pmEmerald-Myopalladin-N-18



           Sequence Number: MYPN-10x

ATGGTGAGC - mEmerald Sequence (717 Nucleotides - 239 Amino Acids) 

ACCTACGGC - mEmerald Chromophore (TYG); A206 = AAG
GAAATCGGC - Human Myopalladin Sequence (3960 Nucleotides - 1320 Amino Acids)

LINKER - 18 Amino Acids (54 Nucleotides) between mEmerald and Myopalladin
ATG - Methionine Start Codon
TAG TAA TGA - Stop Codons                                                                    Antibiotic = Kan/Neo
Human Myopalladin Sequence (MYPN, NM_032578.3)
GTCAGATCCGCTAGCGCCACCATGCAAGACGACAGCATAGAAGCTTCTACTTCCATATCTCAGCTTCTAAGAGAGAGCTATTTAGCTGAAACCAGACATCGGGGAAACAATGAGAGGAGTCGAGCGGAGCCCTCCTCCAACCCTTGCCATTTCGGCAGTCCTTCTGGGGCCGCTGAAGGAGGCGGAGGCCAAGATGACCTTCCAGATCTTTCAGCCTTTCTGAGCCAAGAAGAATTAGACGAAAGTGTCAATTTGGCAAGACTGGCCATCAATTACGACCCTTTGGAGAAGGCAGATGAAACTCAAGCTAGAAAACGACTTTCTCCTGATCAGATGAAACACTCACCTAATTTAAGTTTTGAGCCTAACTTCTGCCAGGATAACCCTCGAAGTCCCACCAGCTCTAAAGAAAGCCCCCAGGAGGCAAAAAGGCCACAGTATTGTTCTGAAACCCAGTCCAAAAAAGTATTTTTAAATAAGGCTGCCGACTTCATTGAAGAGCTATCCTCCCTTTTCAAATCCCACAGCTCCAAAAGGATTAGACCTCGTGCCTGCAAAAACCACAAGAGTAAACTGGAATCTCAAAACAAAGTTATGCAGGAAAACAGCTCCAGTTTCTCAGATCTGTCAGAAAGACGAGAAAGATCTTCTGTTCCCATCCCTATCCCTGCGGATACCAGGGATAATGAAGTGAATCACGCCCTGGAACAGCAGGAAGCCAAGAGGCGTGAAGCGGAGCAGGCTGCCAGTGAGGCGGCTGGTGGAGACACTACACCAGGGTCTTCCCCTTCATCTCTGTACTATGAAGAACCTCTGGGGCAACCTCCCCGGTTCACTCAAAAGTTACGGAGCAGAGAAGTTCCAGAAGGAACTCGAGTACAGTTGGATTGCATAGTGGTAGGAATTCCACCACCTCAAGTAAGGTGGTACTGTGAAGGCAAGGAGCTTGAAAATTCCCCAGATATTCACATCGCCCAGGCAGGAAATCTGCACTCACTGACCATTGCGGAAGCCTTTGAAGAGGACACAGGACGCTATTCCTGCTTTGCTTCTAACATCTATGGGACAGATTCGACTTCTGCTGAGATTTATATAGAAGGGGTTTCTTCTTCTGACTCAGAAGGCGACCCTAACAAGGAAGAGATGAATCGAATCCAGAAGCCAAATGAGGTGTCATCTCCTCCCACTACCTCTGCAGTCATTCCTCCAGCAGTACCCCAAGCCCAGCATTTGGTGGCCCAACCTCGTGTGGCAACCATCCAGCAGTGTCAGAGCCCCACCAATTACTTGCAGGGATTGGATGGAAAACCTATCATTGCAGCTCCTGTGTTTACAAAGATGCTACAAAATTTGTCAGCTTCTGAGGGTCAGCTGGTTGTCTTTGAATGCAGAGTAAAAGGAGCTCCATCTCCTAAGGTTGAGTGGTATAGAGAAGGGACTTTAATAGAAGATTCTCCAGATTTTAGGATTTTACAGAAAAAACCTCGATCCATGGCAGAGCCAGAGGAGATTTGCACCTTGGTCATTGCTGAGGTGTTTGCAGAAGATTCTGGGTGCTTCACATGTACTGCAAGCAACAAATACGGCACAGTGTCAAGCATTGCACAGCTGCACGTGAGAGGAAATGAGGACCTCAGCAACAACGGGTCTCTTCACTCAGCCAACTCCACCACCAACCTGGCAGCTATTGAGCCACAGCCCTCCCCACCCCACTCAGAGCCTCCATCTGTGGAACAACCCCCCAAACCCAAACTCGAGGGGGTTCTGGTGAACCACAATGAGCCCCGGTCCAGCTCCAGGATTGGGCTTCGTGTGCACTTCAACCTGCCTGAAGATGACAAAGGAAGTGAAGCATCCTCCGAGGCTGGTGTGGTGACCACCAGACAGACCAGGCCCGATTCTTTGCAGGAGAGGTTCAACGGACAGGCAACAAAAACCCCAGAGCCTTCTTCCCCCGTGAAAGAGCCCCCTCCAGTTCTGGCCAAACCCAAACTTGATTCCACTCAGTTACAACAGCTTCATAACCAAGTCTTACTGGAACAACACCAATTGCAAAACCCACCTCCTTCATCTCCTAAGGAGTTTCCTTTCAGCATGACTGTTTTGAACTCCAATGCTCCCCCAGCGGTGACAACATCCAGTAAGCAGGTGAAGGCTCCTTCATCACAGACGTTCAGCTTGGCCCGGCCGAAGTATTTCTTCCCCTCCACGAACACCACCGCAGCAACTGTGGCCCCTTCCAGCTCTCCGGTGTTCACTTTGAGCAGCACTCCTCAAACTATTCAGAGGACAGTGAGCAAAGAAAGCCTCTTAGTGTCTCACCCCTCTGTGCAAACCAAATCTCCAGGAGGGCTTTCCATCCAAAATGAGCCACTCCCACCAGGCCCAACAGAACCAACACCACCACCATTCACATTTTCCATCCCCAGCGGAAACCAGTTTCAGCCCCGCTGTGTGTCCCCAATTCCTGTCTCTCCTACCAGCCGGATTCAGAACCCAGTGGCTTTCCTCAGCTCTGTTCTGCCTTCTCTCCCTGCCATCCCACCCACAAATGCCATGGGGCTGCCTAGAAGTGCACCATCCATGCCATCCCAGGGATTAGCGAAGAAAAATACAAAGTCTCCTCAACCAGTGAATGATGATAACATTCGTGAAACTAAGAACGCAGTGATTCGAGACTTGGGAAAAAAAATAACTTTCAGTGATGTCAGACCAAACCAGCAGGAGTACAAAATTTCAAGCTTTGAGCAGAGGCTGATGAATGAAATAGAGTTTCGCTTGGAACGTACTCCTGTTGATGAATCAGATGATGAAATTCAACATGATGAGATCCCCACGGGCAAGTGTATTGCTCCCATCTTTGACAAGAGACTCAAGCACTTCCGGGTCACAGAAGGCTCTCCAGTCACATTCACCTGCAAAATTGTTGGGATACCTGTTCCAAAGGTTTACTGGTTCAAAGATGGGAAGCAGATTTCTAAGAGAAATGAGCACTGCAAAATGAGGCGAGAAGGAGATGGGACATGTTCTCTGCACATTGAATCCACTACCAGTGATGACGATGGCAACTACACCATCATGGCAGCCAACCCCCAGGGGAGAATCAGCTGTTCTGGCCACTTGATGGTACAAAGTTTGCCCATTCGCAGTCGGCTAACCTCTGCTGGTCAGTCTCACAGGGGAAGATCCCGAGTGCAAGAAAGAGACAAAGAGCCCCTACAGGAACGCTTTTTCCGACCACATTTCCTGCAGGCTCCTGGGGATATGGTAGCTCATGAGGGGCGCCTCTGTCGGCTGGACTGTAAGGTGAGTGGTTTACCGCCCCCGGAGCTGACATGGCTACTCAATGGCCAACCTGTGCTACCAGATGCCTCCCACAAGATGCTGGTCAGGGAGACCGGAGTCCACTCTCTGCTCATTGACCCACTCACTCAGCGCGACGCAGGGACCTATAAGTGCATCGCTACCAACAAAACCGGGCAGAATTCTTTTAGTCTGGAGCTCTCTGTAGTAGCCAAAGAGGTGAAGAAAGCACCTGTGATCCTGGAGAAACTACAGAACTGCGGTGTTCCCGAAGGCCACCCCGTGAGACTGGAGTGCCGCGTGATAGGCATGCCCCCACCTGTGTTCTACTGGAAGAAAGACAATGAGACCATCCCTTGCACCAGAGAGAGGATCAGTATGCACCAGGACACAACAGGGTATGCCTGCCTTCTCATTCAGCCAGCCAAGAAATCAGACGCTGGATGGTACACGTTGTCAGCCAAGAATGAAGCCGGCATCGTGTCGTGCACTGCCAGGCTGGATATATACGCTCAGTGGCACCATCAGATCCCACCGCCCATGTCTGTCCGGCCCAGTGGCAGTCGCTACGGATCTCTCACCAGTAAAGGACTTGACATATTTTCTGCCTTTTCCTCCATGGAAAGCACGATGGTGTATTCATGCTCTTCTCGGAGTGTAGTGGAGAGTGATGAACTTAGTCGCGGAGGCAGTGGTGGGGTACCGCGGGCCCGGGATCCACCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCTTGACCTACGGCGTGCAGTGCTTCGCCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAAGGTCTATATCACCGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGACCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCAAGCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAAGCGGCCGCGACTCTAGATCATAATC
mEmerald = wtGFP + F64L/S65T/S72A/N149K/M153T/I167T/A206K
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mEmerald-Myopalladin-N-18 in HeLa Cells
