
SaccharomycescerevisiaeTIF4631      NRSYTSRR---DRERGSYRNEEKRE--DDKPKEEVAPLVPSANRWVPKFKSKKT--EKK-
591

HomosapienseIF4G1                   -QG---PR--KEPRKII----------ATVLMTEDIKLNKAEKAWKPSSKRTAA------
744

TrypanosomabruceieIF4G5             -PGTAESPVSSYPEDCVYEIAEFTRLQNTKCLPPKGILQFATDLWKEMPENNVNKPEHIF
129

TrypanosomacruzieIF4G5              -PQPTEPPAASHPANCIYDIAEFVKCQHTKESPPKGILDFVTELWKEMPENKDSRPEHIL
125

BlechomonasayalaieIF4G5             -----TLVEVDYSDDYIYDVPQFLRLKHCHAPVPDGVMNYARDLWRKMPENFDSLMQSSA
117

EndotrypanummonterogeiieIF4G5       CVAEGAPSDVPYPEDNVYNVADFIKLRKCQEPVPSEVMDFARSMWKEMPENMDDM-ENNS
148

LeishmaniamajoreIF4G5               GAAEVAPSEVSYPEDHIYDVEDFIKLRKCQAPVPSEVMEYARAMWKEMPENMDDM-ENNS
145

LeptomonaspyrrhocoriseIF4G5         SSKDVAPVDVPYPEDHIYNVEDFIKLRRCVAMVPVAVMEYARAMWREMPENMDDM-ENNS
134

CrithidiafasciculataeIF4G5          HESQPLPTDVPYPEDRIYRVEDFAKLRRCVAPVPEEVMAYARAMWREMPENMNDM-ENNS
141



SaccharomycescerevisiaeTIF4631      --------LAPDGKTELLDKDEVERKMKSLLNKLTLEMFDAISSEILAIANISVWETNGE
643

HomosapienseIF4G1                   ---DKDRGEEDADG---SKTQDLFRRVRSILNKLTPQMFQQLMKQVT---QLAI--DTEE
793

TrypanosomabruceieIF4G5             SREDLFQGE--SAPSKVMSERKLHNEVLGILGKVSEDNIELMKKELT---NLPIRQSDDE
184

TrypanosomacruzieIF4G5              SREELFRGE--SMPSKVMKERKLHNEVLGILGRVGEGNLPKMKEELT---NLPIRQSTDK
180

BlechomonasayalaieIF4G5             LRENIFKGGNATMPSKVLRDRKLHHEVMGILGKVTDSNLAVMQKELT---DLPIRQSTDE
174

EndotrypanummonterogeiieIF4G5       LRDNLFREQNATTMSRVMADRRINNEVLGILGKVTASNLDKMKKELT---DLPIRQSTKE
205

LeishmaniamajoreIF4G5               LRDNLFREQNASTMSKVMTDRKINNEVLGILGKVTASNLEKMKKELT---DLPIRQSTKE
202

LeptomonaspyrrhocoriseIF4G5         LRDNLFREQNAAMISKVMVDRKIQNEVLGILGKVTVSNLDKMKQELI---ELPIRQSTDD
191

CrithidiafasciculataeIF4G5          LRDNLFREQNAAMMSKVMADRKIQNEVLGILGKVTTSNLEKMKVELK---ELPIRQSTEA
198


SaccharomycescerevisiaeTIF4631      TLKAVIEQIFLKACDEPH--WSSMYAQLCGKVVKELNPDITDETNEGKTGPKLVLHYLVA
701

HomosapienseIF4G1                   RLKGVIDLIFEKAISEPN--FSVAYANMCRCLMALKVPT-----TEKPTVTVNFRKLLLN
846

TrypanosomabruceieIF4G5             EIEEVIRVIFHKSIQPEDSIFVQLYVKLIAH---LISSI-----GDNEPAGRRIRSAIIR
236

TrypanosomacruzieIF4G5              EIQDVIQVIFNKSIQPEDSIFVPYYVKLVVS---LINDI-----GEGEPAGRFIRNAIIR
232

BlechomonasayalaieIF4G5             EITEVINVFFNKSTRPEDTRYTPLYVKLIKH---LISTI-----GDNEPAGRMIRKAILE
226

EndotrypanummonterogeiieIF4G5       EIDEVIKVFFNKSTKPEDSCYTHLYVQLIAH---LISSI-----GEREEAGRMIRNEVLR
257

LeishmaniamajoreIF4G5               EIDEVIKVFFNKSTKPEDSCYTHLYVQLIAH---LISSI-----GEREEAGRMIRNEVLR
254

LeptomonaspyrrhocoriseIF4G5         EINEVIKVFFNKSTKPEDSCFTDLYVQLIAH---LISTI-----GEKEQAGRTIRKEVLR
243

CrithidiafasciculataeIF4G5          EINEVIKVFFNKSTKPEDSCFTDLYVQLIAH---LISSI-----GEKEPAGRMIRNEVLR
250

SaccharomycescerevisiaeTIF4631      RCHAEFDKGWTDKLPTNEDGTPLEPE--------MMSEEYYAAASAKRRGLGLVRFIGFL
753

HomosapienseIF4G1                   RCQKEFEKDKDDDEVFEKKQKEMDEAATAEERGRLKEELEEARDIARRRSLGNIKFIGEL
906

TrypanosomabruceieIF4G5             QSQNMFEKADDAQGKLEREIAGLPE-----------DEAEQRRMNFAAKQKANINFLGLL
285

TrypanosomacruzieIF4G5              QCQRTFENAEEAQAQLEREIANLPE-----------EEAEQRRLIFAGKQKANINFLGLL
281

BlechomonasayalaieIF4G5             QCRDTFLNASSNSKALEESIADLPA-----------ADAELARMQFSGRQKANIYFLGLM
275

EndotrypanummonterogeiieIF4G5       QCRSTFMNSGAEAVELEKRMATMSP-----------EDAEMERIQFSGKQKANIQFLGLM
306

LeishmaniamajoreIF4G5               QCRSTFMNSGTEAVELEKRMATMSP-----------EDAEMERIQFSGKQKANIQFLGLM
303

LeptomonaspyrrhocoriseIF4G5         QCQSTFMNSNVKQAEMEANSAQLTP-----------EEAEFERLQFSGKQKANIHFLGLM
292

CrithidiafasciculataeIF4G5          QCQHTFLNSSVKQAEMEAQAANLTA-----------EEAEFERMQFSGKQKANIHFLGLM
299

SaccharomycescerevisiaeTIF4631      YRLNLLTGKMMFECFRRLMKDLT---DSPSEETLESVVELLNTVGEQFETDSFRTGQATL
810

HomosapienseIF4G1                   FKLKMLTEAIMHDCVVKLLKNHD-------EESLECLCRLLTTIGKDLDFEKAK------
953

TrypanosomabruceieIF4G5             FTHGLVREKVVLQILQWLLYGPETKRRIPADYEIIHFMNLLLTCGKDFSKEG-A------
338

TrypanosomacruzieIF4G5              FTHGLVREKVVLHVLEWLLYGTERKRRFPADYELIHFMNLLLTCGKSFSKEG-Q------
334

BlechomonasayalaieIF4G5             FTSRLVRQGVVEAVLDNLLFGGHRRRRVVPGYCMTHFMELLQTCGPTCDKQFYL------
329

EndotrypanummonterogeiieIF4G5       FTSGLVRQKVVHAVLDSLLYGPGHRRHIPTDYSLIHFMELLQVCGPRLDAAFYE------
360

LeishmaniamajoreIF4G5               FTSRLVRQKVVHAVLDSLLYGPGHRRHIPTDYSLIHFMELLQVCGPHLDTAFYE------
357

LeptomonaspyrrhocoriseIF4G5         FTNGLVHPRVVRAVLDSLLYGGGQRRHVPTDYNLIHFMELLQVCGPHLDKAFYE------
346

CrithidiafasciculataeIF4G5          FVNQLVNPRVVRAVLDSLLYGTGQRRHMPTDYSLIHFMELLQVCGPHLDRAFLQ------
353


SaccharomycescerevisiaeTIF4631      EGSQLLDSLFGILDNIIQTAKISSRIKFKLIDIKELRHDKNWNSDKKDNGPKTIQQIHEE
870

HomosapienseIF4G1                   ---PRMDQYFNQMEKIIKEKKTSSRIRFMLQDVLDLR-GSNWVPRRGDQGPKTIDQIHKE
1009

TrypanosomabruceieIF4G5             ---ELVPHFRSVLQDL-MHTHPQRRIQFLLLNTLETI-DNNWVPRHGAAAAAARSSGDRG
393

TrypanosomacruzieIF4G5              ---EFVPKFRAVLEEL-MHMHPQRRMQFLLLNTVETI-DNNWEPPFGAKATSSSQE----
385

BlechomonasayalaieIF4G5             ---ERVPYYRGVLQDL-SHTHPEKRIQFLVQNFIETM-DNNWVPLHGPDAKPQRSAVNHT
384

EndotrypanummonterogeiieIF4G5       ---DPLPRYRETIIEL-SSSHPQKRIQFLLQNFLETM-SNNWVPLHGRGARRIEGAGNAP
415

LeishmaniamajoreIF4G5               ---DPLPRYRETITEL-SNSHPQKRIQFLLQNFLETM-SNNWVPLHGPGARRTEGGGNAA
412

LeptomonaspyrrhocoriseIF4G5         ---DPLPRYIETITDL-SRTHPQKRIQFLLLNFMEMM-NNNWVPLHGPTAPRGADGSPEP
401

CrithidiafasciculataeIF4G5          ---DPLPRYMETITDL-SRNHPQKRIQFLLLNFIEAA-HNNWVPVHGRGAGRAAENAPAA
408

SaccharomycescerevisiaeTIF4631      EERQRQLKNNSRSNSRRTNNSSNRHSFRRDAPPA-------SK--------DSFITTRTY
915

HomosapienseIF4G1                   AEMEEHREHIKVQQL-MAKGSDK---RRG-GPPG----PPISRGLPLVD--DGGWNTVPI
1058

TrypanosomabruceieIF4G5             GNV--------TGTG-DSERERH---PL----------PPIPPPLKPVPSRDKFWAAMD-
430

TrypanosomacruzieIF4G5              -----------------HETERR---PVSQLPP--RNKLVLAPPMNPIPSRDGFWEAMD-
422

BlechomonasayalaieIF4G5             ----------------------H---HQSHSPIAAHVSPPPQEPKLKVPEPGEFWKIMD-
418

EndotrypanummonterogeiieIF4G5       HNNNNNSNSNNGGGA-TTMNQNG---RGGHIPSMAPVQVPAQEVQPRIPDYEEFSKAMD-
470

LeishmaniamajoreIF4G5               QGNA-----NNSGSG-TLLNNNG---RGGNLPTMPLAPMPIQEAQPRIPDYEEFSKVMD-
462

LeptomonaspyrrhocoriseIF4G5         ASN-----------S-SHRGANG---RSTNASPIVPIPMPIPEAQPKIPDYEEFSKVMD-
445

CrithidiafasciculataeIF4G5          SGS-----------R-GPHGTNG---RSGTAPPAAPIPLPIPVPQPKIPDYEEFSKVMD-
452

