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EIF3A_HUMAN|(Q14152 EIF3A 10926.11{/120794356..120840316||Eukaryotic translation initiation factor 3 subunit A
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492 s 130415_HEK_CE_tphos.mgf[F015009]
492 s [P [[Lab 140320_tita_C18_.mgf[F017426]

492 s [P [[Lab 140320_tita_SDB_.mgf[F017430]

492 s [P [[lLab 140320_OVISE_SCE_.mgf[F017431]
492 s [P |[Paper Sci Signal 2009, 2(84), ra46

MPAYFQRPEN ALKRANEFLE VGKKQPALDV LYDVMKSKKH RTWQKIHEPI MLKYLELCVD LRKSHLAKEG LYQYKNICQQ VNIKSLEDVV RAYLKMAEEK TEAAKEESQQ MV
LDIEDLDN IQTPESVLLS AVSGEDTQDR TDRLLLTPWV KFLWESYRQC LDLLRNNSRV ERLYHDIAQQ AFKFCLQYTR KAEFRKLCDN LRMHLSQIQR HHNQSTAINL NNPES
QSMHL ETRLVQLDSA ISMELWQEAF KAVEDIHGLF SLSKKPPKPQ LMANYYNKVS TVFWKSGNAL FHASTLHRLY HLSREMRKNL TQDEMQRMST RVLLATLSIP ITPERTDI
AR LLDMDGIIVE KQRRLATLLG LQAPPTRIGL INDMVRFNVL QYVVPEVKDL YNWLEVEFNP LKLCERVTKV LNWVREQPEK EPELQQYVPQ LQNNTILRLL QQVSQIYQSI EF
SRLTSLVP FVDAFQLERA IVDAARHCDL QVRIDHTSRT LSFGSDLNYA TREDAPIGPH LQSMPSEQIR NQLTAMSSVL AKALEVIKPA HILQEKEEQH QLAVTAYLKN SRKEH
QRILA RRQTIEERKE RLESLNIQRE KEELEQREAE LQKVRKAEEE RLRQEAKERE KERILQEHEQ IKKKTVRERL EQIKKTELGA KAFKDIDIED LEELDPDFIM AKQVEQLEKE
KKELQERLKN QEKKIDYFER AKRLEEIPLI KSAYEEQRIK DMDLWEQQEE ERITTMQLER EKALEHKNRM SRMLEDRDLF VMRLKAARQS VYEEKLKQFE ERLAEERHNR LEE
RKRQRKE ERRITYYREK EEEEQRRAEE QMLKEREERE RAERAKREEE LREYQERVKK LEEVERKKRQ RELEIEERER RREEERRLGD SSLSRKDSRW GDRDSEGTWR KGPEA
DSEWR RGPPEKEWRR GEGRDEDRSH RRDEERPRRL GDDEDREPSL RPDDDRVPRR GMDDDRGPRR GPEEDRFSRR GADDDRPSWR NTDDDRPPRR IADEDRGNWR HA
DDDRPPRR GLDEDRGSWR TADEDRGPRR GMDDDRGPRR GGADDERSSW RNADDDRGPR RGLDDDRGPR RGMDDDRGPR RGMDDDRGPR RGMDDDRGPR RGLDDD
RGPW RNADDDRIPR RGAEDDRGPW RNMDDDRLSR RADDDRFPRR GDDSRPGPWR PLVKPGGWRE KEKAREESWG PPRESRPSEE REWDREKERD RDNQDREEND KD
PERERDRE RDVDREDRFR RPRDEGGWRR GPAEESSSWR DSSRRDDRDR DDRRRERDDR RDLRERRDLR DDRDRRGPPL RSEREEVSSW RRADDRKDDR VEERDPPRRV
PPPALSRDRE RDRDREREGE KEKASWRAEK DRESLRRTKN ETDEDGWTTV RR

Backcolor of amino acid :  Yellow -> site of modification.
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