>eGFP
ATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGCTTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGcGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGcGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAA

>GFP_71
ATGGTGAGTAAGGGTGAGGAGCTTTTTACCGGTGTGGTTCCTATTCTTGTGGAGTTAGATGGGGATGTGAATGGTCATAAGTTTAGCGTTTCTGGTGAAGGTGAAGGCGATGCCACTTACGGAAAATTAACCCTTAAGTTTATATGCACTACGGGTAAGCTCCCTGTGCCTTGGCCGACCCTTGTGACTACCCTCACTTACGGTGTACAGTGCTTCTCTAGATACCCCGACCACATGAAGCAGCACGACTTCTTCAAAAGCGCCATGCCCGAAGGCTACGTGCAGGAGAGGACGATCTTCTTCAAGGACGACGGGAACTATAAGACCCGAGCAGAGGTGAAATTCGAGGGGGACACCCTAGTAAACAGGATCGAGTTGAAGGGGATCGACTTCAAGGAGGACGGGAATATCCTGGGGCACAAGTTGGAGTACAACTACAACTCCCACAACGTGTACATAATGGCAGACAAACAAAAGAACGGAATCAAAGTTAACTTCAAGATCAGGCACAATATCGAGGATGGCAGCGTTCAGCTTGCAGATCATTACCAACAGAACACACCGATCGGCGACGGCCCGGTACTGTTGCCGGATAACCACTACCTGTCGACGCAGTCTGCCCTATCGAAAGACCCTAACGAAAAAAGAGACCATATGGTGCTATTAGAGTTTGTGACTGCAGCAGGTATTACACTTGGTATGGACGAACTTTATAAATAA

>GFP_183
ATGGTCAGTAAAGGCGAAGAACTGTTCACCGGTGTTGTACCAATCCTAGTTGAGTTGGATGGGGATGTGAACGGTCACAAATTCAGCGTTTCTGGTGAAGGTGAAGGCGACGCAACCTACGGCAAATTGACGCTGAAATTCATCTGTACCACTGGCAAACTGCCGGTACCGTGGCCGACTCTGGTAACCACTCTGACTTACGGAGTACAGTGTTTCTCTAGATACCCGGATCACATGAAACAGCACGATTTCTTCAAAAGCGCGATGCCAGAAGGTTACGTACAAGAAAGAACCATCTTCTTCAAAGATGATGGAAACTACAAAACACGCGCAGAGGTCAAATTTGAAGGCGACACCCTGGTAAACAGAATCGAATTAAAAGGCATCGATTTCAAAGAAGATGGAAACATCCTAGGCCACAAATTGGAATACAACTACAACTCTCACAACGTTTACATCATGGCTGATAAACAGAAAAACGGCATAAAAGTTAACTTCAAAATCAGACACAACATCGAAGACGGTAGCGTACAGCTGGCCGATCACTATCAGCAGAACACCCCGATCGGTGATGGTCCGGTACTGTTGCCGGATAACCACTACCTGTCCACTCAGTCTGCCCTCTCCAAAGACCCGAACGAAAAAAGAGATCACATGGTTCTGCTGGAGTTCGTAACCGCTGCGGGCATCACCCTGGGCATGGACGAACTGTACAAATAA

>GFP_188
ATGGTCAGTAAAGGCGAAGAACTGTTCACCGGTGTTGTACCAATCCTAGTTGAGTTGGATGGGGATGTGAACGGTCACAAATTCAGCGTTTCTGGTGAAGGTGAAGGCGACGCAACCTACGGCAAATTGACGCTGAAATTCATCTGTACCACTGGCAAACTGCCGGTACCGTGGCCGACTCTGGTAACCACTCTGACTTACGGAGTACAGTGTTTCTCTAGATACCCGGACCACATGAAACAGCACGACTTCTTCAAGAGCGCTATGCCCGAAGGCTACGTTCAGGAAAGAACTATCTTCTTCAAAGACGATGGCAACTACAAAACACGCGCCGAGGTAAAATTCGAAGGCGACACCCTGGTAAACAGAATCGAATTAAAAGGCATCGATTTCAAAGAAGACGGAAATATTCTTGGCCACAAGTTAGAATACAACTACAACTCTCACAACGTTTACATCATGGCAGACAAACAGAAAAACGGCATCAAAGTTAACTTCAAAATCAGACACAACATCGAAGACGGTAGCGTACAGCTGGCCGATCACTATCAGCAGAACACCCCGATCGGTGATGGTCCGGTACTGTTGCCGGATAACCACTACCTGTCCACTCAGTCTGCCCTCTCCAAAGACCCGAACGAAAAAAGAGATCACATGGTTCTGCTGGAGTTCGTAACCGCTGCGGGCATCACCCTGGGCATGGACGAACTGTACAAATAA

[bookmark: _GoBack]>GFP_194
ATGGTGAGCAAGGGGGAAGAGCTGTTCACTGGTGTGGTGCCTATACTTGTTGAGTTGGACGGAGATGTGAATGGACATAAGTTTAGTGTTTCTGGGGAGGGTGAGGGTGATGCTACGTACGGGAAGTTGACTCTCAAATTTATTTGTACTACCGGAAAGCTGCCTGTACCCTGGCCCACTCTAGTAACGACGCTCACCTACGGCGTGCAATGCTTCTCTAGATACCCAGACCACATGAAACAACACGACTTCTTCAAGAGCGCCATGCCAGAGGGATACGTACAGGAAAGGACAATATTCTTCAAGGATGACGGCAACTACAAAACCCGAGCGGAAGTCAAATTCGAGGGAGACACTCTCGTAAACAGAATCGAATTGAAAGGGATAGATTTTAAGGAGGATGGTAACATACTTGGCCATAAGTTAGAATATAATTATAATTCACACAACGTATACATCATGGCCGATAAACAGAAGAACGGGATCAAGGTTAACTTTAAGATTAGGCACAACATAGAGGACGGGAGTGTCCAGCTGGCGGACCACTACCAGCAGAATACGCCAATAGGGGACGGTCCCGTGCTGTTGCCAGATAATCATTATCTTTCCACGCAATCGGCGCTCTCAAAGGACCCAAACGAGAAGAGGGATCATATGGTTCTGTTGGAGTTCGTCACAGCTGCGGGTATCACCCTAGGCATGGACGAACTTTACAAATAA

>GFP_226		
ATGGTGAGCAAAGGTGAGGAACTTTTTACAGGAGTAGTACCTATTCTTGTAGAGTTAGATGGTGATGTGAATGGCCATAAATTTAGTGTTTCTGGTGAAGGAGAGGGCGATGCGACTTATGGCAAGTTGACCCTTAAATTTATTTGTACTACTGGTAAACTTCCTGTTCCTTGGCCTACTCTCGTGACAACTCTTACTTACGGAGTCCAATGCTTCTCTAGATACCCGGACCACATGAAGCAGCACGATTTCTTCAAAAGCGCCATGCCTGAGGGATACGTCCAAGAAAGGACGATCTTCTTCAAGGACGACGGGAACTACAAGACACGGGCGGAGGTGAAATTTGAGGGGGACACGCTCGTGAACAGGATTGAGTTGAAGGGGATTGACTTCAAGGAGGACGGCAATATACTCGGACACAAATTAGAGTACAACTACAACTCGCACAACGTCTACATTATGGCCGATAAGCAGAAGAACGGCATTAAGGTTAACTTCAAGATCAGGCACAATATCGAGGATGGCAGCGTTCAGCTTGCAGATCATTACCAACAGAACACACCGATCGGCGACGGCCCGGTACTGTTGCCGGATAACCACTACCTGTCGACGCAGTCTGCCCTATCGAAAGACCCTAACGAAAAAAGAGACCATATGGTGCTATTAGAGTTTGTGACTGCAGCAGGTATTACACTTGGTATGGACGAACTTTATAAATAA

>GFP_102
ATGGTCAGTAAGGGGGAAGAACTATTTACAGGAGTAGTACCTATACTAGTCGAGTTAGATGGGGATGTGAATGGCCACAAATTTAGTGTTTCTGGTGAAGGTGAAGGTGATGCAACGTATGGGAAATTGACCCTGAAGTTTATATGTACTACTGGTAAACTACCTGTTCCATGGCCTACCCTAGTCACCACCCTCACATACGGCGTCCAATGCTTCTCTAGATATCCTGATCATATGAAACAACATGATTTTTTTAAAAGTGCCATGCCAGAAGGATACGTGCAGGAGAGGACGATTTTCTTCAAGGACGACGGAAACTACAAGACGCGCGCGGAGGTCAAGTTCGAAGGAGATACACTAGTCAATAGAATCGAATTAAAAGGAATCGATTTTAAAGAAGATGGAAATATACTTGGCCATAAATTAGAATATAATTATAATTCACATAATGTTTATATCATGGCCGATAAGCAGAAGAATGGGATCAAGGTTAACTTTAAAATTAGACATAACATTGAAGATGGAAGTGTTCAACTTGCGGACCATTATCAACAGAATACGCCAATCGGTGATGGTCCTGTTCTATTACCAGACAATCATTACCTATCAACACAATCAGCGCTCTCGAAAGACCCTAATGAAAAAAGAGATCATATGGTTCTATTAGAGTTTGTTACTGCTGCCGGTATCACCCTAGGAATGGATGAACTATATAAATAA

>GFP_S1
ATGGTCTCGAAAGGGGAAGAACTATTCACCGGGGTCGTCCCTATACTAGTCGAACTAGACGGGGACGTCAATGGGCATAAATTCTCGGTCTCGGGGGAAGGGGAAGGGGACGCCACCTATGGGAAACTAACCCTAAAATTCATATGTACCACCGGGAAACTACCTGTCCCTTGGCCTACCCTAGTCACCACCCTAACCTATGGGGTCCAATGTTTCTCGAGATATCCTGACCATATGAAACAACATGACTTCTTCAAATCGGCCATGCCTGAAGGGTATGTCCAAGAAAGAACCATATTCTTCAAAGACGACGGGAATTATAAAACCAGAGCCGAAGTCAAATTCGAAGGGGACACCCTAGTCAATAGAATAGAACTAAAAGGGATAGACTTCAAAGAAGACGGGAATATACTAGGGCATAAACTAGAATATAATTATAATTCGCATAATGTCTATATAATGGCCGACAAACAAAAAAATGGGATAAAAGTCAATTTCAAAATAAGACATAATATAGAAGACGGGTCGGTCCAACTAGCCGACCATTATCAACAAAATACCCCTATAGGGGACGGGCCTGTCCTACTACCTGACAATCATTATCTATCGACCCAATCGGCCCTATCGAAAGACCCTAATGAAAAAAGAGACCATATGGTCCTACTAGAATTCGTCACCGCCGCCGGGATAACCCTAGGGATGGACGAACTATATAAATAA

>GFP_S2
ATGGTCTCGAAAGGTGAAGAACTATTCACCGGGGTCGTCCCTATACTAGTCGAACTAGACGGGGACGTCAATGGGCATAAATTCTCGGTCTCGGGGGAAGGGGAAGGGGACGCCACCTATGGGAAACTAACACTAAAATTCATATGTACCACAGGTAAGCTACCAGTCCCTTGGCCAACCCTAGTCACCACCCTAACCTATGGGGTCCAGTGCTTCTCGAGATATCCTGACCATATGAAACAACATGACTTCTTCAAGAGTGCCATGCCAGAGGGTTATGTCCAAGAACGTACCATATTCTTCAAAGACGACGGGAATTATAAAACAAGAGCCGAAGTCAAGTTCGAAGGGGACACCCTAGTCAATAGAATAGAACTAAAAGGGATAGACTTCAAAGAAGACGGGAATATACTAGGTCATAAACTAGAATATAATTATAATTCGCATAATGTCTATATAATGGCCGACAAACAAAAAAATGGGATAAAAGTCAATTTCAAAATACGTCATAATATAGAAGACGGGTCGGTGCAACTAGCCGACCATTATCAACAAAACACACCTATAGGGGACGGGCCTGTCCTACTACCTGACAATCATTACCTAAGTACCCAGTCGGCCCTATCGAAAGACCCTAATGAGAAAAGAGACCATATGGTCCTACTAGAATTCGTCACCGCCGCCGGGATTACCCTAGGGATGGATGAACTATATAAATAA
 
>GFP_S3
ATGGTCTCGAAAGGTGAGGAACTATTCACCGGGGTCGTCCCTATACTTGTCGAACTAGATGGTGACGTCAATGGGCATAAATTCTCGGTCTCGGGGGAAGGTGAAGGGGACGCCACATATGGGAAACTAACACTAAAATTCATATGTACCACCGGTAAGCTACCTGTCCCTTGGCCAACCCTAGTCACCACCCTAACCTACGGGGTCCAATGTTTCTCGCGTTATCCTGACCATATGAAACAACATGATTTCTTCAAAAGTGCCATGCCTGAAGGGTACGTCCAAGAAAGAACCATATTCTTCAAAGACGACGGGAATTATAAAACAAGAGCCGAAGTCAAATTCGAAGGGGATACACTAGTCAATAGAATTGAACTTAAAGGGATAGACTTCAAAGAAGACGGGAATATACTAGGGCATAAACTAGAGTACAATTACAATTCGCATAATGTCTACATAATGGCCGATAAACAAAAAAATGGTATAAAAGTCAATTTTAAAATAAGACATAACATAGAAGACGGGTCGGTCCAACTAGCCGACCACTACCAGCAAAATACCCCTATAGGGGATGGGCCTGTCCTACTACCTGATAATCATTATCTAAGTACACAAAGTGCCCTATCGAAAGATCCTAATGAGAAACGTGACCATATGGTCCTACTAGAATTCGTCACCGCAGCAGGGATAACACTAGGGATGGACGAACTATATAAGTAA

>GFP_S4
ATGGTCTCGAAAGGTGAAGAACTTTTCACAGGGGTCGTCCCTATACTAGTCGAACTAGATGGGGATGTCAATGGGCATAAATTCAGTGTCTCGGGGGAAGGGGAAGGTGACGCCACCTATGGGAAACTAACCCTAAAGTTCATATGTACCACAGGGAAACTTCCAGTGCCTTGGCCTACACTAGTCACCACCCTAACCTATGGGGTCCAATGTTTCTCGAGATATCCTGACCATATGAAACAACATGACTTTTTCAAATCGGCCATGCCAGAGGGTTACGTCCAAGAAAGAACCATATTTTTCAAGGACGACGGGAACTATAAAACCAGAGCAGAAGTCAAATTTGAAGGGGACACACTTGTCAATAGAATAGAACTAAAGGGGATAGACTTCAAAGAAGACGGGAACATACTTGGGCACAAACTTGAATATAATTATAATTCGCATAATGTCTATATAATGGCCGACAAACAAAAAAATGGGATAAAGGTGAATTTCAAAATACGTCATAACATTGAAGATGGGTCGGTCCAACTAGCCGACCATTACCAACAAAATACCCCAATAGGTGACGGGCCTGTCCTACTTCCTGACAATCATTATCTAAGTACCCAGTCGGCCCTATCGAAGGACCCTAATGAGAAACGTGATCATATGGTGCTTCTAGAATTCGTCACCGCCGCAGGGATAACCCTAGGGATGGACGAGCTATATAAGTAA

>GFP_S5
ATGGTCTCGAAGGGGGAAGAACTATTCACCGGGGTGGTGCCTATACTAGTGGAACTAGACGGGGACGTGAATGGGCATAAATTTTCGGTCTCGGGGGAAGGGGAAGGGGATGCCACCTATGGTAAACTAACCCTAAAATTCATATGCACCACCGGTAAGCTACCAGTCCCTTGGCCTACCCTTGTGACCACCCTTACATATGGGGTCCAATGCTTCTCGCGTTATCCTGACCATATGAAACAACATGATTTTTTTAAATCGGCCATGCCTGAGGGTTATGTCCAAGAAAGAACAATATTCTTCAAAGACGACGGGAACTATAAAACCCGTGCCGAAGTCAAATTCGAAGGGGACACACTTGTCAATAGAATTGAACTTAAAGGGATAGACTTCAAGGAGGACGGGAATATACTAGGGCATAAGCTAGAATATAATTACAACTCGCATAATGTGTATATAATGGCAGATAAACAAAAAAACGGGATAAAAGTCAACTTCAAGATAAGACATAATATAGAAGACGGTTCGGTCCAGCTTGCCGACCATTATCAACAAAATACACCTATAGGTGACGGGCCAGTCCTTCTACCTGATAATCACTATCTTAGTACACAGTCGGCACTTAGTAAGGACCCAAATGAAAAAAGAGACCACATGGTCCTTCTAGAATTCGTCACCGCCGCCGGGATTACCCTAGGGATGGATGAACTATATAAATAA

>GFP_P1
ATGGTGAGTAAGGGTGAGGAGCTTTTTACAGGTGTGGTGCCAATTCTTGTGGAGCTTGATGGTGATGTGAACGGTCACAAGTTTAGTGTGAGTGGTGAGGGTGAGGGTGATGCAACATACGGTAAGCTTACACTTAAGTTTATTTGCACAACAGGTAAGCTTCCAGTGCCATGGCCAACACTTGTGACAACACTTACATACGGTGTGCAGTGCTTTAGTCGTTACCCAGATCACATGAAGCAGCACGATTTTTTTAAGAGTGCAATGCCAGAGGGTTACGTGCAGGAGCGTACAATTTTTTTTAAGGATGATGGTAACTACAAGACACGTGCAGAGGTGAAGTTTGAGGGTGATACACTTGTGAACCGTATTGAGCTTAAGGGTATTGATTTTAAGGAGGATGGTAACATTCTTGGTCACAAGCTTGAGTACAACTACAACAGTCACAACGTGTACATTATGGCAGATAAGCAGAAGAACGGTATTAAGGTGAACTTTAAGATTCGTCACAACATTGAGGATGGTAGTGTGCAGCTTGCAGATCACTACCAGCAGAACACACCAATTGGTGATGGTCCAGTGCTTCTTCCAGATAACCACTACCTTAGTACACAGAGTGCACTTAGTAAGGATCCAAACGAGAAGCGTGATCACATGGTGCTTCTTGAGTTTGTGACAGCAGCGGGTATTACACTTGGTATGGATGAGCTTTACAAGTAA

>GFP_P2
ATGGTTTCGAAAGGTGAGGAGCTCTTCACCGGTGTTGTTCCGATCCTCGTTGAGCTCGACGGTGACGTTAACGGTCATAAATTCTCGGTTTCGGGTGAGGGTGAGGGTGACGCAACCTACGGTAAACTCACCCTCAAATTCATCTGCACCACCGGTAAACTCCCGGTTCCGTGGCCGACCCTCGTTACCACCCTCACCTACGGTGTTCAATGCTTCTCGAGATACCCGGACCATATGAAACAACATGACTTCTTCAAATCGGCAATGCCGGAGGGTTACGTTCAAGAGAGAACCATCTTCTTCAAAGACGACGGTAACTACAAAACCAGAGCAGAGGTTAAATTCGAGGGTGACACCCTCGTTAACAGAATCGAGCTCAAAGGTATCGACTTCAAAGAGGACGGTAACATCCTCGGTCATAAACTCGAGTACAACTACAACTCGCATAACGTTTACATCATGGCAGACAAACAAAAAAACGGTATCAAAGTTAACTTCAAAATCAGACATAACATCGAGGACGGTTCGGTTCAACTCGCAGACCATTACCAACAAAACACCCCGATCGGTGACGGTCCGGTTCTCCTCCCGGACAACCATTACCTCTCGACCCAATCGGCACTCTCGAAAGACCCGAACGAGAAAAGAGACCATATGGTTCTCCTCGAGTTCGTTACCGCAGCAGGTATCACCCTCGGTATGGACGAGCTCTACAAATAA

>GFP_P3
ATGGTGTCGAAGGGCGAAGAACTGTTCACGGGCGTGGTGCCGATCCTGGTGGAACTGGACGGCGACGTGAACGGCCACAAGTTCTCGGTGTCGGGCGAAGGCGAAGGCGACGCAACGTACGGCAAGCTGACGCTGAAGTTCATCTGCACGACGGGCAAGCTGCCGGTGCCGTGGCCGACGCTGGTGACGACGCTGACGTACGGCGTGCAATGCTTCTCGCGCTACCCGGACCACATGAAGCAACACGACTTCTTCAAGTCGGCAATGCCGGAAGGCTACGTGCAAGAACGCACGATCTTCTTCAAGGACGACGGCAACTACAAGACGCGCGCAGAAGTGAAGTTCGAAGGCGACACGCTGGTGAACCGCATCGAACTGAAGGGCATCGACTTCAAGGAAGACGGCAACATCCTGGGCCACAAGCTGGAATACAACTACAACTCGCACAACGTGTACATCATGGCAGACAAGCAAAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAAGACGGCTCGGTGCAACTGGCAGACCACTACCAACAAAACACGCCGATCGGCGACGGCCCGGTGCTGCTGCCGGACAACCACTACCTGTCGACGCAATCGGCACTGTCGAAGGACCCGAACGAAAAGCGCGACCACATGGTGCTGCTGGAATTCGTGACGGCAGCAGGCATCACGCTGGGCATGGACGAACTGTACAAGTAA

>GFP_163		
ATGGTGAGCAAGGGGGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGGGTGCAGTGCTTCTCTAGATACCCGGACCACATGAAACAGCACGATTTCTTCAAAAGCGCGATGCCCGAGGGATACGTTCAAGAAAGAACCATCTTCTTCAAAGATGATGGTAACTACAAAACACGCGCGGAGGTAAAGTTCGAGGGCGACACTCTGGTAAACAGAATCGAATTGAAAGGTATCGACTTCAAAGAAGACGGTAACATTCTCGGCCACAAATTAGAATACAACTACAACTCCCACAACGTTTACATCATGGCAGACAAACAGAAAAACGGCATCAAAGTTAACTTCAAAATCAGACACAACATCGAAGACGGTAGCGTACAGCTGGCCGATCACTACCAGCAGAACACTCCGATCGGCGACGGCCCGGTACTGTTGCCGGACAACCACTACCTGTCTACCCAGTCGGCCCTGTCCAAAGACCCGAACGAAAAAAGAGATCACATGGTTCTGCTGGAGTTCGTAACCGCAGCTGGCATCACTCTGGGCATGGACGAACTGTACAAATAA

>GFP_205	
ATGGTGAGCAAAGGTGAGGAGCTGTTCACCGGCGTGGTGCCCATCCTCGTCGAGTTAGACGGCGACGTCAACGGGCACAAGTTCAGCGTGTCGGGCGAGGGCGAGGGGGATGCAACATACGGGAAATTGACGCTCAAGTTCATCTGCACCACGGGCAAGCTCCCGGTCCCCTGGCCCACCCTCGTCACGACCCTGACCTACGGTGTCCAGTGCTTCTCTAGATATCCCGATCATATGAAGCAGCATGACTTCTTCAAAAGTGCTATGCCCGAAGGCTACGTCCAAGAGAGGACGATATTTTTCAAGGATGATGGGAATTACAAGACACGGGCGGAGGTGAAGTTCGAGGGGGATACTCTAGTGAACAGAATTGAATTGAAAGGAATTGACTTCAAAGAAGACGGCAACATACTCGGCCACAAATTGGAATATAATTACAATTCCCACAATGTATACATTATGGCCGATAAACAGAAGAACGGCATCAAAGTTAACTTCAAAATCAGACACAACATCGAAGACGGTAGCGTACAGCTGGCCGATCACTACCAGCAGAACACTCCGATCGGCGACGGCCCGGTACTGTTGCCGGACAACCACTACCTGTCTACCCAGTCGGCCCTGTCCAAAGACCCGAACGAAAAAAGAGATCACATGGTTCTGCTGGAGTTCGTAACCGCAGCTGGCATCACTCTGGGCATGGACGAACTGTACAAATAA

>GFP_211	
ATGGTGAGCAAAGGTGAGGAGCTGTTCACCGGCGTGGTGCCCATCCTCGTCGAGTTAGACGGCGACGTCAACGGGCACAAGTTCAGCGTGTCGGGCGAGGGCGAGGGGGATGCAACATACGGGAAATTGACGCTCAAGTTCATCTGCACCACGGGCAAGCTCCCGGTCCCCTGGCCCACCCTCGTCACGACCCTGACCTACGGTGTCCAGTGCTTCTCTAGATACCCCGACCACATGAAGCAGCACGACTTCTTTAAAAGTGCTATGCCCGAGGGATACGTTCAGGAGAGGACGATTTTCTTCAAGGACGACGGCAACTACAAGACGCGTGCGGAGGTAAAGTTCGAGGGAGACACGCTCGTGAACAGGATAGAGTTGAAGGGGATCGACTTCAAGGAGGACGGGAACATACTCGGCCACAAGTTGGAGTACAACTACAACTCGCACAACGTCTACATCATGGCGGATAAGCAGAAAAATGGTATAAAAGTTAACTTCAAGATCAGGCACAACATCGAGGACGGGAGTGTGCAGCTTGCAGACCACTACCAGCAGAACACGCCCATCGGCGACGGACCCGTCCTCTTGCCGGACAACCACTACCTGTCTACCCAGTCCGCGCTCTCGAAGGACCCCAATGAAAAAAGAGATCATATGGTTCTTTTAGAGTTCGTTACAGCAGCAGGCATCACGCTAGGTATGGATGAGCTTTATAAATAA

>GFP_224		
ATGGTGAGCAAAGGTGAGGAGCTGTTCACCGGCGTGGTGCCCATCCTCGTCGAGTTAGACGGCGACGTCAACGGGCACAAGTTCAGCGTGTCGGGCGAGGGCGAGGGGGATGCAACATACGGGAAATTGACGCTCAAGTTCATCTGCACCACGGGCAAGCTCCCGGTCCCCTGGCCCACCCTCGTCACGACCCTGACCTACGGTGTCCAGTGCTTCTCTAGATATCCCGATCATATGAAGCAGCATGACTTCTTCAAAAGTGCTATGCCCGAAGGCTACGTCCAAGAGAGGACGATATTTTTCAAGGATGATGGGAATTACAAGACACGGGCGGAGGTGAAGTTCGAGGGGGATACTCTAGTGAACAGAATTGAATTGAAAGGAATTGACTTCAAAGAAGACGGCAACATACTCGGCCACAAATTGGAATATAATTACAATTCCCACAATGTATACATTATGGCCGATAAACAGAAGAACGGCATCAAAGTTAACTTCAAAATCAGACACAACATCGAAGACGGTAGCGTACAGCTGGCCGATCACTACCAGCAGAACACTCCGATCGGCGACGGCCCGGTACTGTTGCCGGACAACCACTACCTGTCTACCCAGTCGGCCCTGTCCAAAGACCCGAACGAAAAAAGAGATCACATGGTTCTGCTGGAGTTCGTAACCGCAGCTGGCATCACTCTGGGCATGGACGAACTGTACAAATAA

>GFP_065
ATGGTCAGCAAAGGCGAGGAACTCTTCACCGGAGTCGTCCCTATCCTCGTGGAACTGGACGGAGACGTGAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGGGAGGGAGATGCAACTTACGGTAAACTCACACTCAAGTTCATTTGCACTACAGGGAAGCTCCCGGTGCCGTGGCCCACCCTCGTGACCACGCTCACTTATGGTGTGCAGTGCTTTTCCCGTTATCCCGACCACATGAAGCAGCATGACTTCTTTAAATCCGCGATGCCCGAGGGGTATGTGCAGGAGCGCACCATCTTCTTCAAGGACGACGGTAACTATAAAACAAGGGCAGAGGTTAAATTCGAGGGGGACACGCTCGTCAACCGTATTGAGCTCAAAGGCATAGACTTCAAGGAGGACGGAAACATTCTCGGTCACAAGCTCGAGTATAACTACAACTCCCACAACGTCTACATTATGGCAGACAAACAAAAGAACGGCATTAAGGTGAACTTCAAGATCCGCCATAACATAGAGGACGGCAGCGTCCAACTCGCGGACCACTACCAACAGAACACGCCCATTGGGGACGGACCCGTGCTGCTCCCTGACAATCATTATCTGTCCACTCAGTCCGCTCTCAGCAAGGACCCCAACGAGAAACGTGACCATATGGTGCTCCTCGAGTTCGTGACAGCCGCCGGGATAACGCTCGGTATGGACGAGCTCTATAAATAA

>GFP_075
ATGGTGTCCAAAGGCGAGGAGCTCTTCACAGGAGTCGTGCCCATTCTCGTCGAGCTCGACGGTGACGTTAACGGTCACAAGTTCTCCGTCAGCGGAGAGGGTGAGGGCGACGCAACGTACGGCAAGCTCACACTCAAATTTATTTGCACGACTGGTAAACTCCCCGTTCCCTGGCCTACCCTCGTGACCACACTCACGTACGGAGTGCAGTGCTTCTCCCGTTACCCGGACCACATGAAACAGCACGACTTCTTTAAATCCGCCATGCCGGAGGGCTATGTGCAGGAGCGTACAATCTTCTTCAAGGACGATGGTAACTATAAAACACGTGCTGAGGTCAAGTTCGAGGGGGACACCCTGGTTAACCGTATCGAGCTCAAGGGGATCGACTTCAAAGAGGACGGCAACATTCTGGGTCACAAACTCGAGTATAACTACAACAGCCACAACGTCTATATTATGGCCGACAAGCAGAAAAACGGAATAAAGGTAAACTTTAAGATACGCCATAACATCGAGGACGGCTCCGTGCAGCTCGCTGACCACTATCAACAGAACACTCCCATTGGTGACGGCCCCGTCCTCCTCCCGGACAACCACTACCTCAGCACACAGAGCGCACTCAGCAAAGACCCCAACGAGAAACGCGACCATATGGTGCTCCTCGAGTTCGTCACCGCCGCAGGGATCACGCTCGGGATGGACGAGCTCTATAAATAA

>GFP_095
ATGGTGTCCAAGGGAGAGGAGCTCTTCACAGGAGTTGTCCCCATTCTCGTCGAGCTGGACGGCGACGTCAACGGACACAAGTTCAGCGTGAGCGGAGAGGGCGAGGGAGACGCTACGTACGGAAAACTCACACTCAAGTTCATCTGCACCACAGGCAAGCTCCCGGTGCCCTGGCCCACGCTCGTCACCACGCTCACGTATGGCGTGCAGTGCTTTAGCCGTTATCCGGACCACATGAAGCAGCACGACTTCTTCAAAAGCGCCATGCCGGAGGGCTACGTCCAGGAGCGCACGATTTTCTTCAAGGACGACGGTAACTATAAGACACGTGCCGAGGTCAAGTTCGAGGGCGACACGCTCGTGAACCGCATCGAGCTGAAGGGTATCGACTTCAAAGAGGACGGTAACATTCTCGGTCACAAGCTCGAGTACAACTATAACTCCCACAACGTGTACATTATGGCAGACAAGCAGAAGAACGGCATTAAAGTGAACTTCAAAATCCGTCACAACATTGAGGACGGCTCCGTCCAGCTCGCAGACCACTATCAGCAGAACACGCCGATAGGTGACGGCCCCGTCCTCCTCCCGGACAACCACTACCTCAGCACACAGAGCGCTCTCTCTAAAGACCCCAACGAGAAACGTGACCACATGGTGCTCCTCGAGTTCGTCACAGCAGCTGGCATTACGCTCGGTATGGACGAACTCTACAAATAA


