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              Sequence Number:  TAL-115
ATGGTGATG - mCerulean3 Sequence (717 Nucleotides - 239 Amino Acids)

AGCTGGGGC - mCerulean3 Chromophore (SWG); A206K = AAG
ATGGTTGCG - Mouse Talin1 Sequence (7623 Nucleotides - 2541 Amino Acids)

LINKER - 10 Amino Acids (30 Nucleotides) between mCerulean3 and Talin1 

ATG - Methionine Start Codon
TAG TAA TGA - Stop Codons                                                                    Antibiotic = Kan/Neo

This version of Talin contains a H2541R mutation (CGC)

GATCCGCTAGCGCTACCGGACTCAGATCTCGAGCTCAAGCTTCGAATTCTAGCCACCATGGTTGCGCTTTCGCTGAAGATTAGCATTGGGAATGTGGTGAAGACGATGCAATTTGAGCCATCTACCATGGTGTACGACGCCTGCCGCATGATTCGTGAGCGGATCCCAGAGGCCCTGGCTGGCCCTCCCAACGACTTTGGGCTCTTTCTGTCAGATGATGACCCCAAAAAAGGCATCTGGCTAGAGGCTGGGAAAGCTTTGGACTACTACATGCTCCGAAATGGGGACACCATGGAGTACAGAAAAAAGCAGAGACCCCTGAAGATACGGATGTTAGACGGAACGGTGAAGACTATCATGGTGGATGACTCCAAGACCGTCACAGACATGCTCATGACCATTTGTGCCCGAATTGGTATCACCAACCATGATGAGTATTCACTGGTTCGAGAGCTGATGGAAGAAAAGAAAGATGAGGGGACAGGGACCCTGAGAAAAGACAAGACCCTACTGCGAGATGAAAAGAAGATGGAGAAGCTAAAGCAGAAGTTGCACACAGACGATGAGTTGAACTGGCTGGACCATGGGCGGACACTGAGGGAACAGGGAGTGGAAGAGCATGAGACGTTGCTGCTGCGGAGAAAGTTCTTCTACTCAGACCAGAATGTGGATTCCCGAGACCCTGTACAGCTGAACCTTCTCTATGTGCAGGCACGAGATGACATCCTGAATGGCTCCCATCCTGTCTCCTTTGACAAGGCCTGTGAATTTGCAGGCTTCCAGTGCCAGATCCAGTTTGGACCTCACAATGAACAGAAGCACAAGGCTGGCTTCCTTGACCTGAAGGACTTCCTGCCCAAGGAGTATGTGAAGCAGAAGGGAGAGCGTAAGATCTTTCAGGCACACAAGAATTGTGGGCAGATGAGTGAAATTGAGGCCAAGGTACGCTACGTGAAGCTGGCCCGTTCCCTCAAGACTTACGGTGTCTCCTTCTTCCTAGTCAAGGAAAAGATGAAGGGGAAGAATAAACTGGTGCCCAGGCTGTTGGGCATCACTAAGGAGTGTGTGATGCGTGTGGATGAGAAGACCAAGGAGGTGATTCAGGAATGGAGCCTCACCAACATCAAACGCTGGGCTGCCTCTCCCAAGAGCTTTACTCTGGACTTTGGAGACTATCAGGATGGCTACTACTCAGTACAGACGACAGAAGGCGAGCAGATCGCACAGCTCATTGCTGGCTACATAGATATCATCCTTAAGAAGAAAAAAAGCAAGGACCATTTTGGGCTGGAGGGAGATGAAGAGTCTACTATGTTGGAGGACTCAGTGTCTCCCAAAAAGTCAACAGTCCTTCAGCAGCAGTACAACCGAGTGGGGAAAGTGGAGCACGGCTCTGTGGCTCTGCCAGCCATCATGCGCTCTGGAGCCTCTGGTCCTGAGAATTTCCAGGTGGGGAGCATGCCACCTGCCCAGCAGCAGATCACCAGTGGCCAGATGCACCGAGGACACATGCCACCTCTGACTTCAGCCCAGCAGGCGCTCACTGGAACCATTAACTCCAGCATGCAGGCTGTGCAGGCTGCCCAGGCCACTCTGGATGACTTTGAGACTCTACCCCCTCTTGGCCAGGATGCTGCCTCCAAAGCTTGGCGTAAGAACAAGATGGATGAATCAAAGCATGAGATCCACTCCCAGGTAGATGCCATCACAGCTGGCACTGCCTCTGTGGTAAACCTGACAGCAGGAGATCCTGCAGAGACAGACTATACAGCAGTGGGCTGTGCAGTCACCACCATCTCTTCCAACCTGACGGAGATGTCCCGTGGGGTGAAGCTATTGGCTGCCCTGCTGGAGGATGAAGGCGGCAATGGCCGGCCCCTTCTGCAAGCAGCAAAGGGCCTTGCAGGGGCTGTGTCGGAACTGCTTCGCAGTGCTCAGCCCGCCAGCGCTGAGCCTCGTCAGAACCTGCTGCAGGCAGCCGGGAACGTGGGCCAGGCCAGTGGGGAGCTGTTGCAGCAAATTGGGGAAAGTGACACTGACCCCCACTTCCAGGATGTTCTAATGCAGCTAGCAAACGCAGTGGCAAGTGCTGCAGCCGCCCTGGTCCTCAAGGCCAAGAGTGTGGCCCAGCGCACAGAGGATTCCGGGCTTCAGACCCAAGTGATTGCTGCAGCTACGCAATGTGCTCTGTCCACTTCCCAGCTGGTGGCCTGTACCAAGGTGGTAGCACCTACAATCAGCTCACCTGTGTGCCAAGAACAGCTAGTCGAGGCTGGGCGACTGGTGGCCAAAGCTGTGGAGGGCTGTGTGTCTGCCTCGCAAGCAGCTACAGAAGATGGACAGCTGCTTCGAGGGGTAGGAGCAGCAGCCACGGCTGTCACCCAGGCCCTCAATGAGCTGCTGCAGCACGTGAAGGCCCACGCCACCGGAGCTGGGCCTGCCGGTCGGTATGACCAAGCCACTGATACCATCCTCACCGTCACTGAAAACATCTTCAGCTCCATGGGTGATGCTGGGGAGATGGTGCGCCAGGCCCGCATCCTGGCCCAAGCCACCTCAGACCTGGTCAATGCTATCAAGGCCGATGCTGAGGGGGAGAGTGATCTGGAGAACTCTAGAAAGCTCCTGAGTGCTGCCAAGATCCTCGCTGATGCCACCGCCAAGATGGTGGAGGCGGCCAAGGGAGCAGCCGCCCACCCTGACAGTGAGGAACAGCAGCAGCGACTGCGTGAAGCAGCTGAGGGGCTTCGCATGGCCACCAATGCAGCTGCGCAGAACGCCATCAAGAAGAAGTTGGTGCAGCGCCTGGAGCATGCAGCCAAGCAAGCTGCAGCCTCTGCAACACAGACCATTGCTGCAGCCCAACATGCAGCCTCTGCCCCCAAGGCCTCTGCGGGCCCCCAGCCCCTACTGGTGCAGAGCTGTAAGGCCGTGGCAGAGCAGATTCCGTTGCTGGTGCAGGGTGTCCGAGGAAGTCAAGCTCAGCCTGACAGCCCTAGTGCTCAGCTCGCCCTCATTGCTGCCAGCCAGAGCTTCCTGCAGCCAGGTGGGAAGATGGTGGCAGCGGCAAAAGCCTCAGTGCCAACAATTCAGGACCAGGCTTCAGCGATGCAGCTGAGTCAGTGCGCAAAGAACCTAGGCACTGCCCTGGCCGAGCTGCGCACTGCTGCTCAGAAGGCTCAGGAGGCATGTGGACCTTTGGAGATGGATTCTGCACTGAGTGTTGTACAAAATCTAGAGAAAGACCTACAGGAAATAAAAGCAGCAGCTCGAGATGGCAAGCTTAAGCCCTTACCTGGGGAAACAATGGAGAAGTGTACCCAAGATCTTGGCAACAGCACCAAAGCGGTGAGCTCTGCCATCGCCAAGCTGCTGGGGGAGATTGCCCAGGGCAACGAGAACTATGCAGGTATTGCAGCTCGGGATGTAGCTGGTGGACTAAGGTCACTAGCCCAGGCTGCGCGGGGTGTGGCTGCGCTGACATCAGATCCTGCAGTGCAGGCCATTGTGCTTGACACAGCCAGCGACGTTCTGGACAAGGCCAGCAGCCTCATTGAAGAGGCAAAAAAAGCATCTGGACACCCAGGGGACCCAGAAAGCCAGCAAAGGCTTGCTCAGGTAGCTAAAGCAGTGACCCAAGCCCTGAACCGCTGTGTCAGCTGCCTGCCTGGCCAAAGAGACGTGGATAATGCCCTACGAGCCGTTGGAGATGCCAGCAAGCGACTCCTGAGTGACTTGCTTCCTCCAAGCACGGGGACATTTCAAGAAGCACAGAGCCGATTGAATGAAGCTGCAGCTGGGTTAAATCAGGCCGCCACAGAACTGGTGCAAGCCTCCCGAGGAACTCCTCAGGACCTGGCTCGGGCCTCCGGCCGATTTGGACAGGACTTCAGCACCTTCCTGGAAGCTGGTGTGGAGATGGCCGGACAGGCCCCGAGCCAGGAGGACCGAGCCCAGGTGGTGTCCAACCTGAAGGGCATATCCATGTCTTCAAGCAAACTTCTCCTTGCCGCTAAGGCCTTGTCCACAGACCCTGCTTCTCCCAACCTCAAGAGTCAGCTGGCTGCGGCTGCCCGGGCAGTGACGGACAGCATCAACCAGCTCATCACCATGTGCACCCAGCAGGCACCTGGCCAGAAGGAGTGTGACAATGCACTTCGGCAGCTAGAGACAGTCCGAGAACTCCTGGAGAATCCAGTCCAGCCCATCAACGACATGTCCTACTTCGGTTGCTTGGACAGTGTCATGGAGAACTCCAAGGTCCTAGGTGAGGCCATGACTGGCATCTCCCAAAATGCCAAGAATGGAAATCTGCCGGAGTTTGGAGATGCCATTGCCACAGCCTCCAAGGCTCTCTGTGGCTTCACGGAGGCAGCCGCACAGGCAGCATATCTAGTTGGTGTCTCTGACCCCAACAGCCAAGCTGGACAGCAAGGACTGGTGGAACCCACACAGTTTGCCCGTGCAAACCAGGCAATTCAGATGGCCTGTCAGAGTCTGGGGGAGCCTGGCTGTACCCAGGCCCAGGTGTTATCTGCAGCCACTATTGTAGCCAAACACACATCTGCATTGTGTAACAGCTGTCGCCTGGCTTCCGCTAGGACTGCCAATCCCACTGCCAAGCGCCAGTTTGTACAGTCAGCCAAGGAGGTGGCCAACAGTACAGCCAATCTTGTCAAGACCATCAAGGCACTAGATGGGGACTTCACAGAAGAGAACCGTGCCCAGTGCCGAGCAGCCACAGCCCCTCTGCTGGAAGCTGTGGATAACCTGAGTGCCTTTGCCTCCAACCCTGAGTTCTCCAGCGTCCCTGCCCAGATCAGCCCTGAGGGCAGAGCAGCCATGGAGCCCATTGTAATCTCTGCTAAGACAATGTTGGAGAGTGCTGGAGGGCTCATCCAGACAGCTCGGGCGTTAGCAGTCAATCCCCGAGACCCCCCACGTTGGTCTGTGCTAGCTGGCCACTCTCGGACTGTCTCAGATTCCATCAAGAAACTTATTACAAGCATGAGGGACAAAGCCCCAGGGCAGCTGGAGTGTGAGACAGCCATTGCGGCTCTGAACAGCTGCTTGCGGGACCTAGATCAGGCTTCGCTTGCCGCTGTCAGCCAGCAGCTTGCTCCCCGTGAAGGAATCTCTCAAGAGGCTTTGCACACCCAGATGCTCACTGCAGTGCAAGAAATTTCTCATCTCATTGAGCCGCTGGCCAGCGCTGCTCGGGCTGAAGCCTCCCAGCTGGGACACAAGGTGTCCCAAATGGCCCAGTACTTTGAACCACTCACCCTGGCTGCAGTGGGTGCTGCGTCTAAGACCCTGAGCCACCCGCAGCAGATGGCACTTCTGGACCAGACTAAAACGTTGGCAGAGTCTGCCTTGCAGTTGCTATATACTGCCAAGGAGGCTGGTGGTAACCCCAAGCAAGCAGCACACACCCAGGAAGCCCTGGAGGAGGCTGTGCAGATGATGACAGAGGCCGTAGAAGACCTGACGACGACCCTCAACGAAGCAGCCAGTGCTGCAGGAGTCGTTGGCGGCATGGTGGACTCTATCACTCAGGCCATCAACCAGCTAGATGAAGGACCTATGGGTGACCCAGAAGGCTCATTCGTAGATTACCAGACAACCATGGTGAGGACAGCCAAGGCCATTGCTGTCACTGTTCAGGAGATGGTAACCAAGTCAAACACCAGCCCTGAAGAGCTAGGCCCTCTTGCCAACCAGCTGACCAGTGACTATGGCCGACTGGCCTCACAAGCCAAGCCTGCAGCTGTGGCTGCTGAAAATGAAGAGATAGGCGCTCACATCAAACACCGAGTACAGGAGCTGGGCCATGGCTGCTCTGCTCTGGTCACCAAGGCAGGTGCCTTGCAGTGTAGCCCCAGTGATGTCTACACCAAGAAGGAGCTCATAGAGTGTGCCCGCAGAGTGTCAGAGAAGGTCTCCCATGTTCTGGCTGCACTCCAGGCTGGGAATCGTGGTACCCAGGCCTGCATTACAGCAGCCAGTGCTGTGTCTGGTATCATTGCTGACCTCGACACCACCATCATGTTCGCTACTGCTGGCACACTTAACCGTGAGGGTGCTGAAACTTTTGCTGACCACCGGGAGGGTATCTTAAAGACAGCAAAGGTTCTTGTGGAGGACACCAAGGTCCTAGTGCAGAATGCAGCTGGGAGCCAGGAGAAGTTGGCACAAGCCGCCCAGTCCTCCGTGGCCACCATTACCCGCCTCGCTGATGTGGTCAAGCTCGGTGCAGCCAGCCTAGGAGCCGAAGACCCTGAAACTCAGGTGGTGCTGATCAATGCAGTAAAGGACGTAGCCAAGGCCCTGGGTGACCTCATCAGCGCTACGAAGGCTGCAGCGGGCAAAGTTGGGGATGACCCTGCAGTGTGGCAGCTCAAGAACTCTGCCAAGGTGATGGTGACCAATGTGACATCATTGCTCAAGACAGTGAAGGCTGTGGAAGATGAGGCCACCAAAGGCACACGGGCCCTAGAGGCAACCACAGAGCACATACGTCAGGAACTGGCGGTCTTCTGTTCCCCAGAGCCACCTGCCAAGACCTCTACCCCTGAAGACTTCATCCGAATGACCAAGGGTATTACTATGGCAACAGCCAAAGCCGTTGCTGCTGGCAATTCCTGTCGACAGGAAGATGTCATTGCCACAGCCAATCTGAGCCGACGGGCTATTGCGGACATGCTTCGGGCTTGCAAGGAAGCAGCTTTCCACCCAGAAGTGGCACCTGATGTACGGCTCCGAGCCCTGCACTATGGCCGGGAGTGTGCCAATGGTTACCTGGAACTGCTGGACCACGTGCTGCTGACCCTTCAGAAGCCAAACCCAGACCTGAAGCAGCAGCTAACTGGACACTCAAAGCGGGTTGCTGGCTCTGTGACTGAGCTCATCCAGGCTGCTGAAGCCATGAAAGGAACAGAGTGGGTGGACCCAGAGGACCCTACTGTCATTGCTGAGAATGAGCTCTTGGGAGCCGCAGCCGCCATCGAGGCTGCAGCCAAGAAGCTGGAGCAGCTGAAGCCCAGGGCCAAACCCAAGGAGGCGGATGAGTCCTTGAACTTTGAGGAACAAATCCTAGAAGCTGCCAAGTCCATCGCTGCAGCCACCAGTGCACTGGTAAAGGCTGCGTCAGCAGCCCAGAGGGAGCTGGTGGCTCAAGGAAAGGTGGGCGCCATTCCAGCCAATGCACTGGATGATGGGCAGTGGTCGCAGGGCCTCATTTCCGCTGCCCGTATGGTGGCTGCGGCCACCAACAATCTGTGTGAAGCAGCTAACGCAGCTGTCCAGGGCCATGCTAGCCAGGAGAAACTCATTTCCTCAGCCAAGCAAGTAGCTGCCTCCACAGCTCAGCTCCTGGTAGCTTGCAAGGTCAAAGCAGATCAGGACTCTGAGGCAATGAAACGGCTCCAGGCTGCTGGCAATGCAGTGAAGAGGGCCTCAGATAACCTGGTAAAGGCGGCCCAGAAAGCTGCAGCCTTCGAAGACCAGGAGAATGAGACGGTGGTGGTGAAGGAGAAAATGGTTGGGGGCATTGCCCAGATTATCGCAGCACAGGAAGAGATGCTTCGGAAGGAACGAGAGCTGGAAGAGGCTCGGAAAAAGCTCGCCCAGATCCGGCAGCAGCAGTACAAGTTCTTGCCTTCAGAGCTTCGAGACGAGCGCGGCTCCGCGTCCCGATCACCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGAGCTGGGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACGCCATCCACGGCAACGTCTATATCACCGCCGACAAGCAGAAGAACGGCATCAAGGCCAACTTCGGCCTCAACTGCAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCAAGCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAAAGCGGCCGCGACTCTAGATCATAATCAGCCATACCACAT
mCerulean3 = mCerulean + T65S/S147H/D148G/K166G/I167L/R168N/H149C
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mCerulean3-Talin-N-10 in HeLa Cells

