
 

                                                              *                         *                    **         *     
                      230       240                       250       260        270       280       290            300         
eIF5_YEAST    EWAVDMSEEAIRARAKELE----------------VNSELTQLDEYGEWILEQAGEDKE-NLPSDVELYKKAAELDVLNDPKIGCVLAQ-----CLFDEDIVN--EIAEH 
eIF5_CANGL    EWAVDMSEEAIRARAKELQ--VANGA---------VDTELTKLEEYGEWIINEAGEDKS-NLPSDVELYKKAVELDVLSDPKIACVLAQ-----CIFTEDIVN--EISEH 
eIF5_CANAL    EWAVDMSQEAIAARARELE---------------GLSLQNNKFDEFGEWLLKESNGSKD-DLPSDVEIYKRIVELEIADTPETLQVLGQ-----VLFDDDIIN--QIEPH 
eIF5_KLULA    DWAVDMSEEAIRARAKELQGEADK-----------ETGEFSKLEEFGEWVLHE-----E-ELPTDIELYKKIAELELLEDPKVAAVLAQ-----VLFDEDIVS--DISEH 
eIF5_EREGO    DWAVDVSEEAVRARALELQGEDG------------NVSKFSTLDEFGEWVLAG-GDSDD-ELPNDVAIYKKAAELELLQEPKIACVLAQ-----ALFDENIVD--QISTH 
eIF5_DEBHA    DWAVDMSKEAIEARARELE-GLS------------LNEDQEKFNQFGEWLLDESKDSKD-DLPSDIDIYKKIVELDILENPETVQVLAQ-----TLFDDDIIE--QIEEH 
eIF5_YARLI    TWTVDTSAEAVAARQREVEQGVA-GI---------ALEENDAYTIFGEWCSE--------GEPSDVEIYKKAIELGISDDSKTVQVLPQ-----VIFDKDIVK--QIDEH 
eIF5_SCHPO    DWAVDTSEEAVRARVQELEGNMKDSLTLSDLRGDEEEAESSRYDQFGEWLED------NYPGVSDVEIYKKMKEENIHHKSKAIVVLVQ-----CIITSPYVG--EFEKH 
eIF5_ASPNI    NWNVDVSEEAVKARAKELPDDLKRALALDEGD-DEGADGPTAYDELGSWVLDTATEKGGISKVEDVEIYLKAKELGIETKHKTLAVLAQ-----TIFDEKIAK--QVDGR 
eIF5_NEUCR    EWAVDMSEEAVRARQQNLPGEFKQKLVLNGEEDEEEEGGNTVYDQLGTWIEDEAKAKGGINNVDDVEIYLKAKELGIDAKHRTVQVLVQ-----CLFDENIVA--QIPKR 
eIF5_GIBZE    EWAVDMSEEAVKARQASLPGEFKAKLNIGDDDDEDGEGGPTIYDELGDWIQSQAEEKGGIDKVESIDIYVKAKELGIEGKHRTVLVLVQ-----TIFDKNIVA--QISKR 
eIF5_USTMA    DWSVDTSEAAVAARVKALEGSVKSSLVLGDDD--EDEDEDSPYAQFGQWLQANRKGGQEGRECTPAEVYKKAQEFGIEKKHKTVQVLAQ-----ALFTEDAPK--EIEKY 
eIF5_CAEEL    DWEPEPVEPNGMLSAGMGK------LVLDKD---LEKSEEQRLDMLHTFFLKAKEEDRISDAKGQTALRDEAERLELKQKASLLLANV-------FLDEKVITDKQISKH 
eIF5_CAEBR    DWEPEPVEPNGMLSAGMGK------LVLDKD---LEKSKEQRLDMLHDFLVKAKDEGRISDAKGQTALRDEAERLELKQKASLLLANV-------LFDDKIVSDKQINTH 
eIF5_DROME    GWSVDVSKEAIRARLQDLTDGAKG-MTISDD---YDKTEKERIDIFYELVKDKRDKKQLDDVQTHKELVIEAERLDIINKAPLVLAEL-------LFTENIIK--DVQKN 
eIF5_ANOGA    SWTVDTSEEAVRARMQDLTDGAKN-MTVSDD---FDKTEKERMDIFYELVKRKRDANELDNVQVHKELVTEASRLDIQSKATLVLVEL-------LFTANITQ--EARKY 
eIF5_TETNI    DWAEETTEEAQRRRMEEISDHAKN-LTLSDD---LEKPLEERVDLFYNFVKQRKENGTID--GADKEILAEAERLDVKAMGPLILSEL-------LFNESIRE--QIKKY 
eIF5_DANRE    DWAEETTEEAQRRRMEEISEHAKG-LTLTED---LEKSLEERVNIFYNFVKEKKDSGTID--SADKDILAEAERLDVKAMGPLILSEL-------LFDENIRD--QIKKY 
eIF5_XENLA    DWGEDTTAEAQRRRMEEISDHAKN-LTLSED---LEKPVEYRVNLLFDFVKKKKEEGVID--FCDKDILAEAERLDVKAMGPLVLSEV-------LFDDKIRD--QIKKY 
eIF5_GALGA    DWGEDTTEEAQRRRMDEISDHAKN-LTLSED---LERTVEERVNILFDFVKKKKEEGVID--SSDKDIVAEAERLDVKAMGPLVLTEV-------LFDEKIRE--QIRKY 
eIF5_MOUSE    DWGEDTTEEAQRRRMDEISDHAKG-LTLSDD---LERTVEERVNILFDFVKKKKEEGIID--SSDKEIVAEAERLDVKAMGPLVLTEV-------LFDEKIRE--QIKKY 
eIF5_HUMAN    DWGEDTTEEAQRRRMDEISDHAKV-LTLSDD---LERTIEERVNILFDFVKKKKEEGVID--SSDKEIVAEAERLDVKAMGPLVLTEV-------LFNEKIRE--QIKKY 

                              Helix 1                                                                   Helix 2                                                                    Helix 3                                           Helix 4    

                                                                    
eIF2Be_YEAST  DFEKEGIATVERAMENNHD----------------LDTALLELNTLRMSMNV---------------TYHEVRIATITALLRRVYHFIATQT--LGPKDAVVK--VFNQW 
eIF2Be_CANGL  DFLVEGIATVERAIENDHD----------------LDTALLELNTLRMSMNV---------------TYHEVRLATATALVRRVYHFIETQT--LGPKEAVPK--VFGQW 
eIF2Be_DEBHA  DFEKEAIATVDRSMENNHD----------------LDTALLELNTLRMSMNV---------------TYHEVRLATSKALIHKIIHFITTDT--LDVKEATEK--IFNKW 
eIF2Be_SCHPO  DFNKEAQQSLERAFEENHQ----------------IDIAALELNTLRMAMNA---------------NYHEVRSAIVLALLRRIMHLDV------SPKEALAK--VMTRW 
eIF2Be_USTMA  EFRSEATASLERAFEENHT----------------VDDAAIELKTLRMASNV---------------PLKEVRKTVIEFILHKCDPEQ---------PKQMLK--VLDKW 
eIF2Be_ARATH  YFEKEVEGTVLRAVEENIK----------------VDLVTMEINGLRLSFNM---------------ESADCAGATFFSMIKLALDTPHNSGS--ELYKNAAS--IITKW 
eIF2Be_DROME  SFPGRSIDSLTRGFREKSN----------------PDFLVLEINSSRYAYNM---------------SLKEVNFNVVKAVFGMQSIVEPANDN---VLVAINA--AFKQL 
eIF2Be_GALGA  VFQNEVLGTLQRGEEENIS----------------CDNLVLEINSLKYAYNI---------------SLNEMMQVLSKVILEFPLQQLDANLDSQNYFSALLP--LLKNW 
eIF2Be_RABIT  VFQNEVLGTLQRGKEESIS----------------CDNLILEINSLKYAYNI---------------SLKEVMQVLSHVVLEFPLQQMDSPLEANRYCALLLP--LLKAW 
eIF2Be_HUMAN  VFQNEVLGTLQRGKEENIS----------------CDNLVLEINSLKYAYNV---------------SLKEVMQVLSHVVLEFPLQQMDSPLDSSRYCALLLP--LLKAW 
  
 
 
 
 
                               *            ▀   ▀         *  *   ▀   ▀▀▀   *  ▀      ▀▀   ▀   ▀  ▀                         
                310        320       330          340       350       360           370       380       390        400        
eIF5_YEAST    NAFFTKILV-TPEYEKNFMGGIERFLGLEH---KDLIPLLPKILVQLYNNDIISEEEIMRFGTKS----SKKFVPKEVSKKVRRAAKPFITWLETAESDDDEEDDE*    
eIF5_CANGL    SAFFTKVFV-NADYEKNFLGGIERFLGLEH---KELIPTLPKILVQIYNEDVVSEEEIMRFGTKS----SKKFVPKDVSKKVRRAAKPFITWLENAESDEESDEE*     
eIF5_CANAL    VGLLTKLINGDEEFEKALLGGLERFFGLEK---PNLIPQIPKILHGFYDRDLISEEVLIKWGSKV----SKKYVPKDVSKKVRKAAKPFVKWLQEAEEEEEEESDDE*   
eIF5_KLULA    TAFLQKLLK-DEDFEKNFLGGIERFLGLDH---QELIPLLPKILVQLYNNDIISEEEIISFGTKC----SKKFVPKDVSKKVRRAAKPFITWLKTAEEDDEDSE*      
eIF5_EREGO    AALFQKLFV-SDDFEKQFLGGLERFLGLDH---PDLIPVLPKILLQLYNQDIISEEQIIDFGRKC----SKKFVPKEVSKKVRRAAKPFITWLENAESDDEDSD*      
eIF5_DEBHA    LGLLAKLIDHDSDFEKSFLGGLERYLGLEN---QALISALPKILVTIYDKDLISEEVITSWGSKV----SKKYVPKDVSKKVRKAAKPFLKWLQEADEESDDE*       
eIF5_YARLI    KGLLTKIVA-SDEHEKALLGGIERLVGLTH---PDLIPAVPKILFKLYELDLVSEEVAKKWGTKV----SKRYVDKETSKKVRKAAKPFIDWLDEAEEESDSDDEDDDE* 
eIF5_SCHPO    GALFKKLCT-TDKHERALLGGFERLMENTE---LVHIDVVPKVLLEIYQNDLVSDDMFEKWGAKA----SKKYVSRETSKKIHEAAEPFLTWLAEASDESESEDEEEEEE 
eIF5_ASPNI    APLLKKMIT-SERHEKAFLGGTERFLGKEH---PELISQVPAVLLGYYQNDLVSEETLKAWCSKA----SKKYVDIQTSRKVRKAAEPFLQWLESAESEEESEDDE*    
eIF5_NEUCR    APMLKRLVT-SERHEKALLGGTERLLADLG---KESYDKIVKILQLYYHHDLCSEEVITKWGSKA----SKKYVDGSTSKKIRKAAEPFLTWLAEAESEEEESEEEDDE* 
eIF5_GIBZE    ASMLKQFVT-SERHERALLGGTERLVGGLGADHPEMFQSIVKILQLYYHHDLISEEVVTKWGSKA----SKKYTDISTSKKVRKAAEPFLTWLAEADSEEESSDEE*    
eIF5_USTMA    GAVLVKMVGDSEKHQKAMLGGFERLAGVQC--PTLVPNGVPKILMALYQIDVLDEDFVKNWGTHV----SKKYVSKDISKKVRRAAAPFLEWLDQADSESEQDSDDDDDD 
eIF5_CAEEL    RNLLLRFTLNDKKAQRYLLGGVEQVIHKHE---AELLSKSAHIIKSLYDEDVCEEDSLISWGEKP----SSKYVSKSFAKKIIENSQPVLNWLKEAEEETEEESDDEIAF 
eIF5_CAEBR    RNLLLRFVMNDKKAQLYLLRGIEQVIHRYE---DDLLTKSAHIIKSLYDADICEEEVLLSWGDKP----SSKYVSKSFAKKIIENAQPVLKWLKEAEEESEEESDDDIAF 
eIF5_DROME    RPLLLRFTLNNPKAQRYLIGGVEQTVELHK---GILMSKVAGIFKLFYDLDILDEAVILEWAQKV----SKRHVSKNIAAEIHEKAMPFVLWLKNAEEESSESEEEEDDE 
eIF5_ANOGA    RNLLLRFTHEDKKAQKYFIGGLEQTISLHA---DKLMDKVPGLLKLFYDSDVLDEKVILDWSQKV----SKKYVSKEIAAQIHERAKPFVQWLQEAEEEESSEEDDDSEV 
eIF5_TETNI    KRHFLRFCHNNKKAQKYLLGGFECVVKLHQ---VQLLPRVPIILKDLYDADLLEEDVIFAWAEKAKV--SKKYVSKELAKEIHAKAAPFVKWLKEAEEESEGSEEEEEEE 
eIF5_DANRE    KRHFLRFCHNNKKAQKYLLGGFECLVKLHQ---TQLLPRVPIILKDLYDGDLVEEDVILAWAEKV----SKKYVSKELAKEIHAKAEPFIKWLKEAEEESEGSEEEEDQD 
eIF5_XENLA    RRHFLRFCHNNKKAQRYLLHGFECVIDMHQ---SHLLSKIPHILKEMYDADLLEEEVIISWAEKP----SKKYVSKELAKDIRAKADPFIKWLKEAEEESSGGEEDEEED 
eIF5_GALGA    RRHFLRFCHNNKKAQRYLLHGFECVVAMHQ---SQLISKIPHILKEMYDADLLEEEVILGWAEKA----SKKYVSKELGKEIRVKAEPFIKWLKEAEEESSGNEEEDEDE 
eIF5_MOUSE    RRHFLRFCHNNKKAQRYLLHGLECVVAMHQ---AQLISKIPHILKEMYDADLLEEEVIISWSEKA----SKKYVSKELAKEIRVKAEPFIKWLKEAEEESSGGEEEDEDE 
eIF5_HUMAN    RRHFLRFCHNNKKAQRYLLHGLECVVAMHQ---AQLISKIPHILKEMYDADLLEEEVIISWSEKA----SKKYVSKELAKEIRVKAEPFIKWLKEAEEESSGGEEEDEDE 

                                                    Helix 5                                        Helix 6                        Helix 7                       Helix 8 

                                                        
eIF2Be_YEAST  GLLFKRQAFDEEEYIDLMNIIMEKIVEQSF---DKPDLILFSALVSLYDNDIIEEDVIYKWWDNV--------STDPRYDEVKKLTVKWVEWLQNADEESSSEEE*     
eIF2Be_CANGL  GALFNRQVFEPEEYLDLMNILMEIIAEQKF---EKPEFILFSALNTLYDNDILEEDSIYEWWDNV--------SQDSKYDQVKTLTAKWVDWLRNAEEESDDE*       
eIF2Be_DEBHA  GLLFKRQVFEEFEQVDLLQIIQDVCSNVDK---SYNGRILFMALNILYNQDIVEEENIYKWWDSE------SSTANDDLVQVRTLTGKWVDWLREAEEESEEESD*     
eIF2Be_SCHPO  GPLLAKLTFSHEEQVDNVLTLQKYCVRLS------MTRHFLQLLGYFYQLEIAEENAIQEWYSDP------RSSEGELAALRDAGGKQFVDWLNTAESESESEEGSE*   
eIF2Be_USTMA  CPLISVVA--VDDQIEALATVQHFCAKTEG-----YFKLFLPLLKKFYNDDVISEENIVGWWKSPLSRESSEAVGGEKNGQLRKAAEEVIRYILESQESSDEEDETEEEE 
eIF2Be_ARATH  KDLLGFYAKKIDEQIEVIMKFEEMCQESHK----ELGPLFTQILHLLYDKDVLQEDAILRWEEEK-------AGADEADKVYLKQCDTFIQWLKEASEEEDEDDEDEEEE 
eIF2Be_DROME  GPVVSNYIKSEDSMMDCLKALEDVYEENHL-----VRGKISQIVHYLYDKDFVSESAIQAWYAQL---------DEEEHAHLRQSLAKLVAWLDQSSEEDDDEEDDD*   
eIF2Be_GALGA  TPLFKNYIKRSSDHLNALFAIEEFFLEHDS-----LCTSIAKVLMTFYQLEILEEDVILNWFSLR------DTSDKGKQLRKNQRLQKFIQWLEEAEEESSDGDQD*    
eIF2Be_RABIT  SPVFRNYIKRAADHLEALAAIEEFFLEHEA-----LGTCIAKVLMGFYQLEILAEETILSWFGQR------DVTDKGRQLRKNQQLQRFIQWLKEAEEESSEDD*      
eIF2Be_HUMAN  SPVFRNYIKRAADHLEALAAIEDFFLEHEA-----LGISMAKVLMAFYQLEILAEETILSWFSQR------DTTDKGQQLRKNQQLQRFIQWLKEAEEESSEDD*      
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