
SaccharomycescerevisiaeTIF4631      MN--DDRRSNRSYTSRRDRERGSYR--NEEKREDDKPKEEVAPLVPSANRWVPKFKSKKT
588

HomosapienseIF4G1                   GPQ-AGLGPRRSQQGPRKEPRKIIATVLMTEDI---------KLNKAEKAWKPSSKRTAA
744

TrypanosomabruceieIF4G4             MSVSDLLAYRDTWRGRPPTESFSLAQILRDARAADCKPVVTEKLVMSENGFKVKS-----
76

TrypanosomacruzieIF4G4              MTIPDLLAYRDTWKERL-SDDFSLGRILFAARAAKSKPAAPEKLVMTSNGFKVKD-----
75

BlechomonasayalaieIF4G4             MSIGEILAFRDTWTEIP-SPGFSMSAILYNARVARIKKAEVPKLVTTENGFRVRD-----
71

EndotrypanummonterogeiieIF4G4       MTLADILAFRDTWTAIP-EPNFSLERVLLVSRLEKQRKAEIPKLVMSENGFRVRD-----
73

LeishmaniamajoreIF4G4               MTLADILAFRDTWTAIP-EPNFSLERVLLTARLEKQRKAEIPKLVTSENGFRVRD-----
73

LeptomonaspyrrhocoriseIF4G4         MTLADILAFRDTWKQIP-EPNFSLERVLLTARMEKQRKAEIPKLVMTDNGFRIRD-----
72

CrithidiafasciculataeIF4G4          MTLADILAFRDTWKEIP-EPNFSLERVLLTVRMEKQRKAEIPKLVMSENGFRVRD-----
72



SaccharomycescerevisiaeTIF4631      EKKLAPDGKTELLDKDEVERKMKSLLNKLTLEMFDAISSEILAIANISVWETNGETLKAV
648

HomosapienseIF4G1                   DKDRG-EEDADGSKTQDLFRRVRSILNKLTPQMFQQLMKQVTQL-AI----DTEERLKGV
798

TrypanosomabruceieIF4G4             --------RDSIDSLERGVRAVQSALNKLTEWNFDVVVQTVLTPDII----INNEVVKDV
124

TrypanosomacruzieIF4G4              --------RDAIAPSERGVRMVQSTLNKLTESNFDLIAKAILVPEII----LNANVVADV
123

BlechomonasayalaieIF4G4             --------KEKMDETERELRRVQSTLNKLTEQNFDTVSKEILSPELI----FNPALLDGS
119

EndotrypanummonterogeiieIF4G4       --------KNEMDESERELRRVQATLNKLTSKNFDAVVEEALSPDLV----LNPLVLKGA
121

LeishmaniamajoreIF4G4               --------KKDMDASELELRRVQGSLNKLTDKNFDAVVEEALSPDLV----LNPLVLKGA
121

LeptomonaspyrrhocoriseIF4G4         --------KKDMDESELELRRVQGSLNKLTDKNFDAVVEEMLSPDLV----LNPIVLKGV
120

CrithidiafasciculataeIF4G4          --------KKDMDESELELRRVQGSLNKLTDQNFDAVVEETLSPDLV----LNPVVLKGT
120


SaccharomycescerevisiaeTIF4631      IEQIFLKACDEPHWSSMYAQLCGKVVKELNPDITDET-----------------------
685

HomosapienseIF4G1                   IDLIFEKAISEPNFSVAYANMCRCLMALKVPTT---------------------------
831

TrypanosomabruceieIF4G4             VRLIYEKALMEPVFAGLYARMCYSIVRFEYEYRTKFL-----------------------
161

TrypanosomacruzieIF4G4              VRLIYDKALVEPVFAGLYARLCYMIVRYEYDYRSTQS-----------------------
160

BlechomonasayalaieIF4G4             LRIIFNKAVAEPVFSALYARLCVTIACYERDIQCDVY-NLDTEVGRVFQRFKPELDELMA
178

EndotrypanummonterogeiieIF4G4       VDIIFNKAMAEPVFSGVYAQLCQRIKVYEQDLVTEATEKPNSELGQLMAAM---QARNDD
178

LeishmaniamajoreIF4G4               VDIIFNKAMAEPVFSGIYAQLCQRIKVYEQDLVAEAAENPTSELGQLMAAV---QAGDED
178

LeptomonaspyrrhocoriseIF4G4         VDIIFNKAMAEPVFSGIYAQLCQRINVYEQELVAEAEANPESEIGKRVAAR---READMA
177

CrithidiafasciculataeIF4G4          VDIIFNKAMAEPVFSGIYAQLCQRINVYEQEVVAEAEANPQSEVGKRVAAL---READAA
177

SaccharomycescerevisiaeTIF4631      NEGKTGPKLVLHYLVARCHAEFDKGWTDKLPTNEDGTPLEPE--------MMSEEYYAAA
737

HomosapienseIF4G1                   -EKPTVTVNFRKLLLNRCQKEFEKDKDDDEVFEKKQKEMDEAATAEERGRLKEELEEARD
890

TrypanosomabruceieIF4G4             PGTCQVPSAVRVAIVEKCQQMFTNAVEES---------------------KQTMSEEQAE
200

TrypanosomacruzieIF4G4              GEVDAQKSEVRVAIVEKCQQMFDGATKAV---------------------RETASEEEAE
199

BlechomonasayalaieIF4G4             SGARTMACFVRLSLVQRCQEFHYQFISQ----------------------QPPQNEEEEK
216

EndotrypanummonterogeiieIF4G4       --QKSVNGRVRNALVKRCQEFHDSFVNQ----------------------PPPSNAEAEE
214

LeishmaniamajoreIF4G4               --QKNVNGRVRNALVKRCQEFHDSFVKQ----------------------PPPRNAEAEE
214

LeptomonaspyrrhocoriseIF4G4         QGKQPTSGRVRTVLILRCQMFHDNFVNQ----------------------PTLSDPEAAE
215

CrithidiafasciculataeIF4G4          QGKATASGRVRTVLILRCQMFHDNFIKQ----------------------PPAADPDAAE
215

SaccharomycescerevisiaeTIF4631      SAKRRGLGLVRFIGFLYRLNLLTGKMMF-ECFRRLMKDLTD----SPSEETLESVVELLN
792

HomosapienseIF4G1                   IARRRSLGNIKFIGELFKLKMLTEAIMH-DCVVKLL--------KNHDEESLECLCRLLT
941

TrypanosomabruceieIF4G4             RLRKRNVNNIKFAGELFLKTLITQKIIDRILNERI-------YEMVPNDMELEVIINLLE
253

TrypanosomacruzieIF4G4              KVRKRNVNNIKFAGELFLKSLITQKIIDRILGEKL-------FNITPNDMDLEVVVNLLE
252

BlechomonasayalaieIF4G4             MIRDRNMSNIKFVGELYLRSLATDRVILIVCGTALNLDL-EHPKLRVSDVDLEMVISLLT
275

EndotrypanummonterogeiieIF4G4       QLRKRNMANIKFVGELYMRSVISHRVILAVCSTALVLGFIPSPKLVTTDADLEMMVSLMN
274

LeishmaniamajoreIF4G4               QLRKRNMANIKFVGELYMRSLISHRVILAVCSTALVLGFIPSPKLVTTDADLEMMVSLMN
274

LeptomonaspyrrhocoriseIF4G4         QLRKRNMANIKFVGELYMRSLIFHRVILAICSTALVLNFVASSKMVTTDVDLELVVNLMN
275

CrithidiafasciculataeIF4G4          QLRKRNMANIKFVGELYMRSLIFHRVILAICSTALVLNFVPSSKMVTTDVDLEMVVNLMN
275


SaccharomycescerevisiaeTIF4631      TVGEQFETDSFRTGQ----ATLEGSQLLDSLFGILDNIIQTAKISSRIKFKLIDIKELRH
848

HomosapienseIF4G1                   TIGKDLDFEKAK-------------PRMDQYFNQMEKIIKEKKTSSRIRFMLQDVLDLRG
988

TrypanosomabruceieIF4G4             VVGKLYEEKNPD--------------AQEQLWKMLSSMQENRRYSMRIRFLLQNLIDRRN
299

TrypanosomacruzieIF4G4              VVGKMYEEKHPA--------------AQPALWKLLGELQEERRFSNRIRFLLQNLIERRN
298

BlechomonasayalaieIF4G4             VVGKKVDEPRMV-------------EHVAYIWKELESCVNDKSFSVRIRFLLQNLLEWRK
322

EndotrypanummonterogeiieIF4G4       VIGKRFDENAAMALHHVPKDAATAEHPHDTIWRALNSSMNDPRFSRRIRFLIQNLMEWRN
334

LeishmaniamajoreIF4G4               VIGKRFDENAGMALNHVPKDAAAAAHPHDTIWRALNSSMNDPRFSRRIRFLIQNLLEWRN
334

LeptomonaspyrrhocoriseIF4G4         VIGKKFDENASTALHNVAKDAPSSEHPHDTIWRALNSAMNDPRFSRRIRFLIQNLLEWRS
335

CrithidiafasciculataeIF4G4          VIGKKFDDNANMAVHSNAKDASSLEHPHDTIWRALNSAMNDPRFSRRIRFLIQNLLEWRS
335

SaccharomycescerevisiaeTIF4631      DKNWNSDKKDNGPKTIQQIHEEEERQRQLKNNSRSNSRRTNNSSNRH-------------
895

HomosapienseIF4G1                   -SNWVPRRGDQGPKTIDQI----HKEAEMEEHREHIKVQQLMAKGSDKRRGGPPGPP---
1040

TrypanosomabruceieIF4G4             -GGWKPREPEQVVIEDIQSQQQPQQQSQQQQQQQQQQQPQQQP-----QQQQQQGQKHYS
353

TrypanosomacruzieIF4G4              -GGWKPREPEQVIVEDPQQQQQQQQQQQHQQQRYHFHH--------------------HH
337

BlechomonasayalaieIF4G4             -SGWRPKDKAPLASSSGNTDAPSNNNSTTQNGP---GRPA--------------------
358

EndotrypanummonterogeiieIF4G4       -SGWKPKETQTQDSSAGGAEDSSGNA--TNTER-THHRSSNTTGGSHSNAGGFSGANDHS
390

LeishmaniamajoreIF4G4               -DGWKPKESPAQGSSGGSADD-SNNT--TNNDR-SNHRSSNN-ACNHSNTGGFSGPNEQM
388

LeptomonaspyrrhocoriseIF4G4         -EGWKPKETPAQGTSGGDGEGNEAN--TNSSER-AQHRPAGG------NAGGQGG--GNM
383

CrithidiafasciculataeIF4G4          -EGWKVKETPAQGSSGADGDGNDGGNANNNNER-QNHRPSGG------HSGGQG---GNM
384

SaccharomycescerevisiaeTIF4631      -------SFRRDAPPASKDSFITTR-------------------------TYSQRNSQRA
923

HomosapienseIF4G1                   --------ISRGLPLVDDGGWNTVPISKGSRPIDTSRLTKITKPGSIDSNNQLFAPGGRL
1092

TrypanosomabruceieIF4G4             QQQRH------------QQGFPHH--------------------------NQPQSHGGYH
375

TrypanosomacruzieIF4G4              HHQQH------------QQHHQQH------------------------------------
349

BlechomonasayalaieIF4G4             -------KFS-------AQS--HQ--------------------------GQHQH-----
371

EndotrypanummonterogeiieIF4G4       HSNSSPNNFSGP----AGGSWQ------------------------------QQHTGGRG
416

LeishmaniamajoreIF4G4               HRNTAPNNFG------SGGSWQQQ--------------------------MQQQHSGGRG
416

LeptomonaspyrrhocoriseIF4G4         HRNPSNSNMSGGPNSSSGSSWQHQ--------------------------NANNNR----
413

CrithidiafasciculataeIF4G4          HRNPSSTNMSGGG----AGSWQHQ--------------------------NASNNNRG--
412

