pmGeos2-VESS-MyosinIIA-N-14                                                 Sequence Number:  MIIA-1xx
ATGAGTGCG – mGeos2-VESS Sequence (678 Nucleotides - 226 Amino Acids) 

TCCTACGGC – mGeos2-VESS Chromophore (SYG)
GCTCAGCAG - Mouse Myosin Sequence (5880 Nucleotides - 1960 Amino Acids)

LINKER - 14 Amino Acids (42 Nucleotides) between mGeos2-VESS and Myosin IIA
ATG - Methionine Start Codon
TAG TAA TGA - Stop Codons                                                                    Antibiotic = Kan/Neo

Myosin IIA is mouse non-muscle heavy polypeptide 9 (NM_022410.2)

CGCTAGCGCTACCGGACTCAGATCTCGAGGCCACCATGGCTCAGCAGGCTGCAGACAAGTACCTCTATGTGGATAAAAACTTCATCAATAACCCGCTGGCCCAAGCTGACTGGGCTGCCAAGAAGTTGGTATGGGTGCCTTCCAGCAAGAATGGCTTTGAACCAGCCAGCCTCAAGGAGGAGGTGGGAGAAGAGGCCATTGTAGAGCTGGTAGAGAATGGGAAGAAGGTGAAGGTGAACAAGGACGACATCCAGAAGATGAACCCACCCAAGTTCTCCAAGGTGGAGGACATGGCAGAGCTCACGTGCCTCAACGAAGCTTCGGTGCTGCACAACCTCAAGGAGCGATACTACTCAGGGCTTATCTACACCTATTCAGGCCTGTTCTGTGTGGTCATCAACCCTTATAAGAACCTGCCCATCTACTCAGAGGAGATCGTGGAGATGTACAAGGGCAAGAAGAGGCACGAGATGCCACCCCACATCTACGCCATCACAGATACTGCCTACCGGAGCATGATGCAGGACCGGGAAGATCAGTCCATCCTGTGCACGGGGGAGTCTGGAGCAGGGAAGACAGAGAACACCAAGAAAGTCATCCAGTACCTGGCACATGTGGCCTCCTCACACAAGAGCAAGAAGGACCAGGGGGAGTTGGAGCGGCAGCTGCTACAGGCCAACCCTATCCTAGAGGCCTTTGGAAACGCCAAGACGGTGAAGAATGACAACTCCTCTCGATTCGGTAAATTCATTCGTATCAACTTTGATGTCAATGGCTACATTGTTGGTGCCAACATTGAGACTTATCTTCTGGAGAAATCTCGTGCTATCCGCCAAGCCAAAGAGGAGCGGACCTTCCACATCTTCTACTACCTGCTGTCTGGGGCCGGAGAACACCTGAAGACTGATCTCCTGTTGGAGCCATACAACAAATACCGCTTCCTGTCCAACGGGCACGTCACCATCCCTGGGCAGCAGGACAAGGACATGTTCCAGGAGACAATGGAGGCCATGAGAATTATGGGTATCCCAGAGGATGAGCAGATGGGCTTGCTGCGGGTCATCTCTGGGGTCCTTCAGCTTGGCAACATTGCCTTCAAGAAGGAGCGGAACACTGACCAGGCGTCCATGCCGGACAACACAGCTGCTCAAAAGGTGTCCCACCTCCTGGGGATCAATGTGACCGACTTCACCAGAGGCATCCTCACCCCACGCATCAAGGTGGGCAGAGACTATGTGCAGAAGGCGCAGACTAAAGAGCAGGCTGACTTTGCCATTGAGGCCTTGGCCAAGGCTACCTATGAGCGGATGTTCCGCTGGCTGGTGCTTCGCATCAACAAAGCTCTGGACAAGACCAAGAGGCAGGGCGCCTCATTTATCGGGATACTGGACATCGCTGGCTTTGAAATCTTTGATCTGAACTCCTTCGAGCAGCTGTGCATCAACTACACCAACGAGAAGCTGCAGCAGCTGTTCAACCACACCATGTTCATCCTGGAGCAGGAGGAGTACCAGCGAGAGGGCATCGAGTGGAACTTCATCGACTTCGGCCTGGACCTGCAGCCCTGCATCGACCTCATTGAGAAGCCGGCGGGTCCCCCAGGCATCCTGGCCCTGCTAGATGAGGAGTGCTGGTTTCCTAAGGCCACTGACAAGAGCTTCGTGGAGAAGGTGGTGCAGGAGCAGGGCACCCACCCCAAGTTCCAGAAGCCCAAGCAACTGAAGGACAAGGCTGATTTCTGCATTATCCACTATGCCGGCAAGGTGGACTATAAAGCTGACGAGTGGCTGATGAAGAACATGGACCCCTTGAACGACAACATCGCCACGCTGCTTCACCAGTCCTCAGACAAGTTTGTCTCTGAGCTGTGGAAGGATGTGGATCGGATCATTGGCTTGGACCAAGTGGCTGGAATGTCCGAGACAGCACTACCTGGTGCCTTCAAGACCCGGAAGGGCATGTTCCGTACTGTCGGACAGCTGTACAAGGAGCAGCTGGCCAAGCTCATGGCCACGTTGAGGAATACCAACCCCAACTTCGTGCGCTGCATCATTCCCAACCATGAGAAGAAGGCCGGCAAACTGGACCCGCACTTGGTGCTGGACCAGCTGCGCTGCAATGGCGTCCTTGAGGGCATCCGGATCTGCCGCCAGGGCTTTCCCAACAGGGTGGTCTTCCAGGAGTTCCGGCAGAGGTATGAGATCCTCACCCCCAACTCCATCCCGAAGGGCTTCATGGATGGCAAGCAAGCGTGTGTGCTCATGATCAAAGCCTTGGAGCTTGACAGCAACCTGTACCGCATCGGCCAGAGCAAAGTGTTCTTCCGGGCAGGAGTGCTCGCCCACCTGGAGGAAGAGCGGGACCTGAAGATCACCGATGTCATCATTGGCTTCCAGGCCTGCTGCAGGGGCTACCTGGCCAGGAAGGCCTTTGCCAAGAGGCAGCAACAGCTGACCGCCATGAAGGTCCTACAGAGGAACTGTGCTGCGTACCTCAGGCTGCGCAACTGGCAGTGGTGGAGGCTCTTCACCAAGGTCAAGCCCCTGTTGAACTCAATAAGACATGAGGATGAGCTGTTAGCCAAGGAGGCGGAACTGACAAAGGTTCGAGAGAAACATCTGGCTGCAGAGAACAGGCTGACAGAGATGGAGACGATGCAGTCTCAGCTCATGGCAGAGAAGCTGCAGCTTCAGGAGCAGCTGCAGGCGGAGACAGAGCTGTGTGCCGAGGCTGAGGAGCTCCGGGCCCGTCTGACAGCGAAGAAGCAGGAGCTGGAGGAGATATGCCATGACCTGGAGGCCAGGGTGGAGGAGGAGGAGGAGCGCTGCCAGTACCTGCAGGCCGAGAAGAAGAAGATGCAGCAGAACATCCAGGAACTTGAGGAGCAGTTGGAGGAGGAGGAGAGCGCCCGGCAGAAGCTGCAGCTTGAGAAGGTGACCACCGAGGCCAAGCTGAAGAAACTGGAGGAGGACCAGATCATCATGGAGGACCAGAACTGCAAACTGGCCAAGGAGAAGAAACTGCTGGAAGACAGAGTAGCTGAGTTCACTACCAACCTCATGGAAGAGGAGGAGAAGTCCAAGAGCCTGGCCAAGCTCAAGAACAAGCACGAGGCAATGATCACCGACCTGGAAGAGCGCCTCCGTAGGGAGGAGAAGCAGAGGCAGGAGTTGGAGAAGACCCGTCGCAAGCTGGAGGGAGACTCCACAGACCTCAGTGACCAGATTGCTGAGCTCCAGGCGCAGATAGCAGAGCTCAAGATGCAGCTGGCCAAGAAGGAGGAGGAGTTGCAGGCTGCCTTGGCCAGAGTGGAAGAAGAAGCTGCTCAGAAGAATATGGCCCTGAAGAAGATCCGAGAACTGGAAACTCAGATATCTGAGCTCCAGGAGGACCTGGAGTCGGAGCGAGCCTCCAGGAATAAAGCCGAGAAGCAGAAACGGGATCTGGGAGAGGAGCTGGAGGCGCTGAAGACAGAGCTGGAGGACACGCTGGACTCCACGGCTGCCCAGCAGGAGCTGAGGTCGAAGCGTGAGCAGGAGGTGAGCATCCTGAAGAAGACTCTGGAGGACGAGGCCAAGACCCATGAGGCCCAGATCCAGGAGATGAGGCAGAAGCACTCACAGGCTGTGGAGGAGCTGGCAGATCAGTTGGAGCAGACGAAGCGGGTAAAAGCTACCCTTGAGAAGGCGAAGCAGACCCTGGAGAATGAGCGGGGAGAGCTGGCCAATGAGGTGAAGGCCCTGCTGCAAGGCAAGGGCGACTCAGAGCACAAGCGCAAGAAGGTGGAGGCGCAGCTGCAAGAACTGCAGGTCAAGTTCAGCGAGGGAGAGCGCGTGCGAACCGAACTGGCCGACAAGGTCACCAAGCTGCAGGTTGAACTGGACAGTGTGACCGGTCTCCTTAGCCAGTCTGACAGCAAGTCCAGCAAGCTTACGAAGGACTTCTCTGCGCTGGAGTCCCAGCTTCAGGACACACAGGAGTTGCTCCAGGAGGAGAACCGGCAGAAGCTGAGCCTGAGCACCAAGCTCAAGCAGATGGAGGATGAGAAAAACTCCTTCAGGGAGCAGCTGGAGGAGGAGGAGGAGGCCAAGCGCAACTTGGAGAAGCAGATCGCCACGCTCCATGCCCAGGTGACCGACATGAAGAAGAAGATGGAGGACGGTGTAGGGTGCCTGGAGACTGCAGAGGAGGCGAAGCGGAGGCTTCAGAAGGACTTGGAAGGCCTGAGCCAGCGGCTTGAGGAGAAGGTGGCTGCCTACGATAAGCTGGAGAAGACCAAGACACGGCTGCAGCAGGAGCTGGACGACCTGCTGGTTGACCTGGACCACCAGCGGCAGAGCGTCTCCAACCTGGAAAAGAAGCAGAAGAAGTTCGACCAGCTCCTAGCCGAGGAGAAGACCATCTCGGCCAAGTATGCAGAGGAGCGTGACCGAGCTGAGGCTGAGGCCCGTGAGAAGGAGACAAAGGCGCTATCACTGGCCCGGGCGCTTGAGGAGGCCATGGAGCAGAAGGCAGAGCTGGAGCGGCTCAACAAGCAGTTCCGCACGGAGATGGAGGACCTCATGAGCTCCAAGGATGACGTGGGCAAGAGTGTCCACGAGCTGGAGAAGTCCAAGCGGGCCTTGGAGCAGCAGGTGGAGGAGATGAAGACCCAGCTGGAGGAGCTGGAGGATGAGCTGCAGGCCACGGAGGATGCCAAGCTCCGCCTGGAGGTGAACCTGCAGGCCATGAAGGCCCAGTTTGAGCGGGATCTGCAGGGCCGGGATGAACAGAGCGAGGAGAAGAAGAAGCAGCTGGTCAGACAGGTGCGGGAGATGGAGGCGGAGCTGGAGGATGAGAGGAAGCAGCGCTCCATGGCCATGGCCGCACGCAAGAAACTGGAGATGGATCTGAAGGACCTGGAGGCACACATTGACACAGCCAATAAGAACCGGGAAGAGGCCATCAAACAGCTGCGGAAGCTTCAGGCCCAGATGAAGGACTGCATGCGGGAGCTGGACGACACGCGCGCCTCCCGGGAGGAGATCCTGGCGCAGGCCAAGGAGAATGAGAAGAAGCTGAAGAGCATGGAGGCCGAGATGATTCAGCTGCAGGAGGAACTGGCAGCTGCTGAGCGTGCTAAGCGTCAGGCCCAACAGGAACGGGACGAGCTGGCTGATGAGATCGCCAACAGCAGTGGCAAAGGGGCCCTAGCATTAGAGGAGAAGCGGCGACTGGAGGCCCGCATTGCCCTGCTGGAGGAGGAGCTGGAGGAGGAACAGGGCAACACGGAGCTGATCAACGATCGGCTGAAGAAGGCCAACCTGCAGATCGACCAAATAAACACCGACCTGAACCTGGAACGCAGCCACGCACAGAAGAATGAGAATGCGCGACAGCAGCTGGAACGCCAGAACAAGGAGCTCAAGGCCAAGCTGCAGGAAATGGAGAGTGCTGTCAAGTCCAAATACAAGGCCTCCATCGCGGCCTTGGAGGCCAAAATTGCACAGCTGGAGGAACAGCTGGACAACGAGACCAAGGAGCGCCAGGCAGCCTCCAAGCAGGTGCGCCGGACGGAGAAGAAGCTGAAGGACGTGCTGCTGCAGGTGGAGGACGAGCGGAGGAACGCGGAACAGTTCAAGGACCAGGCTGACAAGGCGTCCACCCGCCTGAAGCAGCTTAAACGGCAGCTAGAGGAGGCTGAAGAGGAGGCCCAGCGGGCCAATGCCTCACGCCGGAAGCTGCAGCGTGAGCTGGAAGATGCCACAGAGACCGCTGATGCTATGAACCGCGAGGTCAGCTCCCTGAAGAACAAACTGAGGCGTGGGGACCTGCCATTTGTCGTGACTCGCCGAATTGTTCGGAAAGGCACTGGCGACTGCTCAGACGAGGAGGTCGACGGTAAAGCAGATGGGGCCGATGCCAAGGCAGCTGAAGGCGGAAGCGGCGGGAGCGCAGGGGATCCACCGGTCGCCACCATGAGTGCGATTAAGCCAGACATGAAGATCAAACTCCGTATGGAAGGCAACGTAAACGGGCACCACTTTGTGATCGACGGAGATGGTACAGGCAAGCCTTTTGAGGGAAAACAGAGTATGGATCTTGAAGTCAAAGAGGGCGGACCTCTGCCTTTTGCCTTTGATATCCTGACCACTGCATTCTCCTACGGCAACAGGGTATTCGCCAAATATCCAGACAACATACAAGACTATTTTAAGCAGTCGTTTCCTAAGGGGTATTCGTGGGAACGAAGCTTGACTTTCGAAGACGGGGGCATTTGCAACGCCAGAAACGACATAACAATGGAAGGGGACACTTTCTATAATAAAGTTCGATTTTATGGTACCAACTTTCCCGCCAATGGTCCAGTTATGCAGAAGAAGACGCTGAAATGGGAGCCCTCCACTGAGAAAATGTATGTGCGTGATGGAGTGCTGACGGGTGATGTAGAGATGGCTTTGTTGCTTGAAGGAAATGCCCATTACCGATGTGACTCCAGAACTACTTACAAAGCTAAGGAGAAGGGTGTCAAGTTACCAGGCGCCCACTTTGTGGACCACTGCATTGAGATTTTAAGCCATGACAAAGATTACAACAAGGTTAAGCTGTATGAGCATGCTGTTGCTCATTCTGGATTGCCTGACAATGCCAGACGATAAGCGGCCGCGACTCTAGATCATAATCAGC
mGeos2-VESS = mEos2 + H62S/I102N/I157V/H158E/F173S/Y189A 
mGeos2-VESS-MyosinIIA-N-14 in HeLa Cells
