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10 [Acosson[Genetame| ___ GheNo. | _oescription |
EF2_HUMAN|/P13639 EERZ 19p13.3|(3976054..3985467||Elongation factor 2
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Click a modification site to display the information in detail.

[steno | Amnosca | type | owson | pe |

57 T 110218_pOVKATE_2.mgf[F017464]
57 T P [[Lab 110218_pOVKATE_3.mgf[F017465]
57 T [P [|Lab 110218_pOVMANA_L1.mgf[F017466]
57 T [P |[lLab 110218_pOVMANA_2.mgf[F017467]
57 T [P [[Lab 110218_pOVSAYO_1.mgf[F017469]
57 T [P [|Lab 110218_pRMUGS_1.mgf[F017479]
57 T P |[Paper Sci Signal 2011, 4(179), rs5

Protein Sequence

MVNFTVDQIR AIMDKKANIR NMSVIAHVDH GKSTLTDSLV CKAGIIASAR AGETRFTDTR KDEQERCITI KSTAISLFYE LSENDLNFIK QSKDGAGFLI NLIDSPGHVD FSSE

VTAALR VTDGALVVVD CVSGVCVQTE TVLRQAIAER IKPVLMMNKM DRALLELQLE PEELYQTFQR IVENVNVIIS TYGEGESGPM GNIMIDPVLG TVGFGSGLHG WAFTLKQ
FAE MYVAKFAAKG EGQLGPAERA KKVEDMMKKL WGDRYFDPAN GKFSKSATSP EGKKLPRTFC QLILDPIFKV FDAIMNFKKE ETAKLIEKLD IKLDSEDKDK EGKPLLKAVM
RRWLPAGDAL LQMITIHLPS PVTAQKYRCE LLYEGPPDDE AAMGIKSCDP KGPLMMYISK MVPTSDKGRF YAFGRVFSGL VSTGLKVRIM GPNYTPGKKE DLYLKPIQRT ILM

MGRYVEP IEDVPCGNIV GLVGVDQFLV KTGTITTFEH AHNMRVMKFS VSPVVRVAVE AKNPADLPKL VEGLKRLAKS DPMVQCIIEE SGEHIIAGAG ELHLEICLKD LEEDHAC
IPT KKSDPVVSYR ETVSEESNVL CLSKSPNKHN RLYMKARPFP DGLAEDIDKG EVSARQELKQ RARYLAEKYE WDVAEARKIW CFGPDGTGPN ILTDITKGVQ YLNEIKDSVV
AGFQWATKEG ALCEENMRGV RFDVHDVTLH ADAIHRGGGQ IIPTARRCLY ASVLTAQPRL MEPIYLVEIQ CPEQVVGGIY GVLNRKRGHV FEESQVAGTP MFVVKAYLPV NE

SFGFTADL RSNTGGQAFP QCVFDHWQIL PGDPFDNSSR PSQVVAETRK RKGLKEGIPA LDNFLDKL

Backcolor of amino acid :  Yellow -> site of modification. gray -> in front of processing
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