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CACCACGTGACGGAGCGTGACCGCGCGCCGAGCGCGCGCCAAGGTCGGGCAGGAAGAGGGCCTATTTCCCATGATTCCTTCATATTTGCATATACGATACAAGGCTGTTAGAGAGATAATTAGAATTAATTTGACTGTAAACACAAAGATATTAGTACAAAATACGTGACGTAGAAAGTAATAATTTCTTGGGTAGTTTGCAGTTTTAAAATTATGTTTTAAAATGGACTATCATATGCTTACCGTAACTTGAAAGTATTTCGATTTCTTGGGTTTATATATCTTGTGGAAAGGACGCGGGATCGGCACTACCAGAGCTAACTCAGTTTTAGAGCTAGGCCAACATGAGGATCACCCATGTCTGCAGGGCCTAGCAAGTTAAAATAAGGCTAGTCCGTTATCAACTTGGCCAACATGAGGATCACCCATGTCTGCAGGGCCAAGTGGCACCGAGTCGGTGCTTTTTTTGGTGTACATTTATATTGGCTCATGTCCAATATGACCGCCATGTTGACATTGATTATTGACTAGTTATTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTCCGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTACGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACACCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAATAACCCCGCCCCGTTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTCGTTTAGTGAACCGTCAGAATTTTGTAATACGACTCACTATAGGGCGGCCGGGAATTCGTCGACTGGAACCGGTACCGAGGAGATCTGCCGCCGCGATCGCCATGGATAAGAAATACTCAATAGGACTGGCTATTGGCACAAATAGCGTCGGATGGGCTGTGATCACTGATGAATATAAGGTTCCTTCTAAAAAGTTCAAGGTTCTGGGAAATACAGACCGCCACAGTATCAAAAAAAATCTTATAGGGGCTCTTCTGTTTGACAGTGGAGAGACAGCCGAAGCTACTAGACTCAAACGGACAGCTAGGAGAAGGTATACAAGACGGAAGAATAGGATTTGTTATCTCCAGGAGATTTTTTCAAATGAGATGGCCAAAGTGGATGATAGTTTCTTTCATAGACTTGAAGAGTCTTTTTTGGTGGAAGAAGACAAGAAGCATGAAAGACATCCTATTTTTGGAAATATAGTGGATGAAGTTGCTTATCACGAGAAATATCCAACTATCTATCATCTGAGAAAAAAATTGGTGGATTCTACTGATAAAGCCGATTTGCGCCTGATCTATTTGGCCCTGGCCCACATGATTAAGTTTAGAGGTCATTTTTTGATTGAGGGCGATCTGAATCCTGATAATAGTGATGTGGACAAACTGTTTATCCAGTTGGTGCAAACCTACAATCAACTGTTTGAAGAAAACCCTATTAACGCAAGTGGAGTGGATGCTAAAGCCATTCTTTCTGCAAGATTGAGTAAATCAAGAAGACTGGAAAATCTCATTGCTCAGCTCCCCGGTGAGAAGAAAAATGGCCTGTTTGGGAATCTCATTGCTTTGTCATTGGGTTTGACCCCTAATTTTAAATCAAATTTTGATTTGGCAGAAGATGCTAAACTCCAGCTTTCAAAAGATACTTACGATGATGATCTGGATAATCTGTTGGCTCAAATTGGAGATCAATATGCTGATTTGTTTTTGGCAGCTAAGAATCTGTCAGATGCTATTCTGCTTTCAGACATCCTGAGAGTGAATACTGAAATAACTAAGGCTCCCCTGTCAGCTTCAATGATTAAACGCTACGATGAACATCATCAAGACTTGACTCTTCTGAAAGCCCTGGTTAGACAACAACTTCCAGAAAAGTATAAAGAAATCTTTTTTGATCAATCAAAAAACGGATATGCAGGTTATATTGATGGCGGCGCAAGCCAAGAAGAATTTTATAAATTTATCAAACCAATTCTGGAAAAAATGGATGGTACTGAGGAACTGTTGGTGAAACTGAATAGAGAAGATTTGCTGCGCAAGCAACGGACCTTTGACAACGGCTCTATTCCCCATCAAATTCACTTGGGTGAGCTGCATGCTATTTTGAGAAGACAAGAAGACTTTTATCCATTTCTGAAAGACAATAGAGAGAAGATTGAAAAAATCTTGACTTTTAGGATTCCTTATTATGTTGGTCCATTGGCCAGAGGCAATAGTAGGTTTGCATGGATGACTCGGAAGTCTGAAGAAACAATTACCCCATGGAATTTTGAAGAAGTTGTCGATAAAGGTGCTTCAGCTCAATCATTTATTGAACGCATGACAAACTTTGATAAAAATCTTCCAAATGAAAAAGTGCTGCCAAAACATAGTTTGCTTTATGAGTATTTTACCGTTTATAACGAATTGACAAAGGTCAAATATGTTACTGAAGGAATGAGAAAACCAGCATTTCTTTCAGGTGAACAGAAGAAAGCCATTGTTGATCTGCTCTTCAAAACAAATAGGAAAGTGACCGTTAAGCAACTGAAAGAAGATTATTTCAAAAAAATAGAATGTTTTGATAGTGTTGAAATTTCAGGAGTTGAAGATAGATTTAATGCTTCACTGGGTACATACCATGATTTGCTGAAAATTATTAAAGATAAAGATTTTTTGGATAATGAAGAAAATGAAGACATCCTGGAGGATATTGTTCTGACATTGACCCTGTTTGAAGATAGGGAGATGATTGAGGAAAGACTTAAAACATACGCTCACCTCTTTGATGATAAGGTGATGAAACAGCTTAAAAGACGCAGATATACTGGTTGGGGAAGGTTGTCCAGAAAATTGATTAATGGTATTAGGGATAAGCAATCTGGCAAAACAATACTGGATTTTTTGAAATCAGATGGTTTTGCCAATCGCAATTTTATGCAGCTCATCCATGATGATAGTTTGACATTTAAAGAAGACATCCAAAAAGCACAAGTGTCTGGACAAGGCGATAGTCTGCATGAACATATTGCAAATCTGGCTGGTAGCCCTGCTATTAAAAAAGGTATTCTCCAGACTGTGAAAGTTGTTGATGAATTGGTCAAAGTGATGGGGCGGCATAAGCCAGAAAATATCGTTATTGAAATGGCAAGAGAAAATCAGACAACTCAAAAGGGCCAGAAAAATTCCAGAGAGAGGATGAAAAGAATCGAAGAAGGTATCAAAGAACTGGGAAGTCAGATTCTTAAAGAGCATCCTGTTGAAAATACTCAATTGCAAAATGAAAAGCTCTATCTCTATTATCTCCAAAATGGAAGAGATATGTATGTGGACCAAGAACTGGATATTAATAGGCTGAGTGATTATGATGTCGATGCCATTGTTCCACAAAGTTTCCTTAAAGACGATTCAATAGACAATAAGGTCCTGACCAGGTCTGATAAAAATAGAGGTAAATCCGATAACGTTCCAAGTGAAGAAGTGGTCAAAAAGATGAAAAACTATTGGAGACAACTTCTGAACGCCAAGCTGATCACTCAAAGGAAGTTTGATAATCTGACCAAAGCTGAAAGAGGAGGTTTGAGTGAACTTGATAAAGCTGGTTTTATCAAACGCCAATTGGTTGAAACTCGCCAAATCACTAAGCATGTGGCACAAATTTTGGATAGTCGCATGAATACTAAATACGATGAAAATGATAAACTTATTAGAGAGGTTAAAGTGATTACCCTGAAATCTAAACTGGTTTCTGACTTCAGAAAAGATTTCCAATTCTATAAAGTGAGAGAGATTAACAATTACCATCATGCCCATGATGCCTATCTGAATGCCGTCGTTGGAACTGCTTTGATTAAGAAATATCCAAAACTTGAAAGCGAGTTTGTCTATGGTGATTATAAAGTTTATGATGTTAGGAAAATGATTGCTAAGTCTGAGCAAGAAATAGGCAAAGCAACCGCAAAGTATTTCTTTTACTCTAATATCATGAACTTCTTCAAAACAGAAATTACACTTGCAAATGGAGAGATTCGCAAACGCCCTCTGATCGAAACTAATGGGGAAACTGGAGAAATTGTCTGGGATAAAGGGAGAGATTTTGCCACAGTGCGCAAAGTGTTGTCCATGCCCCAAGTCAATATCGTCAAGAAAACAGAAGTGCAGACAGGCGGATTCTCTAAGGAGTCAATTCTGCCAAAAAGAAATTCCGACAAGCTGATTGCTAGGAAAAAAGACTGGGACCCAAAAAAATATGGTGGTTTTGATAGTCCAACCGTGGCTTATTCAGTCCTGGTGGTTGCTAAGGTGGAAAAAGGGAAATCCAAGAAGCTGAAATCCGTTAAAGAGCTGCTGGGGATCACAATTATGGAAAGAAGTTCCTTTGAAAAAAATCCCATTGACTTTCTGGAAGCTAAAGGATATAAGGAAGTTAAAAAAGACCTGATCATTAAACTGCCTAAATATAGTCTTTTTGAGCTGGAAAACGGTAGGAAACGGATGCTGGCTAGTGCCGGAGAACTGCAAAAAGGAAATGAGCTGGCTCTGCCAAGCAAATATGTGAATTTTCTGTATCTGGCTAGTCATTATGAAAAGTTGAAGGGTAGTCCAGAAGATAACGAACAAAAACAATTGTTTGTGGAGCAGCATAAGCATTATCTGGATGAGATTATTGAGCAAATCAGTGAATTTTCTAAGAGAGTTATTCTGGCAGATGCCAATCTGGATAAAGTTCTTAGTGCATATAACAAACATAGAGACAAACCAATAAGAGAACAAGCAGAAAATATCATTCATCTGTTTACCTTGACCAATCTTGGAGCACCCGCTGCTTTTAAATACTTTGATACAACAATTGATAGGAAAAGATATACCTCTACAAAAGAAGTTCTGGATGCCACTCTTATCCATCAATCCATCACTGGTCTTTATGAAACACGCATTGATTTGAGTCAGCTGGGAGGTGACCCCAAGAAAAAACGCAAGGTGGAAGATCCTAAGAAAAAGCGGAAAGTGGACGACGCATTGGACGATTTTGATCTGGATATGCTGGGAAGTGACGCCCTCGATGATTTTGACCTTGACATGCTTGGTTCGGATGCCCTTGATGACTTTGACCTCGACATGCTCGGCAGTGACGCCCTTGATGATTTCGACCTGGACATGCTGACGCGTACGCGGCCGCTCGAGCAGAAACTCATCTCAGAAGAGGATCTGGCAGCAAATGATATCCTGGATTACAAGGATGACGACGATAAGGTTTAAACGGCCGGCCGCGGTCATAGCTGTTTCCTGAACAGATCCCGGGTGGCATCCCTGTGACCCCTCCCCAGTGCCTCTCCTGGCCCTGGAAGTTGCCACTCCAGTGCCCACCAGCCTTGTCCTAATAAAATTAAGTTGCATCATTTTGTCTGACTAGGTGTCCTTCTATAATATTATGGGGTGGAGGGGGGTGGTATGGAGCAAGGGGCAAGTTGGGAAGACAACCTGTAGGGCCTGCGGGGTCTATTGGGAACCAAGCTGGAGTGCAGTGGCACAATCTTGGCTCACTGCAATCTCCGCCTCCTGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCGAGTTGTTGGGATTCCAGGCATGCATGACCAGGCTCAGCTAATTTTTGTTTTTTTGGTAGAGGCGGGGTTTCACCATATTGGCCAGGCTGGTCTCCAACTCCTAATCTCAGGTGATCTACCCACCTTGGCCTCCCAAATTGCTGGGATTACAGGCGTGAACCACTGCTCCCTTCCCTGTCCTTCTGATTTTAAAATAACTATACCAGCAGGAGGACGTCCAGACACAGCATAGGCTACCTGGCCATGCCCAACCGGTGGGACATTTGAGTTGCTTGCTTGGCACTGTCCTCTCATGCGTTGGGTCCACTCAGTAGATGCCTGTTGAATTGGGTACGCGGCCAGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTCCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGACGCGTAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTGCGGCCGCAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGATGATATATTTTTATCTTGTGCAATGTAACATCAGAGATTTTGAGACACGGGCCAGAGCTGCCAGGAAACAGCTATGACCATGTAATACGACTCACTATAGGGGATATCAGCTGGATGGCAGTTAACACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGTCTAGAGAACAAACGACCCAACACCGTGCGTTTTATTCTGTCTTTTTATTGCCGGGCCGGCCGTTTGGGTCAGGCACCGGGCTTGCGGGTCATGCACCAGGTACGCGGTCCTTCGGGCACCTCGACGTCGGCGGTGACGGTGAAGCCGAGCCGCTCGTAGAAGGGGAGGTTGCGGGGCGCGGAGGTCTCCAGGAAGGCGGGCACCCCGGCGCGCTCGGCCGCCTCCACTCCGGGGAGCACGACGGCGCTGCCCAGACCCTTGCCCTGGTGGTCGGGCGATACGCCGACGGTGGCCAGGAACCACGCGGGCTCCTTGGGCCGGTGCGGCGCCAGGAGGCCTTCCATCTGTTGCTGCGCGGCCAGCCGGGAACCGCTCAACTCGGCCATGCGCGGGCCGATCTCGGCGAACACCGCCCCCGCTTCGACGCTCTCCGGCGTGGTCCAGACCGCCACCGCGGCGCCGTCGTCCGCGACCCACACCTTGCCGATGTCGAGCCCGACGCGCGTGAGGAAGAGTTCTTGCAGCTCGGTGACCCGCTCGATGTGGCGGTCCGGATCGACGGTGTGGCGCGTGGCGGGGTAGTCGGCGAACGCGGCGGCGAGGGTGCGTACGGCCCTGGGGACGTCGTCGCGGGTGGCGAGGCGCACCGTGGGCTTGTACTCGGTCATGGCGGCAGTTAGGAAGCGGATTTGCAAAAGCCTAGGCCTCCAAAAAAGCCTCCTCACTACTTCTGGAATAGCTCAGAGGCCGAGGCGGCCTCGGCCTCTGCATAAATAAAAAAAATTAGTCAGCCATGGGGCGGAGAATGGGCGGAACTGGGCGGAGTTAGGGGCGGGATGGGCGGAGTTAGGGGCGGGACTATGGTTGCTGACTAATTGAGATGCATGCTTTGCATACTTCTGCCTGCTGGGGAGCCTGGGGACTTTCCACACCTGGTTGCTGACTAATTGAGATGCATGCTTTGCATACTTCTGCCTGCTGGGGAGCCTGGGGACTTTCCACACCCTAACTGACACACATTCCACAGCTGGTTCTTTCCGCCTCAG


56-296     	U6 Promoter
305-325		Scr
326-466		gRNA-MS2 scaffold 
[bookmark: _GoBack]513-1096	CMV promoter
1199-5593	Cas9-NLS-VP64-Myc-Flag
6383-6971	pBR322 origin
7135-7995	Amp
8349-8948	Puromycin Resistance Gene
8969-9326	SV40 promoter


