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CanF_MEF2A MGRKKIQIQRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
MacM_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
PanT_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
SusS_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESGTNSDIVEALNKKEHRGCDSPD   100
EquC_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKEHRGCDSPD   100
PonA_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
HomS_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
CalJ_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
AilM_MEF2A VNTVKIPETRVTEAQAHRVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
MusM_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
DanR_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEKLRNKGHNDCPSPD   100
GalG_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
RatN_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKEHRGCDSPD   100
BosT_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKEHRGCDSPD   100
MonD_MEF2A MERSDKLVSRKMGER-REVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD    99
XenL_MEF2A MGRRKIQITRIMDDRNKQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKENRGCDSPD   100
OrnA_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
TaeG_MEF2A MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD   100
OryC_MEF2A -----------MDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCESPD    89
CanF_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
MacM_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
PanT_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKENKGCESPD   100
SusS_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
EquC_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
PonA_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
HomS_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLNKKENKGCESPD   100
CalJ_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
AilM_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
MusM_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
GalG_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
RatN_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
BosT_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
XenT_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
MonD_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
XenL_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
OrnA_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
TaeG_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
OviA_MEF2C MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
OryC_MEF2C FGYTKVEEHRKVNTNSLMVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
DanR_MEF2Ca MGRKKIQIARIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
DanR_MEF2Cb MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPD   100
CanF_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
MacM_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
PanT_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
SusS_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
EquC_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
PonA_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
HomS_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
CalJ_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
AilM_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKK-----DSPE    95
MusM_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
DanR_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIEALNKKEHRDSESPD   100
GalG_MEF2D WGAKLLSMLGSGDIQAAAVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
RatN_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
BosT_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
XenT_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
MonD_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
TaeG_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
OryC_MEF2D MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
XenL_MEF2Db MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
XenL_MEF2Da MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
CanF_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGVGLDGPE-    99
MacM_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGIGLDGPE-    99
PanT_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGIGLDGPE-    99
EquC_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGVGLDGPE-    99
PonA_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGIGLDGPE-    99
HomS_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGIGLDGPE-    99
CalJ_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGIGLDGPE-    99
AilM_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRRGVGLDGPE-    99
MusM_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCDIALIIFNSAQRLFQYASSDMDRVLLKYTEYSEPHESRTNADILQTLKRRGVGLDGPE-    99
RatN_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCDIALIIFNSAQRLFQYASSDMDRVLLKYTEYSEPHESRTNADILQTLKRRGVGLDGPE-    99
BosT_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNRLFQYASTDMDRVLLKYTEYSEPHESRTITDILETLKRRGVGLDGPE-    99
MonD_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDRVLLKYTEYSEPHESRTNTDILETLKRKGLGLESQE-    99
OrnA_MEF2B MGRKKIQISRILDQRNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANRLFQYASTDMDKVLLKYTEYSEPHESRTNTDILETLKRKGLGLESQE-    99
DroMel_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroSim_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroAna_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroEre_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroGri_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroMoj_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroPer_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroSec_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroVir_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroWil_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroYak_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
DroPse_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDRVLLKYTEYNEPHESLTNKNIIEKENKNGVMSPDSPE   100
AnoG_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEKENKNGTMSPDSPE   100
CulQ_MEF2d MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEKENKNGTMSPDSPE   100
AedA_MEF2d MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSTNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEKENKNGTMSPDSPE   100
TriC_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEKEHKNGVMSPDSPE   100
ApiM_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEKEHKGAMSPESPEP   100
BomM_MEF2 MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSNNKLYQYASTDMDKVLLKYTEYNEPHESLTNRNIIEALTKKEHKNGVMSP   100
CioI_MEF2 MGRKKIQISRIGDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIEMLNKKDNKNCDSPD   100
BraF_MEF2 MGRKKIQIARIDDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSANKLFQYASTDMDKVLLKYTEYNEPHESRTNSDIVEALNKKEHKGGESPD   100
CaeB_MEF2 MGRKKIQITRIQDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIVFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNNDIMDALNRKEGNNGGGGS   100
CaeE_MEF2 MGRKKIQITRIQDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIVFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNNDIMEALNRKEGNQGGGNS   100
CaeR_MEF2 MGRKKIQITRIQDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIVFNSTNKLFQYASTDMDKVLLKYTEYNEPHESRTNNDIMEALNRKEGNQGGGGS   100
NasV_MEF2d MGRKKIQISRITDERNRQVTFNKRKFGVMKKAYELSVLCDCEIALIIFSSSNKLYQYASTDMDKVLLKYTEYNEPHESLTNKNIIEALNKKEHKGAMSPE   100
SacK_MEF2 MGRKKIQISRINDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNSSNKLFQYASTDMDKVLLKYTEYNEPHESRTNHDIIEALNKKENKGCESPE   100
GalG_MEF2 MGRKKIQIQRITDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALIIFNHSNKLFQYASTDMDKVLLKYTEYNEPHESRTNADIIETLRKKGFNGCDSPE   100
PhyI_MEF2 MGRKKIQIKRIEDDRNRQVTFAKRKNGIFKKAMELSKLCDCEIALIVFDSNEKLYQYSSTSVDQILLKYTEYGEPYETKDNNDYEIMFGE----------    90
SchM_MEF2a MGRKKILIKKITDERNRQVTFTKRKLGLMKKAYELSILCDCEIALIVFTSSQKLFQYASSDMDKILLRYTEFNEPHESKTNRDIAELINRKEGKFSYLSD   100
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CanF_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLADSSMLSPPQATLHRN-   188
MacM_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLTDSSMLSPPQTTLHRN-   188
PanT_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLTDSSMLSPPQTTLHRN-   188
SusS_MEF2A P--DTYVL-TPHTEEKYKKINEEFDNMM---------RNHKPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLADSSMLSPPQATLHRN-   187
EquC_MEF2A P--DTYVL-TPHTEEKYKKINEEFDNMM---------RNHKPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLADSSMLSPPQATLHRN-   187
PonA_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLTDSSMLSPPQTTLHRN-   188
HomS_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLTDSSMLSPPQTTLHRN-   188
CalJ_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLTDSSMLSPPQSTLHRN-   188
AilM_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLADSSMLSPPQATLHRN-   188
MusM_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLADSSMLSPPPATLHRN-   188
DanR_MEF2A P--DDCFGHSPLMDDRFGKLNEESDLMY---------KRGPTALPPQNFSMHVAVPVTNPNAMSY-NPGASLSSQSLAAAASLSDGAMLSPPQGSMHRS-   187
GalG_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPAQNFSMSVTVPVSNPNTLTYSNPGSSLVSPSLAASSSLTSTTMLSPPQTTLHRN-   188
RatN_MEF2A P--DTYVL-TPHTEEKYKKINEEFDNMM---------RNHKPGLPPQNFSMSVTVPVTSPNALSYTNPGSSLVSPSLAASSTLAESSMLSPPPATLHRN-   187
BosT_MEF2A P--DTYVL-TPHTEEKYKKINEEFDNMM---------RNHKPGLPPQNFSMSVTVPVTSPSALSYTNPGSSLVSPSLAASSALADTSMLSPPQATLHRN-   187
MonD_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTNHNALTYTNPGSSLVSPSLAASSSLTDTSMLSPPQATMLRN-   187
XenL_MEF2A P--DGYVL-TPHTEEKYKKINEEFDNMM---------RSHKPGLPQQTFPMSVTVPVSNPNTLPYSSPGNTMVTASLAASASLTDARMLSPPPTTLHRN-   187
OrnA_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTNPNALSYSNPGSSLVSPSLAASSSLADTSMLSPPQATLHRN-   188
TaeG_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPAQNFSMSVTVPVSNPNTLTYSNPGSSLVSPSLAASSSLTDTTMLSPPQSSLHRN-   188
OryC_MEF2A --ADDYFEHSPLSEDRFSKLNEDSDFIF---------KRGPPGLPPQNFSMSVTVPVTSPSALPYSNPGNSLVSPSLAASSTLADSSMLSPPQATLHRN-   177
CanF_MEF2C PDADDSVGHSPESEDKYRKINEDIDLMI--------SRQRLCAVPPPNFEMPVSIPVSSHNSLVYSNPVSSLGNPNLL---PLAH--------PSLQRNS   181
MacM_MEF2C PDADDSVGHSPESEDKYRKINEDIDLMI--------SRQRLCAVPPPNFEMPVSIPVSSHNSLVYSNPVSSLGNPNLL---PLAH--------PSLQRNS   181
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DroSim_MEF2 SYSFGAQDFSSSGVMNSADIMSLNTWHQGLVPHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASGGAGG   388
DroAna_MEF2 SYSFGAQDFSSSGVMGSADIMSLNTWHQSLVPHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSTTSSNTSGNGGG   388
DroEre_MEF2 SYSFGAQDFSSSGVMNSADIMSLNTWHQGLVPHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASGGGGG   388
DroGri_MEF2 SYSFGAQDFSQSGAM-SADIMSLPQWHQGLVQHTSLSHLAVSNSTPPPASSPVSIKVKAEPQSPPRDLSASGHQHNSNGSTGSGSSSSSTSSNVSTAGGV   383
DroMoj_MEF2 SYTFGAQDFSQSGAM-SADIMSLPQWHQGLVQHTSLSHLAVSNSTPPPASSPVSIKVKAEPQSPPRDLSASGHQHNSNGSTGSGSSSSSTSSNVSTAGVL   384
DroPer_MEF2 SYSFGAQDFSSSGVIGSADIMSLPTWHQGLVQHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASAGGGG   388
DroSec_MEF2 SYSFGAQDFSSSGVMNSADIMSLNTWHQGLVPHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASGGAGG   388
DroVir_MEF2 SYSFGAQDFSQSGAM-SADIMGLPQWHQGLVQHTSLSHLAVSNSTPPPATSPGSVKVKSEPQSPPRDLSASGHQHNSNGSTGSGSSSSSNSSNVSTTGGV   385
DroWil_MEF2 SYTFGAQDFSSSGAMSSADIMSLPQWHPGLTQHTSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQHSNGSTGSGGSSSSTSSSNASASGLV   385
DroYak_MEF2 SYSFGAQDFSSSGVMNSADIMSLNTWHQGLVPHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASGGGGA   388
DroPse_MEF2 SYSFGAQDFSSSGVIGSADIMSLPTWHQGLVQHSSLSHLAVSNSTPPPATSPVSIKVKAEPQSPPRDLSASGHQQNSNGSTGSGGSSSSTSSNASAGGGG   388
AnoG_MEF2 NYSFGAQDFS----LNPDIMIGPWSAASSHSLFSGLPHLAVSNSTPPPSTSPLSVKIKAEPISPPRDHHNTSHHHGGAPGGGSSSGASGSA---------   373
CulQ_MEF2d NYSFGAQDFSINSDLSMIASWGAAAANNAHHSSSGLPHLAVSNSTPPPSTSPLSVKIKAEPISPPREHHSSSSHHQHQHQQQQQQ---------------   368
AedA_MEF2d NYSFGAQDFSINSDLSMIASWGAAA-SNAHHSSSGLPHLAVPNSTPPPSTSPLTVKIKAEPISPPREHQSS-----------------------------   351
TriC_MEF2 NYSFGAQDFSMGADMGLSSISWSGHQIS-HTSN-CLPHLAVSSSTPPPSSSSPIVKIKSEPISPPREHHP------------------------------   345
ApiM_MEF2 YSSFGPTDYSSDLGSLAWSHQRYVDDLSYSSSISGLPHLAVSSSTPPPATSPLPVKIKSEPISPPRDPHGGNSGSNSSGPSNTSNL--------------   365
BomM_MEF2 LTNFGPQDFSMTSDMGIGLTWGAHQLQTQHNRYIGSLPVLGGGGTPPPAASPSNVKIKAEPVSPPR----------------------------------   332
CioI_MEF2 --------------RNMPGMDGGNDQLSTPVVSLATPNIIQ-----QYQHAPQTSYNPVDYQVLAGGEVTGFASPGS-----------------------   325
BraF_MEF2 VAIPSSRGVLPSMPQQNMRTNNQSLSTPVVSVATPSMNPGLPN-YPSAMPTAYNNDFALNSADLVGLGNFSSPISS------------------------   320
CaeB_MEF2 AYDTS------RLHPLAAADADCDLVPSSRAA-DQNIWSTNLQQRPVSQPAPSTSNLSANGISNGSSSLLSPNIS-------------------------   294
CaeE_MEF2 AYDTS------RLHPIAAADADCDLVPSSRAAADQNIWSSALQQRPVSQPAPSISNSSTNGISNGTSSLLSPNVS-------------------------   291
CaeR_MEF2 AYDTS------RLHPIAAADADCDLVPSSRAA-E-NIWSTALQQRPVSQPAPSISNSSSNGLSNGTSSLLSPNIS-------------------------   292
NasV_MEF2d DYSTDLSSLAWSHQRYVDDLSMYSAATMSSISSL--PHLAVSSSTPPPSTSPIPVKIKSEPISPPRDPHAGSGGSNGSISGPSNSSSLH-----------   331
SacK_MEF2 VTKAMTKQSPTATRPQLRANPNQSLATPTVSLATPSNPPGIPNYPSAMPTAFQSGDFALNTADLSQLSNFNSPGTSAVSA--------------------   341
GalG_MEF2 MHHL--------NTQRLGSQATHSLTTPVVSVATPSLLTQGL-PFSAMPTA-YNTDYQLTSAELSSLPAFSSPGGG------------------------   339
PhyI_MEF2 -----------------------------------------------------------YVPPSLPLYQHGMGMMGGLSGHHMLGPLPSPPNLSGILPSP   224
SchM_MEF2a LSALSIGNQNTDNFGNRPATSAHLSPGSFSEPSSYATQRSSLTSSRRIKRPVFEPYDEYFYPKTSPNIESRSRSPILPLKQTTVSPPTSYCDSNRVTHLP   400
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CanF_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQPQQQQ---------PP   428
MacM_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQPP-----PPPQPQ   424
PanT_MEF2A ------------------------HLGQAALSSLVCKS-----NLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQPP-------PPPQ   430
SusS_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQPPPPS---QAPQPQPP   433
EquC_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQQQ--------QSQ   428
PonA_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQQQ------PPPPP   423
HomS_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-ISIKSEPISPPRDRMT-PSGFQQQQQQQQQ---QQPPPPPQ   426
CalJ_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQPP--------PPQ   421
AilM_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQPQP-------------   416
MusM_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQPQQ----------Q   427
DanR_MEF2A ------------------------QLGQAALSSLVGGG-----HLPQGSNLSINTSQN-VNIKSEPISPPRERVT-PSGFPPQQQQPPS-----------   393
GalG_MEF2A ------------------------HLGPATLSSLVSGS-----QLSQGSNLSINTNQN-INIKSEPISPPRDRVN-SSGFPQQQPPQQP----------Q   427
RatN_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQPQ-------QQPP   421
BosT_MEF2A ------------------------HLGQAALNSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQPQPP----------P   418
MonD_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFPQQQQQQQQ-----QQQQQQ   431
XenL_MEF2A ------------------------HVGQAALSSFVATG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRIT-PSGFQSHQHHQHQ-----------   416
OrnA_MEF2A ------------------------HLGQAALGSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFPQQQQQQQQ---QQQQQQQQ   434
TaeG_MEF2A ------------------------HLGPAALSSLVTGS-----QLSQGSNLSINTNQN-INIKSEPISPPRDRVT-PSGFPPQQPQQPQP----------   427
OryC_MEF2A ------------------------HLGQAALSSLVAGG-----QLSQGSNLSINTNQN-INIKSEPISPPRDRMT-PSGFQQQQQQQQTQPPQPQPPPPP   426
CanF_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
MacM_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
PanT_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   405
SusS_MEF2C ------------------------HLHNMPPSALSQLG---------------------------------DRTTTPSR---------------------   367
EquC_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
PonA_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
HomS_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   405
CalJ_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
AilM_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
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XenT_MEF2C ------------------------HLHNMPHSALSQLGDRTTTPSG------------------------------------------------------   366
MonD_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSTNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
XenL_MEF2C ------------------------HLHNMPHSALSQLGDRTTTPSG------------------------------------------------------   363
OrnA_MEF2C ------------------------HLHNMPPSALSQLGACTSTHVSQSTNLSLPSTQS-LHIKSEPVSPPRDRTTTPSR---------------------   407
TaeG_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSTNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   407
OviA_MEF2C ------------------------HLHNMPPSALSQLGDRTTTPSR------------------------------------------------------   367
OryC_MEF2C ------------------------HLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQS-LNIKSEPVSPPRDRTTTPSR---------------------   399
DanR_MEF2Ca ----------------------------MQHSGLGHLGNCSSAQLCQSSALSLPSNQN-LHIKSEPVSPPRDRSGTPGL---------------------   393
DanR_MEF2Cb ------------------------QIQNMQHSALSQLGNCSSSHLCQGSNLSLPSTQS-LHIKSEPVSPPRDRSTTPGG---------------------   385
CanF_MEF2D -----------------------------------------------------------ACIKFEPVSPSRERSPAP-----------------------   373
MacM_MEF2D QQQPPQPQQPQPQQPQQPQQP---PQQQSHLVPVSLSNLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   453
PanT_MEF2D QQQPPQPQQPQPQQPQQPQQP---PQQQSHLVPVSLSNLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   453
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EquC_MEF2D --------------------------------------SSPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   395
PonA_MEF2D QQQPPQPQQPQPQQPQQPQQP---PQQQSHLVPVSLSNLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   453
HomS_MEF2D QQQPPQPQQPQPQQPQQPQQP---PQQQSHLVPVSLSNLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   453
CalJ_MEF2D ----------------------------------------------------------------------------------------------------   371
AilM_MEF2D ------------------------PQPQPHLVPVSLSSLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   409
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GalG_MEF2D ----------------------------------------------------------------------------------------------------   352
RatN_MEF2D QSQPQPPQPQPQQP----------PQQQPHLVPVSLSNLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   439
BosT_MEF2D QPQPPQPPQQPQQP----------PQQQPHLVPVSLSNLIPGSPLPHVGAALTITTHPHISIKSEPVSPSRERSPAP-----------------------   446
XenT_MEF2D ------------------------HHQAQQLIPVSLSNLVSSGQLPHTATLTVNTNPN-ISIKKEPPSPNRERST-------------------------   422
MonD_MEF2D PQQPPPQPQPQQQQQPPPPPPPP-PQQQSHLVPVSLSNLIPGSPLPHVAAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   455
TaeG_MEF2D -----------------------------------------------------------ISIKSEPVSPNRERNTA------------------------   373
OryC_MEF2D PQPQPPQPQPPQQPPQP-------PQQQSHLVPVSLSSLIPGSPLPHVGAALTVTTHPHISIKSEPVSPSRERSPAP-----------------------   442
XenL_MEF2Db ------------------------HNQQQQLIPVSLSNLVSSSHLPHTATLTVNTNPN-ISIKREPASPNRERST-------------------------   422
XenL_MEF2Da ------------------------HNQPQQLIPVSLSNLVSSSHLPHTATLTVNTNPN-ISIKREPASPNRERST-------------------------   423
CanF_MEF2B -----------------------PPQPSGAQTLIKKGPPPRGASPRTPQLRINSKPF-------------------------------------------   292
MacM_MEF2B -----------------------PSQPSGGRSLGEEGPPTRGASPPTPPVSIKSERL-------------------------------------------   323
PanT_MEF2B -----------------------PSQPSGGRSLGEEGPPTRGASPPTPPVSIKSERL-------------------------------------------   323
EquC_MEF2B -----------------------PAQPSGGRSHGREGPY-------------------------------------------------------------   305
PonA_MEF2B -----------------------PSQPSGGRSLGEEGPPTRGASPPTPPVSIKSERL-------------------------------------------   323
HomS_MEF2B -----------------------SSQPSGGRSLGEEGPPTRGASPPTPPVSIKSERL-------------------------------------------   323
CalJ_MEF2B -----------------------PSQPSGGRSLGEEGPPTHSASPPTPPVSIKSERL-------------------------------------------   323
AilM_MEF2B -----------------------PPQPSGSRSLSEEGPAARGASPPTPPVSIKSERL-------------------------------------------   320
MusM_MEF2B -----------------------DPARPVARSLCKEGPPSRGASPPTPPVSIKSERL-------------------------------------------   304
RatN_MEF2B -----------------------DPAGPAARSLCEEGPPSREASPPTPPVSIKSERL-------------------------------------------   304
BosT_MEF2B -----------------------PTQPSGGRSLGEDGPPARGASSPTPPVSIKSERL-------------------------------------------   323
MonD_MEF2B -----------------------QSHLSVGPGPGEEAPVAPGGSPPAPALSIKSERV-------------------------------------------   323
OrnA_MEF2B -----------------------HSQLGSRIPPGDEGPPAPGVSPHPQPISIKSERV-------------------------------------------   321
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DroSim_MEF2 GGAVSAANVITHLNNVSVLA-----GGPSGQGGGGGGGGSNGNVEQATNLSVLSHAQQHHLVMSNSRPSSTGHITPTPGH--------------------   463
DroAna_MEF2 GGGGLAAASTANVITHLNNVSVLA-GGPSGGGSGSGGGGSNGSVEQATNLSVLSHSQQQHLGMPSSRPSSTGHITPTTGH--------------------   467
DroEre_MEF2 AVGGGAVSAANVITHLNNVSVLA--GGPSGQGGGGGGGGSNGNVEQATNLSVLSHAQQHHLVMPNSRPSSTGHITPTPGH--------------------   466
DroGri_MEF2 ANVLTAINAQ---------------LGSASVLTGTPGGGGTNGSAEQATNLSVLSHSQQHLVMPNSRPSSTGHITPTPGH--------------------   448
DroMoj_MEF2 TAINAITQLGGA-------------GVLTSGGGGGGGGGGTNGSAEQATNLSVLSHSQQHLVMPNSRPSSTGHITPTPGH--------------------   451
DroPer_MEF2 AGSSAANAGNVITHLNNA-------SILGGGGPPGGGGGGSNGNAEQATNLSVLGHSQQHLVMPNSRPSSTGHLTPTPGH--------------------   461
DroSec_MEF2 GGAVSAANVITHLNNVSVLA-----GGPSGQGGGGGGGGSNGNVEQATNLSVLSHAQQHHLVMSNSRPSSTGHITPTPGH--------------------   463
DroVir_MEF2 LTAINA-------------------ITQLGGAGVGGGGGGSNGSADQATNLSVLSHSQQHLVMSNSRPSSTGHITPTPGH--------------------   446
DroWil_MEF2 TSASSVSVAANVISHLNQASV----LAGASGGGGGGGGGGSNGNAEQATNLSVLSHSQQHLVMPNSRPSSTGHITPTPGH--------------------   461
DroYak_MEF2 GGGGAVSAANVITHLNNVSVLA---GGPSGQGGGGGGGGSNGNVEQATNLSVLSHAQQHHLVMPNSRPSSTGHITPTPGH--------------------   465
DroPse_MEF2 AGSSAANAGNVITHLNNA-------SILGGGGPPGGGGGGSNGNAEQATNLSVLGHSQQHLVMPNSRPSSTGHLTPTPGH--------------------   461
AnoG_MEF2 -------------------------PGANGVQSASGGGASSTATGLTAMGNVVVTGGGGGGSGGGAGTSSLGANLNHSHLI-------------------   429
CulQ_MEF2d -------------------------QQQQHHHHSNLSGGGGSNGQQQHNNQLTVTSMASVIGGGGHSSNSSMGNSL------------------------   419
AedA_MEF2d -------------------------SHHHHHHSNLSGSGGGGGGGGGPGGSGGANGQQNNNQLTVTSMAQVGGHSNSQSV--------------------   406
TriC_MEF2 -------------------------HLSVGVHHSHVQSLNLTHSHHPRP---------------------------------------------------   369
ApiM_MEF2 -------------------------HHTALNVGPSSSTGAPPPHHVPHPGPQSLNLVSN-----------------------------------------   399
BomM_MEF2 --------------------------------APDHLHRGPPPASVPQPAHQMPG---------------------------------------------   355
CioI_MEF2 -------------------------LLQNWPHQSPFPQPLTTPQHLLPHPSLMTQQVPM-IRIKREPETEASPD--------------------------   373
BraF_MEF2 -----------------------WQQQHPLSAAVQAAGIPPATLSQGQSLTVQTNQGPMQIKSEPVSPPQDRHTPAV-----------------------   374
CaeB_MEF2 ----------------------------------------------------------------------------------------------------   294
CaeE_MEF2 ----------------------------------------------------------------------------------------------------   291
CaeR_MEF2 ----------------------------------------------------------------------------------------------------   292
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GalG_MEF2 ----------------------------------------------------------------------------------------------------   339
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SusS_MEF2A QPQPQPQPQARQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPVVLGRPPNTEDRESPSVKRMRM-DAWVT   504
EquC_MEF2A PPQPQPQPQPRQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNTEDRESPSVKRMRM-DAWVT   499
PonA_MEF2A PQPQPPQPQPRQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNTEDRESPSVKRMRM-DAWVT   494
HomS_MEF2A PQPQPPQPQPRQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNTEDRESPSVKRMRM-DAWVT   497
CalJ_MEF2A PQPQPQQPQPRQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNAEDRESPSVKRMRM-DAWVT   492
AilM_MEF2A -------------------------------------------------------------------------   416
MusM_MEF2A PPPQPPQPQPRQEMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNTEDRESPSVKRMRM-DTWVT   498
DanR_MEF2A ---------GRPDMGRSPVDSLSSSCS-SYDGSDREDHRPDFHSPLGLGRPPAADERESPSVKRMRM-DTWVT   455
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BosT_MEF2A PPPQAPQPQPRQEVGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPVVLGRPPNSEDRESPSVKRMRM-DAWVT   489
MonD_MEF2A QQQQQQQQQARQEMGRSPVDSLSSSSS-SYDGSDREDPRSDFHSPIGLGRPPNTEDRESPSVKRMRM-DTWVT   502
XenL_MEF2A ---------PRPEM-----DSLSSSSS-SYDGSDREDVRNDFHSPIGLGRPANNEDRDSPSVKRMRM-DAWVT   473
OrnA_MEF2A QQQPQQQQSSRQEIGRSPVDSLSSSSS-SYDGSDREDPRSDFHSPIGLGRPPNTEDRESPSVKRMRM-DTWVT   505
TaeG_MEF2A -----PPPPSRQELGRSPVDSLSSSSS-SYDGSDREDPRSDFHSPVVLGRPPNAEDRESPSVKRMRM-DTWVT   493
OryC_MEF2A PQPPQPQPQPRQDMGRSPVDSLSSSSS-SYDGSDREDPRGDFHSPIVLGRPPNPEDRESPSVKRMRM-DAWVT   497
CanF_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   473
MacM_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   473
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GalG_MEF2C -------------------------------------------------------------------------   367
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XenT_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNDFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   432
MonD_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   473
XenL_MEF2C -----YPHHTRHDAGRSPVDSLSSCSS-SYDGSDREDHRNDFHSPIGLTRP-LQDERESPSVKRMRLSEGWAT   429
OrnA_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   473
TaeG_MEF2C -----YQQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   473
OviA_MEF2C -----YPQHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   433
OryC_MEF2C -----YPPHTRHEAGRSPVDSLSSCSS-SYDGSDREDHRNEFHSPIGLTRP-SPDERESPSVKRMRLSEGWAT   465
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MacM_MEF2D -----PPPAVFPAARPEPGDGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWVL   520
PanT_MEF2D -----PPPAVFPAARPEPGDGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWTL   520
SusS_MEF2D -----PTRSLFQAARIQPGAGLSTPAQASAAAAERLHGRGKAGRTLGLQGPEEDPAAVGPQDRTV-GATFHFL   516
EquC_MEF2D -----PPPAVFPATRPEPGDGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWGL   462
PonA_MEF2D -----PPPAVFPAARPEPGDGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWVL   520
HomS_MEF2D -----PPPAVFPAARPEPGDGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWTL   520
CalJ_MEF2D ----------------------------QPQQPQPPQQQPPQPQQPQPQQPQQPQQPPQPQSHLVPVSLSNLM   416
AilM_MEF2D -----PPPAVFPAARPEPGDGLSSPASGSYETGDRDDGRGDFGPTLGLLRPAQEPEAEGPAVKRMRCSNGAG-   476
MusM_MEF2D -----PPPAVFPAARPEPGEGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWTL   506
DanR_MEF2D -----TPTVSQYPTLRLEPGRSISSNGSSYEGSDRDDSGQPDFSSLGLLRATGDQQQESANVKRM-RLDTWVT   501
GalG_MEF2D -------------------------------------------------------------------------   352
RatN_MEF2D -----PPPAVFPAARPEPGEGLSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWTL   506
BosT_MEF2D -----PPPAVFPATRPEPGDALSSPAGGSYETGDRDDGRGDFGPTLGLLRPAPEPEAEGSAVKRM-RLDTWTL   513
XenT_MEF2D -----GTPLSSFPQSRHEVGRSLSSNASSFEGNDREDVRGDYTSSLGLLRPSGDTESESQSVKRM-RLDAWVT   489
MonD_MEF2D -----PAPAPFPPARPEPGDGLSSPASASYEAGERDDGRGDFGPTLGLLRPAPEPDTESSAVKRM-RLDTWVT   522
TaeG_MEF2D -----TPLSTFPHQPRHEPGRSLSSNTSSYEGSERDDPARDFGSSLGLLRPTSEPEGESPSVKRM-RLDTWVT   440
OryC_MEF2D -----PPPAVFPAARPEPDDSLSSPAGGAYETGDRDDGRGDFGPTLGLLRPAPEPDAEGSAVKRM-RLDTWVL   509
XenL_MEF2Db -----GTPLSCFPQSRHEVGRSLSSNASSFEGNDREDPRGDYTSSLGLLRPSGDTESESQSVKRM-RLDAWVT   489
XenL_MEF2Da -----GTPLSCFSQSRHEAGRSLSSNASSFEGNDREDPRGDYTSSLGLLRPSGDTESESQSVKRM-RLDAWVT   490
CanF_MEF2B ---------------------------SPPPGAPENFPKIFPYPLFFSRPLGKPLRPGPPLPEFPIGNAWPR-   337
MacM_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARSLAEPLRPGPALRRLPLADGWPR-   368
PanT_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARSLAEPLRPGPALRRLPLADGWPR-   368
EquC_MEF2B -------------------------------------------------------------------------   305
PonA_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARSLAEPLRPGPVLRRLPLADGWPR-   368
HomS_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARSLAEPLRPGPALRRLPLADGWPR-   368
CalJ_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARSLAEPLRPGPALRRLPLADGWPR-   368
AilM_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLSRPLAEPLRPGPPLRRLPTADGWAR-   365
MusM_MEF2B ---------------------------SPVTGTSGDFPRSFPYPLLLARPLAEPLRPSASLHRL-TPDSWPR-   348
RatN_MEF2B ---------------------------SPVTGTSGDFPRSFPYPLLLARPLAEPLRP-ASLRRL-TPDSWPR-   347
BosT_MEF2B ---------------------------SPAPGGPGDFPKTFPYPLLLARPLAEPLRPGPPLRRLPTADGWPR-   368
MonD_MEF2B ---------------------------SPGAVPRDDFTKSYQYPVGLARP-------GQPLRRLHVADSWPR-   361
OrnA_MEF2B ---------------------------SPGATCREDFTKGYPYPLVLARPLNEEPRTGLPTRRLQVAEMVVV-   366
DroMel_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPSSDQDVRLAAVAQQQQQQPHQQQQLGDYDAPNHKRPRISGGWG   530
DroSim_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPSSDQDVRLAAVAQQQQQQQHQQQQLGDYDAPNHKRPRISGGWG   530
DroAna_MEF2 ------DKYDGYPYRALMGHNPRWNFAGAPSSDQDVRMAAAAHQQQQQQQQQQQLGDYDAPNHKRPRISGGFG   534
DroEre_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPSSDQDVRLAAVAQQQQQQQHQQQQLGDYDAPNHKRPRISGGWG   533
DroGri_MEF2 ------DKYEGYPYRALMGHNSRWNFAGAPGSEQDVRLAAVAQQQHQQQQQQQQLSDYDAPNHKRPRISGGWG   515
DroMoj_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPNGEQDVRLQAVAQQQQQQHQQQQQLSDYDAPNHKRPRISGGWG   518
DroPer_MEF2 ------DKYEGYQYRLLMGHNPRWNSAGAPSSEQDVRLAAVAQQHQQHQQQQQQLGDYDAPNHKRPRISGGWG   528
DroSec_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPSSDQDVRLAAVAQQQQQQQHQQQQLGDYDAPNHKRPRISGGWG   530
DroVir_MEF2 ------DKYEGYQYRALMGHNPRWNFAGAPSSEQDVRLAAVAQQQQQHQQQQQQLSDYDAPNHKRPRISGGWG   513
DroWil_MEF2 ------DKYEGYPYRALMGHNPRWNFAGTPTSEQDVRLQQQQHQQQQQHQQQQQLNDYDAPHQKRPRISGGWA   528
DroYak_MEF2 ------DKYEGYPYRALMGHNPRWNFAGAPSSDQDVRLAAVAQQQQQQQHQQQQLGDYDAPNHKRPRISGGWG   532
DroPse_MEF2 ------DKYEGYQYRLLMGHNPRWNSAGAPSSEQDVRLAAVA-QHQQHQQQQQQLGDYDAPNHKRPRISGGWG   527
AnoG_MEF2 ------HSRPSSTGHLTPTPDSYMPIGGHLAGSVTPTNAPSPVDIRHLSTGGSHLPEYDAPTHKRPRISEGWA   496
CulQ_MEF2d ------NHSHLIHSRPSSTGHLTPTPGSVTPTNAPSPVDIRHINVGGGGGNSSHLPDYDSPVHKRPRISEGWA   486
AedA_MEF2d ------ALGSSLNHSHLIHSRPSSTGHLTPTPGSVTPTNAPSPVDIRHLGGGGPLPDYDSPVHKRPRISEGWA   473
TriC_MEF2 -----------------------------SSAGHITPTPGSVTPTNLPSPTGPPSGGDYENIQHKRARLSDWP   413
ApiM_MEF2 -----------RPSSNPPPSHSGSITPTNLPSPGSATVADIRTSHSNTGGNGGNNSDYENGPMKRSRITEGWA   461
BomM_MEF2 -----------------------------VIDGSVSSSNMGSPAGQDMRHSNAVALDYEQPHTKRP-RIEGWA   398
CioI_MEF2 ------KDPDQRPAAGRSPMEVMSPYEMRMDDRSMMVENGGNLPVKRQRVESGPN------------ASPTWT   428
BraF_MEF2 ----NNQGGLHANNTSPVNSLCSSSSSSPFPADGEDRGDGSFHSPGGSRMRKAMEDEGRGMRLSL--------   435
CaeB_MEF2 ---------------------------SLNGHSVLDLGGPIPPYKMDPNAYIKVEPHSPPQKRPRITTEWRQQ   340
CaeE_MEF2 ---------------------------SLNGHSVLDLGGPNLPYKLDPNTYVKMEPHSPPEKRPRITTEWRPQ   337
CaeR_MEF2 ---------------------------SLNGHSVLDLGGPIPPYKLDPNAYVKLEPHSPPQKRPRITTEWRPQ   338
NasV_MEF2d ------SNPPPSHSGSITPTNLPSPGPQGGGGGGNGGVVVGDRTSHGPGASGGSGSDYENGPHKRSRITEGWA   445
SacK_MEF2 ----TPHDTAMSPGRHSHCSSASASPFAGSDREDGRGGGDSNYQSSGNRGSIMGDKDGPPTKRQRIENAWST-   468
GalG_MEF2 ---------------------------NISAWQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQ---------   376
PhyI_MEF2 SPEASGDKPSDEVVCKVEKPTEKEQSRQDDESNNEDSQSAKENETTDKAKSLSPKRE----------------   368
SchM_MEF2a IHESIASLNSCKIQQQPPQQLQNPPNILDDEIGVGSIPSNQRSFKPDQFIESVPSPELLLFLSSNNNNSNNLK   573
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