pmEmerald-Supervillin-45


                       Sequence Number:  SUPV-105
ATGGTGAGC - mEmerald Sequence (717 Nucleotides - 239 Amino Acids) 

ACCTACGGC - mEmerald Chromophore (TYG); A206K = AAG
ATGAAAAGA - Bovine Supervillin Sequence (5376 Nucleotides - 1792 Amino Acids)

LINKER - 45 Amino Acids (135 Nucleotides) between mEmerald and Supervillin

ATG - Methionine Start Codon

TAG TAA TGA - Stop Codons                                                                    Antibiotic = Kan/Neo
Human supervillin (SVIL), transcript variant 1 (NM_003174.3)
GATCCGCTAGCGCTACCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCTTGACCTACGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAAGGTCTATATCACCGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGACCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCAAGCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTCCGGACTCAGATCTCGAGCTCAAGCTTCGAATTCTGCAGTCGACGGTACCTTCGATGCTCAGCTTTTAGCTGCCCTTCCTAAAGTTGCAGAATTAAGAAAAATCTTTGAACCAAAGAGGAAAGAATTTTTAGAAATGAAAAGAAAAGAAAGAATTGCCCGGCGCTTAGAAGGAATTGAAACCGACACGCAGCCCATCCTCTTGCAGAGCTGCACGGGCTTGGTGACTCATCGCCTGCTGGAGGAGGACACACCCAGATACATGCGTGCCACAGACCCGGCCAGCCCGCACATTGGTCGATCAAATGAAGAAGAAGAAACTTCAGATTCTTCACTAGAAAAGCAGACTCGATCCAAACAGTGCACAGAAACCTCAGGCATCCATGCTGACTCGCCCTACAGTTCAGGCATCATGGACACCCAGAGCCTCGAGTCCAAAGCCGAAAGAATCGCCAGGTACAAAGCAGAGAGAAGACGGCAGCTGGCAGAAAAGTATGGGCTCACCCTGGATCCGGAAGCAGACTCTGAAACTCCATCTCGATACAGCAGGTCCAGAAAGGACCCCGAGGCTGCGGAGAAAAGGGGAGTAAGAAGCGAGCGATCGGCCGAGTCCAGCAGAGACGCCGGCTCATCCTACTCCAGGACTGAGCTCTCGGGGCTCAGGACCTGCGTGGCTGAGTCCAAGGACTAYGGCCTGCACCGGAGTGACGGTGTTTCCGACACAGAGGTGCTGCTCAATGCAGAAAACCAAAGACGCGGTCAAGAGCCCAGTGCCACCGGGCTGGCCCGAGACCTGCCCCTTGCAGGGGAGGTCTCCTCTTCTTTCTCATTCTCCGGGCGAGACTCTGCCCTCGGTGAAGTGCCAAGGTCCCCAAAGGCAGTGCACAGCCTGCCCAGTCCATCGCCTGGGCAGCCGGCCTCCCCAAGCCACTCCACCAGTGACCTGCCACTCCCTGCGGAGGCTCGAGCCAGGTCAACTTCAAATTCAGAAATGCCAGCTGCCGAGGATGAAGAAAAGGTCGATGAGCGAGCGAGGCTGAGCGTCGCTGCTAAGAGGCTGCTCTTCAGGGAGATGGAGAAGTCGTTTGACGAGAAGAGCGTCCCAAAGCGCCGCTCCCGCAATGCGGCCGTGGAGCAGAGGCTGCGGCGCCTCCAGGACCGGTCCCACACGCAGCCCGTCACCACCGAGGAGGTGGTCATTGCAGCCACATTGCAGGCGTCTGCTCACCAAAAGGCACTAGCCAGAGACCAGACAAACGAGAGCAAAGATTCTGCTGAGCAGGGAGAACCTGACTCCTCCACTCTGAGCTTAGCGGAGAAGCTGGCCTTGTTTAACAAACTATCTCAGCCGGTCTCAAAAGCCATTTCAACACGGAACAGATTAGACATGAGACAGAGGAGGATGAATGCTCGTTATCAAACCCAGCCGGTCACGCTTGGAGAAGTGGAACAGGTGCAGAGTGGCAAGCTCATGGCTTTCTCTCCCACCATTAACACTTCCGTGTCCACCGTGGCATCTACCGTCCCCCCCATGTATGCAGGAAATCTTCGGACAAAGCCACTTCCAGATGACAGCTTTGGTGCCACTGAGCAGAAGTTTGCTTCTTCGCTAGAAAACTCCGACTCCCCAGTTAGAAGCATCCTGAAATCCCAAGGCTGGCAGCCCTCGGTCGAGGGTGCTGGGAGCAAAGCAATGTTGAGAGAATTTGAAGAGACAGAACGCAAGGGAGGCTTGACAGGTGGAGATGGCGGGGTTACAAAGTATGGGTCCTTCGAGGAAGCAGAGCTGTCCTACCCCGTCCTCAGCAGAGTCCGGGAGGGAGACAACCATAAAGAGGCCATCTATGCCCTTCCGAGGAAAGGAAGCCTGGAGCTCGCCCATCCTCCCATCGCCCAGCTTGGTGATGACCTGAAGGAATTTTCCACCCCAAAGAGCACCATGCAGGCAAGCCCAGACTGGAAGGAGAGGCAGCTCTTTGAAGAGAAGGTGGACTTGGAGAATGTCACAAAGAGGAAGTTTTCGCTGAAAGCCGCGGAGTTCGGGGAACCCACTTCTGAGCAGACCGGCGCGGCTGCTGGGAAACCGGCTGCTCCGACTGCAACCCCGGTGTCCTGGAAGCCGCAGGATCCCTCCGAACAGCCTCAGGAGAAGCGGTATCAGAGCCCGTGTGCGATGTTTGCTGCTGGAGAGATCAAAGCCCCGGCGGTGGAGGGCAGCCTCGACTCCCCCAGCAAAACCATGTCCATTAAAGAAAGATTAGCACTGTTGAAGAAGAGCGGTGAGGAAGACTGGAGAAACAGACTCAACAGAAAGCAGGAATACGGCAAAGCCTCCATCACCAGCAGCCTGCACATCCAAGAGACGGAGCAGTCACTCAAGAAGAAGCGGGTCACAGAAAGTCGAGAGAGCCAGATGACTATTGAAGAGAGAAAGCATCTCATCACCGTGAGAGAGGACGCCTGGAAGACCAGGGGCAAAGGAGCAGCCAACGACTCTACCCAGTTTACTGTGGCCGGCAGGATGGTGAAGCGAGGTCTGGCGTCCCCCACTGCCATCACCCCGGTAGCATCCCCTGTTTCCAGCAAAGCAAGGGGCACTACACCAGTTTCCAGACCCCTGGAAGATATCGAAGCCAGACCAGACATGCAGTTAGAGTCGGACCTCAAGCTGGACAGGCTGGAAACCTTCCTAAGAAGGCTGAATAACAAAGTTGGTGGGATGCAAGAAACAGTCCTCACTGTCACTGGGAAATCGGTGAAAGAGGTGATGAAGCCGGACGATGATGAAACCTTTGCCAAGTTTTACCGCAGCGTGGACTCCTCTCTACCGAGAAGCCCCGTAGAGCTGGACGAGGATTTCGATGTCATTTTTGATCCTTATGCCCCCAGGTTGACATCCTCGGTGGCTGAGCACAAGCGTGCCGTGCGGCCCAAGCGCCGGGTCCAGGCTTCCAAAAACCCCCTGAAGATGCTGGCCGCGAGGGAAGATCTCCTGCAGGAGTACACTGAGCAGAGACTGAACGTGGCCTTCGTGGAGTCAAAGCGGATGAAAGTCGAAAAGTTGTCCGCCAACTCCAGCTTCTCAGAAGTCACCCTGGCGGGGTTAGCCAGCAAAGAAAACTTCAGCAACGTCAGCCTGCGGAGCGTCAACCTGACGGAACAGAATTCCAACAACAGTGCAGTGCCCTACAAGAAGCTGATGCTGCTGCAGGTTAAAGGAAGAAGACACGTGCAGACGCGGCTGGTGGAGCCTCGCGCCCCCTCCCTCAACAGCGGGGACTGCTTCCTCCTGCTCTCGCCCCATCACTGCTTCCTGTGGGTCGGAGAGTTCGCCAACGTGATCGAGAAGGCGAAGGCCTCAGAACTTGCGAGTTTAATTCAGACCAAGAGGGAACTTGGTTGTAGAGCAACTTACATCCAGACTGTTGAAGAAGGAATTAATACACACACACATGCAGCCAAAGACTTCTGGAAGCTTCTGGGCGGCCAAGCCAGTTACCAATCCGCCGGAGACCCAAAGGAGGATGAGCTCTATGAAACGGCCATAATAGAGACCAACTGCATTTACCGTCTGATGGATGACAAACTCGTTCCTGATGATGACTACTGGGGGAAGATCCCAAAGTGCTCCCTCCTGCAATCAAAAGAGGTACTGGTGTTTGATTTTGGGAGTGAAGTTTACGTGTGGCATGGAAAAGAAGTCACATTAGCACAACGGAAAATCGCCTTTCAGCTGGCAAAGCACTTGTGGAATGGAACCTTTGACTACGAGAATTGTGACATTAACCCGCTGGATCCTGGGGAATGCAATCCCCTCATTCCCAGGAAAGGACAGGGGCGGCCCGACTGGGCAATATTTGGGAGACTTACAGAACACAATGAGACGATCTTGTTCAAAGAGAAATTCCTTGATTGGACGGAACTGAAGAGACCTAACGAGAAGAACGCCAGCGAACTCGCGCAGCACAAGGACGATGCCCGGGCAGAGGTCAAGCCTTACGACGTGACGCGGATGGTGCCCGTGCCCCAGACAACAGCCGGCACCGTGCTGGATGGGGTCAACGTGGGCCGAGGCTACGGGCTGGTGGAAGGGGACGACCGGAGGCAGTTCGAGATCGCCAGCATCTCAGTGGACGTCTGGCACATCCTGGAGTTCGACTACAGCAGGCTCCCCAAGCAGAGCATCGGGCAGTTCCACGAAGGCGATGCCTACGTGGTGAAGTGGAAGTTCATCGTGAGCACTGCAGTGGGAAGCCGGCAGAAGGGGGAGCACTCGGTCAGGGTGGCTGGCAAAGAGAAATGTGTCTACTTCTTCTGGCAAGGCCGCCAGTCGACCGTGAGTGAGAAGGGCACATCAGCTCTGATGACAGTGGAGCTGGACGAGGAAAGGGGGGCCCAGGTCCAGGTCCTGCAGGGCAAGGAGCCCCCCTGTTTCCTGCAGTGCTTCCAGGGGGGGATGGTGGTCCACTCCGGGAGACGGGAGGAGGAGGAAGAGAACACACAGAGCGAGTGGCGGCTGTACTGTGTGCGCGGAGAGGTGCCTGTGGAGGGGAACTTGCTGGAGGTGGCCTGTCACTGCAGCAGCCTCAGGTCTAGGACGTCCATGGTTGTCCTCAACGTCCACAAAGCCCTCATCTACCTGTGGCATGGATGCAAAGCCCAGGCCCACACGAAGGAGGTCGGACGGACTGCAGCCAATAAAATCAAGGACCAATGTCCCCTGGAGGCCGGGCTGCACAGTAGCAGCAAAGTGACAATTCATGAGTGTGATGAAGGCTCGGAGCCCCTGGGGTTCTGGGACGCTCTGGGGAGGAGAGACCGGAAAGCCTACGACTGCATGCTTCAAGATCCTGGAAATTTTAACTTCACACCCCGCCTGTTCATCCTCAGCAGCTCCTCTGGTGACTTCTCAGCCACAGAGTTCATGTATCCCGCCCGAGACCCCTCTGTGGTCAACTCTATGCCCTTCCTGCAGGAAGACCTATACAGTGCCCCACAGCCAGCACTCTTCCTTGTTGACAATCACCACGAGGTGTACCTCTGGCAAGGCTGGTGGCCCATCGAGAACAAGATCACGGGCTCCGCGCGCATCCGCTGGGCCTCGGACCGGAAGAGCGCCATGGAGACAGTGCTGCAGTACTGCCGAGGGAAAAACCTGAAGAAGCCGCCCCCCAAGTCTTACCTCATCCACGCTGGCCTGGAACCCCTGACCTTCACCAACATGTTCCCCAGCTGGGAGCACAGAGAAGACATTGCAGAGATCACGGAGATGGACACGGAAGTTTCAAATCAGATCACCCTAGTGGAGGATGTCTTAGCCAAACTGTGTAAGACCATTTACCCACTGGCCGACCTCCTAGCCAGGCCGCTCCCTGAGGGAGTTGACCCTCTGAAGCTGGAGATCTATCTCACCGACGAGGACTTCGAGTTTGCACTAGACATGACCCGAGACGAGTACAATGCACTGCCCGCTTGGAAGCAGGTGAACCTGAAGAAAGCGAAAGGTCTGTTCTGAGTCAGGAGATGCTGGAGGAACCTGGGTGGTCACTTTCAATACTGATGGACCAGGAAAATGGATGTTTAATCGAATTCCCGCGGCCTTCTAGATAACTGATCATAATCAGCCATACCAC
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mEmerald-Supervillin-45 in HeLa Cells
