
SaccharomycescerevisiaeTIF4631      YTSRRDRERGSYRNEEKREDDKPKEEVAPLVPSANRWVPKFKSKKTEKKLAPDGKTELLD
602

HomosapienseIF4G1                   LGP-RRSQQGPRKEPRKIIATVLMTEDIKLNKAEKAWKPSSKRTAADKDRGEE-DADGSK
757

TrypanosomabruceieIF4G3             FSL-EE------------ACRRKKQTQTKLVRGPNAWAARGSA--------------KTT
56

TrypanosomacruzieIF4G3              FSL-EE------------ACRRKKMTQTKLVRGANAWVARGSA--------------KTT
56

BlechomonasayalaieIF4G3             FSL-EE------------VCRRRLMTQTKLVRGENAWVAKGTA--------------QTT
55

EndotrypanummonterogeiieIF4G3       FSL-DE------------VVRRRHLTQTKLVRGDNAWVAKGTA--------------QTT
55

LeishmaniamajoreIF4G3               FSL-DE------------VVRRRRLTQTKLVRGENAWVAKGTA--------------QTT
55

LeptomonaspyrrhocoriseIF4G3         FCL-EE------------IVRRRRTGQTKLVRGENAWVAKGAA--------------DSE
56

CrithidiafasciculataeIF4G3          FCL-EE------------VVRRRRTGQTKLVRGENAWVAKGVA--------------ESE
56



SaccharomycescerevisiaeTIF4631      KDEVERKMKSLLNKLTLEMFDAISSEILAIANISVWETNGETLKAVIEQIFLKACDEPHW
662

HomosapienseIF4G1                   TQDLFRRVRSILNKLTPQMFQQLMKQV-TQLAI----DTEERLKGVIDLIFEKAISEPNF
812

TrypanosomabruceieIF4G3             AEWVERLVYGSLNKLSAANFNEIVSQLQTNTIF----SSDEMLKKTVSIIFNKALGEPEN
112

TrypanosomacruzieIF4G3              EEWVERLVQGSLNKLSTANFDDMVAKLQTEVIF----STKETLNIAVRIIFKKALDEPEC
112

BlechomonasayalaieIF4G3             DEWVARLVQGSLNKMSERNFEMMVDKMRTKELF----ASTEILTSVVNLIFTKALEEPEN
111

EndotrypanummonterogeiieIF4G3       EEWVQRLLHGTLNKLTEKNQDIMIEKLLTKEIF----ATEDVMNTVVNIVFKKALDEPEN
111

LeishmaniamajoreIF4G3               EEWVQRLLHGTLNKLTEENKDIMIDKLLTKELF----ATEDIMNMVVNIIFKKALDEPEN
111

LeptomonaspyrrhocoriseIF4G3         KEWVQRLVQSTLNKLTTKNNDVMLEKLCVREIF----HKSEITDMVVDMIFKKALDEPEN
112

CrithidiafasciculataeIF4G3          KEWVQRLVQSNLNKITEKNKDIMLKELCVEKLF----HKSEISDMVVEMIFKKALDEPEN
112


SaccharomycescerevisiaeTIF4631      SSMYAQLCGKVVKELNPDITDETNEGKTGPKLVLHYLVARCHAEFDKGWTDKLPT-----
717

HomosapienseIF4G1                   SVAYANMCRCLMALKVPTTEKPT-----VTVNFRKLLLNRCQKEFEKDKDDDEVFEKKQK
867

TrypanosomabruceieIF4G3             SNVYAGLCYKLAEYEVSLNVVQKQKEGKRLSKLRNAVVGIAQTEFQN-RRN---------
162

TrypanosomacruzieIF4G3              SKSYAGVCYKLAEFEVGLTAAKQKAEGKKYSKLRNAVVSIAQEEFLS-RRK---------
162

BlechomonasayalaieIF4G3             SKLYAGVCFELAMYEVSLVKEAG-MTKRYKSELRNTLIEVAQRVFKN-RNE---------
160

EndotrypanummonterogeiieIF4G3       SKLYAGVCHRLALYEATVLRESQ-KGERPQSQLRDSIIRTAQYEFRTLSQE---------
161

LeishmaniamajoreIF4G3               SKLYAGVCHSLALYEAKVLRDGH-KGERPQSQLRDAIISTAQHEFRTLSKE---------
161

LeptomonaspyrrhocoriseIF4G3         AKLYAGVCFSLAMYEASVVNEIE-KGKQLQSDLRDAVIRSTQEQFNMARRE---------
162

CrithidiafasciculataeIF4G3          AKLYAGVCLSLALYEANEVNKIQ-EGQRPQSNLRDAVIHAAQDQFRAAKEE---------
162

SaccharomycescerevisiaeTIF4631      --NEDGTPLEPEMMSEE-YYAAASAKRRGLGLVRFIGFLYRLNLLTGKMMFECFRRLMKD
774

HomosapienseIF4G1                   EMDEAATAEERGRLKEELEEARDIARRRSLGNIKFIGELFKLKMLTEAIMHDCVVKLLKN
927

TrypanosomabruceieIF4G3             ------VPSSEGLSEEEVEQQRSSFMRRKVANMRFIGELFLHKVLSHSTMMDIINIIMQ-
215

TrypanosomacruzieIF4G3              ------MPSMEGLTEEEMELRRTTFMRRKRANMKFIGELFMHKVLSCNTMMNIIQTIMQE
216

BlechomonasayalaieIF4G3             ------VPLAEGLPEEEVELARSTSVRRNRANMRFVGEMYLRDVISHSSILQIISAMTKG
214

EndotrypanummonterogeiieIF4G3       ------LSKMEDKSEEELEHDRSNLMRRKRSNMRFIGELYLCTALTHSTMFTVMDLTMRC
215

LeishmaniamajoreIF4G3               ------LSKMEDKSEEELEYERSNVMRRKRSNMRFIGELYLCTALTHSTMFTVMDLTMRC
215

LeptomonaspyrrhocoriseIF4G3         ------QPNTEGMCEEEAEMLCLNKMRRQRSNMTFVGELYLCTVLSNRTMFEILTTTIHP
216

CrithidiafasciculataeIF4G3          ------LPITADMCEEEIEMLRLNAMRRQRSNMTFVGELYLCTVLSHVTMFDILNITINR
216

SaccharomycescerevisiaeTIF4631      L--TDSPSEETLESVVELLNTVGEQFETDSFRTGQATLEGSQLLDSLFGILDNIIQTA--
830

HomosapienseIF4G1                   H------DEESLECLCRLLTTIGKDLDFEK---------AKPRMDQYFNQMEKIIKEK--
970

TrypanosomabruceieIF4G3             PEKGGYPASEDLEFLTVLFTIVGKSLDSIX--------ELRPKLDAYFKVLEGLK-DQ-K
265

TrypanosomacruzieIF4G3              AERGGYPTSEDIEFLTELFLTIGESLDAVP--------ELRVRLNGYFELLEKLK-DQKE
267

BlechomonasayalaieIF4G3             AGTGTFPSAEDIELLTELFCTVGERLESDQ----------RKSVDQQFALLESLLKRPDC
264

EndotrypanummonterogeiieIF4G3       NDGTGFPSSENIELLAALLDTIGDRLDKNH----------KKTLDTYFASLESFNKKPEC
265

LeishmaniamajoreIF4G3               SDKTGFPSSENIELLAALLNTIGDRLDKNH----------KKTLDPYFTSLENFNKKSDC
265

LeptomonaspyrrhocoriseIF4G3         QGDNKYPTNGSIELFVALLTTVGERMDAAH----------KKELDGYFKTLTGFLKKADC
266

CrithidiafasciculataeIF4G3          RKGQGFPPNNDIELLVALLSTVGERLDSTH----------KSKLDVYFTTLAGFIKNSSC
266


SaccharomycescerevisiaeTIF4631      KISSRIKFKLIDIKELRHDKNWNSDKKDNGPKTIQQIHEEEERQRQLKNNSRSNS---RR
887

HomosapienseIF4G1                   KTSSRIRFMLQDVLDLRG-SNWVPRRGDQGPKTIDQIHKEAEMEEHREHIKVQQ-----L
1024

TrypanosomabruceieIF4G3             IYPPRICFKMLDXIELRRDRNWESRETVMPKTSA-ATQKEPPR--ASDRAVRPSTTPNSS
322

TrypanosomacruzieIF4G3              VYPPRIRFKMLDLIELRSKFNWERRATAAPKTSS-QTQREPTR--VTDKVVATR---SSM
321

BlechomonasayalaieIF4G3             KYPPRICFKIMDLLDLRK-ASWGSRPKPIKRFAP-K------------ERRTPQT----A
306

EndotrypanummonterogeiieIF4G3       PYPPRIRFKIMDLLDLRK-RNWGAKAKAVKA--A-P----PPV--QSKDKKHAVAPP---
312

LeishmaniamajoreIF4G3               PYPPRIRFKIMDLLDLRK-RGWGLKPKPVKA--A-L----PPS--HGKDKKYATAPP---
312

LeptomonaspyrrhocoriseIF4G3         PYPHRIRFKIMDLLDLRK-NGWGAKAKVAKPPAA-A----A-T--HGKEKKGATTA---S
314

CrithidiafasciculataeIF4G3          PYPHRIRFKIMDILDLRK-SGWGTRVKAVKPVTA-A----PPS--HSKEKRNASAAASSP
318

SaccharomycescerevisiaeTIF4631      TNNSSNRHSFRRDAPPASKD----------------------------------------
907

HomosapienseIF4G1                   MAKGSDKRRGGPPGPPISRGLPLVDDGGWNTVPISKGSRPIDTSRLTKITKPGSIDSNNQ
1084

TrypanosomabruceieIF4G3             NASSSGSKKGKGAGP-------------------------------------------CD
339

TrypanosomacruzieIF4G3              NASSSGSKKGRQDSV-------------------------------------------SD
338

BlechomonasayalaieIF4G3             SPT---SRKPGKAFP-------------------------------------------DS
320

EndotrypanummonterogeiieIF4G3       --S---KKVGRDQGS-------------------------------------------TA
324

LeishmaniamajoreIF4G3               --P---KKGGRDQGS-------------------------------------------AA
324

LeptomonaspyrrhocoriseIF4G3         SPPAAAKRGGGRDGT-------------------------------------------A-
330

CrithidiafasciculataeIF4G3          SPSAAAARKGGR-GA-------------------------------------------A-
333

