kb



Meox1-nucTagRFPT-ires-CE Target Site Details 
Created 5 April 2012

Updated 17 May 2011

Endogenous Targeting Site (includes homology arms)

7DUJHWHG�6LWH����·

7DUJHWHG�6LWH����·

Kozak

TTCCTGGCCA CGTGTTTGTG GAATTTGAGG CAAAATTTTT GTTTTGGTTC CTGGGGTAAA GTTTCCATTC AACATTTTCC TCTACTGTTT AATTTTTTTT
AAGGACCGGT GCACAAACAC CTTAAACTCC GTTTTAAAAA CAAAACCAAG GACCCCATTT CAAAGGTAAG TTGTAAAAGG AGATGACAAA TTAAAAAAAA

Meox1 mRNA (partial)

TTAATTTTAA ATTACAAAAC TCTGACTAGA AAAAGCGCAA TACCTTTGAA AGGACTGGGG CAGGCAGTGG ACAGCAGGCC ACCATGGTGC ACGTGGATCC
AATTAAAATT TAATGTTTTG AGACTGATCT TTTTCGCGTT ATGGAAACTT TCCTGACCCC GTCCGTCACC TGTCGTCCGG TGGTACCACG TGCACCTAGG

nucTagRFP-TMeox1 mRNA (partial)

AAAAAAGAAG AGAAAGGTAG ATCCAAAAAA GAAGAGAAAG GTAGATCCAA AAAAGAAGAG AAAGGTACAC GTGAGCATGG TGTCTAAGGG CGAAGAGCTG
TTTTTTCTTC TCTTTCCATC TAGGTTTTTT CTTCTCTTTC CATCTAGGTT TTTTCTTCTC TTTCCATGTG CACTCGTACC ACAGATTCCC GCTTCTCGAC

nucTagRFP-T

GGGGGTGGGG TGGGGCAGGA CAGCAAGGGG GAGGATTGGG AAGACAATAG CAGGCATGCT GGGGATGCGG TGGGCTCTAT GGGATCCAGT GGCCAACAGC
CCCCCACCCC ACCCCGTCCT GTCGTTCCCC CTCCTAACCC TTCTGTTATC GTCCGTACGA CCCCTACGCC ACCCGAGATA CCCTAGGTCA CCGGTTGTCG

BGH pA

TGTGTGAGGA ACCCCCAGCC CCCAGCCCCT GTCTGGGGCT GCCTTCGAAA CCCCCACTCA GAAGATAGCA GCGCCTCAGG GCTGTCCCAT TATCCCCCAA
ACACACTCCT TGGGGGTCGG GGGTCGGGGA CAGACCCCGA CGGAAGCTTT GGGGGTGAGT CTTCTATCGT CGCGGAGTCC CGACAGGGTA ATAGGGGGTT
CCCCGTTTTC CTTCCACCAA AAATCAGACT TCCCAGCGAC AGCAGCATAC CCCGACTTCT CTGCTTCCTG CCTGGCAGCC ACCCCACACA GCCTGCCCCG
GGGGCAAAAG GAAGGTGGTT TTTAGTCTGA AGGGTCGCTG TCGTCGTATG GGGCTGAAGA GACGAAGGAC GGACCGTCGG TGGGGTGTGT CGGACGGGGC

pGT33

GACTGAGCGA ATCTTCAACG AGCAGCATCC TGCCTTCCCA CAGACCCCTG ACTGGCACTT CCCTATCTCA GAAGCCGGGC AGAGGCTCAA CCTAGGCCCA
CTGACTCGCT TAGAAGTTGC TCGTCGTAGG ACGGAAGGGT GTCTGGGGAC TGACCGTGAA GGGATAGAGT CTTCGGCCCG TCTCCGAGTT GGATCCGGGT

pGT33

GCTGGGAGCG CCAGGGAGAT GGGAGCCGGC AGCCCCGGCC TGGTGGATGG CACAGCAGGA TTGGGGGAGG ATTGCATGGT ACTTGGGACG ATCGCCAATG
CGACCCTCGC GGTCCCTCTA CCCTCGGCCG TCGGGGCCGG ACCACCTACC GTGTCGTCCT AACCCCCTCC TAACGTACCA TGAACCCTGC TAGCGGTTAC
AGACGGAGAA GAAATCATCC AGAAGGAAAA AAGAGAGGTC AGGTAGGTGA TGGAGGAA
TCTGCCTCTT CTTTAGTAGG TCTTCCTTTT TTCTCTCCAG TCCATCCACT ACCTCCTT

p33-2

agcatCGGGT CCAGCCCTCT GCAGGCACTC ATTCACTCAG GGTCCCCGGG AAGGGCTTGT CAGTATGGGT GGGTCCAAGG TAGGACAGTC AAAATGTTCA
tcgtaGCCCA GGTCGGGAGA CGTCCGTGAG TAAGTGAGTC CCAGGGGCCC TTCCCGAACA GTCATACCCA CCCAGGTTCC ATCCTGTCAG TTTTACAAGT

p55-2
Exon 1

GCATGGTAGG AAACAACTCC GTGCCCGATA GTCAGCGTGT GTCGGGGGCA GGAAGGCAGA CGTGAAGCCT AGACAGGTGT GGACACGCAC ATGTGTGTTC
CGTACCATCC TTTGTTGAGG CACGGGCTAT CAGTCGCACA CAGCCCCCGT CCTTCCGTCT GCACTTCGGA TCTGTCCACA CCTGTGCGTG TACACACAAG

Exon 1

CTGGCCACGT GTTTGTGGAA TTTGAGGCAA AATTTTTGTT TTGGTTCCTG GGGTAAAGTT TCCATTCAAC ATTTTCCTCT ACTGTTTAAT TTTTTTTTTA
GACCGGTGCA CAAACACCTT AAACTCCGTT TTAAAAACAA AACCAAGGAC CCCATTTCAA AGGTAAGTTG TAAAAGGAGA TGACAAATTA AAAAAAAAAT

Exon 1

ATTTTAAATT ACAAAACTCT GACTAGAAAA AGCGCAATAC CTTTGAAAGG ACTGGGGCAG GCAGTGGACA GCAGATGGAT CCAGTGGCCA ACAGCTGTGT
TAAAATTTAA TGTTTTGAGA CTGATCTTTT TCGCGTTATG GAAACTTTCC TGACCCCGTC CGTCACCTGT CGTCTACCTA GGTCACCGGT TGTCGACACA

Exon 1

GAGGAACCCC CAGCCCCCAG CCCCTGTCTG GGGCTGCCTT CGAAACCCCC ACTCAGAAGA TAGCAGCGCC TCAGGGCTGT CCCATTATCC CCCAACCCCG
CTCCTTGGGG GTCGGGGGTC GGGGACAGAC CCCGACGGAA GCTTTGGGGG TGAGTCTTCT ATCGTCGCGG AGTCCCGACA GGGTAATAGG GGGTTGGGGC

Exon 1
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BAC clone RP23-5O22 was targeted by recombineering. The genomic context of the nucTagRFP-ires-CE 

reporter is shown below. The BAC and the target gene are highlighted in yellow. 

Meox1-nucTagRFPT-ires-CE BAC Transgene 

Targeting of Meox1-nTagRFPT-ires-CE BAC Construct
4598 bp (molecule 312305 bp)

CreERT2nucTagRFP-T IRES

3xNSL

BGH pA p33-2

pGT33

pGT55

p55-2

FRTClaI (183045)

SpeI (184333)

BstXI (184918)

PspOMI (181775)

SacI (184235)
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