TrypanosomabruceieIF4A1            ----------------------------------MAQQGKVEPQDQDSFLDD--------
18

TrypanosomacruzieIF4A1             MYFFFLFLFFVATAVFCKRTNQFFFFFFFLRNGIMAQQGKVEPQDQDSFLDD--------
52

BlechomonasayalaieIF4A1            ----------------------------------MSNNEKVAPQDQDSFVDD--------
18

CrithidiafasciculataeIF4A1         ----------------------------------MSQQDKVAPQDQDSFVDD--------
18

LeptomonaspyrrhocoriseIF4A1        ----------------------------------MSQQDKVAPQDQDSFVDD--------
18

EndotrypanummonterogeiieIF4A1      ----------------------------------MSQQDKVAPQDQDSFVDD--------
18

LeishmaniamajoreIF4A1              ----------------------------------MAQNDKIAPQDQDSFLDD--------
18

SaccharomycescerevisiaeTIF1        ------------------------------------------------MSEGITD-IEES
11

HomosapienseIF4A1                  ----------------------------------MS-----ASQDSRSRDNGPDGMEPEG
21

                                                                                     :.        


TrypanosomabruceieIF4A1            ---QPGIRPIPSFDDMPLHQNLLRGIYSHGFEKPSSIQQRAIVPFTRGGDIIAQAQSGTG
75

TrypanosomacruzieIF4A1             ---QPGIRPIPSFDDMPLHQNLLRGIYSHGFEKPSSIQQRAIVPFTRGGDIIAQAQSGTG
109

BlechomonasayalaieIF4A1            ---QPGVRPIPSFDDMPLHQNLLRGIYSYGFEKPSSIQQRAIAPFTRGGDIIAQAQSGTG
75

CrithidiafasciculataeIF4A1         ---QPGIRPIPSFDDMPLHQNLLRGIYSYGFEKPSNIQQRAIAPFTRGGDIIAQAQSGTG
75

LeptomonaspyrrhocoriseIF4A1        ---QPGVRPIPSFDDMPLHQNLLRGIYSYGFEKPSSIQQRAIAPFTRGGDIIAQAQSGTG
75

EndotrypanummonterogeiieIF4A1      ---QPGVRPIPSFDDMPLHQNLLRGIYSYGFEKPSSIQQRAIAPFTRGGDIIAQAQSGTG
75

LeishmaniamajoreIF4A1              ---QPGVRPIPSFDDMPLHQNLLRGIYSYGFEKPSSIQQRAIAPFTRGGDIIAQAQSGTG
75

SaccharomycescerevisiaeTIF1        QIQTNYDKVVYKFDDMELDENLLRGVFGYGFEEPSAIQQRAIMPIIEGHDVLAQAQSGTG
71

HomosapienseIF4A1                  VIESNWNEIVDSFDDMNLSESLLRGIYAYGFEKPSAIQQRAILPCIKGYDVIAQAQSGTG
81

TrypanosomabruceieIF4A1            KTGAFSIGLLQRLDFRHNVLQGLVLSPTRELAMQTAEVITRIGEFLAEGSSSFCATFVGG
135

TrypanosomacruzieIF4A1             KTGAFSIGLLQRLDFRHNVLQGLVLSPTRELALQTAEVITRIGEFLAEGNSSFCATFVGG
169

BlechomonasayalaieIF4A1            KTGAFSIGLLQRLDFRHNIIQGLVLSPTRELAMQTAEVISRIGEFLSNG-TTFCETFVGG
134

CrithidiafasciculataeIF4A1         KTGAFSIGLLQRLDFRHQLIQGLVLSPTRELALQTAEVICRIGEFLSAD-SKFCETFVGG
134

LeptomonaspyrrhocoriseIF4A1        KTGAFSIGLLQRLDFRHNVIQGLVLSPTRELALQTAEVISRIGEFLSND-AKFCETFVGG
134

EndotrypanummonterogeiieIF4A1      KTGAFSIGLLQRLDFRHNLIQGLVLSPTRELALQTAEVISRIGEFLSNS-SKFCETFVGG
134

LeishmaniamajoreIF4A1              KTGAFSIGLLQRLDFRHNLIQGLVLSPTRELALQTAEVISRIGEFLSNS-SKFCETFVGG
134

SaccharomycescerevisiaeTIF1        KTGTFSIAALQRIDTSVKAPQALMLAPTRELALQIQKVVMALAFHMD----IKVHACIGG
127

HomosapienseIF4A1                  KTATFAISILQQIELDLKATQALVLAPTRELAQQIQKVVMALGDYMG----ASCHACIGG
137

TrypanosomabruceieIF4A1            TRVQDDYRKLQS-GTIVAVGTPGRVVDVTKRGAMRTESLRVLVLDEADEMLSQGFAEQIY
194

TrypanosomacruzieIF4A1             TRVQDDYRKLQA-GSIVAVGTPGRVVDVTKRGAMRTEQLRVLVLDEADEMLSQGFAEQIY
228

BlechomonasayalaieIF4A1            TRVQDDLRKLSS-GVMVAVGTPGRVADVTKRGALRTESLRVLVLDEADEMLSQGFADQIY
193

CrithidiafasciculataeIF4A1         TRVQEDLRKLQN-GVIVAVGTPGRVSDVIKRGALRTDSLRVLVLDEADEMLSQGFADQIY
193

LeptomonaspyrrhocoriseIF4A1        TRVQDDLRKLQN-GVIVAVGTPGRVSDVIKRGALRTEMLRVLVLDEADEMLSQGFADQIY
193

EndotrypanummonterogeiieIF4A1      TRVQDDLRKLQA-GVIVAVGTPGRVSDMIKRGALRTDSLRVLVLDEADEMLSQGFADQIY
193

LeishmaniamajoreIF4A1              TRVQDDLRKLQA-GVIVAVGTPGRVSDVIKRGALRTESLRVLVLDEADEMLSQGFADQIY
193

SaccharomycescerevisiaeTIF1        TSFVEDAEG--LRDAQIVVGTPGRVFDNIQRRRFRTDKIKMFILDEADEMLSSGFKEQIY
185

HomosapienseIF4A1                  TNVRAEVQKLQMEAPHIIVGTPGRVFDMLNRRYLSPKYIKMFVLDEADEMLSRGFKDQIY
197



TrypanosomabruceieIF4A1            DIFRFLPKEIQVALFSATMPDDVLELTKKFMRDPTRILVKRESLTLEGIKQFFIAVEE-E
253

TrypanosomacruzieIF4A1             EIFRYLPKEIQVALFSATMPDDVLELTKKFMRDPTRILVKRESLTLEGIKQYFIAVEE-E
287

BlechomonasayalaieIF4A1            DIFRFLPKDIQVALFSATMPEDVLELTKKFMREPVRILVKRESLTLEGIKQFFIAVEE-G
252

CrithidiafasciculataeIF4A1         EIFRFLPKDIQVALFSATMPEEVLELTKKFMREPVRILVKRESLTLEGIKQFFIAVEE-E
252

LeptomonaspyrrhocoriseIF4A1        EIFRYLPKDIQVALFSATMPEEVLELTKKFMRDPVRILVKRESLTLEGIKQFFIAVEE-E
252

EndotrypanummonterogeiieIF4A1      EIFRFLPKDIQVALFSATMPEEVLELTKKFMRDPVRILVKRESLTLEGIKQFFIAVEE-E
252

LeishmaniamajoreIF4A1              EIFRFLPKDIQVALFSATMPEEVLELTKKFMRDPVRILVKRESLTLEGIKQFFIAVEE-E
252

SaccharomycescerevisiaeTIF1        QIFTLLPPTTQVVLLSATMPNDVLEVTTKFMRNPVRILVKKDELTLEGIKQFYVNVEEEE
245

HomosapienseIF4A1                  DIFQKLNSNTQVVLLSATMPSDVLEVTKKFMRDPIRILVKKEELTLEGIRQFYINVEREE
257


TrypanosomabruceieIF4A1            HKLDTLMDLYETVSIAQSVIFANTRRKVDWLASQLNSSNHTVSCMHSEMSKQEREKVMGT
313

TrypanosomacruzieIF4A1             HKLDTLMDLYETVSIAQSVIFANTRRKVDWLAQQLNQSNHTVSCMHSEMPKQDREKVMST
347

BlechomonasayalaieIF4A1            HKLDTLMDLYETVSIAQSVIFANTRRKVDWIAEELNKSNHTVSSMHAEMTKSDRERVMNT
312

CrithidiafasciculataeIF4A1         HKLDTLMDLYETVSIAQSVIFANTRRKVDWIADKLNQSNHTVSSMHAEMSKTDRERVMNT
312

LeptomonaspyrrhocoriseIF4A1        HKLDTLMDLYETVSIAQSVIFANTRRKVDWLANKLNESNHTVSSMHAEMSKPDRERVMNT
312

EndotrypanummonterogeiieIF4A1      HKLDTLMDLYETVSIAQSVIFANTRRKVDWIAEKLNQSHHTVSSMHAEMAKSDRERVMNT
312

LeishmaniamajoreIF4A1              HKLDTLMDLYETVSIAQSVIFANTRRKVDWIAEKLNQSNHTVSSMHAEMPKSDRERVMNT
312

SaccharomycescerevisiaeTIF1        YKYECLTDLYDSISVTQAVIFCNTRRKVEELTTKLRNDKFTVSAIYSDLPQQERDTIMKE
305

HomosapienseIF4A1                  WKLDTLCDLYETLTITQAVIFINTRRKVDWLTEKMHARDFTVSAMHGDMDQKERDVIMRE
317


TrypanosomabruceieIF4A1            FRNGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVT
373

TrypanosomacruzieIF4A1             FRNGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKESYLHRIGRGGRYGRKGVAINFVT
407

BlechomonasayalaieIF4A1            FRSGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVG
372

CrithidiafasciculataeIF4A1         FRSGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVT
372

LeptomonaspyrrhocoriseIF4A1        FRSGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVT
372

EndotrypanummonterogeiieIF4A1      FRSGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVT
372

LeishmaniamajoreIF4A1              FRSGSSRVLVTTDLVARGIDVHHVNIVINFDLPTNKENYLHRIGRGGRYGRKGVAINFVT
372

SaccharomycescerevisiaeTIF1        FRSGSSRILISTDLLARGIDVQQVSLVINYDLPANKENYIHRIGRGGRFGRKGVAINFVT
365

HomosapienseIF4A1                  FRSGSSRVLITTDLLARGIDVQQVSLVINYDLPTNRENYIHRIGRGGRFGRKGVAINMVT
377


TrypanosomabruceieIF4A1            QKDVEVLREIESHYHTQIEELPVDFAAYLGE
404

TrypanosomacruzieIF4A1             QKDVEVLREIESHYHTQIDELPVDFAAYLGE
438

BlechomonasayalaieIF4A1            EKDVELLREIEAHYHTQIDELPVDFAAYLGE
403

CrithidiafasciculataeIF4A1         EKDVELLHEIEAHYHTQIDELPVDFAAYLGE
403

LeptomonaspyrrhocoriseIF4A1        EKDVELLHEIEAHYHTQIDELPVDFAAYLGE
403

EndotrypanummonterogeiieIF4A1      EKDVELLHEIEAHYHTQIDELPVDFAAYLGE
403

LeishmaniamajoreIF4A1              EKDVELLHEIEAHYHTQIDELPVDFAAYLGE
403

SaccharomycescerevisiaeTIF1        NEDVGAMRELEKFYSTQIEELPSDIATLLN-
395

HomosapienseIF4A1                  EEDKRTLRDIETFYNTSIEEMPLNVADLI--
406

