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[bookmark: _Toc152663781]Table S1: DNA and protein sequences of ung” BGC mined from A. heteromorphus CBS 117.55.
	Gene
	Putative DNA sequence
	Predicted protein sequence

	ungA’’
	ATGCCGACAGAGAATGGGGAGGTCCAGCACCGGATCGACGGCCTTCAGGATCAGGATACTGTGGAGATATTGCTGGTTACCTTGGAATCATGGGCCCTGCAGGCTGTGGAGGAGTTCAAAGCCAGCAAGGGCATGCTCGAGATAGGCAGCGTGAGCGACAGATCGAACGATGCCCGTAAGGTGAAGATTGAGCTAGATGGGGGAACTGAGAATATATTGGCGCAATTGCGAGGGGAATGGGTGCGCCAGCTGGTGCACCAGCACCACGAAGCAGCCAGTAATTTTGCGGCGTCCATAATTTTGGATGGCAGCCCAGAGAGGCTGCTGGTCTTGCGGTTTATGGAAAGGAGGGAAGCCTGGGTGTCGGAGGAGGCGCCTAAGAGCTGGTGCCAGGAAAGGAGGTGTGCACCGTTCCTAGAGATGCATTGCCAGGCTCGCCCAGAAGAGCTGCAATTCCATATCGTCTCGCCTCCTCCTGTTGCGGCGCAAGCATTTGTGCAGCACCTGGATTTGCGGATCCGACAGTCCATTTCCAATCGCAGTCTCGCAGACGTGCCGGTAGAGACTGTGCCTGCCGCGTCGGACAGCGAGCTCAGGGCCATCTGGGGCTGGAATGGCACGCTTCCTGAGGGAGTGCAGAGATGCGTTCACGATATCATCGCCCAGCAGGCGCGACTGCGGCCACACGCGCCAGCAGTCTCTGCCTGGGACGGCGAGCTGGACTATCAGCAACTGGATCGGATCTCCACTCGATTGGCCCATTACCTGGTGCAGCTGGGTGCTGGCCCAGATGATATCATCCCCCTCTGCTTCGAGAAGTCCAAGTGGATGATGGTGGCCATTCTGGCCGTGATGAAGTCAGGGGCTGTCATCGCTGCCCTGGACCCGACACAGCCCGAGGATCGCCTGCGAAGCATTGTGAAGCAGCTGCAGCCACGCTGGATTCTGACATCGCCGGCCCAGATCGAAGTGGCCGCACGCCTGGAGATCAGCAATGTCATCGCTCTCGACGAAGGCCGCCTACGGCAACTGCCAGACTCCGAAGGAAGACATCTCCCATGCGTTGATCCCTCCCGTAACCTGTACATTGTTTTCACGTCGGGCAGCACTGGAACGCCCAAGGGAGTCATGATCAATCACACCAACTTTAGCAGCGCCATCGCCTACCAGCATGAGGCATTGGGGATGGATAACACCGCGCGAGTGTTCGACTTCGCTTCATACGCCTTTGATCTGGCCTGGGGGAACATCATCCATACCCTCGCGGCGGGGGGGTGTCTATGCATCCCCAGTGAAAGTGAGCGCCGTGGAAACATCGCCGAGGCAATCCGCAGACTTGGGGTGAACCATCTCCAGCTGACCCCCAGTGTTGCTCGCCTCATCGATCCGCGAGATATCCCCGCAGTGCGATGGATCCTCCTGATCGGAGAGCCAATGACCCAGGCCGATGTTGCTCAATGGACGCCATACTGCAAACTGATCAATTCCTACGGCCCAGCGGAATGCACGGTGGCGGTGACCTTCCAGACAATCCCCCACGGCCGACCTTGGGACTCGAGTATGGGGAAAGGCGTCGCGTGCAGTACCTGGATCGTTGACGAGGAGCATGGGGAGACACTGGTCCCCCTTGGCCACACAGGCGAGTTGTGGCTGGAAGGACCGCTGGTCGGCCAGGGATATCTAGGAGACCTGGAGAAGAGCGCGGCGAGTTTCATCGATAGCCCTGCCTGGCTGACCCGGGGAATACCAGGGGTCGTCCCCGGCCGGCGAGGCCGACTATATAAAACTAGAGATCTGGTGCGCTACAACCCGGACGGCTCGCTGGTTTACGTGGCTCGCAAGGATACGCAGATCAAGATCCGGGGCCAGCGGGTGGAACTGGGCGATGTGGAATATCACCTGAAGCTTGCACTGCCCGACAAGATTCCATCTGTTGCAGCCGAGGCCATCACCCCGCGGGGTAGCAGCAGCACCATCCTCGTCGCATACCTGGCCCTCGGCGAAGAAGCAACTGGCGCCGCGGAGAGCACCCGGGAGAGTCTAGCCAGTTGCCTGCATGGGGTGGAAGAGTACCTGGCCGACCGACTGCCTCGCTACATGGTGCCCAGCCTGTATCTTGCAGTCCCCGAGATCCCCATGACTGCCACCGGCAAGACAGACCGGCTACGCCTGCGTGAGATCGGGTCTTCTTTAACCCTGGATCAGCTGGCAGCCTTGCAGCCCTCGCGAGCAGTGGAGATCAAGGCTCCCGAGACCGAGATGGAGCACCGCCTTCAACAGCTCTGGGCGGCAACATTGAATATCAGCCCGAGCAGCATAGGGACAGGCGACAGTTTCCTCCGAATCGGCGGAGAATCGATGGCAGCCATCCGCCTGGTGCAGCTCGCCCGGAAAGAGGGCATAATCCTGACAGTGGCCGATATTTTCAACCACCCGCGCCTCGGCGATATGGCGCAAGAAGCCCAACGAGAACGGGCCCAGGACGTGACGACCATCCCTCCCTTCTCCCTGCTGCGTAGGGGCCACGACGTAAGAGATGCCTGCGCGTTGGCTGCAGCCGAATGCCGCGTTTCGGCAAACTCCATCGCCGACCTCCTGCCCTGCACCCCGCTGCAGGAAGGGCTGTTGGCCCTGACTGTCAAGCAGGCCGGGGAATATGTCCGCCAGATGGTATCAGAGCTTCCAGTGGATGTGGATCTGGCGCGCTTCCGCGCTGCCTGGGCCCAAGTGATTCATGAAGCGGCGATTTTGCGAACGCGGATTGTGGACCTGCCCAACGCCGGGCTCCTGCAGGTCGTAGTCGCAGACCAGCCCGAATGGGCCACGGGGAGCGATCTCGGTCATTTCTTGGAGTCAGAGAAAGGAAAGCCCATGGGACTGGGGACGTCGTTGGCGCGGTTTGGTCTGGTGTCGGATCAAGCGCAAGGCAAGGTGCTTTTCGTCTGGACCATCCACCACGCCTTGTATGATGGCTGGTCGCTGCCGGCGATGCTGGAACGGGTGGAAGCCATTTATGCGGGTGGCAGCTGCGATATGCTCCCCTCGTTTGCGGGGTTTGTGAAATATCTGGCGGATGGTACAGTGGAAGATGCGCAGGGTTACTGGCAATCCCAGTTCAATGGGATCCAGGCCGCAGTCTTCCCAGCCTTGCCCTCCCCAGACTACCAGCCCAAGTGTCAGGATCTGCTCCAATACCACGTCGCGAGTGTCTCCTGGCCCGGGAATGATATCACGGCCTCCACTGCAGTGCGAACAGCATGGGCAATTGTCGCAAGCCGTTATACCCAGTCTCCGGATGTGATCTTTGGGGCCACAGTGTCCGGGCGACAGGCACCGGTCCCGTTCGTTGAACGCATGGCCGGTCCAACCATTGCGACTGTTCCAGTCCGCGTGAATGTGCAGGGGGATGCCACGGTGGCCAGTTTGATGCAGAGCGTTCAGACACAGGCCGTGGCTATGATTCCGTACGAGCAGACGGGATTGAACCAGATCCGGCGGATCAATTCGGATGCAGACCAGGCAACCCAGTTCCAGTCCCTGCTGGTTGTACAGCCTCCAAGCTCGAAGACCTCTCGTCGGCCGGACGAGTGCTTGTTCCGAGTGGATCTGGATGCTGGTGACGAATTTCGCAGTATAAACACTTATTCGCTTATGTTGGAGTGCCATCTCGAGTCCGACGGGATGCGCCTGCGCATGAGCTATGATCGCCTGGTCATCGACGCGGAGCAGGTTAAGAGGATAGCCAGGCAGTTTGAAGGGGTGCTGCGCCAGGTCTGCAGTGAAGTGAATGCGCAGGAGCTGGTGGGCACTGTCTCAGCTGCCAGTGAAGCCGACCTGGCCCAGGTGTGGGCCTGGAATGCAACTGTCCCCCAGACCGTCCAGGGCTCTGTCAACGACCTCATTGCGCAACGCGTTCAGCAACAGCCCGATGCCCTGGCGATCTGCGCGTGGGATGGACAGCTGAGCTACCAGGAACTCGATACCCTCTCCACGCAGCTGGCCCTATCGCTCGTGCAACAGGGGGCAGGCCGTGGCTCGGTGATTCCCTTATGCTTCGAGAAGACAATGTGGACGCCCGTGGCCATGCTGGCTGGCATGAAGGCTGGCAGTACTGTGGTTACAATGGACCCCAGCCAGCCGGAGGATCGATTGCAGTCAATCATCCAACAGACCCAACCGCCACTCATCCTCACCTCCGACACATACAAGCCTCTGGCATCTCGACTCGCAGGGGTGGTCATCCGCGTGAATCGGGATACCCTGCAGGCACTGCCACAGCATGACCTTGATACTCCAGATCTCCCAACCATCCACCCGACGGACGGACTCTACATCGCGTTCACCTCGGGGAGCACTGGAAACCCCAAGGGGGCAGTCATGTCCCATCAGAACATTCGCAGCGCAATCCACCACAGTACGGGCGCCTTGGGCTTTACGCCTACCACCCGGGTGCTTGGATTTTCCTCCTATGCATTTGACGCGGTGTGGGTGGAGTTTCTCTATGCGATGGCCGTCGGGGGCTGTCTGTGTATCCCTTCGGACGCGCAGAGAAACAGTGGTGATCTTGCAGGCTGCATGGAAGGGTTGCGAGTGGACCTTGCTCTCCTGACCCCGTCCACGGCCCGGCTTCTCGACGCAGAGGCAGTCCCCAGCCTGAAAACCCTGGTCCTGATCGGGGAGCCCGTCACGAGCGATGACCTGGCCAGATGGACCGGCAACGTTGATTTGAGGAATGGGTACGGCCCTGCAGAATGCTCCGCAATAACCGCAGCCTATAAATTTCAGGGTCCAAATGACCAGCCCAGTATCGTTGGCCACGCGGTGGGCCTCGTGGCTTGGGTGGTTGAACCATCGGACGGCGCCAGCCTCAGCCCCCTCGGAGCGGTGGGGGAGCTGTGGGTGGAAGGGCCGTTGGTGGGAAAGGGGTATCATGGGGATCCAGAGAAGACAGCCATGAGTTTTGTCCATGACCCCGTCTGGCTGCTCCAGGGAACACTGGGCTATCCTGGGCGGCCAGGTCGACTCTACAAGACCGGCGATCTTGTTCGATATACCTCCGATGGCAAGCTGGTTTGCGTGGGGAGAAAGGACACGCAGGTCAAGATCCGCGGCCAGCGGGTCGAACTGGCCGAGATCGAGCATTATATCAAAGAGGCCACCAGAGCTTCCGTCGTGGTGGATATGGCCAGGCCCCAGGGCAGCAGAGGCCCCGTGCTGGTGGCCTATGTGGCTTTAGGGCAAGTTGCAGCCGTGGGCTCCCCCGAGGCAGTGAGGACGGCACTTCGGCGCTGCATCCAGGGGGTTGAAGATCATCTGAGCAAGCACCTGCCCCGGTATATGGTGCCGAGTTTCTATATCCCCGTGGTCGATATCCCATTAACAGCCACGGGCAAGACCGACCGACGGGCATTACGCAATACCGGATCCTCCTTCGCCATCGACCAGCTGGCAGAGCTGCAGCCCTCTGGAGGCCAGAAGCGCACCCTGCCCCAGAGTGAGATGGAGCGGAGCCTGCAGCAGCTCTGGGCGGAGGTGTTGAACATCAATCCCTCTCAGATCGGCATGGATGAGAGCTTTTTCCTGCTCGGGGGGGACTCTATCTCGGCCATGCAGGTCTCTGCCAAATCTCGCGCGAGGGGGGTTCGCGTCACAGTGCCAGATATCTTCAAATTCAAGACAATTGCGCGTCTAGCACGACGCGAGATCCAGATCGATGACCTGGCCATTGACGACCGAGAGATGCTCGACACCCCCTTTGCCCTATCTCCCATCCAACAGTTTTTCTTCGACGCCCAGAAAGACAAGCAGGGTCACTTCAATCAAAGCTTCCTCGTGCGCACTACCAAGCCCCAACAGCCCGACGCTGTACTGCGCGCCGTGCAATTCATTGTTGCCCGACACTCGATGCTGCGTGCTCGCTTCCACCGGGGCACCGATGGGGTGTGGACGCAACAGATCACCTCGCGTGCTGATGAATCCTATGCTTGCCGTCATCATCGCCTGGCTTCGGTGGAGGACGCCGTTCCGGTGCTGAATAGCAGCCAGCGGTCCTTGGACGTCCAGGCTGGCCCCATATTTGCGGTTGATCTGATCGACACTCCTCCAGACTGTCAGTACCTGTTTCTCACGGCGCACCATCTCGTTGTCGACCTTGTCTCCTGGCGGATTATCCTGGAGGAGCTGGAGGAGTACCTGTTGACTGGCACTGTTGCTGGTTCCTCTGCGCCACTCTCATTCCAGACCTGGTGCCGGCTTCAGGAGAGACACGCGCAGGACCATCTGACCCCCGGTACTGCCTTCCCGTTCGATATTCAGCCCCCGTGTGAGGCGTACTGGGGACTATCGCCGGAGCTCAATACGCACGATGCTATCCAAGAGGCCGGGTTTACCCTCAGCAAGAAAACGACCAGCATACTCCTGGGACCAGCGAACCATGCGTTCCAAACTCAGCCCATCGAACTGTTCCTAGCCGCGCTGCTGCACTCTTTCATGGACAGCTTCACTGACCGGGATCCTCCTACCATCTTCAACGAGGGGCACGGTAGAGAGCCATGGAACTCAGCAATCGACCTATCCCGGACGGTTGGCTGGTTTACCACCCTGGCGCCAATCTCAGTGGAAGCGGGCTCCCATCACCTTAGCATCCCCCAGTTCGTCCGTTACATCAAGGATCGCCGGCGACAGATTCCTCACAATGGGTGGTCGTACTTCACCTCACGGTACTTGAACACCGAGGGGAAGACGGTCTTTAGCCGCCATGCCTGCCCTGAGGTTACGTTCAACTACTTTGGCCTCTATCAGCAACTGGAGAGGAGCGACGCGCTCTTCCAATCGTGTCCCAGTCTGCAGGACCGAGTGCTGGATGTTGCAGACCGCATGGCCCGGTTTGCCCTGATTGATGTTTCTGCCGAGGTCACGCAAGACTGCCTGCAGTTCCGGTTTCTTTCCAGCCAGCGCATGCAGAAGCAGGACGCCCTGGCTCGGTGGATTGCGGCGTGCGAGCGTTTGTTAGAAGCCACAGCCGTGCAGCTGCTAGATATGCAACCCAGCTACACGTTGGCCGACTTCCCATTGCTGCCCCCTACAGATGCAACGTGGAAGCAGCTGGAGACGCTCCCACGGCTTGGCCTTGCCTACGGTGACGTGGAGGATATCTATCCATGCTCGCCCTTGCAGCAGGGGATTCTGTTGAGTCAGGCAAAAAGCCCGGAGATGTATTGGACCCGAGTGCGTTGGGTTGTCCGGTCCAGTACGGGGGCATCATCTCCGGTTGATGCAGACCGACTGGAACGTGCCTGGCGGAAGGTCGTCGCACGCCATGCTGCACTCAGGACTAGATTCTCTGACAGCCCCTTCTCAGATGGATATAGTTACCAGATAGTCTTGAAAGACCCTCCCCCCACTATTCACACCATCCAGGCTGCGGACCCGATGGACGCCGTTGTCGAGTATCGAGCAGCCAGCGGGTCGCAGGTCCGGCCAGTGCACTCTCTGGTCCTTTGCCCTATGGCCAGCGGAGACCTCGTGTGTGACCTGCAGATCAACCACGCCATCATCGATGCCATATCCATCCGGGTTCTGAAACGCGAGCTGTGTGCCGCGTACGACGACGCCCTCCCTGCGGACCCAGGGCCCCGGTACAGTGACTATATCAGCCATCTCCAGTCCTTGCCGACGACGGAGGCGAAAGAATACTGGCAGACGCAGTTGGCTGGCGCTCAGCCATGCATCTTCCCTACCCTGAATGAGCCCATCGCCGAACCCAAGGACGCGGCCGCCGTTACATCTCTGCCGATCAGCCCGGAGACGGACCAGGCCTTGCGCCAGTTCTGCCGAAGCCATGCCCTGACCCCGGCCAACGTGTTCAGTCTCGCGTGGATGTTGGTCCTACGCAGCTACACCAGCAGCGAGTCCGTCTGCTACGGCTATCTGATCTCTGGCCGGGATGTGCCCATACACCAGGTAGATCGAGCGGTTGGACCGTTCATTAACATGGTGGTCAACCATGTCGAGATAGACAGCAACCGAACCCTCCTAGCAATGCTGCAAGAGGTTCAGGCAGGGTACCTAGGAAGTCTGAAGTACAACCAATATCCGCTGGCCGAGATCCTGCATGACCTCAGCACCGAGGGGCAGCCCTTCTTCAATACGGTTCTGTCGGTGCAGAGTGGCGGCAGGGCCGACTCAGCCCAGCCCCCAGACACACCCACCATCACCCTCGAGAACGAGACGTGGCACGATCCGAACGAATACGACATTGCCGCATCGGTCCTGCTGCTGGACGACAATCCCAGAATCACGCTGAACTACTCCCGCCATCTGCTTTCGGAGCGACAGGCCAGTGCCGTCGGGGCGACGTTTGTGGAAGCCCTGGCCAATATCGTCCGCCATCCGGACAGAAACCTCTGCGATCTGGAGACGACGATCAGTCCCCAGGATCTCGCCACCATCTGGGACTGGAATGCCAAGGTTCCCGCGACCTTGTCCAGCTCGGTGCCCGAGCTGTTCTCCCGATGGGTGAAGCAACAGCCTGATGCGCAGGCCGTCTGTGCCTGGGATGGAGACTTGACCTATCGTCAACTCGACGAGGGGTCGTCCCGGCTGGCTCACCATCTGCTGGCTCGGGGTGTCCGCCCGCAGTCAATACTGCCCCTGTGCTTCGAGAAATCCCGGTGGGTGCCCGTGGCCATGCTGGGGGTGCTCAAGGCAGGCTGCGCGGTAGTCACGATGGATCCGGAACAGCCCGTGGAGCGCCTACAGCTCGTGGTGCAGAAGACTCAAGGGGTGATTCTGACATCGCCAGCCTGTCAGGGCCTAGCATCCCAGCTACGTCCTGAGGCTGTCGTCGTGGATGGGCGATCGCTTGAGAGGATGCCTCAACCAGACCCGCTGTCTCTGCCCACGATCCATCCCACGGACAGGCTCTTTCTGGTGTTTTCCTCCGGCACCACAGGGACCCCCAAAGGGTCTGTGATGAGCCATCAGAACGCATGCTCGGCAGTTCACCACCAGCAGGCACGTCTTGGGCTGCCGCCCGCAGCCCGAATGATCGATTGCCTCTCATACGCGTTCGACGCTCCCTGGTTCAACTTTTTGCATGCCTTTAGCTCAGGCGGTTGTCTGTGTGTTCCGTCCGATCAACAGCGGAAGGACAATCTGGCGGGCTGTATCGAGAGCCTCAAGGCCAACTACGCGCTTCTTACGCCCTCGATTGCCAGAGTCCTGGACCCTGCAGCGGTGCCTGGCCTGGAGACACTTGCATTCGGCGGGGAGGCTATACGCGCGGAGGATATCAGTCGATGGCACGAGGTCAAGCTGATGGGGTATTATGGTCCCTCGGAGTGCACTGTCGTCTCAACCATCCACCAGTTCGAGAGCAAAACAGAGGAACCCAGAATGCTCGGTTATTCTTCTGGGCTGACAGCCTGGGTGGTGGACCCGTTGCAGGGGAGACGCCTGGCACCGCTTGGTGCGACAGGAGAGCTCTGTGTCGAGGGTCCGCTTGTCGGACAAGGGTATATCGATGAGCCCCAGAAGACTGCGGCCAGCTTTGTGGAAGATCCCAGCTGGCTTCTCCGTGGTGGAGGGCCAGACTTCCCTGGACGTCGGGGCCGGGTGTATAAAACAGGAGATCTCGTCCGATTTCGTCCCGATGGATCGCTCCTGTATGTCGGGCGCAAGGATACTCAAGTGAAGATCCGGGGCCAGCGGGTGGAGTTGGGCGAGGTTGAGCATCACATCCGCCAGACGCTGCCAGCCGGCGTGGATGTGCCGGTGGTTGTGGAACTGGTCCACCCCCATGCAAGTGCGAATCCGGTGCTGGTGGCCTTTTTGCCCGTGGGAAAGGAAGCTGCTGGGTCATCCGAGTCAATGCGTGCAGTCCTGGACCGCTATACGCACGGGGTGGAGGACCGCCTGATGGCCCGACTGCCCAGCTATATGGTCCCTCGCATGTACATCCCCGTGCCAGCGATCCCATTCACGACGACGGGGAAGACAGACCGGCGCAGCCTGCAACGGGTCGCGTCTTCGTATACCCTGGAGCAGCTGGCAGCGCTTCAGCCCTCGCGGGACACTCGTCGTGCGCCCACAACGGCGATGGAGCGGCGTCTGCAAGGGATGTGGGCTACTATCCTGGATATCGATGCAGTGACCATCGCGGCCACCGACAGCTTCCTGCGGATTGGAGGTGACTCAATCGGAGCCATTCGACTCGTGCGACTGGCTGCAGAGCAAGACATTCTGCTCACGGTGGCAGCCATCTTCAAATCTCCCATTCTGTGTGACATGGCGCAGGTGGCGACACTGGGATCGACTTCCGGACCTCATGACATCCCCCCATTTTCACTGCTCAAGCAAGACGTGGATATCTCGCAGGCGCGATTGCAGGTGGCGGCGTGGTGTGAGCTCAGCCCGTCTGCTGTCGAGGATATCCTTCCGTGTACACCTCTCCAGGAAGGTCTGCTTTCTCTGACGGTCAAGAATCAGGGCGCCTATGTGAACCGCCAGGTCCTGCAACTTCGAGACGAGGTAGACCTTGGACGCTTCCAAACCGCCTGGAATCAAGTCGCCATGGCCACGTCGATCCTGCGAACCCGCATCGTGGACCTTCCGGGGCAAGGGTTGGTGCAAGTCGTTACCAGCGAGGTGCCACGGTGGAACCATGGCCGTAGCCTCGACGCACTCGTGCAAGACGATCTGCAACGTCCGGTAACCCTTGGTACCCCCTTGGCCACATTTGGCTTGGTGGACGCCGGTGACGTTGGTGGGGATCGGCAACGGTACTTCCTGCTAACGCTTCATCATGCGCTCTATGACGGATGGTCTCTGTCGCTGCTGCTGGACGAGGTCAGCAAGGCCTACCACGGGACCGCGAGCGACGGCCTTGTCTCCTTCAAGACAATGATCAAGTATGTGACAGAGCTGGGTGCCGAGGCGGACTCCTACTGGCAAGGCAGCCTGGATGGTCTGGTGGCCGAGCCATTCCCTGCCCTGCCCTCTCCCATGTACCAGCCACGCGCGCAAGACATCCTGGAGCACAACGTATTAGGGCTACGGTGGTTGCAAAACCACCACATCACACCGGCAACCACTCTTCGCGCGGCCTGGGCCATTCTCACAACCCACTACACCCAATCTGCGGATGTCCTTTTTGGATCGACCGTGACTGGACGGCAGGCTCCCATTCACCGCGTGGGACTGGTCGAAGGGCCGACAATTGCAACTGTGCCGGTCCGCATTGCCATCCAGGAAAAGGCTACCCTGGCAGGCCTACTCGACCAGGTCCAAGAGCAGTCTGTCGATATGATTCCCTACGAACAGGTCGGGTTGCAGCGAATCCGGAGGCTCAGCGCCGACACCGAGCGAGCTTGTCAGTTCCAGACGCTCCTGGTGGTGCAGCCAGCCCCGGAACCGAGCGCCACAGATGGACCCTCTGCACTGTTCCATGCAGAAGATGACACTCTCAGCCAGGCGGCTCTCAGCAGCTTCAATTCATACGCTCTCTTGCTGCAATGCCAGCTGACGGCCACGGGGGTGTCCATGCAGATGAGCTACGACTCGCATGTCATGGCACAACCGCAGGTGCAACGGCTGGCCCGGCAGTTCGAGCATCTAGTACGACTCCTTTGCGATGAGTCTCAGCACTCATCCTCTGTTGCTCACATAGATGCGGTCTGCGAGGATGATCTGCGAAGGATCTGGGCGCTGAACTCCCCGCCCCCGGCCAGAGTGGACGCCTGCATGCACGACTTGATCACCGAGCAGGCCCAGCGGCGGCCAGTCTCACAGGCCGTCGCTGCATGGGATGGAGAGCTCACGTATCGCGAGCTGGACGAGCTCTCCACCCAGTTGGCATATGGCCTCGTCAACTTGGGGGTCGGCCCCCATGCGGTGGTCGCTCTGTGCTTTGAGAAATCAATGTGGATGCCCGTGGCAATGCTTGGAGTCATGAAAGCCGGCGGTGCATCGGTGGCCATGGATATCACGCAGCCAGAGGACCGGCTTCGCACGGTAGTGCAGCAGGTACAGCCTCCTCTGGTCCTGAGCTCCCTGGAGGCAGAGGACCTGGCACGGCGTCTGAGCGATAGGCCGGTGCACGTTGTCTCTCAAGACAGACTGCAGACGACGTCGCTGGGCAGCGGCCAGGGCGGCCAATTGCCCCCAGTTCAGCCGACAGACAGGCTGTATATTGCCTTCACCTCAGGTAGTACGGGGGTCCCGAAAGGCGCGGTCATGTCCCACCAGAACTTCACCAGTGCCGTGCACCACCAAACCGCGCTCGAGTTTACTGCGTCGGCCAGGGTGTTTGACTTTTCGTCCTACGCGTTCGATGCTTGCTGGCTGAACTTTCTCCATACGATGGCGGCGGGTGCCTGTCTCTGCATCCCCTCCGAAGAGGAGCGCAAGAGCGACATCACTGGCTGCATGCGCCGCCTGGCCGTGACTTATGCGAACCTCACGCCATCCACCGCACGTCTGATCGATCCGACGTCCGTCCCCAGCCTCCAGACCCTCGTTCTGGTCGGAGAGCCGGTGGCACAGCAGGACATCACTCAGTGGAAAGCCCACGTCCAGCTGAAGAACGGTTATGGCCCTGCGGAATGCAGCGCCATCTCCACCACGTTCGATCTCGGGCAAAGTGACCACGACCCGGCAACCATCGGCGCCGGCAGAGGAATGGTGACCTGGGTGGTTGAGCCGACCGAAAGCCGACATTTGTCGCCGTACGGGGCTGTGGGCGAGCTGTGGGTGGAAGGTCCTCTGGTTGGATTAGGGTATCTCGGCCGTCCGGATCTCAGTGCTGCAAGCTTCGTCGACAACCCCCCATGGCTGCTGCGCGGGGGACCCCAGGGGTTCCCAGGTCGACATGGCCGGCTTTACCGCACCGGTGACCTGGTGCGGTATAATCTGGACGGCACCCTGGTCTGTATTGGCCGCAAAGATGCCCAGGTCAAGATCCGCGGACAGCGCGTGGAGCTGGCCGAGGTCGAGCATCATCTGCACCAGGCCTTACCTTCGGCCGCCGTGGACGTCTCTGTGGCAGTCGAGGTCATCACCCTGCAGGGCAGTGCCAATCCACTGCTAGTCGCCTTTGTGGCGATGGGGGAGGCGGCCCTGGGCCCGCGGGAGACTGTCCGAGCAAAGCTGGCTCTTTACAGCCAGGGGGCCAGGGAGCGCATGGCAGACCAGCTGCCCGTCTACATGGTGCCCAGTCTGCTTCTTCCGGCGGTTGAAATTCCCACGACGGCCACGGGCAAAAGAGATCGACGGCGGCTGCGTGAGATGTGGGCCTCCAAGTCCCTGGAGGAACTGGCCGAGCTGCAGCCGACCAAGGGCAACCACCAAGCACCGACGACAGACGTCGAACGGCGGATTCTGCAACTGTGGGCCGAGTGCTTGAATATCAGCGCATCGAAGATCAGCATTCACGATAGCTTCTTCGCCCTTGGCGGGGACTCAATCTCCGCCATGCAGCTCTCGGCAAAGGGCCGCTCCATCGACCTCCAGATGACTGTAGGGGACATTTTCAAGTACAAGACAATCGCTCGACTGGCTCTCAGCATCTCCCCAGCAGTGGAATCGGCCGTGTTACATGCCCCAGAGGGCCAGGGTGCCTCCTTTGCCCTGTCTCCTATCCAGCAGATGTTCGCTGACATGCAGCAGGGGGTTAGCAACCATTTCAACCAAAGCTTTTTCGTGCAGGTACGTCGACCGGTCACCCTGCCTCAGATCCAGGCCGCTGTGGATGCCCTGGTCGCCCATCATGGCATGTTGCGCGCGCGTTTCAAGTGCAGCAGGGAGAATATCTGGAGCCAGTGGATTCTGCCCCCGGGGACCACAGGAAGCTATCGCGTTTGCCAGCATGAGGTTGCGGGTCTTCAGGCAGCCTCGGCGGTGATCAATCACAGCCAGGAGTCGCTAGACATCCAGAACGGTCGGCTCATGGCGGTCGATCTGATCAATGCAGACGAGGGCCAATACCTTTTCTTGGTGGTCCACCACATGGTCGTCGACCTGGTGTCTTGGAGAATCATCCTGGCTGATCTGGAAGAGCACTTGACCACCGCATCCCTCTCCGGGTTCACCTCGATGTCCTTCCAGACCTGGTGCCAGTTGCAGGCTGACCACCACGCCGAGAGCCCCTTCGAGCTGGAGGCTGTCCTGCCAAACGGGGCTCCGCCTCCGCTGCTGCCACAGCTAGACTACTGGGGTCAGGTCCGCAGCTTAAACACATTCGATAACATGATCAAGGATGGCGTGGTTCTCGGCAGGCAGGACACAGAGACCTTGCTAGGGCCTGCGAATGCGGCATTTGACACACAAATGGTGGAGCTCCTCCATGCGGCCATCCTACATTCCTTTGCCAATGTCTTCCACGACCGGGCACCTCCGACGGTATTCAGCGAAGGCCATGGTCGGGAGCCCTGGAGGTCTGCAATCGATATTTCACGCACGGTCGGGTGGTTTACCACGATGTTCCCTGTGGTCGCCACAGCCAAGAAGGGAGATAGTATTGCCAGCATTGTGCGCCATGTCAAGGACCGTCGACGCCAGATACCCGATAATGGCCGGCCATACTTTGCAAGCCGCTTCCTCACTCCGGCTGGCAAGCGGGCGTTCCAGGTCAATGGCCCTGTCGAGGTGATTTTCAACTACCTCGGGCTGTACCAGCAACTCGAGCGGTCGGACGCCCTCTTCCACATGCGCGAGATGCCGGACGGGGTGGATGACATGGCTGATATCTCGGGGAGCCTGTTCCGATTTGCTCTGGTGGATATCTCGGCATCGGTGACGGATGGCTGTTTGCATGTTGACTTCATGTACAATCGGCACATGCAACACCAGGCCTCCATCCGCGCGTGGATCAAGGAATGCAGGCAGTCCCTCCACGCCGCAGCGCAGGAGCTTCCTCTGATACAGCCAAGTTATACCCTCTGCAGCTTCCCGCTGCTGCGCATGACAGACCCGGCATTGGCAATCCTGCAGCAGAGGCTGACGGAGCTGGACCTCGCATACGGGCAGGTCGAAGATATCTACCCCTGCTCGCCGCTCCAGGATGGAATCCTCATGAGCCAGATCAAGAACCCAGACCTCTACAGGACACGCATCCGGTGGATGGCACAGTCTGCACAGGGATCAACAGCAGTTGATACCAACCGGCTCAAGCACGCGTGGCAGCAGGTGGTAGACCGCCATCCAGCCCTGCGCACCATCTTCGTCGACAGCATCTCGGGCAGGGGACTGAAGGATCAAGTGGTGGTGAGGAATCTCCGGGCAGACGTCCACATCGTCCAGTCCGCGGACGAAGCAAGTATCGAGGACATGTCCCCAACAAAAGGCAAAACCAGCTCAGTGCTCACTCTGTCGACGACGAACTCGGGCGTCCTGTGCGAGCTATCGATCAGCCATGCGCTCATCGACGCCTTTACCTTGGGAATCCTCAAGCAGGAGCTGTGTGCCGCATATACTGGCCTCCTTTCCTCTTCCCTGGCACCCCTGTATAGCGACTACATCCACTTCATCCAGTCCCTGCCCGCTGGGTCAGCCGCGGCATACTGGCAGGAGCATCTCCAGGAGGTCAAGCCCTGTCTATTTCCATCCTTGGGCGGTCTAAATACGGAAGGCCGGCGGTCGCAAGCTCACATCCCTATTACCTTCGAGCGAGAGCTACACCTGGCATTGCGCATCTTTTGCATGGAGCATGGACTGACGGTGTCTAATATCTTCCATGTCGCTTGGGCCCTGGTCCTGCGGGCTTATACTGGTTTGGATACTGTCTGCTTTGGCTATCTCACATCAGGCCGAGATATTCCTCTGCAAGGGGCTGACGGAACCGTTGGTCCATTTATCAATATGCTTGCCAGCCGCGTGGACCTGGGCAGTAAGGACTCGCTGATGACCCTGGTACAGAGGGACCAGGAGCAGTATCTCAACAGTTTGGAGTTTCAGCATTACCCGCTGGCCAAGATCTTCCACTTGATTGATACGCCCGAGAAGGGGCTTTTCAACACCGCCATGTCAGTCCAAGCTAGTGACTCTGGTCCCAAGGACTGCCAATCGGCTATATCGCTTGTAGATGAAGGAGGAGATGATCCCACCGAGGTAAGAAAGATAAGAAGACTTTTTCCTTTGTGTGACTGCGCTAATGCGAGACTCAGTATGATATCATGATAAACATTGGCGTCGGAGACGAGGACACCGGATGCAACTTTACCTTTAACGAATCGGTGATATCTGACCGCTATGCAAAGAGTGCCATCGACCTGTTCTTGCACGCCGTCTCACATATTGTTCAGCACGCGGACCAGACGGCCCAGGAAGCCAATTTCATCAGCAAGCAAGACCTGCAATCGATCTGGCAGTGGAATGCCGCCGTAGCAACGCCTCTGGACTGGTGTGTTCATGAACTTATCATAGAGCAGGCAGAGAAACAACCAGCGGCGGCTGCCATCTGCGCGTGGGATGGTAATCTCACGTATAAGCAACTCAACGATCTGTCCACGCAGCTGGCATGCCACATCCGACAACTGGGTGTTGGGCCAGGGGTTAATGTCCCGTTGCTCTTTGAGAAGTCGCGGTGGATGTCGGTTGCCAGTCTGGCGGTCATGAAGGCTGGTGGAACCATGGTGGGCTTGGATCCTGGTCAGCCTGCAGGGAGACTACGAAGTATCATCGATCAAGTCCAGCCTTGTCTCATTTTGACTTCGGCCGGAAATAGCAACAGCGCGGCAGCTTTTGCATCCTGCCATGTTGTCCGGGTGGATGACGCCAGTTTGGCCCAGCTGGCCACGCCGTGCAATGCTCTGTTACCCCCGGTTGACCCTGCCAGCAGCCTATACCTGGTATTCACCTCTGGGAGTACAGGCGTGCCAAAGGGTGTGGCCATCAGCCATTCGAACCTCAGCACCGCGATTACTCACCAAAAGCGCATCTTGAAACTTTCTGTCGCGTCGAGGGTACTTGAATTCGCTTCATATGCATTCGATGTCTCCTGGGGTACAATCCTTCACACCCTTGCGGCTGGTGGCTGCGTCTGCGTGCCTGAAGAGTCGGAACGCCGCGGAGATATCAGTGCCGCAATGCGTCGGATGGAGGTAAACTACGCGCATCTTACTCCATCTGTTGCGCGTCTTCTGAACCCTTCCAATGTGCCGCTCCTCCAAACCCTCGTCTTGAGTGGAGAAGCCGTATCGCGAGCGGATATGGAGCAGTGGAGCCGGCACGTCCATCTGATCAACGCGTACGGCCCTGCTGAGGCCGCCGTATGGGTGATATTCGCACACCTCGACTCAGCATTGTCCATGCCCTCCATCGGAAAGGGGGGTGGCTGCACCACGTGGATTGTTGACCCTAGTCGACCCGACCAATTAGCCCCAGTGGGCTGCACGGGTGAGCTCTGGCTGGAAGGTCCACTAGTGGGACGTGGCTATCTTCACGACCCCGAACGAACAGCAGCCGCGTTCATCGAGAACCCGCGATGGTTGCTCCAAGGAGCAGGAGGGGCCCATGGCCCTGGCCGACAGGGACGGCTTTATCGGACTGGAGACTTGGCCCGGTATACACCCGACGGTTCGATTGTTTATATTGGGAGAAAGGATAACCAGATCAAGATCCACGGTCAAAGGGTGGAGTTGGAAGAGGTAGAGAAATATATTGAGCAAGCCATGCTAAACAGCGCCGCAGCACCAGCAGTCCCTGTGGTAGCAGCGGTCGTCACCCCTCAAGGAAGCAAGAAGGCAATTCTGGCAGCTTATCTGGCTCTGGGTGAGCCGGCCACGGGCTCTGTGGAAATTGTGCGCAAATCTCTCAGCAGGTACACTGGGATCATCAACCCGGCCTTGGAAGAGAGCCTGCCGACCTATATGAGGCCGAGCATCTACATCCCCGTGGCGGAGATCCCCACGACTACCAATGGAAAGGCTGACCGCAGCAAACTCGCAACCATGGCATCCAGTCGCACTCTGGCTGAATGGGCTGGCCTTCAGACCTCTGAGGGCAAATGGCGCCCTGTATCGTCTCCGGGGGAGCTGGGGCTGCAGAGACTGTTTGCTGAAGTGCTGAATATGGACCAGAGCCTAGTAGGCATGGACGACAGCTTCTTCTCGCTCGGCGGTGATTCCATTACCGCGATGCAGCTGTCGGCCAAGTCCCAATCCAGCCTTCTCTATATCACGGTGGGCGATATATTCAAGCACAAGACCGTCGCACAACTGGCAAGCAATGCAAGGCAGACAGCGAGCACCTCCGTGCAGCTCCCGGAAGTCCCCAACAGCTTGTTCGAGCTGTCCCCGATCCAGCAGCTATTCTTTGCCTCGCAGGACAAGGGCAAGAACCTGTTTAACCAGTCCTTCCTGGTCCGCGTTTCCCGCTCCCTGAATCCCAACGAGCTCCAGAAGGCGATTGGAGTTTTGGCAGCACGCCATTCCATGCTCCGGGCTCGGTTCGTGCAAAGCGCGGACGGCGTCTGGCAGCAGAAGATTGTAAACGATTCAGCTGGCTGCTATACATTCCGCAGCCACCACATCACCACGCTGCAAGATATGGAGCCCCTCCTCCATAGCAGCCAGGAGTTGCTGGATATTGTCCAGGGTCCCATCCTGGCCGTGGAACTGATTGATTCGAGCCACGATGGGCAGTATCTCTTCATGACAGCCCATCATCTCGTGGTGGACCTTGTCTCATGGAGAATTCTGCTGGGCGATCTGGAGGAGTTCATCCGCTCGGGCACAATCACCGGATTCCCTCCATTCTCATTCCAATCATGGAGTCAACTGCAGGCGAACTATGCGCGAGACCATTTGCCTCCAAAGATCGCGCTGCCTTTTAAGGTCAGTCCGCCCCGGCATGAGTACTGGGGACTGGTCCCTGGGCACGATGCAAACACCCTGAGCGATTCCGGTCGAGGCAGCTTCACGATGAACAAGCGCCTGACCGACATTCTCATGGGCACGGCCAACTCGGCCTTTGATACGCAGCCGGTTGAGATCCTCCACGCAGCCCTGCTGTATGCGTTTGCACAGACATTCCAGGACCGCGAAGCACCGCCTCTCTTCACCGAGGGGCATGGTCGAGAAGCCTGGGACTCGGGCATTGACCTGTCCAGAACTGTTGGCTGGTTTACCACCATCTTCCCTGTGGCAGCTTCGATTACGCAAAACCACAGTCTTCCAGAGGTGGTGCGCCGTGTGAAGGATACACGCCGGCAGACACCACGCAACGGGTGGTCCTATTTCACCTCGCGGTACCTGAATACTGATGGACGGCAGGCCTTCCAGATCAAGGGCCCTGTGGAGATTATTTTTAATTACATGGGCTTATATCAGCAGCTGGAGCGGCCCGATTCCCTGTTCCAGCAGTGTGATATTGCGGTCACAGCGCCCCCTGCTGCTGCGGCGACTCTCTCGCGGTTTGCCCTGATCGACGTCGCAGCATCTGTTGTGCAGGGTCAGCTGAAGTTCGAGTTCCTATACAACAGGGAGATGAAAGGACAAGACAGGATACTTGAATGGATCAGCAAGACAGAATCCTCACTCAAAGCGGCAGCGGAAGAACTTCTGTTGCAGAGCCCAAGCTATACCATCTGCGACTTTCCCCTGCTCTCTCTCACCGACCAGGGTCTCGACGAGCTTCTCAATAGGGTCCTCCCGGCTGTGGGTCTTTCCTACGGCCAGATCGAAGACATCTACCCCTGTGCGCCGATTCAGGAGGGCATCATCATGAGCCAGGCCAAGAGCCCTGAGCTCTATTGGACTCGAGTGCGGTGGACGGTGCAGTCAACAGGCACGTCGCCAGTCGATCTCGATCGGTTGAGGCGGGCCTGGCAGATGGTCGTGAACCGTCACTCGATTTTACGCACGATATTTATTGACGGTATCGGATCCGGCCAGGTGAAGGACCAGGTGGTCCTCAAGGACTTTCCGGTGGACGTCGAGGTCCTCCATGCCGAGCTGCATCAGCTCGCAGAGCCAGTCACTGGGCGTCAATGGCACACCGATCTGTCGAGCAGAAGAGACACCCCGCAGCATTCCCTGGTGCTGACGCAAACAGCGTCTGGAGTCGTGTTCTGCGACTTGGAGCTCAACCATGCGATGGTCGATGCGTATTCTCTAGCCCTTTTGAGGCAGGAGATCTGTGCGGCATATACTGGCTCACTGCCTGCCACACCCGCGCCGGCCTACCAAGCGTATATTGAGCACCTGCAGGGGCTGTCCCTTGTTGAAGGACAACGCTTCTGGCAGACATATCTTGACAACGCTCAGCCCTGTCACTTTCCGGCCCTCGGCCAGCCGGATGTCACAGACGGCTCGAACGCCCGCCGGGCGCTATCCATCTCGTTGGACGCGGCCACTCATCAAGCCCTGCGTGTCTTCTGCCAGCAGCACGCAGTTACACCCTCGAACGTGTTCTACCTGGCTTGGGGGCTTCTTCTTCGCGCCTACACTGGCTTAGACACAGTGTGTTTCGGCTATCTTACGTCCGGGCGCGATGTCCCTGTCCCAGGGGTCGATAGGATTGTTGGTCCGCTCATTAACATGCTTGTCTGTGTTCTGGAATTCAGGACTGGGGCATCGGTGCGATCGGCCATGCAGAAGGTCCAGGAAGACTATCTCGCCGCCCTGCAGTATCAATCTACGCCTCTCAGCAAGATCCTGCAGCTTTCTGGGACGTCCGGTCGGGGCCTATTCAATACCGGCATATCGGTCCAGGGCGGTGCTACTTCCGGCGAACCGGACGAGCATGATATCATAGTGACGGATCAGACAGGGCTGGATTCGCCAGAGGTATGTGTTTTGTTCTTCTTGTCGTGGTCACGATTCCCCTTTGCTCTCCATAGCTGACCCGGTCCCACAGTACGACATTGCCGTTGCTATCTCCCACGATGAGGAGGAGACGGAGATTGCATTCGACTACATGGCCGTCACCTTGTCCGACCAAGGGGGTCAAAGCCTTGCAGGTCTTTTTGTTCAGGTTGTCGCTGATGTCATACGTGCTCCGGATCAAACGGTCCAGGCTGTCAATGTGATCAGCAAGGAAGACCTCCAGAGTCTGTGGACCTGGAATCGAACAGTCCCGGAAACCGTACAGGCGTGTGTTCATGATATGATTGGACAAAAAGCCTGTGATAGCCCTGATTCCCCGGCAATCCATGCATGGGATGGCGCGCTTACATATCAAGAGTTGGACCTTCTGTCCACCCGACTGGCCCGGTATCTTATAGATCTAGGGGTCCGGCAGAATACAGCCATCCCTCTATGTTTCGAGAAGTCCATGTGGATGCCGGTAGCTGCACTGGCAGTGATGAAGACAGGCGCTGCATGCGTGGCCATGGATATGACCCAGCCAGAGAAGCGCCTGCAGGCGATTGTGGACCTGGTGCAGCCGGATCTTCTCGTGACATCCGTCGCAAATCGCAAGACCGTCCAGCAACTGGCAGACACGAAGGCCGTGTTGGCGATTGACCAGGCATTCTTTTCCCAAATCGCACCTCCCACGTCGTCCTGCCTGCCGACAGTCTCCCCATCAAGTCCTCTCTATACCGTCTTTACATCTGGCAGTACCGGCACACCCAAGGGAGCAGTCATCAGCCATGCCAACTTTGCCAGTGCCATTGTGCATCAAACGGACCTGCTCGCACTGGACCCCGATTCGCGCGTCTTTGACTTTGTCTCGTATGCCTTTGATGTTTCCTGGTCGAACCTACTCCACACGCTGGCCGCTGGGGCATGTTTGTGCATCCCCTCCGAAGCCATGCGCCGGGACAACCCTGTCGAGGCCATGCAGGCGATGAAAGTGACCCATGCCCAATTTACCCCGTCGATGGCCCGTACAGTGGACCCGGATCAATGCAAGACGCTCAAGGCCTTGATCCTGGGCGGCGAGGCCATGTCCCAGCACGACATCGCTGTCTGGGCACCTTGGGTTGACCTTCGTGTTGCGTATGGTCCCGCCGAGTGTACGGTTGCCGCCGTCATGGACACAGTCCCTGAGCAGTCCGGACATCGGGACTTCGGCAAGATAGGGCGGGGGCTTGGTTCGAACACCTGGATTGTCAGCGTATCGGATGGAGAGCGCCTGGCCCCGGTGGGCACTGTGGGAGAGCTGTGGCTGGAAGGGCCCCTGGTGGGCCTGGGCTATCTTGATCAGGACGAAAAGACTGCCGCCAGTTTTATAGACAACCCTGCATGGCTCCTCCGAGGAGGTCCTGGTGTTCCTGGTCGTCAAGGCCGGTTGTACCGAACTGGGGATCTTGTCCGCTACTGTTTTGATGGCAGTATTCTCTTCCTAGGACGCAAGGATAACCAGGTCAAAGTCCGCGGGCAGCGTGTTGAATTGCAAGAAGTGGAGCATCATCTCCAGGCTCATCTGTCGGGAACAACCGGAGTCGTGGCCGACGTTGTCAAGCCCCAGGGCAGCAGCAATGCCATGCTCGTCGCCTATCTCGCGGTTGGAGAGACTATCCATTCCCCTCTAGACAGCGTCCATGCAGCATTGCGGCCCCTCACCCAAGGCCTCACGGACTCCCTCTCTGCCCGAATCCCGCAGTATATGGTCCCTAGCATGTACCTCCCCGTTGCAGAGATTCCAGTCACTACGACGGGAAAGATCGATCGAAAGCAGCTGCATGAATTAGGATCATCGCTTACAATGGAACAGTTAGCTCAAATCCAACCCCCCCAGGAAGGCGAGCAGCAGGCTCCCCAGACAGACCTCGAGAAGCTCCTCCAGCAGCTCTGGGCAGAGGTCCTCAATATCAGTCAAGAACTCATTGGGATGCACGATAGTTTCTTTTCCCTCGGGGCGACTCAATCACAGCGATGCAGCTATCGGCCAAGCTGCGCTCAGCAGGCTTCCGTATCGCCGTTCCTGATATCTTCAAGCTGAAGACAATCTCCCGACTGGCTCCAAGTGCAGCATCTGTGCAGGGGCGGATGAAAACCACCTGGGAGACCCGAGAAGACGAGCCATTCGAACTTGCTCCCGTTCAGCAGATGTTCGTCAACGTGGTGCGCCGCAAGTGCAATCATTTTAACCAGAGTTTCTTCCTGCGCATCACCCGTCAGGTGCGGGCTGAGGATGTGCGGCGAGCCCTGGACTTGATTGTGACTCAACATCCTATGCTGAGGGCACGGTTTGCCTCGGATCAGGGCGGACATTGGACGCAGCATATCAAGCCCTACACCCCCGGTTGCTACCGGTACTGCGAACACGTCGAGTCCTCTCTGGCCGAGGCCTCGCCGCTGTTGGATGCCAGCCAAGTCGCCCTTGATCTGGAATCTGGACCGGTCTTCTCTGGGGATCTGCTCCAGATTCGCGACAGCGGTGATCAATATCTGTACCTGGTGGCGCATCACTTGGCGGTCGATCTGGTATCCTGGAGAATCATTCTCGCGGACATGGAGGACCACCTGACAGCAAAAGCCTCTTCGTCTTTCACGCCGATGCCCTTCCAGGCATGGTGTCAACTTCAGGCCGACCATGCTCGAGACTGCCTCACTCCCGAAACGGCGTTGCCCGTTGAGATTCCTCCTCCGCAGCAGGGTTACTGGGGAATTGATCCTGAACGCAACACCTTTGGCAACGCCATCCACCGCAGCTTCACAGTGAGCAAGAACGTCACAGATATCCTCTTGGGGCCTGCCAATAAGTCATTTGATACCCAGCCGGTCGAGATTCTACAGGGTGCTTTGATATACTCCTTCACTCAAGTGTTTCGGGATAGGGCGCCTCCTACAGTGTTCAGCGAAGGGCATGGGCGCGAGCCATGGGATGCCGCGATCGACCTATCAAGAACAGTTGGCTGGTTCACTACTATGCTTCCGACCGTAACCTCGATGGGACCGGATGATACTCTACCTGATATCATCCGCCATACGAAAGATAACCGACGTCTAGTGCCAGGAAACGGATGGCCATACTTTGCATCCCGCTACTTGAACCCTGCTGGAAAGAAGGCATTTGGGGCCTACGGTCTGCCCGAGATCACATTCAACTACTTGGGACTCTACCAGCAGTTTGAAAAAGACAGTTCCCTGCTTCAGCCAACCGCCTTGCCCTCAGGCAGCATGTCGGATGTTGACGAGCGGATGCAGCGCTTTGCCCTGATTGAGGTTTCTGCATCGGTGTCCCAGGGCTGTCTGGAGTTTAGCTTCTTGTTCAGTCGTCATACAAAGCACTTGCGTAACCTTGAGGACTGGGTGGCCCACTGTCAGCATGCTCTACGAACGGCTTCGGAAGTCTTGATGCAGCGCCAGCCAAGCTATACACGATGTGATTTCCCACTTATGCGCCTGACAGAGCCAGCCTTGCAGACTCTCGTTGGATATAGTCTTCCACAGCTCGGAGTCTCGTATGGTCAAGTTGAGGATATCTACCCTTGCTCGCCGATTCAGCACGGTATCTTGCTGAGCCAAGCGAAGAACCCTGGCGTGTATTGGACGCGCATTCGATGGAAGGCCCGGTCCTCCGAGTCTGCATTGCCTCCCAATCCTGAACGACTAGCCCGTGCCTGGATGAGGGTCGTTGCACGACATCCCGTCCTTCGGACCCGGTTCATCGATGGCCTTTCTCCCAACAGCGTGCAAGATCAGCTTGTCTTGAAAGCCAGCGAGCCCGAGATACATGTGATATCTGGTCCGGAGGCGACAGATCCCATCGCGGCTCTTGACTCTTACTGGGAGCAAAGACAGCGGAAAGGACACAAGCTTCACTCTTTCGTCCTCAGCCAGGCACCCTCCGGCGAGGTCTTCTGTGACCTCGAAATGAACCATGCAATCACGGATGCCACTTCGACTGCTCTACTCAAGCGAGACCTTCAAGCCGCATACACTGAAACCCTCCCGACTATGCCGGGTCCTTCGTACAGCGATTACATCAGGCACATTCAAGCAATACCCGCGGAGGTGGGGATAGACTACTGGCGACGGTATCTCGACGGCGTTCATCCCTGCATTTTCCCAACACTGGCAGCGAATGGCCAGGACGTGGGGGAGAATCCAAGAGGCTCCATACATCATATGCTCGATCAAGACACGAATACCAGTCTTCAAGTTTTTCTCAAGACGAACGAGCTGACCGCCTCCAACGTCTTTTACCTCGCATGGGCCCTCATTCTCCGGTGCTTTGTTGGGTCGGAGACAGTGTGCTTTGGCTATCTAGTATCCGGTCGTGATGTCCCTATTGACAATGCAGACAGGATAATCGGGCCGTTTATTAACATGCTGGTCAGCCGAGTTAGGCTAGGAGAGGGGGTCACTCTGATGGATATCATGAAGCAAAGCCAGGCGGATTATCTGGACAGTCTCAAGCACCAGCATCGCTCTGTGGCGCAGGCCGCTCACTCTTCGGACGGGCCAGCCGAGCCTCTATTTAATAGCGTCATCTCGGTGCAAGGTATGGATCTGAAGAAGAGCAGCAAGAGTGAAGAACGTGGTCTCTGTCTTGAGGAGCAAGACGGTAACGATCCAACAGAGGTACGTATTCCCATCCCTTACACATGCATTTGTGGACAGCTTTCCCCTAACCTGGTGATTTCCAGTATGATATCATGATGAATATTGGTCTGGGGGACCAGGAAACAGCAATGACGTTCAGCTATTACAAGTCCCTGTTATCGGAGCAACAGGCAAGCGGCATAGTGGAGTCCCTGCTTCAAGCGGTCCGGGAAATCATCCACACTCCCTTCAAGAAGCCCTCCCAGGTGAATCTGTCAACGGGCCATGACCAGCAGACTATCTGGAGCTGGAACGCCTCCGTCCCGCCCACAATCAACGTTCCAGTGCACGGTCTGATTGCCAACAAGGTGAAGGAGCAGCCCGATGCCGACGCAATCTGCGCATGGGATGGCGAGTTGTCGTACGGGCAGCTAGATAGCTTATCAACATGCCTGGCCCATCATTTGGTGGCTTCTGGAGTCTGTTCGGACACGGTGGTTCCTCTCTGCTTTGAAAAATCCATGTGGATGCCGGTGGCCATGCTCGCTGTGATGAAAGCCGGTGGTGCTTCAGTCTCCATGGACGCGAGCCTGCCAGAAGAACGATTGCGCACAATCGCAAAGCAAACGGAGCCCGCGGTGATTCTCTGCTCGGAAGCAACCAGCGAGAAGGCGGGTCGACTTGGTGCCCCCCGAGTGATTACTGTCGGCCAAAGGTTGCTCTCAGGGCTGACGATCCCCAGTCGAGGCACGACGCTCCCCAAGGTCGATCCATCTGACCGATTATACGTGACTTTCACATCCGGCAGCACGGGGATTCCCAAGGGAGTCATGATCACGCATGCAAACATGAGCAGCGCCCTGGTCCAGCAGCAGGAGGCCCTCTCATTCGGGCCTCACGTCCGCGTCTTTGATTTTGTGTCCTACGCGTGGGACGTGGCTTGGTCCAACCTGCTCCGTACTTTGGTTGCTGGTGGCTGTCTCTGTGTCCCATCTGACTCCCAGCGCCGGGAAGGGATTGAAAAGGCCATGACACAATTAAGAATCAACTGTGTTACTCTCACACCCAGTGTCGCTCGTCTGCTCAACCCTGCTGCGGTGCCGCACCTGAATACCCTGGCTCTAATTGGGGAGCCCCTGTCGCAGGCCGATATCATGCGGTGGGCTCCTCACACCAACGAGATCATCAACACCTACGGGCCATCCGAGTGTCCTGCATGCGTCACGGTGAATCGCATCCCGCTGGACCTCTTGTATGAGCCCAATCTCGGGGCGGCTTCTGCCTGCAACACTTGGATTGTGGATCCCGATAACACCGATCAGCTGGTTCCAGTTGGTGGTATCGGAGAGCTCTGGCTGGAAGGGCCCCTCATTGGGCTTGGATACCTGGGCCTCCCCGAACGAACGGCCGAGAGCTTTGTCGAGAATCCCCGCTGGCTGCGCTCCGGGTATGCTGGACAGCTGGGGCGTGGCGGCCGGCTGTATCGCACCGGCGACCTGGTCCGCTACACCGATGATGGCGCGCTTGTTTATATTGGACGCAAGGACTCGCAGGTCAAGATCCGCGGCCAGCGCGTGGAGCTGGGAGAAATCGAGTACCAGATCCGCGAGGGCATCGCGCGCATCTCGTCCGCCACCGGCGATCCCACCGTCGTGGCTGGGGTTATTACTCCGCGCGGAAGCGGCAGCAAGATGCTGGTCGTCTATCTTGGCCTAGGGCAGATGGCCACAGGCCCTGTTGACCGCATTCGAGAGGCTCTGGCGGGCTATACAAGCGGGCTGGATGTGTATCTCTCGGAGAACCTCCCCCACTACATGATCCCCAATGCATACATCCCCGTCTCTGAAATTCCAATGACAGTGACCGGCAAGACGGACCGCGGACGCCTGGCCCGTACCGGGGCATCATACACCCTGACCGAACTGGCCGAGATGCAACCCTCGCGCGGCAGGCAGCGGCCCCCTACCACCGCTATGGAGCGGCGGCTCCAACAGCTTTGGGCGGCAGTCCTGGGGCTCGATGTCAGTGCCATCGCTGCCGATGACAGTTTCTTCCGCATTGGCGGGGATTCGATTGCGGCGATCCGCCTGGGCCAACGTGCGAGCGAGGATGGTCTGGCCGTGGCCGTGGCCGACATCTTCCGCAAGCCCCGTCTCTGCGATCTGGCTCTCCTCGCTCGTGAGGACCAGGTCACCTACCTTGATCCTTCTCCCTTCTCCCTTCTCCCTGCCGGTTCTACCTCGGACTACGTGACAGCTGGTCTCAGTCCGCTCCTGGACTGCCCACAGCACCACATCGCCGACGTCTATCCCACCACGGACCTCCAGAGCATCTACGCATCCTTTGCAGTGAATGCACATCGGGGGGAGATCGAGTACATCTACATGGACCTTCCTCAGGGGGTGGACATCGCACGCGTCCGCCGCAGCTGTCTGGATATGTGGCACCATCTCGACATCCTTCGCACCGTTTTCATTCTTGATCAAGGTCGTCTATTGCAAGTCGTGCTCAACAACGTGGAGCCCGAGATTACCATGCAACACACCGAAGGGGATCTGGCAGCAGCATGCGAAGAAGCCTACAGCTGTGATCTACATGAGTCGCTGAGCCTGGGCCGGTCGTTCACGCGGTTCTTCATCACCTCCACCGCAGACGGTCGAGTGCGATTCACCATCCGGCTCTCTCACGCTCAGTACGACGGCTACAGTCTGCCTGTCATCTTCTCCGTCTTTGCGGCCTTCTATGAGGGCCAGACACCACCCCCAGCCCCGAAGTTTTCGGGCTATATCCGCCACATGCAAAAGCAGCAAGAGGCCGCGTATCCCTACTGGCGCACGCTCTTGCAAGGCTCGTCCATCACCCGGACCAGACACCTCTCCATAGCCGATGGCCACTGTCTGCCAAACCAGCCCCGTGGCCGGCTGGTTCAATCCAAGACCGCTGTGCCTGCCCCGTCAGATCAACCGGGATTCACGTCGGCAACGGTCTTTACCACCCTCTGTGCTCGCATGCTGGCACAGATGACAGGCGTCAGCGACGTGGTCTTTGGGACCATTGTCTCCGGCCGTTCCTCCTTACCAATCGCCCTCCAAAACGTCGCCGGGCCATGTGTCAACACCATCCCCGTCCGCGTGCAGATCGAACCCGACCAGCCACTAGAGGAGCAGCTGGCCAGCGTCCACGACCAACACATCCAGGGCATGTCTTTTGAGACGAGCCAGTTCAGCGACATCGCCGCCCACAGCACCACTTGGCCCGAGGACTCGCGCGCTCCCGACCTGGTTGTTCAGTTCCAGAACCTCGACAACCTGGAGCATGACAAGGGTACGGAAATCCAGGGGATAGGCAGTACACTTGCACCGTGGGAGCAGCGGAACCGGTCCGTGGACAGCGATTTCCTCTTTATTCTGGCGAAGCCGGTGGAAGAAGCCTGGGAGATATCGGTGTCGGCGAGCTCTAAGGTATACACCCAGGATACTCTGGATGCCATGCTCAAGGCCTTGTGTTTGCATGTTGAGAATGTTTAA
	MPTENGEVQHRIDGLQDQDTVEILLVTLESWALQAVEEFKASKGMLEIGSVSDRSNDARKVKIELDGGTENILAQLRGEWVRQLVHQHHEAASNFAASIILDGSPERLLVLRFMERREAWVSEEAPKSWCQERRCAPFLEMHCQARPEELQFHIVSPPPVAAQAFVQHLDLRIRQSISNRSLADVPVETVPAASDSELRAIWGWNGTLPEGVQRCVHDIIAQQARLRPHAPAVSAWDGELDYQQLDRISTRLAHYLVQLGAGPDDIIPLCFEKSKWMMVAILAVMKSGAVIAALDPTQPEDRLRSIVKQLQPRWILTSPAQIEVAARLEISNVIALDEGRLRQLPDSEGRHLPCVDPSRNLYIVFTSGSTGTPKGVMINHTNFSSAIAYQHEALGMDNTARVFDFASYAFDLAWGNIIHTLAAGGCLCIPSESERRGNIAEAIRRLGVNHLQLTPSVARLIDPRDIPAVRWILLIGEPMTQADVAQWTPYCKLINSYGPAECTVAVTFQTIPHGRPWDSSMGKGVACSTWIVDEEHGETLVPLGHTGELWLEGPLVGQGYLGDLEKSAASFIDSPAWLTRGIPGVVPGRRGRLYKTRDLVRYNPDGSLVYVARKDTQIKIRGQRVELGDVEYHLKLALPDKIPSVAAEAITPRGSSSTILVAYLALGEEATGAAESTRESLASCLHGVEEYLADRLPRYMVPSLYLAVPEIPMTATGKTDRLRLREIGSSLTLDQLAALQPSRAVEIKAPETEMEHRLQQLWAATLNISPSSIGTGDSFLRIGGESMAAIRLVQLARKEGIILTVADIFNHPRLGDMAQEAQRERAQDVTTIPPFSLLRRGHDVRDACALAAAECRVSANSIADLLPCTPLQEGLLALTVKQAGEYVRQMVSELPVDVDLARFRAAWAQVIHEAAILRTRIVDLPNAGLLQVVVADQPEWATGSDLGHFLESEKGKPMGLGTSLARFGLVSDQAQGKVLFVWTIHHALYDGWSLPAMLERVEAIYAGGSCDMLPSFAGFVKYLADGTVEDAQGYWQSQFNGIQAAVFPALPSPDYQPKCQDLLQYHVASVSWPGNDITASTAVRTAWAIVASRYTQSPDVIFGATVSGRQAPVPFVERMAGPTIATVPVRVNVQGDATVASLMQSVQTQAVAMIPYEQTGLNQIRRINSDADQATQFQSLLVVQPPSSKTSRRPDECLFRVDLDAGDEFRSINTYSLMLECHLESDGMRLRMSYDRLVIDAEQVKRIARQFEGVLRQVCSEVNAQELVGTVSAASEADLAQVWAWNATVPQTVQGSVNDLIAQRVQQQPDALAICAWDGQLSYQELDTLSTQLALSLVQQGAGRGSVIPLCFEKTMWTPVAMLAGMKAGSTVVTMDPSQPEDRLQSIIQQTQPPLILTSDTYKPLASRLAGVVIRVNRDTLQALPQHDLDTPDLPTIHPTDGLYIAFTSGSTGNPKGAVMSHQNIRSAIHHSTGALGFTPTTRVLGFSSYAFDAVWVEFLYAMAVGGCLCIPSDAQRNSGDLAGCMEGLRVDLALLTPSTARLLDAEAVPSLKTLVLIGEPVTSDDLARWTGNVDLRNGYGPAECSAITAAYKFQGPNDQPSIVGHAVGLVAWVVEPSDGASLSPLGAVGELWVEGPLVGKGYHGDPEKTAMSFVHDPVWLLQGTLGYPGRPGRLYKTGDLVRYTSDGKLVCVGRKDTQVKIRGQRVELAEIEHYIKEATRASVVVDMARPQGSRGPVLVAYVALGQVAAVGSPEAVRTALRRCIQGVEDHLSKHLPRYMVPSFYIPVVDIPLTATGKTDRRALRNTGSSFAIDQLAELQPSGGQKRTLPQSEMERSLQQLWAEVLNINPSQIGMDESFFLLGGDSISAMQVSAKSRARGVRVTVPDIFKFKTIARLARREIQIDDLAIDDREMLDTPFALSPIQQFFFDAQKDKQGHFNQSFLVRTTKPQQPDAVLRAVQFIVARHSMLRARFHRGTDGVWTQQITSRADESYACRHHRLASVEDAVPVLNSSQRSLDVQAGPIFAVDLIDTPPDCQYLFLTAHHLVVDLVSWRIILEELEEYLLTGTVAGSSAPLSFQTWCRLQERHAQDHLTPGTAFPFDIQPPCEAYWGLSPELNTHDAIQEAGFTLSKKTTSILLGPANHAFQTQPIELFLAALLHSFMDSFTDRDPPTIFNEGHGREPWNSAIDLSRTVGWFTTLAPISVEAGSHHLSIPQFVRYIKDRRRQIPHNGWSYFTSRYLNTEGKTVFSRHACPEVTFNYFGLYQQLERSDALFQSCPSLQDRVLDVADRMARFALIDVSAEVTQDCLQFRFLSSQRMQKQDALARWIAACERLLEATAVQLLDMQPSYTLADFPLLPPTDATWKQLETLPRLGLAYGDVEDIYPCSPLQQGILLSQAKSPEMYWTRVRWVVRSSTGASSPVDADRLERAWRKVVARHAALRTRFSDSPFSDGYSYQIVLKDPPPTIHTIQAADPMDAVVEYRAASGSQVRPVHSLVLCPMASGDLVCDLQINHAIIDAISIRVLKRELCAAYDDALPADPGPRYSDYISHLQSLPTTEAKEYWQTQLAGAQPCIFPTLNEPIAEPKDAAAVTSLPISPETDQALRQFCRSHALTPANVFSLAWMLVLRSYTSSESVCYGYLISGRDVPIHQVDRAVGPFINMVVNHVEIDSNRTLLAMLQEVQAGYLGSLKYNQYPLAEILHDLSTEGQPFFNTVLSVQSGGRADSAQPPDTPTITLENETWHDPNEYDIAASVLLLDDNPRITLNYSRHLLSERQASAVGATFVEALANIVRHPDRNLCDLETTISPQDLATIWDWNAKVPATLSSSVPELFSRWVKQQPDAQAVCAWDGDLTYRQLDEGSSRLAHHLLARGVRPQSILPLCFEKSRWVPVAMLGVLKAGCAVVTMDPEQPVERLQLVVQKTQGVILTSPACQGLASQLRPEAVVVDGRSLERMPQPDPLSLPTIHPTDRLFLVFSSGTTGTPKGSVMSHQNACSAVHHQQARLGLPPAARMIDCLSYAFDAPWFNFLHAFSSGGCLCVPSDQQRKDNLAGCIESLKANYALLTPSIARVLDPAAVPGLETLAFGGEAIRAEDISRWHEVKLMGYYGPSECTVVSTIHQFESKTEEPRMLGYSSGLTAWVVDPLQGRRLAPLGATGELCVEGPLVGQGYIDEPQKTAASFVEDPSWLLRGGGPDFPGRRGRVYKTGDLVRFRPDGSLLYVGRKDTQVKIRGQRVELGEVEHHIRQTLPAGVDVPVVVELVHPHASANPVLVAFLPVGKEAAGSSESMRAVLDRYTHGVEDRLMARLPSYMVPRMYIPVPAIPFTTTGKTDRRSLQRVASSYTLEQLAALQPSRDTRRAPTTAMERRLQGMWATILDIDAVTIAATDSFLRIGGDSIGAIRLVRLAAEQDILLTVAAIFKSPILCDMAQVATLGSTSGPHDIPPFSLLKQDVDISQARLQVAAWCELSPSAVEDILPCTPLQEGLLSLTVKNQGAYVNRQVLQLRDEVDLGRFQTAWNQVAMATSILRTRIVDLPGQGLVQVVTSEVPRWNHGRSLDALVQDDLQRPVTLGTPLATFGLVDAGDVGGDRQRYFLLTLHHALYDGWSLSLLLDEVSKAYHGTASDGLVSFKTMIKYVTELGAEADSYWQGSLDGLVAEPFPALPSPMYQPRAQDILEHNVLGLRWLQNHHITPATTLRAAWAILTTHYTQSADVLFGSTVTGRQAPIHRVGLVEGPTIATVPVRIAIQEKATLAGLLDQVQEQSVDMIPYEQVGLQRIRRLSADTERACQFQTLLVVQPAPEPSATDGPSALFHAEDDTLSQAALSSFNSYALLLQCQLTATGVSMQMSYDSHVMAQPQVQRLARQFEHLVRLLCDESQHSSSVAHIDAVCEDDLRRIWALNSPPPARVDACMHDLITEQAQRRPVSQAVAAWDGELTYRELDELSTQLAYGLVNLGVGPHAVVALCFEKSMWMPVAMLGVMKAGGASVAMDITQPEDRLRTVVQQVQPPLVLSSLEAEDLARRLSDRPVHVVSQDRLQTTSLGSGQGGQLPPVQPTDRLYIAFTSGSTGVPKGAVMSHQNFTSAVHHQTALEFTASARVFDFSSYAFDACWLNFLHTMAAGACLCIPSEEERKSDITGCMRRLAVTYANLTPSTARLIDPTSVPSLQTLVLVGEPVAQQDITQWKAHVQLKNGYGPAECSAISTTFDLGQSDHDPATIGAGRGMVTWVVEPTESRHLSPYGAVGELWVEGPLVGLGYLGRPDLSAASFVDNPPWLLRGGPQGFPGRHGRLYRTGDLVRYNLDGTLVCIGRKDAQVKIRGQRVELAEVEHHLHQALPSAAVDVSVAVEVITLQGSANPLLVAFVAMGEAALGPRETVRAKLALYSQGARERMADQLPVYMVPSLLLPAVEIPTTATGKRDRRRLREMWASKSLEELAELQPTKGNHQAPTTDVERRILQLWAECLNISASKISIHDSFFALGGDSISAMQLSAKGRSIDLQMTVGDIFKYKTIARLALSISPAVESAVLHAPEGQGASFALSPIQQMFADMQQGVSNHFNQSFFVQVRRPVTLPQIQAAVDALVAHHGMLRARFKCSRENIWSQWILPPGTTGSYRVCQHEVAGLQAASAVINHSQESLDIQNGRLMAVDLINADEGQYLFLVVHHMVVDLVSWRIILADLEEHLTTASLSGFTSMSFQTWCQLQADHHAESPFELEAVLPNGAPPPLLPQLDYWGQVRSLNTFDNMIKDGVVLGRQDTETLLGPANAAFDTQMVELLHAAILHSFANVFHDRAPPTVFSEGHGREPWRSAIDISRTVGWFTTMFPVVATAKKGDSIASIVRHVKDRRRQIPDNGRPYFASRFLTPAGKRAFQVNGPVEVIFNYLGLYQQLERSDALFHMREMPDGVDDMADISGSLFRFALVDISASVTDGCLHVDFMYNRHMQHQASIRAWIKECRQSLHAAAQELPLIQPSYTLCSFPLLRMTDPALAILQQRLTELDLAYGQVEDIYPCSPLQDGILMSQIKNPDLYRTRIRWMAQSAQGSTAVDTNRLKHAWQQVVDRHPALRTIFVDSISGRGLKDQVVVRNLRADVHIVQSADEASIEDMSPTKGKTSSVLTLSTTNSGVLCELSISHALIDAFTLGILKQELCAAYTGLLSSSLAPLYSDYIHFIQSLPAGSAAAYWQEHLQEVKPCLFPSLGGLNTEGRRSQAHIPITFERELHLALRIFCMEHGLTVSNIFHVAWALVLRAYTGLDTVCFGYLTSGRDIPLQGADGTVGPFINMLASRVDLGSKDSLMTLVQRDQEQYLNSLEFQHYPLAKIFHLIDTPEKGLFNTAMSVQASDSGPKDCQSAISLVDEGGDDPTEYDIMINIGVGDEDTGCNFTFNESVISDRYAKSAIDLFLHAVSHIVQHADQTAQEANFISKQDLQSIWQWNAAVATPLDWCVHELIIEQAEKQPAAAAICAWDGNLTYKQLNDLSTQLACHIRQLGVGPGVNVPLLFEKSRWMSVASLAVMKAGGTMVGLDPGQPAGRLRSIIDQVQPCLILTSAGNSNSAAAFASCHVVRVDDASLAQLATPCNALLPPVDPASSLYLVFTSGSTGVPKGVAISHSNLSTAITHQKRILKLSVASRVLEFASYAFDVSWGTILHTLAAGGCVCVPEESERRGDISAAMRRMEVNYAHLTPSVARLLNPSNVPLLQTLVLSGEAVSRADMEQWSRHVHLINAYGPAEAAVWVIFAHLDSALSMPSIGKGGGCTTWIVDPSRPDQLAPVGCTGELWLEGPLVGRGYLHDPERTAAAFIENPRWLLQGAGGAHGPGRQGRLYRTGDLARYTPDGSIVYIGRKDNQIKIHGQRVELEEVEKYIEQAMLNSAAAPAVPVVAAVVTPQGSKKAILAAYLALGEPATGSVEIVRKSLSRYTGIINPALEESLPTYMRPSIYIPVAEIPTTTNGKADRSKLATMASSRTLAEWAGLQTSEGKWRPVSSPGELGLQRLFAEVLNMDQSLVGMDDSFFSLGGDSITAMQLSAKSQSSLLYITVGDIFKHKTVAQLASNARQTASTSVQLPEVPNSLFELSPIQQLFFASQDKGKNLFNQSFLVRVSRSLNPNELQKAIGVLAARHSMLRARFVQSADGVWQQKIVNDSAGCYTFRSHHITTLQDMEPLLHSSQELLDIVQGPILAVELIDSSHDGQYLFMTAHHLVVDLVSWRILLGDLEEFIRSGTITGFPPFSFQSWSQLQANYARDHLPPKIALPFKVSPPRHEYWGLVPGHDANTLSDSGRGSFTMNKRLTDILMGTANSAFDTQPVEILHAALLYAFAQTFQDREAPPLFTEGHGREAWDSGIDLSRTVGWFTTIFPVAASITQNHSLPEVVRRVKDTRRQTPRNGWSYFTSRYLNTDGRQAFQIKGPVEIIFNYMGLYQQLERPDSLFQQCDIAVTAPPAAAATLSRFALIDVAASVVQGQLKFEFLYNREMKGQDRILEWISKTESSLKAAAEELLLQSPSYTICDFPLLSLTDQGLDELLNRVLPAVGLSYGQIEDIYPCAPIQEGIIMSQAKSPELYWTRVRWTVQSTGTSPVDLDRLRRAWQMVVNRHSILRTIFIDGIGSGQVKDQVVLKDFPVDVEVLHAELHQLAEPVTGRQWHTDLSSRRDTPQHSLVLTQTASGVVFCDLELNHAMVDAYSLALLRQEICAAYTGSLPATPAPAYQAYIEHLQGLSLVEGQRFWQTYLDNAQPCHFPALGQPDVTDGSNARRALSISLDAATHQALRVFCQQHAVTPSNVFYLAWGLLLRAYTGLDTVCFGYLTSGRDVPVPGVDRIVGPLINMLVCVLEFRTGASVRSAMQKVQEDYLAALQYQSTPLSKILQLSGTSGRGLFNTGISVQGGATSGEPDEHDIIVTDQTGLDSPEYDIAVAISHDEEETEIAFDYMAVTLSDQGGQSLAGLFVQVVADVIRAPDQTVQAVNVISKEDLQSLWTWNRTVPETVQACVHDMIGQKACDSPDSPAIHAWDGALTYQELDLLSTRLARYLIDLGVRQNTAIPLCFEKSMWMPVAALAVMKTGAACVAMDMTQPEKRLQAIVDLVQPDLLVTSVANRKTVQQLADTKAVLAIDQAFFSQIAPPTSSCLPTVSPSSPLYTVFTSGSTGTPKGAVISHANFASAIVHQTDLLALDPDSRVFDFVSYAFDVSWSNLLHTLAAGACLCIPSEAMRRDNPVEAMQAMKVTHAQFTPSMARTVDPDQCKTLKALILGGEAMSQHDIAVWAPWVDLRVAYGPAECTVAAVMDTVPEQSGHRDFGKIGRGLGSNTWIVSVSDGERLAPVGTVGELWLEGPLVGLGYLDQDEKTAASFIDNPAWLLRGGPGVPGRQGRLYRTGDLVRYCFDGSILFLGRKDNQVKVRGQRVELQEVEHHLQAHLSGTTGVVADVVKPQGSSNAMLVAYLAVGETIHSPLDSVHAALRPLTQGLTDSLSARIPQYMVPSMYLPVAEIPVTTTGKIDRKQLHELGSSLTMEQLAQIQPPQEGEQQAPQTDLEKLLQQLWAELSAKLRSAGFRIAVPDIFKLKTISRLAPSAASVQGRMKTTWETREDEPFELAPVQQMFVNVVRRKCNHFNQSFFLRITRQVRAEDVRRALDLIVTQHPMLRARFASDQGGHWTQHIKPYTPGCYRYCEHVESSLAEASPLLDASQVALDLESGPVFSGDLLQIRDSGDQYLYLVAHHLAVDLVSWRIILADMEDHLTAKASSSFTPMPFQAWCQLQADHARDCLTPETALPVEIPPPQQGYWGIDPERNTFGNAIHRSFTVSKNVTDILLGPANKSFDTQPVEILQGALIYSFTQVFRDRAPPTVFSEGHGREPWDAAIDLSRTVGWFTTMLPTVTSMGPDDTLPDIIRHTKDNRRLVPGNGWPYFASRYLNPAGKKAFGAYGLPEITFNYLGLYQQFEKDSSLLQPTALPSGSMSDVDERMQRFALIEVSASVSQGCLEFSFLFSRHTKHLRNLEDWVAHCQHALRTASEVLMQRQPSYTRCDFPLMRLTEPALQTLVGYSLPQLGVSYGQVEDIYPCSPIQHGILLSQAKNPGVYWTRIRWKARSSESALPPNPERLARAWMRVVARHPVLRTRFIDGLSPNSVQDQLVLKASEPEIHVISGPEATDPIAALDSYWEQRQRKGHKLHSFVLSQAPSGEVFCDLEMNHAITDATSTALLKRDLQAAYTETLPTMPGPSYSDYIRHIQAIPAEVGIDYWRRYLDGVHPCIFPTLAANGQDVGENPRGSIHHMLDQDTNTSLQVFLKTNELTASNVFYLAWALILRCFVGSETVCFGYLVSGRDVPIDNADRIIGPFINMLVSRVRLGEGVTLMDIMKQSQADYLDSLKHQHRSVAQAAHSSDGPAEPLFNSVISVQGMDLKKSSKSEERGLCLEEQDGNDPTEYDIMMNIGLGDQETAMTFSYYKSLLSEQQASGIVESLLQAVREIIHTPFKKPSQVNLSTGHDQQTIWSWNASVPPTINVPVHGLIANKVKEQPDADAICAWDGELSYGQLDSLSTCLAHHLVASGVCSDTVVPLCFEKSMWMPVAMLAVMKAGGASVSMDASLPEERLRTIAKQTEPAVILCSEATSEKAGRLGAPRVITVGQRLLSGLTIPSRGTTLPKVDPSDRLYVTFTSGSTGIPKGVMITHANMSSALVQQQEALSFGPHVRVFDFVSYAWDVAWSNLLRTLVAGGCLCVPSDSQRREGIEKAMTQLRINCVTLTPSVARLLNPAAVPHLNTLALIGEPLSQADIMRWAPHTNEIINTYGPSECPACVTVNRIPLDLLYEPNLGAASACNTWIVDPDNTDQLVPVGGIGELWLEGPLIGLGYLGLPERTAESFVENPRWLRSGYAGQLGRGGRLYRTGDLVRYTDDGALVYIGRKDSQVKIRGQRVELGEIEYQIREGIARISSATGDPTVVAGVITPRGSGSKMLVVYLGLGQMATGPVDRIREALAGYTSGLDVYLSENLPHYMIPNAYIPVSEIPMTVTGKTDRGRLARTGASYTLTELAEMQPSRGRQRPPTTAMERRLQQLWAAVLGLDVSAIAADDSFFRIGGDSIAAIRLGQRASEDGLAVAVADIFRKPRLCDLALLAREDQVTYLDPSPFSLLPAGSTSDYVTAGLSPLLDCPQHHIADVYPTTDLQSIYASFAVNAHRGEIEYIYMDLPQGVDIARVRRSCLDMWHHLDILRTVFILDQGRLLQVVLNNVEPEITMQHTEGDLAAACEEAYSCDLHESLSLGRSFTRFFITSTADGRVRFTIRLSHAQYDGYSLPVIFSVFAAFYEGQTPPPAPKFSGYIRHMQKQQEAAYPYWRTLLQGSSITRTRHLSIADGHCLPNQPRGRLVQSKTAVPAPSDQPGFTSATVFTTLCARMLAQMTGVSDVVFGTIVSGRSSLPIALQNVAGPCVNTIPVRVQIEPDQPLEEQLASVHDQHIQGMSFETSQFSDIAAHSTTWPEDSRAPDLVVQFQNLDNLEHDKGTEIQGIGSTLAPWEQRNRSVDSDFLFILAKPVEEAWEISVSASSKVYTQDTLDAMLKALCLHVENV

	ungB’’
	ATGTACCCAGCCAAGTGGGTGTTCCTGATCGGGGTGGCGATATTCGAGATCGGATCTCTGGTCTGCGGAGTGTCTCCCAGCTCGGGTGCCCTGATTGCGGGCCGCAGCATCTCAGGACTGGGCGCTGGCAGCATCAACGCCGGCGCTGTCGTGATCGTGACCAACACCATTCCTGTGCGAAAGCGGCCGATCTACCTGGGCTGTCTGGGGTGTGTCCATGGGCTAGTCAGCGTGTCGGGGCCATTGTGAGCTCATCTCCGTGCAACCATAATCCACATAGATCGGGGGCTAATGCCGTGTGACGAACAGGATTGGGGGTTTGCTGACGGACCATGCCTCGTGGCGATGGTGTTTCTATCTCAATCTGCCCATCGGAGCAATCACCATCCTGGGCATCATTTTCTTTCTGTCGGCTAACCAACCCCCGTCGGGACATCTCAGCTGGAGGGAAAAACTTCAGTCCATGGATCTTCTGGGCTCGGCGTTCTTTATTCCTGGGATCGTCACGCTTCTGCTAGCCCTGGAATGGGGAGGGTCACAGTATGCCTGGGACAATTGGAGGATCATCCTTCTCTTCATCCTGTCCGCCATCTTGCTGATCGTCTTTGCCGGCGTTCAGATTCGCGCCCCTCAGGGTAAAGCGACACTCCCCCCTCGCCTGGTTTCAAATCGGAATATCCTGGGTCTTATCGGCTATATTGTTGGTAACAGTGGGGGGTTGTTTGTCTTTGTGTACTATGTATGTTCTCGACCTGGATCCCCCCCCCCCCCCCCTTTTCCCTAGCTGGAATCTCCGCAACATGGCTTAACGACTTCGTCACCTTGACATAGCTGCCAATTTGGCTCCAAGCCATCAAGGGGTTCTCGGCCTCCAAGTCAGGTCTTTCAATCTTACCCACCCAGTTAGGGGTGGTGATTGCATCTCTAGCTGGCGGGGTCTTAGTCACTTTCGTCGGATACTACACGCCCTTTCTGATTATATCCTCCCTAATGGCCGTCGCTGGCGCCGGCATCCTGAGCTCCCTGCATCCGTCCTCCAGCCTCGCAAGCATCCTGGGGTACCAAGTGGTGCTGAGTCTGGGCATCGGGCTTGGATCGCAGAACGCCATGGTCGTGCCGTCCGTGGTTTGCGCCCCGGACGATGTAGTCACGGCCATTGCGATGCTCTGCTTCCTGCAGATGCTGTCCAGCTCGGTCGCTCTGTCCATTGGACAGACAGTTTTCCACAACCGGCTGGTGGCCAATTTGCATCGCAGCGCCCCGTCCGTGGACCCCTCCCTCGTTGAAGAAGGGGCGACGCTGCTCCGCGATCGCGTTCCATCGGAGCTTTTGCCGTCTGTTCTTGGGGCGTATAGCAAGGCTGTCTCGCAGACCTTTTACGTCGGGGTGGCCATGTGTGCGCTGTCGCTTCTTGGGTCGGCCTCCATGCAGTGGAAGCGAGTCCCTGGCAAGAAAGATGCGGCAGAGGAGGAGAAGGAGGAAGAGTCGCGCGACAGTGATACCCCTGCACCACCTGCGACAGAAGAGAAGACGTGTAAGCAATAGAAGGGCGTGGGTGTATACCTTGCATCCCCCATGTGTGTTCTGA
	MYPAKWVFLIGVAIFEIGSLVCGVSPSSGALIAGRSISGLGAGSINAGAVVIVTNTIPVRKRPIYLGCLGIGGLLTDHASWRWCFYLNLPIGAITILGIIFFLSANQPPSGHLSWREKLQSMDLLGSAFFIPGIVTLLLALEWGGSQYAWDNWRIILLFILSAILLIVFAGVQIRAPQGKATLPPRLVSNRNILGLIGYIVGNSGGLFVFVYYLPIWLQAIKGFSASKSGLSILPTQLGVVIASLAGGVLVTFVGYYTPFLIISSLMAVAGAGILSSLHPSSSLASILGYQVVLSLGIGLGSQNAMVVPSVVCAPDDVVTAIAMLCFLQMLSSSVALSIGQTVFHNRLVANLHRSAPSVDPSLVEEGATLLRDRVPSELLPSVLGAYSKAVSQTFYVGVAMCALSLLGSASMQWKRVPGKKDAAEEEKEEESRDSDTPAPPATEEKTCKQ

	ungC’’
	ATGACAGTGACAGTACCGCAGGATCTCCGGCTGGGAGAGCCATATGGTGATCGTGCAAACAGTCTGTTGGTCCAAATCCCAACATGGGCGGACATGGTCGATTTTGGGCAGGGAAAGGCGCAGATGAACCACGGCTATCCACGGTCCATTGTGCACCCTGATATCCGTCTGGTAAGGCCCTTGGCTTTCTTTGATCTCGTTCAGCTGGGGCCACCCGGATTGGCCCTGATACTGACGATGATGATGTGTTTGTCCTTCAAGCTCAGTTCCGCAATTCTGGCCAAGGTCCGCGACGACAAAGAATGCACCGATGCTTCCCTTCTATTGTTCTCTGGTGCCCGGACGGCGCTTTCCTGCAAACAGTATATCCTCCATCTCGCGCAGGCCACGGATCGGCCAACCCTCGCCGATTCGATCCGGGTGTACGTGGTGGACTTCAGTGGGTTCTTGTGTCGTGACCATCACGCTGCTCACTCGTCTGGATCAACCCTTTATGCCGTCCTCTACCCCAGTGCGGCTTGTCGGGATGCTCATGCGTTTTGGCAACGCGCGGGGCCAGGGATATCATCAAGGTTGGCACAGCGATGCCTGCGGTCCAGTTCTCGACCTCGGATCCACCCATTCACTGCTCCTACCACCGCCACCGCCCCTCCCGACACCCATTCTGTGTACGAGAAACTCCGTTGTAGAATTGCTGGCCATGTGAGACACTGGTCGAGTGATCCTCGGATCACCAAGCAGGTCGCCCCCTCCGATGTCTTCTTATATGCTTCCGGCATGGCAGCCATCTACCACGTGCATCAGTCCATTCTGGCCTGGCGAACCGGGGAGTCCGTGAATGCCGGCCTCCTGTATGGGCCGACCCTCAGTATCCTGCAAGCGGAAGGTCAGGGGTTAAGGTCCTACAACCTAGGAACGGAGGCCGACTTGAATCATCTTGCTGCCCAGCTGGAGCTGGGATCCGGGGAAGCTCGCGCGGTGCAAGCAATCTGGTGTGAATGTCCCAGTAACCTCACACTGCAGACGGTCAATTTGCAGCGGATACGTCGGCTGGCGGACCAACATGGCATTCCTGTAGTAGTGGACGACAGCATTGCCAGCTTCGCCAACTTGGATCTGTTGGGAGTGGCGGACATTATCGTCTCCTCGCTGTCCAAATACTTCAGCGGATATGCCGACGTAATGGCAGGAAGGCAAGTCAAGTCAAGTCAAGTCAAAGACCCAGGCGCCAACCTACAGACACGGTGACTGATACTCTCCTCTGCCGGCATACAGCGTCATTCTGAATCCGAATTCTCCACACTACGCCGCCCTGCACAAGCAGATATCCGCCACATACGAGAACAACCTCTTCGTCGAAGATGCGATCCGACTAGAATCCAACAGCCGGAACTTCCTCCCTCGCATGGATCGAGTCAACAAGACAACGCAACACCTGGTCACCCAGCTTTTGCCTCTCGTCTCGGATCCCGCGAGCCCATTGACCCGCATTTTCCACCCGTCCGTGTGCGCATCCCGTCCGAACTATGAGCGTCAGATGCGTGCTCCCTCGTCTGAGATGCCTCGCCCGGGGTATGGAGGCGTCTTCACGATGGAGTTCGCCGACATCGCAAGCGCGTCCGTCTTCTTTGACCACTTACACGTCTGCAAGGGCCTCTCTTTTGGCGCGGATGTCTGCATCGCGTCGCCGTATATGCAGATGACGGGGCAGGCCGGGAAGAAGCAGGCGTTGGTCAATGGCACGAATGATACTATCATCCGGTTTGCCGTGGGGTTGGAGGAGCCTGATGAGGTCCTGCACCGCATCAACACCGCGCTAGACGCTGCGACGCTGGTGTATAGGGCTAAGGGCCATGTGGCCCCGTAG
	MTVTVPQDLRLGEPYGDRANSLLVQIPTWADMVDFGQGKAQMNHGYPRSIVHPDIRLVRPLAFFDLVQLGPPGLALILTMMMCLSFKLSSAILAKVRDDKECTDASLLLFSGARTALSCKQYILHLAQATDRPTLADSIRVYVVDFSGFLCRDHHAAHSSGSTLYAVLYPSAACRDAHAFWQRAGPGISSRLAQRCLRSSSRPRIHPFTAPTTATAPPDTHSVYEKLRCRIAGHVRHWSSDPRITKQ
VAPSDVFLYASGMAAIYHVHQSILAWRTGESVNAGLLYGPTLSILQAEGQGLRSYNLGTEADLNHLAAQLELGSGEARAVQAIWCECPSNLTLQTVNLQRIRRLADQHGIPVVVDDSIASFANLDLLGVADIIVSSLSKYFSGYADISATYENNLFVEDAIRLESNSRNFLPRMDRVNKTTQHLVTQLLPLVSDPASPLTRIFHPSVCASRPNYERQMRAPSSEMPRPGYGGVFTMEFADIASASVFFDHLHVCKGLSFGADVCIASPYM
QMTGQAGKKQALVNGTNDTIIRFAVGLEEPDEVLHRINTALDAATLVYRAKGHVAP

	ungD’’
	ATGGCCATGCTGGTCGAGGACAATGACAAGTACCCCGGAGTGCAATGGACTACGCCCGTGAATGAGTTGATCCGCGAGGACTTCGTTCTGGACAACCACTGGACGACGGCAAACGTCACCATTGAGGATATCCTGTCCCATCGGACCGGAATGCCGGGCCATAACTTCTCGCTTGGAGCTGTGTATGCTGACAAGCAGGCCACTGTTCAAGATGTGGTGAGGAGCTTGCGCTTCCTCCCGTCTACCGCACCCCCACGCACGACCTACCAGTACAATAACGCCATGTATATCGTGGCGTCGCATCTTATCCAAACAGTCATGGGCGATGACCTCGGCTCTATCTTTCAAAAGCACATCTGGGACCCTCTCGGGATGAGCAGCACGTATTTCCGCCTGGATGATGCACTTGCCAGTCAAAAGCCCTTGGCAAAGGGCTATGCCTTCGCCGAGGGCAAGTATGAAGCGGTGGAGTGGAAGAACAGGCCGGAAATCTCCGGCGCCGGTGCCATTATCAGCACTGTGGAAGACTACGCGAAATGGATCTACGCACTACTGAATCAGAGCGGGTTGCCTCTTTCCTCGGAGGGCTACGGAACACTCTGGACCGCGAGAGCACTCATTCCAAATTCCGAGCCGTTTTTGGCCCCGATGGCGTATGCCCTTGGATGGGACCGTTACATCTACCAGGGAGTGGAGATCATCACTCACGATGGGGGGATAGAGGGATTCGGAGCCGAGATTGTGATGATCCCCGCGCTTAAATTTGGGGTCATCACCATGGCTAACTCGACCTATTCGTCCAACTATGGGGGAACATGCCTGGCGTATGAGCTTATCGATTCGAAGCTGGGCATCGCTGCGGGGGACAGATTTGACTGGAAACAAAAGTGTGTCTTGTCATTCCTCTTGCTCTCCAACAAACTGACTAAATCGGGAGCAGATATGTCGATATCGTCGACCAAATGGACGCTTACAATGCAGACGCGGTCCAAATCTTCTACCCCGATCTCCCGTCTCCTCCTCTACCGGGGCCGACTCTCGCTATCGAAGCATACTCCGGCACCTACTGGCATGATGCCTACGGTCGGCTCGATCTCTCCATAGATGGCACCGGCACAAAGCTCCACGCGGACCGAACTAATTGTACCAATACCTGCTCTCTTACATTCGAGAACGTCACGGGAAACTACTTTATTATTAGGCTGCTTGTAGTTGGAGCCGAGACCGTCCTTCCAGCTGAGTTTTCGGTTGACCCGGACGGGAAGCCAAGGTCTGTCGGTATAGGGTGGGAGCCAACGATGGGGATAGAGAAGAAGATTTGGATGCGCAAGGTCGATGGTGATGATACCGTTGGGCTGCATCGCGCCCTGCCGTACAAGCCATCCAGAACTCCCCAGCTGCCGGAGTTTTTGACTGGCCACCTTTTTGTCTAG
	MAMLVEDNDKYPGVQWTTPVNELIREDFVLDNHWTTANVTIEDILSHRTGMPGHNFSLGAVYADKQATVQDVVRSLRFLPSTAPPRTTYQYNNAMYIVASHLIQTVMGDDLGSIFQKHIWDPLGMSSTYFRLDDALASQKPLAKGYAFAEGKYEAVEWKNRPEISGAGAIISTVEDYAKWIYALLNQSGLPLSSEGYGTLWTARALIPNSEPFLAPMAYALGWDRYIYQGVEIITHDGGIEGFGAEIVMIPALKFGVITMANSTYSSNYGGTCLAYELIDSKLGIAAGDRFDWKQKYVDIVDQMDAYNADAVQIFYPDLPSPPLPGPTLAIEAYSGTYWHDAYGRLDLSIDGTGTKLHADRTNCTNTCSLTFENVTGNYFIIRLLVVGAETVLPAEFSVDPDGKPRSVGIGWEPTMGIEKKIWMRKVDGDDTVGLHRALPYKPSRTPQLPEFLTGHLFV
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[bookmark: _Toc152663226][bookmark: _Toc153463471]Figure 1S: A domain sequence alignment comparing UngA, UngA’, and UngA’’.
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[bookmark: _Toc152663227][bookmark: _Toc153463472]Figure 2S: C domain sequence alignment comparing UngA, UngA’, and UngA’’.
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[bookmark: _Toc152663228][bookmark: _Toc153463473]Figure 3S: A domain AMP binding motif identified in extracted A domains. 
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[bookmark: _Toc152663229][bookmark: _Toc153463474]Figure 4S: C domain active site identified in extracted C domains.
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[image: ]
[bookmark: _Toc152663230][bookmark: _Toc153463475]Figure 5S: 1H NMR spectrum of 1 (500 MHz, DMSO-d6).
[image: ]
[bookmark: _Toc152663231][bookmark: _Toc153463476]Figure 6S: Expansion of the 1H NMR spectrum of 1 (500 MHz, DMSO-d6).
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[bookmark: _Toc152663232][bookmark: _Toc153463477]Figure 7S: Expansion of the 1H NMR spectrum of 1 (500 MHz, DMSO-d6).
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[bookmark: _Toc152663233][bookmark: _Toc153463478]Figure 8S: Expansion of the 1H NMR spectrum of 1 (500 MHz, DMSO-d6).
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[bookmark: _Toc152663234][bookmark: _Toc153463479]Figure 9S: 13C NMR spectrum of 1 (125 MHz, DMSO-d6).
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[bookmark: _Toc152663235][bookmark: _Toc153463480]Figure 10S: gHSQC spectrum of 1 (1H:500 MHz; 13C:125 MHz, DMSO-d6).
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[bookmark: _Toc152663236][bookmark: _Toc153463481]Figure 11S: gHMBC spectrum of 1 (1H:500 MHz; 13C:125 MHz, DMSO-d6).
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[bookmark: _Toc152663237][bookmark: _Toc153463482]Figure 12S: gCOSY spectrum of 1 (500 MHz, DMSO-d6).
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[bookmark: _Toc152663238][bookmark: _Toc153463483] Figure 13S: 2D-NOESY spectrum of 1 (500 MHz, DMSO-d6).

[image: ]
[bookmark: _Toc152663239][bookmark: _Toc153463484]Figure 14S: HRESIMS spectrum of 1 in positive ionization mode.
[image: ]
[bookmark: _Toc152663240][bookmark: _Toc153463485]Figure 15S: HRESIMS/MS spectra of 1 and fragmentation patterns in positive ionization mode.
[image: ]
[bookmark: _Toc152663241][bookmark: _Toc153463486]Figure 16S: UV spectrum (photodiode array, H2O:MeCN) of 1.
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[bookmark: _Toc152663242][bookmark: _Toc153463487]Figure 17S: HPLC-PDA chromatogram of unguisin J (1).
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[bookmark: _Toc153463488] Figure 18S: 1H NMR spectrum of 2 (500 MHz, DMSO-d6).
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[bookmark: _Toc153463489] Figure 19S: 13C NMR spectrum of 2 (125 MHz, DMSO-d6).
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[bookmark: _Toc153463490] Figure 20S: UV spectrum (photodiode array, H2O:MeCN) of 2.
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[bookmark: _Toc153463491]Figure 21S: HRESIMS spectrum of 2 in positive ionization mode.
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[bookmark: _Toc153463492]Figure 22S: HPLC-PDA chromatogram of unguisin B (2).
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[bookmark: _Toc153463493]Figure 23S: HPLC-PDA chromatogram of soluble-organic extract from rice culture of A. heteromorphus. Peak labels represent tUnguisin J (1) and Unguisin B (2).
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[bookmark: _Toc153463494]Figure 24S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of the hydrolysate of 1.
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[bookmark: _Toc153463495]Figure 25S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of the hydrolysate of 2.
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[bookmark: _Toc153463496]Figure 26S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of D-alanine.
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[bookmark: _Toc153463497]Figure 27S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of L-alanine.
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[bookmark: _Toc153463498]Figure 28S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of D-valine.
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[bookmark: _Toc153463499]Figure 29S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of L-valine.
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[bookmark: _Toc153463500]Figure 30S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of D-phenylalanine.
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[bookmark: _Toc153463501]Figure 31S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of L-phenylalanine.
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[bookmark: _Toc153463502]Figure 32S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of D-leucine.
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[bookmark: _Toc153463503]Figure 33S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of L-leucine.
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[bookmark: _Toc153463504]Figure 34S: LC-MS analysis of Nα-(5-Fluoro-2,4-dinitrophenyl)-D-leucinamide derivative of D-tryptophan.

2S

image1.png
UngAAT
UngA A2
UngA A3
UngA A4
UngA A5
UngA A6
UngA A7
Unga’ A1
Unga' A2
UngA' A3
Unga' A4
UngA' AS
UngA' A6
Unga' A7
1

FHEEER

A7

UngAAl  UngAA2  UngAA3  UngAA4  UngAAS  UngAA6  UngAA7 UngA'Al  UngA'A2  UngA'A3  UngA'A4 UngA'AS  UngA'A6  UngA'A7 UngA"Al UngA"A2 UngA"A3 UngA"A4 UngA"AS UngA"A6 UngA" A7

Soassm | ar1aen | 4975 | saassw | szseon | sacor NGB 47750 | ssoovn | soooow | sazse | srerow | szseem ao7sin | asaain | 51351 | 5225 | saeaem | saseom
s0455% Sy720w | sa0sew | 47azon | arsaw | avsson | nasre |[sazai| sziaom | sa6ow | asesew | 45771 | 4d7som | 50000% Sa0a0n | sa0am | ssssan | 41277 | avauon
ar1a6 | s2026% wsaon | 47277 | asazrn | asisi | s0som | soraom | ssa7im | aszeve | aaraom | as7vio | ss7som | aasosw | 5206 Sozasm | asoaew | a5926% | aroram
ds75i% | 53056% | 49.140% w5010 | 50735 | arzssw | ansorm | avsmn | sorzwm [NEABSEMI sos7rn | sarem | svoosw | assrre | ssoiam | 490 wnrs7 | avsors | arrrn
Suassn | ara20n | 47277 | 49010% unsaaw | anaar | sazzaw | asosw | 47015% | dscaow |[sasew | sssore | dosaew | 2070w | apszan | 4roa | 50370% wnsean | s0493%
sasaon | 479220 | 6z | sazasw | 4sezs unvin | 9140 | doassw | arsasw | svsemn | deroow [NeNAImI| sozevn | sosvam | scseon | seisen | szevew | 4977 i9389%
sac0om | amon | so1sem | arzssw | snair | 48931% Sa170m | anosew | acason | daronm | anoron | nvoee [NGSEBIMIN 51202 | svssn | derar | sosom | sosuzn | 4aiom
[ESEA s5267 | sosoow | svsorm | sazzen | asraow | saaves wss520 | 0126 | stoai | sarzsw | 53133 | sorzow |OGEMN sosr5% | ascoen | 51060 | sazavw | soraew | 5396
ar94% [T50a3uT| so7aom | 4vemm | assosn | deassw | anose | dessan So000w | 4940 | anaosw | aasesw | asoasw | asosu [snaaon| siaze | sosrin | assro | acoren | avazom
ano00w | 21200 | ssaram | 50123 | 47015% | arsasw | asason | so1zw | 50000% wo000% | andssw | dooon | asanin | 47e70n | sszsom | ssa7om | srizan | arzsow | acsesn | 4s1aom
so000n | sasosw | 9261 [NGAEIRMN s5020% | stsam | anromm | 51741 | 451408 | 45.000% 7325 | sas00n | aozasw | svooow | saoras | 477720 NGB so257% | soraew | av:136%
sazaan | assson | an1son | dosrin [[sasew | acroms | assiow | a3sw | sezosn | dadssw | 4732% aos07s | 9136 | sa120m | 4020w | ssssom | srri7w [[sraren| asooon | ssriw
sta0w | 4571 | 577 | sozaam | ansor [R6uiaMN] aszaow | s313m | sacesn | dssrow | sasoo | 4950w w77 | o6z | arsoom | aseren | sazeme | assnin [Ne2aaonll sosuwm
Sysaan | asrson | asyson | doousw | avsaew | avzooe [NGSEBUMIN so126% | ssozsn | asani | vz | asrsew | 49817% S1370m | 47000 | 45729 | srsoom | szsiam | soseese RGBT

So000n | ansosw | avs7r | sasrom | sosui | 5120 RGN ss030% | 47570n | saooow | saizos | soszre | 5137w ansnon | asaom | s | saas | sassen | 51980%
45750 Sa0s6m | ss01am | anszzn | deseom | anssew | ansisw |[snaaom | ssasom | saoran | asoaow | 47500 | 47000% | 4aseow S30m6m | S389m | 473090 | arzeam | 501265
wsaian | 2800 ioaon | 43700 | do19an | asrarm | sssoen | srazew | ss37om | 47772 | dssson | assren | asyzom | aszorw | 53086 woso7m | as7ren | asszan | a1591%
stasiw | ssa0m | s02es% 50370n | saso6w | 000n | sroeom | sosiin | siizzse [NGGHSEMN 5117 | s33e7s | stsoo | siaris | s73eom | 49507% S1117w | saraow | s0743%
sa7zam | asssa | 45926 | 48157 wosr7 | sosozn | sazaom | aserow | avason | dozsiw [[Snatin | assin | sasvm | saemm | arsosw | aarien | 511 S1000n | sz239%
Saodon | ar277m | ssozon | aosorm | 4nses uno3 | so7de | dooran | asawin | so7aen | aoooow [Neaaaomlll sosses | szssiw | s7aezn | ssszzn | suiaom | 51000% wa7o%
wosox | a5100% eroran | 271w | soasa | 29.389% a0 | ara20w sz 1300 | so130x | som7as | 50503 WEEEEEE :1onow so12en | avsorw | sozaze | eazson | 48578%




image2.png
UngACt
UngA C2
UngA C3
UngA C4
UngA Cs
UngA C6
UngA C7
Unga' C1
Unga' C2
Unga' C3
UngA' 4
UngA' C5
UngA' C6
Unga' C7
Unga™ C1
UngA" C2
UngA" €3
UngA™ C4
UngA™ €5
UngA" C6
UngA™ €7

UngACl  UngAC2  UngAC3  UngAC4  UngACS  UngAC6  UngAC7 UngA'Cl  UngA'C2  UngA'C3  UngA'C4 UngA'C5  UngA'C6 UngA'C7 UngA"Cl UngA"C2 UngA"C3 UngA"C4 UngA"C5 UngA"C6 UngA" C7

25.506% NGOG 24390% | 25,010 | 24000 | 251720 |NEHEERRH] 20557 WGGOUMN] 25307 | 25725% | 2252w | 267075 25,5050 [OGEHRN] 25.000% | 26897 | 255108 | 2875w
25.506% 202325 1419260 i gra [D45030 19300 | 2395w JNABBRGNIN 22759 [Tiaisiil aoasan Taazeoull 19280% | z3.153% 25597 |To1 638 N4 0ABwI N4 73R 22 660
05T 24252 21903 | 25263 | 227723 | 25250 [ASHSERN 20962 Jz00% | 2527190 | 23,1329 | 252000 (JAGTEIRNL 27703 Qasisw | 25939% | 24832% | 25.000%
20300 [Ta1926%0] 21953 Gazonll TaosenT 1052w | 239500 [JASTEONN 19723% aaseswlTazsanl 20305% | 200020 |L42deenT] 25.006% i Tarssnll 20000%
Zn0us | aisizn | 2526 | 4atiow iaain | 19720 | 25aa2n | a3sisw | 24735% | desa ua750% | 17617 | 26550 | adasios | 27365n | deserm usaaow | 21.107%
20000 | 45038 | 227725 | d0Ba% | 43434% 20266% | 26000 | deAsaw.| 22591 | 438san | 39649% 176a7s | 20667 |L470a0L] 265229 | 39867 | dh3am J0598%
J5.72% | 19300 | 25256m | 19932 | 197238 | 20266% Jrasi | 20600 | 22759% | 206760 | 187058 | 19573% Sanatn | tocain | 2az3am | 19932 | 223378 | 21356%
(SR 25555+ [MSUSERI 25550% | 2ssn | 25000% | 21453% 30775 OB 25.435% | 2002 | 247318 | 212129 25,0060 [J4GT38M 23.75% | 25862 | 25930% | 22300%
20557 [JA9ERERI 20962 D45 58% 43 04 NAGATRN] 20600 | 23077 208330 D48 67842 126 A 028w 15.225% 207425 | Jaganl| Tagaon T Maesasnll 21759%
o 22759% Io7z3m | 2a735% | 22591 | 22759% [MGIERH 20533% Jaso9% | 267275 | 212299 | Zatiew 235915 20590 | 267425 | 264078 | za183%
253075 (T35l 22.660% Gl Taassonll 2050w | 254360 [J4SGTSNN] 22.569% aSeel e eenl 2272 | 22017 [ABGIAN] 2055% asso0n | sssomn | 200
2725w | 39493 | 252719 | aasesw 3949w | 16709 | 220200 | d2azsw | 24727 | dagsem wozsin | 646 | 235515 | 1516 | 27795 | 4a9iam w1727 | 194205
Tasoan | 4336o | 231320 | dzgsaw | 437500 Tos7an | 24731 |Lahszme| 2122w | 365 | 4026m Jo5ain | 20500 |J4SN0N] 23543 | 4265z | d4zesw 15529%
Sazarn | 19265 | 2524w | 20305 | 176178 | 17647% 12125 | 18229 | 2316w | 227270 | t6se | 1858 Sozian | 17340 | 2azs1 | 2121 | 16923 | 23350%

3030 [BTEIN 260029 | 26950 | 206675 | 26138% 20200% 2217 | 23551 | 20508m | 26202% 232000 (BRI 20300% | 25172 | 23.129% | 25260%
25.585% 277039 | Taaacen|Taazsi D702l 1coan | 25.06% ameau| o1 516 MO0 17347 | 23268 2685 [T44027 Nasasen I Na7OsoRN] 21 429%
Rl 25597 25086 | 27368 | 20422 | 26252 [GTSORN 26742 200559 | 27708 | 238430 | 26257 |GEEIRL 26.509% 26370 | 279865 | 25.530% | zazeew
25000 [Ta1638%T] 24315% Genarll vsern’| 1052w | 23750 [Jadkganl] 20590% Gatanll azsanl| 212125 | 203060 [Jadozinl] 26370% asso0n | s13sen | 21017
26597 | d60dese | 25530% | 43643 G333 | 22337 | 25m62% | 43836 | 26742 | 45800% w66 | 169235 | 25172 | d828BN | 27.986% | 45.800% 4508130 | 26.39%
25510 | d573e | 2832 | 4183 | 45300% 31 356% | 250300 | 46828 | 26407 | aABOB | 41727% 93350 | 23120 | 4R050% | 25830 | 41356% | 45051% Q25
3575w | 22.680% | 25000% | 20000 | 21.107% | 20598% S2300w | 21759 | 23.183% | 20408 | 19.420% | 15525% J5260w | 21429 | 2338w | 2107w | 24359 | 204%%





image3.png
‘FTSGSTG=P

mmmmmmmmm




image4.png




image5.png
8 8 8 8 8 8 &8

150
100
50

950
(50
(90
890
690
690
(%o 62
6.0
T -
€T
€T
¥
9T
(67
86T
T

9P-0SWA 0S°T
00

-1

1H NMR spectrum

Sharmila-Skellam_SN-772




image6.png
150

100

ro

€07

06 05 04

07

21 20 19 18 17 16 15 14 13 12 L1 10 09
f1 (ppm)

22




image7.png
a1 40 39 38 37 36 _ 35 34 33 32 31 30 20 28
f1 (ppm)

42




image8.png
210
200

%

80

70
160
150
140
130
120
110

8ggegrgrnso?

S6'T

00€

€6'T

66'0

60

96'0

96'0

96'0

60

85 84 83 82 81 80 79 78 77 76 75 74 73 72 71 70 69
f1 (ppm)

8.6




image9.png
120000
110000

100000

~10000

LYAS]
€5'(1
szl
10°67
6L0C
YE'ET
00'€Z
65'ST
80°0E
3.3/
18'8€
bb'6E

(252N
o057
08157
1TSS
¥8'SS ]
SE'8S

L0011
aus
E€'8TT
mv.mﬂk
80'1CT
mo.mwﬁM
EP'9TT
wn
ST'8TT
61671
9Z'9€T
9T'LET”

66'0LT
8T'ILT
80'TLTF
6S°ZLT
ETELT

Sharmila-Skellam_SN-772
13C NMR spectrum

-10

8 0 6 S0 4 30 2 10

200 19 18 170 160 150 140 130 120 110 100 90
f1 (ppm)

210

280 20




image10.png
woth Ll

Sharmila-Skellam_SN-772 X
HSQCNMR

EEEEEEEEEEE

]

140

150

160

170

180

120 115 110 105 100 9.5 90 85 80 75 7.0 65 60 55 50 45 40 35
2 (ppm)

30 25 20

15

10 05 00

f1 (ppm)




image11.png
!

IH“JLLd

|

R

Shamila-Skellam_SN-772
HMBC NMR spectrum

130

140

150

160

170

180

120 115 11.0 10.5 100 95 00 85 80 75 70 65 60 55 50 45
2 (ppm)

40 35 30 25 20

f1 (ppm)




image12.png
N N 1 N L'V

Shamila-Skellam_SN-772
COSY NMR
o

10

1

120 115 110 105 100 95 90 85 80 75 7.0 65 60 55 50 45 40 35 30 25 20 15 10 05 00
2 (ppm)

12

f1 (ppm)




image13.png
Shamila-Skellam_SN-772
NOESY NMR

]

120 115 110 105 100 95 90 85 80 75 70 65 60 55 50 45 40 35 30 25 20 15 10 05 00

2 (ppm)

1 (ppm)




image14.png
+TOF MS: 0.1579 to 0.4137 min from Sample 1 (20231130_posMS1_SN_773.43) 0f 20231130_posM S1_SN_773.43.wiff
2=7.02178580107572680e-004, 10=-1.3506340790985 1810e+001 (DuoSpray ()

Max. 1.0e6 cps.

1.03¢6 795.4162—

1.00e6
9.50e5
9.00e5
8.50e5
8.00e5
7.50e5
7.00e5
6.50e5
6.00e5
7734338

5.50e5

5.00e5

Intensity, cps

4.50e5
4.00e5
3.50e5
3.00e5
2.50e5

679.5095
2.00e5

15065 701.4917

1.00e5 7924085

5.00e4

5239423 537.2926552.4449 5633745 610.1815627.4303.632.3598 649.4124 6683320 | ses.sL 717.4649 745.4441 784.

520 540 560 580 600 620 640 660 680 700 720 740 760
miz, Da

0.00)
500





image15.png
2=7.021585300467319108-004, 10=1.37368029741630250e+001 (DuoSpray ())
1584
1484
1364
12¢4
114
1084

9000.0 157.0896

Trp

+TOF Product (773.4): 0.1283 to 0.4134 min from Sample 1(20231130_posMSMS_SN_773.43) of 20231130_posMSMS_SN_773.43.wiff

773.4000

Val

8000.0

7000.0

Intensity, cps

6000.0

GABA

Ala

5000.0

4000.0

30000 261.1473
343,

2000.0
1590837 233.1538

1200746
1000.0 -103.0813 2271 T 315.161
J\ L

0_01 L] \‘L ul H‘Ml M ‘mm L m”

1510 3521808 3602103 431444

il ‘Hu \JH allala

674.3350

660.319;

745.4051

785.3884

11

50 100 150 200 250 300 350
mlz, Da

‘l\ \‘ ”
550





image16.png
1200

1100

1000

900

800

700

600

500

400

300

200

100

100

mAU

8.68071.00
g
200.0 2250 250.0 2750 3000 3250 350.0 375.0 nm




image17.png
200

0.

100

“100





image18.png
|

450

350

{300

{250

200

150

100

590
£9'0
L0
SL0
SL'0
9L'0
€80
€80
580
60
96'0
€T
ST'T
LT'T

= 2

55T

(51

83T
9P-OSING 06"

/i

-724 1H NMR spectrum

Sharmila-Skellam_SN-

8T'E
1[4
€0't
€0't
S0t
L0t
L6'9
L6'9
L6'9
669
66'9
0L
0L
90°L
90°L
60°L
60°
1€°L
1€°L
€L
€€'L
€€L
PeL
15°L
(WA
€LL
SLL
[4:¥A
8L
P1'8
ST'8
LE'8
8€'8
'8
9’8

=880

0.0 -0.5

0.5

20 15 10

85 80 75 70 65 60 55 50 45 40 35 30 25
f1 (ppm)

9.0

.0 115 11.0 105 100 9.5




image19.png
{-150000

(130000

120000

110000

(100000

{80000

70000

-724 13C NMR spectrum

Sharmila-Skellam_SN-

OT'TLT
SS'TLT
9S'TLT
L9'TLT
88'TLT
09'2LT
86'7LT

20

30

70

80

200 190 180 170 160 150 140 130 120 110 100
f1 (ppm)

210

220




image20.png
400

mAU

8.0147100

96

200.0

2250

250.0

2750

3000

3250

350.0

375.0

nm




image21.png
2=7.021742031652340608-004, 10=1.37303040455008780e+001 (DuoSpray ())

6.2e5
6.0e5

5.5e5

5.0e5

4.5e5

4.0e5

3.5e5

3.0e5

Intensity, cps

255

2.0e5

1.5¢5

1.0e5

5.0e4

it 5942073633741 59 4370 616.4603.821.4152 6343212

+TOF MS: 0.1858 min from Sample 1 (20231130_posMS1_SN_725.41amu-2) of 20231130_posM S1_SN_725.41amu-2.wiff

679.5095

701.4919

6745012 _685.4:

7254336

7174640 ‘ 7374991
b

747.4154

0 7633877

7734329
L L, i

795.4141

"

Max. 6.2e5 cps.

500 520 540 560 580 600 620 640
miz, Da

660

680 700

720

740

760

780

800





image22.png
100





image23.png
2000

1750

1500

1000

750





image24.png
(£100,000)
1364 080TSE4 11037

1:412:1593 2122007 (+ —— EIC for Alanine
3.531:460.1569-460.2031(+)

:426.1286-426.1714(+) — EIC for Valine
3.0

—— EIC for Phenylalanine

259

—— EIC for Leucine

00 25 50 7’5 100 125 180 175 min




image25.png
(x100.000)

thiessidting -
-+

11:426 1573426 2427(+) EIC for Alanine

5.011:499.1500-499.2500(+) —— EIC for Valine

20] —— EIC for Leucine

2

6.

—— EIC for Tryptophan

00 25 50 75 100 125 150 175 min




image26.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

2.00

(x1,000,000)

1:384.1115-384.1885(+)


image27.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.0

0.5

1.0

1.5

2.0

2.5

(x1,000,000)

1:384.1115-384.1885(+)


image28.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

(x1,000,000)

1:412.1587-412.2413(+)


image29.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

2.00

(x1,000,000)

1:412.1087-412.1913(+)


image30.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

(x1,000,000)

1:460.1039-460.1961(+)


image31.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

2.00

(x1,000,000)

1:460.1039-460.1961(+)


image32.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.0

0.5

1.0

1.5

2.0

(x1,000,000)

1:426.1073-426.1927(+)


image33.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.0

0.5

1.0

1.5

2.0

2.5

3.0

(x1,000,000)

1:426.1073-426.1927(+)


image34.wmf
0.0

2.5

5.0

7.5

10.0

12.5

15.0

17.5

min

0.0

1.0

2.0

3.0

4.0

5.0

6.0

7.0

8.0

(x100,000)

1:499.1500-499.2500(+)


