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KF770819|MgibC10 mklllllivsasmliegvvnvgDGYIRMRDGCKVSCVWGDEGCRQECVAYGASYGYCWTWGLGCWCEGLPDDKIWKSESNTCGGKK 86 100 - 94 -
KF770806|Mgib49 mklllllivsasmliegvvnvgDGYIRTRNGCKVSCVWGNEGCRQECVAYGASYGYCWTWGLGCWCEGLPDDKIWKSSTNTCGGKK 86 94 - 100 -
Q8T3T0.1|BmKITa1 mklfllllisasmlidglvna-DGYIRGSNGCKVSCLWGNEGCNKECGAYGASYGYCWTWGLACWCEGLPDDKTWKSESNTCGGKK 85 84 4e-29 84 3e-29
Q9XY87.1|BmKdITAP3 mklfllllisasmlidglvna-DGYIRGSNGCKVSCLWGNEGCNKECRAYGASYGYCWTWGLACWCQGLPDDKTWKSESNTCGGKK 85 84 4e-29 82 5e-29
ACJ23130.1|Tx775 mklllllvisasvlieglvna-DGYIRRRDGCKVSCLFGNDGCDKECKAYGGSYGYCWTWGLACWCEGLPDDKTWKSETNTCGGKK 85 80 2e-28 80 2e-28
Q26292.1|LqhIT2 mklllllivsasmlieslvna-DGYIKRRDGCKVACLIGNEGCDKECKAYGGSYGYCWTWGLACWCEGLPDDKTWKSETNTCGGKK 85 79 9e-28 79 1e-27
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-NaTx-like precursors
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KF770808|Mgib13 ---------------------fddGYPVKN-GCRISCIPDEHEDLCNQFCKKNKANSGECDFDADACKCWGELDGMEIWNPKSSECKSWNDNLITKIL--EN 78 100 -
ABR21048.1|Toxin-4 mknlfvivlmialltemdtsifddGYPVKN-GCRISCIPSEHDDICDQFCKKKKAKSGGCDFDADACKCWGELDEMEIWEPKTSKCNSWNDNLITKIL--EN 99 84 3e-39
ABR20119.1|Toxin mknlfvivlmialltemdtsifddGYPVKN-GCRISCIPSEHDDLCDQFCKKKKAKSDGCDFDADACYCWGELDEMEIWEPKTSKCNSWNDNLITKIL--EN 99 83 1e-37
ADY39516.1|U3m-Hj1a ------------------tanfndGYPLRN-DCPISCIPDDHYEHCNQFCIKNQAESGSCDFDADACKCWGIPSEMKIWNPKSSKCQSWNQNLITNFFNLED 83 68 5e-29
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AAV88457.1|BmKTb' mnylvmisfafllmtgvesARDAYIAQNYNCVYHCARDAYCNELCTKNGAKSGSCPYLGEHKFACYCKDLP-----DNVPIRVPGKCNGG 85 38 0.18 
Q9GQW3.1|BmKaIT1 mnylvmisfafllmtgvesVRDAYIAQNYNCVYHCARDAYCNELCTKNGAKSGSCPYLGEHKFACYCKDLP-----DNVPIRVPGKCHrr 85 38 0.15
Q9GQV6.1|BmKaTx16 mnylvmisfalllmtgvesVRDAYIAKPHNCVYECARNEYCNDLCTKNGAKSGYCQWVGKYGNGCWCKELP-----DNVPIRVPGKCHr- 84 40 0.22
Q9BLM3.1|AahP985 mnylvmisla-lliagvdsARDAYIAKNDNCVYECFQDSYCNDLCTKNGAKSGTCDWIGTYGDACLCYALP-----DNVPIKLSGECHR- 83 35 2.1
KF770815|Mgib248 myyfvmiifa-llmtgvknESWDFLAGKCSCLLRCPTKARCNGFCLDSGAKSGRCQRVKGVDY-CICEDLPVKTMKEDLRICTPAFSD-- 86 100 -


