}Jl;l iprotKB Entry name |organism full loglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi
name sites reticulum |apparatt
Q9H1A4 IAPC1_HUMAN [Homo Anaphase- [28.689107 $286;5298(S51;560;5202;5286;T291;S313;S34 [35289036;23301498;30059200;405 |MSNFYEERTTMIAARDLQEFVPFGR |True False 4.0 5.0 False False False
sapiens  |promoting 1;S343;S355;S362;S373;S377;T537; [96516;35254053 DHCKHHPNALNLQLRQLQPASELW
complex S547;S555;T571;5686;5688;5S916 SSDGAAGLVGSLQEVTIHEKQKESW
subunit 1 QLRKGVSEIGEDVDYDEELYVAGNM

'VIWSKGSKSQALAVYKAFTVDSPVQ
QALWCDFIISQDKSEKAYSSNEVEK
CICILQSSCINMHSIEGKDYIASLPFQ
VANVWPTKYGLLFERSASSHEVPPG
SPREPLPTMFSMLHPLDEITPLVCKS
GSLFGSSRVQYVVDHAMKIVFLNTD
PSIVMTYDAVQNVHSVWTLRRVKSE
EENVVLKFSEQGGTPQNVATSSSLT
AHLRSLSKGDSPVTSPFQNYSSIHSQ
SRSTSSPSLHSRSPSISNMAALSRAH
SPALGVHSFSGVQRFNISSHNQSPK
RHSISHSPNSNSNGSFLAPETEPIVP
ELCIDHLWTETITNIREKNSQASKVF
ITSDLCGQKFLCFLVESQLQLRCVKF
QESNDKTQLIFGSVTNIPAKDAAPVE
KIDTMLVLEGSGNLVLYTGVVRVGK
VFIPGLPAPSLTMSNTMPRPSTPLDG
'VSTPKPLSKLLGSLDEVVLLSPVPEL
RDSSKLHDSLYNEDCTFQQLGTYIH
SIRDPVHNRVTLELSNGSMVRITIPE
IATSELVQTCLQAIKFILPKEIAVQML
'VKWYNVHSAPGGPSYHSEWNLFVT
CLMNMMGYNTDRLAWTRNFDFEG
SLSPVIAPKKARPSETGSDDDWEYLL
NSDYHQNVESHLLNRSLCLSPSEAS
QMKDEDFSQNLSLDSSTLLFTHIPAI
FFVLHLVYEELKLNTLMGEGICSLVE
LLVQLARDLKLGPYVDHYYRDYPTLV
RTTGQVCTIDPGQTGFMHHPSFFTS
EPPSIYQWVSSCLKGEGMPPYPYLP
GICERSRLVVLSIALYILGDESLVSDE
SSQYLTRITIAPQKLQVEQEENRFSF
RHSTSVSSLAERLVVWMTNVGFTLR
DLETLPFGIALPIRDAIYHCREQPASD
WPEAVCLLIGRQDLSKQACEGNLPK
GKSVLSSDVPSGTETEEEDDGMND
MNHEVMSLIWSEDLRVQDVRRLLQ
SAHPVRVNVVQYPELSDHEFIEEKE
NRLLQLCQRTMALPVGRGMFTLFSY
HPVPTEPLPIPKLNLTGRAPPRNTTV
DLNSGNIDVPPNMTSWASFHNGVA
AGLKIAPASQIDSAWIVYNKPKHAEL
ANEYAGFLMALGLNGHLTKLATLNI
HDYLTKGHEMTSIGLLLGVSAAKLG
TMDMSITRLLSIHIPALLPPTSTELDV
PHNVQVAAVVGIGLVYQGTAHRHTA
EVLLAEIGRPPGPEMEYCTDRESYSL
AAGLALGMVCLGHGSNLIGMSDLN
VPEQLYQYMVGGHRRFQTGMHREK
HKSPSYQIKEGDTINVDVTCPGATLA
LAMIYLKTNNRSIADWLRAPDTMYL
LDFVKPEFLLLRTLARCLILWDDILP
NSKWVDSNVPQIIRENSISLSEIELP
CSEDLNLETLSQAHVYIIAGACLSLG
FRFAGSENLSAFNCLHKFAKDFMTY
LSAPNASVTGPHNLETCLSVVLLSLA
MVMAGSGNLKVLQLCRFLHMKTGG
EMNYGFHLAHHMALGLLFLGGGRY
SLSTSNSSIAALLCALYPHFPAHSTD
NRYHLQALRHLYVLAAEPRLLVPVD
VDTNTPCYALLEVTYKGTQWYEQTK
EELMAPTLLPELHLLKQIKVKGPRY
WELLIDLSKGTQHLKSILSKDGVLYV
KLRAGQLSYKEDPMGWQSLLAQTV
ANRNSEARAFKPETISAFTSDPALLS
FAEYFCKPTVNMGQKQEILDLFSSV
LYECVTQETPEMLPAYIAMDQAIRRL
GRREMSETSELWQIKLVLEFFSSRS
HQERLQNHPKRGLFMNSEFLPVVK
CTIDNTLDQWLQVGGDMCVHAYLS
GQPLEESQLSMLACFLVYHSVPAPQ
HLPPIGLEGSTSFAELLFKFKQLKMP
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