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Click a modification site to display the information in detail.

[ Stene | amnosca | _toe | oo |________pam__|

s JP Jab  ][t00520-GIST-IM1.mgf[F017509]
377 s [P [[Lab 100520-GIST-IM3.mgf[F017514]
377 s [P ||lLab 100520-GIST-R3.mgf[F017519]
377 S P |[Paper Sci Signal 2009, 2(84), ra46
377 s [P |[Paper Sci Signal 2011, 4(179), rs5

Protein Sequence

MASVWKRLQR VGKHASKFQF VASYQELMVE CTKKWQPDKL VVVWTRRSRR KSSKAHSWQP GIKNPYRGVV VWPVPENIEI TVTLFKDPHA EEFEDKEWTF VIENESPSGR
RKALATSSIN MKQYASPMPT QTDVKLKFKP LSKKVVSAAL QFSLSCIFLR EGKATDEDMQ SLASLMSMKQ ADIGNLDDFE EDNEDDDENR VNQEEKAAKI TEIVNQLNAL SS
LDEDQDDC IKQANMRSAK SASSSEELIN KLNFLDEAEK DLATVNSNPF DDPDAAELNP FGDPDSEEPI TETASPRKTE DSFYNNSYNP FKEVQTPQYL NPFDEPEAFV TIKDSP|
PQST KRKNIRPVDM SKYLYADSSK TEEEELDESN PFYEPKSTPP PNNLVNPVQE LETERRVKRK APAPPVLSPK TGVLNENTVS AGKDLSTSPK PSPIPSPVLG RKPNASQSLL
VWCKEVTKNY RGVKITNFTT SWRNGLSFCA ILHHFRPDLI DYKSLNPQDI KENNKKAYDG FASIGISRLL EPSDMVLLAI PDKLTVMTYL YQIRAHFSGQ ELNVVQIEEN SSKS
TYKVGN YETDTNSSVD QEKFYAELSD LKREPELQQP ISGAVDFLSQ DDSVFVNDSG VGESESEHQT PDDHLSPSTA SPYCRRTKSD TEPQKSQQSS GRTSGSDDPG ICSNT
DSTQA QVLLGKKRLL KAETLELSDL YVSDKKKDMS PPFICEETDE QKLQTLDIGS NLEKEKLENS RSLECRSDPE SPIKKTSLSP TSKLGYSYSR DLDLAKKKHA SLRQTESDP
D ADRTTLNHAD HSSKIVQHRL LSRQEELKER ARVLLEQARR DAALKAGNKH NTNTATPFCN RQLSDQQDEE RRRQLRERAR QLIAEARSGV KMSELPSYGE MAAEKLKERS
KASGDENDNI EIDTNEEIPE GFVVGGGDEL TNLENDLDTP EQNSKLVDLK LKKLLEVQPQ VANSPSSAAQ KAVTESSEQD MKSGTEDLRT ERLQKTTERF RNPVVFSKDS TV
RKTQLQSF SQYIENRPEM KRQRSIQEDT KKGNEEKAAI TETQRKPSED EVLNKGFKDT SQYVVGELAA LENEQKQIDT RAALVEKRLR YLMDTGRNTE EEEAMMQEWF MLV
NKKNALI RRMNQLSLLE KEHDLERRYE LLNRELRAML AIEDWQKTEA QKRREQLLLD ELVALVNKRD ALVRDLDAQE KQAEEEDEHL ERTLEQNKGK MAKKEEKCVL Q

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