
SaccharomycescerevisiaeTIF4631      RWVPKFKSKKTEKK------LAPDGKTELLDKDEVERKMKSLLNKLTLEMFDAISSEILA
631

HomosapienseIF4G1                   AWKPSSKRTAADKDRGEE-------DADGSKTQDLFRRVRSILNKLTPQMFQQLMKQVTQ
786

BlechomonasayalaieIF4G1             VNSE-----DGI-ARGAVGCG-LKHKVRSKPVRQVHHKVMSVLSRLTPQKYNELLEELMQ
321

EndotrypanummonterogeiieIF4G1       LNSE-----DGI-SRGALGSG-LKGRTRAKPVRQVHHKVMSVLSRITPQKFTELLQELLQ
223

LeishmaniamajoreIF4G1               LNSE-----DGI-SRGALGSG-LKGRTRAKPVRQVHHKVMSVLSRITPQKFTELLQELTQ
223

LeptomonaspyrrhocoriseIF4G1         LNSE-----DGV-NRGALGSS-LKGKTRAKPVRMVHHKVMSVLSRVTPQKYGDLLEELLQ
223

CrithidiafasciculataeIF4G1          LNAE-----DGV-NRGALGSG-LKGKSRAKPVRMVHHKVMSVLSRITPQKYNDLLEELQQ
218

TrypanosomabruceieIF4G1             GGGP-----AEVDTRGLMGTC-LKVKSRAKPVRLTHHKVLSILSRLTEAKYDTLLSELKL
226

TrypanosomacruzieIF4G1              DEAD-----DGL-TRGALGCSLRGGRTRAKPVRLTHHKVMSILSRITPAKYDVLLDEMML
218


SaccharomycescerevisiaeTIF4631      IANISVWETNGETLKAVIEQIFLKACDEPHWSSMYAQLCGKVVKELNPDITDETNEG-KT
690

HomosapienseIF4G1                   L---AID--TEERLKGVIDLIFEKAISEPNFSVAYANMCRCLMALKVPTTEK------PT
835

BlechomonasayalaieIF4G1             F---PLRQTDDAELQEVAKVFFDKAVQEPEYGGLYARLAKELCTMKDNERELEAELRDRL
378

EndotrypanummonterogeiieIF4G1       L---PLRQADESELREVVKVFFDKAVQEPEYSELYARLFSELCEMKDSERELEVSLRDRL
280

LeishmaniamajoreIF4G1               L---PLRQTDESELHEVVKVFFDKAVQEPEYSELYARLFSELCEMKDGERELEAELRDRL
280

LeptomonaspyrrhocoriseIF4G1         L---PLRQTDEGELHEVVKVFFDKAVQEPEYSGLYARLFSELCEMKDTERELEAELRDRL
280

CrithidiafasciculataeIF4G1          L---PLRQTDEGELHEVVKVFFDKAVQEPEYSALYARLFNELCEMKESERELEAELRDRL
275

TrypanosomabruceieIF4G1             L---PLRQVEDDELSEICKIVFEKAVSEPSYTSLYARLAQDVCKEKKEERDS--SVWNEG
281

TrypanosomacruzieIF4G1              L---PLRQLEDTELLEICKVVFEKAVQEPAYSGLYARLAQDVCSMKDGGRET--EPRDQS
273

SaccharomycescerevisiaeTIF4631      GPKLVLHYLVARCHAEFDKGWT---DKLPTNEDGTPLEPEM--------MSEEYYAAASA
739

HomosapienseIF4G1                   VTVNFRKLLLNRCQKEFEKDKD--DDE-VFEKKQKEMDEAATAEERGRLKEELEEARDIA
892

BlechomonasayalaieIF4G1             LCNRMRRHLLMSCEEEFCRPIELTADEKVDRTTGIPF-----------DEEEIDLKRTRL
427

EndotrypanummonterogeiieIF4G1       FCNRINRELLHTCDEEFHRPIELTADEKVDRTTGKPY-----------SEEEVDMKRTRL
329

LeishmaniamajoreIF4G1               FCNRINRELLHTCDEEFHRPIELTADEKVDRTTGKPY-----------SDEEVDMKRTRL
329

LeptomonaspyrrhocoriseIF4G1         FCNRISRELLHTCDEEFRRPIELTADEKVDRTTGKPY-----------SDEEVDMKRTRL
329

CrithidiafasciculataeIF4G1          FCNRISRELLRTCDEEFRRPIELTADEKVDRTTGKPY-----------SEEEVDMKRTRL
324

TrypanosomabruceieIF4G1             FQRRFRRTLVKLCEVQFHQPLQLSGDDVVDRTTGTPL-----------DEEEVEMKRSRL
330

TrypanosomacruzieIF4G1              FSRRFRRMLIASCEAQFQRPLQLSADELVDRVTGVPL-----------GEEEVEGRRTRL
322

SaccharomycescerevisiaeTIF4631      KRRGLGLVRFIGFLYRLNLLTGKMMFECFRRLMKDLTDSPSE----ETLESVVELLNTVG
795

HomosapienseIF4G1                   RRRSLGNIKFIGELFKLKMLTEAIMHDCVVKLLKNHDE--------ESLECLCRLLTTIG
944

BlechomonasayalaieIF4G1             KNRLVGNVKFVGELFKMGLVTGHVIEQILRLLVDNYDPNQPTMKEEYLFEVFATLIKSVA
487

EndotrypanummonterogeiieIF4G1       KNRLVGNIKFMGELFKINLVTESVVENMFKLLVGGFDPSNPVEREDYVYEVFSTLIRTVG
389

LeishmaniamajoreIF4G1               KNRLVGNIKFLGELFKINLVTDRVVENMFKLLVGDFDPSNPVEREDYIFEVFSTLIRTVG
389

LeptomonaspyrrhocoriseIF4G1         KNRLVGNVKFVGELFRIDLVTEAVIESIFNLLVGSFSPSNPVEREDYVFEVFATLVKTVA
389

CrithidiafasciculataeIF4G1          KNRLVGNIKFVGELFKIELVAESVIESIFQLLVGGFNPSSPVEREDYVFEVFATLVKTVA
384

TrypanosomabruceieIF4G1             KHRLVGNIRFVAELFKVGVLSGRVVTEIVQILVSDYNPDTPTAKEEHVFELFTTLLRLTA
390

TrypanosomacruzieIF4G1              KDRLVGNIRFVAELFKIGFVTERVIEDVIRILVRDYNPDEPTAKEEAIFEVFQTLLRHTG
382


SaccharomycescerevisiaeTIF4631      EQFETDSFRTGQATLEGSQLLDSLFGILDNIIQTAKISSRIKFKLIDIKELRHDKNWNSD
855

HomosapienseIF4G1                   KDLDFEK---------AKPRMDQYFNQMEKIIKEKKTSSRIRFMLQDVLDLRG-SNWVPR
994

BlechomonasayalaieIF4G1             PI--FKE---------QRPHVLAHFLGLAKLVEQSHPRPRIHFLMMGLDDLNKKHQWVSM
536

EndotrypanummonterogeiieIF4G1       PI--LKE---------CRPLMLARYLGVAKAVETSHPRPRIRFLMMNLSDINKKQGWITN
438

LeishmaniamajoreIF4G1               PI--LKE---------RRPLVLARYLGVAKAVENSHPRPRIRFLMMDLSDLNKKQGWVST
438

LeptomonaspyrrhocoriseIF4G1         SI--LKE---------RRPCSLVRYLGVARVVEMSHPHLRIRFLMMGLDDLNKKQGWVSS
438

CrithidiafasciculataeIF4G1          SP--LKD---------RRPLVLARYMEVAKSVEASHPRPRIRFLMMNLTDLNAKQGWVS-
432

TrypanosomabruceieIF4G1             AQ--LKD---------CEVNLLIRSLGIAKTIELSHPKPRVRFLMMDLGDLNRKNGWVEQ
439

TrypanosomacruzieIF4G1              AV--LKE---------HMPQLLAQSLGIAKTIELSHPKPRVVFLMMDLSDLNRANGWVSP
431

SaccharomycescerevisiaeTIF4631      KKD-NGPKTIQQIHEEEERQRQLKNNSRSNSRR-----------TNNSSNR-HSFRRDA-
901

HomosapienseIF4G1                   RGD-QGPKTIDQIHKEAEMEEHREH-----IKVQQLMA------------KGSDKRRGGP
1036

BlechomonasayalaieIF4G1             ERILQDARAAEAMSAAPTPRKPDVN----LPPSAAIVP---SGPDDNLCRE---------
580

EndotrypanummonterogeiieIF4G1       EKVMREADSYDDLHRSSSMKHVDSLASNSLLQS-SIMT---PS-EDNTTQR---------
484

LeishmaniamajoreIF4G1               ERVMREADSCDDLQRSSSMKHIDSVASTSFLQS-SIMS---PS-EDNTMQR---------
484

LeptomonaspyrrhocoriseIF4G1         ERVMREADSCDDVQRSTAMKHVDSVASTSFLQS-SIMS---QS-EENMTQR---------
484

CrithidiafasciculataeIF4G1          ERTMREADSCDDMQRSMSMKHVDSVASTSFLQSSSIMS---PS-EENITQR---------
479

TrypanosomabruceieIF4G1             EQIQSHVKEPKQLKKVPGPTPAAPASPTTSAPTAKRAEKLGSRLRDMSSRCCADAE----
495

TrypanosomacruzieIF4G1              ELVEQHVQRPTKTGRAKKNNVTAGEKSATIVPPMSLAS-LVSTVEKKTARNSLDAGRTAA
490

                                    .                                                           

SaccharomycescerevisiaeTIF4631      --PPASKDS-FITTRTYS------------------------------------------
916

HomosapienseIF4G1                   PGPPISRGLPLVDDGGWNTVPISKGSRPIDTSRLTKITKPGSIDSNNQLF---APGGRLS
1093

BlechomonasayalaieIF4G1             -SPQLSQH-----MGSWA------------------MSQAPDIQSR--------------
602

EndotrypanummonterogeiieIF4G1       --------------FDFG------------------LPRPASVVLR--------------
498

LeishmaniamajoreIF4G1               --------------CDFA------------------LPRPASVAFR--------------
498

LeptomonaspyrrhocoriseIF4G1         --------------TEFA------------------LPRPAS------------------
494

CrithidiafasciculataeIF4G1          --------------SEFT------------------LPRPASVTFR--------------
493

TrypanosomabruceieIF4G1             --VSL-RK-----ENGNG------------------TQTPGSTSYGNKVADGCADGGNNK
529

TrypanosomacruzieIF4G1              STPPLNGE-----QEVNG------------------ANNPVSVNHV------NVHGKEIV
521

