pmIFP-Cx26-7

                                               Sequence Number: CX-xxx
ATGTCGGTA - mIFP Sequence (960 Nucleotides - 320 Amino Acids) 
CCTCTGGGA - 5’ Untranslated Connexin Sequence (48 Nucleotides)

ATGAACTGG - Rat Beta-2 Connexin-26 Sequence (678 Nucleotides - 226 Amino Acids)

LINKER - 7 Amino Acids (21 Nucleotides) between mIFP and Cx26
ATG - Methionine Start Codon

TAG TAA TGA - Stop Codons                                                                    Antibiotic = Kan/Neo
This version of Cx26 contains A2 silent mutation in the untranslated region; GCT
CCCAGCAGTGACGTCAGATGCGCTAGCGCTACCGGACTCAGATCTCGAGCTCAAGCTTCGAATTCGCGGCTGCACGCTCCTCGGGACACAGTGCCAACCATCCAGAGGACAAGATGGATTGGGGCACACTACAGAGCATCCTCGGGGGTGTCAACAAGCACTCCACCAGCATTGGGAAAATCTGGCTCACTGTCCTCTTCATCTTCCGCATCATGATCCTCGTGGTGGCCGCGAAGGAGGTGTGGGGAGATGAGCAAGCCGATTTTGTTTGCAACACTCTCCAGCCTGGCTGTAAGAATGTGTGCTACGACCACTACTTCCCCATCTCTCACATCCGGCTCTGGGCTCTGCAGCTGATCATGGTGTCCACGCCGGCCCTCCTGGTAGCTATGCACGTGGCCTACCGGAGACACGAAAAGAAACGGAAGTTCATGAAGGGAGAGATAAAGAACGAGTTTAAGGACATCGAAGAGATCAAAACCCAGAAGGTCCGTATCGAAGGGTCCCTGTGGTGGACCTACACCACCAGCATCTTCTTCCGGGTCATCTTCGAAGCTGTCTTCATGTATGTCTTTTACATCATGTACAATGGCTTCTTCATGCAGCGTCTGGTGAAGTGTAACGCCTGGCCTTGTCCCAATACAGTGGACTGCTTCATTTCCAGGCCCACAGAAAAGACTGTCTTCACGGTGTTCATGATCTCTGTGTCTGGAATTTGCATCCTGCTAAACATCACAGAGCTGTGCTATCTGTTCATTAGGTATTGCTCAGGGAAGTCCAAAAGACCAGTCGCGGATCCACCGGTCGCCACCATGTCGGTACCGCTGACTACCTCAGCATTCGGCCACGCGTTTCTGGCTAACTGTGAACGCGAGCAGATCCACCTGGCGGGCTCCATTCAGCCGCACGGTATCCTGCTGGCTGTGAAAGAGCCGGACAACGTGGTGATCCAGGCTTCTATTAACGCTGCGGAGTTCCTGAACACCAACTCTGTTGTTGGCCGTCCGCTGCGTGACCTGGGCGGCGATCTGCCTTTGCAGATCCTGCCGCACCTGAACGGCCCGCTGCACCTGGCTCCGATGACCCTGCGTTGTACCGTGGGTTCTCCGCCGCGTCGTGTGGACTGTACCATTCATCGTCCGTCTAACGGCGGCCTGATCGTAGAACTGGAACCAGCAACCAAGACCACTAACATTGCGCCGGCTCTGGACGGTGCGTTTCATCGTATCACTTCTTCATCCTCCCTGATGGGCCTGTGTGACGAAACCGCGACTATTATCCGTGAGATTACTGGCTACGACCGTGTGATGGTAGTACGTTTCGATGAAGAGGGTAATGGCGAAATTCTGTCCGAACGTCGTCGTGCGGACCTGGAAGCGTTCCTGGGTAACCGCTACCCGGCGTCTACTATTCCGCAGATCGCTCGTCGCCTGTACGAACATAACCGTGTTCGCCTGCTGGTAGATGTGAACTATACTCCGGTTCCGCTACAGCCGCGCATCAGCCCGCTGAACGGTCGTGATCTGGATATGTCCCTGTCTTGCCTGCGCTCTATGTCCCCGATCCACCAGAAATACATGCAGGACATGGGCGTTGGCGCGACCCTGGTTTGCTCTCTGATGGTGTCTGGTCGTCTGTGGGGTCTGATCGCTTGCCACCACTACGAACCGCGCTTCGTTCCGTTCCACATTCGCGCTGCTGGCGAAGCGCTGGCGGAAACTTGTGCGATCCGCATCGCGACGCTGGAGAGCTTTGCACAGTCTCAGTCCAAATGAGCGGCCGCGACTCTAGATCATAATCAGCCATACCACATTGTAGAAGTATTCT
