
TrypanosomabruceieIF4G2             ------------PDGRQRTGPPAPLAALPEPWEDRLDAPIAVSNTLGRKRGLFG---DVE
141

TrypanosomacruzieIF4G2              --------------NSSAYHTARQLEALSELWGNRRDAPVSVSSTLGRKRGLFG---EVE
263

BlechomonasayalaieIF4G2             ------------WSVRSGDRHHSKLEALGELWEDRQAMPISVGSA-TRRRGFFG---GVK
221

LeptomonaspyrrhocoriseIF4G2         SGNAGGITHTNGGGAGAGAKKSNALEALGDVWEGRQEIPISLAPGTIRRRGLFG---EVE
424

EndotrypanummonterogeiieIF4G2       ---------LRPSASVVPVRKSNALEALGDIWEGRQDAPISLSQGSLRRRGLFG---EVE
349

LeishmaniamajoreIF4G2               ---------LRTGTS-VAVKKSNALEALGDVWEGRQEAPISLAQGSLRRRGLFG---EVE
443

SaccharomycescerevisiaeTIF4631      SY-----RNEEKREDDKPKEEVAPLVPSANRWV-----PKFKSKKTEKKLAPDGKTELLD
602

HomosapienseIF4G1                   PR-----KEPRKIIATVLMTEDIKLNKAEKAWK-----PSSKRTAADKDRGEE-DADGSK
757



TrypanosomabruceieIF4G2             RKELHHHVISILNRVAGDATKYREVKNELLRL---PIPEASDEMLKNIVNVFFMKAVREQ
198

TrypanosomacruzieIF4G2              RKELHHLVISILNRVSNDTEKYREVKNELLRL---PIPEANDAMLAKIVDVFFLKAVREQ
320

BlechomonasayalaieIF4G2             -KELHHMVTAVLNKVTDDPEKFREVKNELLRL---PLPEAHAEQLASVVRVFFTKAVRER
277

LeptomonaspyrrhocoriseIF4G2         KKKIHHMVVAVLNKVTTDPAKFREVKNELLRL---PIPEANAEQLTKIVDAFFSKAVREQ
481

EndotrypanummonterogeiieIF4G2       QKKIHHMVVAVLNKVTTDPAKFREVKNELLRL---PIPEANAEQMAKIVDAFFTKAVREQ
406

LeishmaniamajoreIF4G2               KKKIHHMVVAVLNKVTTDPVKFREVKNELLRL---PIPEANAEQMTKIVDAFFTKAVREQ
500

SaccharomycescerevisiaeTIF4631      KDEVERKMKSLLNKLTL--EMFDAISSEILAIANISVWETNGETLKAVIEQIFLKACDEP
660

HomosapienseIF4G1                   TQDLFRRVRSILNKLTP--QMFQQLMKQVTQLA-----IDTEERLKGVIDLIFEKAISEP
810


TrypanosomabruceieIF4G2             HFANLYADLVVELCKV--PEGQRIVGNKSQSLEFRMRQQLLSRCQEEFQRLEEKNIETAN
256

TrypanosomacruzieIF4G2              HFSNLYAELVSALCKV--PGGQRIVGDKQQSLEYRMRQQLLHRCQMEFQQLEEQSIERAE
378

BlechomonasayalaieIF4G2             HFSHSYADLVAAICII--PPGQKSSGQSALTFEHRMRHALIDQCQYEYDRLTSVDVDG--
333

LeptomonaspyrrhocoriseIF4G2         HFSHSYADLIVALCKV--PQGQHIVGDKTQSLEYRLRVALLKRCQSEFEQSVSGDGNGSH
539

EndotrypanummonterogeiieIF4G2       HFSHSYADLIVALCKV--PQGQHIVGDKTQSLEYRLRMALLKRCQAEFLQSIRAEETEAL
464

LeishmaniamajoreIF4G2               HFSHSYADLIAALCKV--PQGQHIVGDKTQSLEYRLRMALLKRCQAEFLQSIRAEETDAS
558

SaccharomycescerevisiaeTIF4631      HWSSMYAQLCGKVVKELNPDITD-ETNEGKTGPKLVLHYLVARCHAEFDKGWTDKLPTNE
719

HomosapienseIF4G1                   NFSVAYANMCRCLMALKVPTTEK------PTVTVNFRKLLLNRCQKEFEKDKDDDEVFEK
864

TrypanosomabruceieIF4G2             Q------------------GGEDRNTQSADESFKERRDRACGIVAFVGQLFLRHIVTEKV
298

TrypanosomacruzieIF4G2              R------------------GGEDRASQGAEESFKERRDRVCGIVRFVGELFLRHIVTEKV
420

BlechomonasayalaieIF4G2             ------------------------DEPETEEARTERRDLMCGNIHFMGELYLREVLPGSA
369

LeptomonaspyrrhocoriseIF4G2         GT-----PKTIEDVTSPLTSAIQRAVDAGGETEKERRDRMCGNVRFVCELFLRDVVVGSV
594

EndotrypanummonterogeiieIF4G2       GSTTVSSLAATEDLSSKLAAAMDNSHAVGGETEKERRDRMCGNVRFVCELFLRDVVAASV
524

LeishmaniamajoreIF4G2               SPTTMA--TAADDMSSPLVFAIEGAQAIGGETEKERRDRMCGNVRFVCELFLRDIVAASV
616

SaccharomycescerevisiaeTIF4631      DGTPL---------------EPEMMS-EEYYAAASAKRRGLGLVRFIGFLYRLNLLTGKM
763

HomosapienseIF4G1                   KQKEMDEAATAE--------ERGRLKEELEEARDIARRRSLGNIKFIGELFKLKMLTEAI
916

TrypanosomabruceieIF4G2             IMQILTTTTAGHYGREGLVMPPPYTPSEGQMDELVKLLGIVDSAFFA--------TPLGS
350

TrypanosomacruzieIF4G2              IGNILVTACTGLYGREGLCVPPPYTPTESQMDETITLLGIVDAAFFR--------TPLGS
472

BlechomonasayalaieIF4G2             ITALIHRCCIGKDE-GLIDIPPTFQPTPVQFEALLTVIGVVHAKYFS--------SPEGA
420

LeptomonaspyrrhocoriseIF4G2         ISFIFRVCLLGSEF-GEFTTPPNYTPTELQIDEVITAVRAVKDRFFVQ-------KSEGR
646

EndotrypanummonterogeiieIF4G2       ISVIVRICCLGSEF-GEFVIPPSYTPTESQVDEIITAIKTVKERYFVQ-------SGEGR
576

LeishmaniamajoreIF4G2               ISVIFRICCLGSEF-GEFAVPPSYTPTESQVDEIITVVKTAKERYFVH-------SAEGR
668

SaccharomycescerevisiaeTIF4631      MFECFRRLMKDL----------TDSPSEETLESVVELLNTVGEQFETDSFRTGQATLEGS
813

HomosapienseIF4G1                   MHDCVVKLLKNH--------------DEESLECLCRLLTTIGKDLDFEK---------AK
953


TrypanosomabruceieIF4G2             SMLVVFTDIMVHWSQHHP-VLRIRLLLLSVVERLQKKIGE------QNAAAQQQRQQQ--
401

TrypanosomacruzieIF4G2              SMLVECTHFLQHWSLRHP-VSRIRFLLMSAVERLQKLVEE------RNAAIAASQEQLQL
525

BlechomonasayalaieIF4G2             PLRDTVTQLLQYWVKHAP-VVRIRYLIMSALEKMQRSAVS------SPV---SMPVPLHR
470

LeptomonaspyrrhocoriseIF4G2         RMLPLVLGQLAYWVQHFP-VSRCRFVLMSTVEDLRTMLPA------PEVTAITSAAPAAA
699

EndotrypanummonterogeiieIF4G2       RMLPLLLGQLDYWVKHYT-ISRCRFLLMSIVEDLRAMLPK------DPASPLSVTV----
625

LeishmaniamajoreIF4G2               RMLPQLLSQLEYWVKHYA-ISRCRFVLMSTVDGLRAMLPK------EPASPMMSGTPSVA
721

SaccharomycescerevisiaeTIF4631      QLLDSLFGILDNIIQTAKISSRIKFKLIDIKELRHDKNWNSDKKDNGPKTIQQIHEEE--
871

HomosapienseIF4G1                   PRMDQYFNQMEKIIKEKKTSSRIRFMLQDVLDLR-GSNWVPRRGDQGPKTIDQIHKEA--
1010

TrypanosomabruceieIF4G2             ----------------------------QQQPPGQ-TRQS-AF---EGKR----PPNSVG
424

TrypanosomacruzieIF4G2              QQ-----QQQQTT--------------QTADDPQQ-VQQS-VQ---DGKR----LTNGSV
557

BlechomonasayalaieIF4G2             APPRETHPPATAT--------------HHPSPPPT-NS----------------V---VG
496

LeptomonaspyrrhocoriseIF4G2         AAPQPATASSVTS--------------EGTAPSVS-GPSEMALVTTTTTTTTAAVAAAVT
744

EndotrypanummonterogeiieIF4G2       -H-----VTPLPT--------------QSP-PPFE-GH-E------------QGSLALVC
650

LeishmaniamajoreIF4G2               AFVTPQLTHISPT--------------QSP-PPCD-VS-E------------QGVVSAVS
752

SaccharomycescerevisiaeTIF4631      -ERQRQLKNNSRSNSRRTNNSSNRHSFRRDAPP---ASKDS-FITTRTYS-------QRN
919

HomosapienseIF4G1                   -EMEEHREHIKVQQLM-----AKGSDKRRGGPPGPPISRGLPLVDDGGWN-------TVP
1057

