
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

Q8WXG6 MADD_HUMAN Homo
sapiens

MAP
kinase-
activating
death
domain
protein

40.896779 S826;T834 S156;S689;S692;S813;S818;S820;S
858;S862;S916;S921;S930;S1059;T
1061;T1066;S1110;T1237;S1239;S1
270

29351928;40914422;28657654 MVQKKKFCPRLLDYLVIVGARHPSS
DSVAQTPELLRRYPLEDHTEFPLPPD
VVFFCQPEGCLSVRQRRMSLRDDTS
FVFTLTDKDTGVTRYGICVNFYRSFQ
KRISKEKGEGGAGSRGKEGTHATCA
SEEGGTESSESGSSLQPLSADSTPDV
NQSPRGKRRAKAGSRSRNSTLTSLC
VLSHYPFFSTFRECLYTLKRLVDCCS
ERLLGKKLGIPRGVQRDTMWRIFTG
SLLVEEKSSALLHDLREIEAWIYRLL
RSPVPVSGQKRVDIEVLPQELQPALT
FALPDPSRFTLVDFPLHLPLELLGVD
ACLQVLTCILLEHKVVLQSRDYNALS
MSVMAFVAMIYPLEYMFPVIPLLPTC
MASAEQLLLAPTPYIIGVPASFFLYKL
DFKMPDDVWLVDLDSNRVIAPTNA
EVLPILPEPESLELKKHLKQALASMS
LNTQPILNLEKFHEGQEIPLLLGRPS
NDLQSTPSTEFNPLIYGNDVDSVDV
ATRVAMVRFFNSANVLQGFQMHTR
TLRLFPRPVVAFQAGSFLASRPRQTP
FAEKLARTQAVEYFGEWILNPTNYA
FQRIHNNMFDPALIGDKPKWYAHQ
LQPIHYRVYDSNSQLAEALSVPPERD
SDSEPTDDSGSDSMDYDDSSSSYSS
LGDFVSEMMKCDINGDTPNVDPLT
HAALGDASEVEIDELQNQKEAEEPG
PDSENSQENPPLRSSSSTTASSSPST
VIHGANSEPADSTEMDDKAAVGVSK
PLPSVPPSIGKSNVDRRQAEIGEGSV
RRRIYDNPYFEPQYGFPPEEDEDEQ
GESYTPRFSQHVSGNRAQKLLRPNS
LRLASDSDAESDSRASSPNSTVSNT
STEGFGGIMSFASSLYRNHSTSFSLS
NLTLPTKGAREKATPFPSLKVFGLNT
LMEIVTEAGPGSGEGNRRALVDQKS
SVIKHSPTVKREPPSPQGRSSNSSEN
QQFLKEVVHSVLDGQGVGWLNMKK
VRRLLESEQLRVFVLSKLNRMVQSE
DDARQDIIPDVEISRKVYKGMLDLLK
CTVLSLEQSYAHAGLGGMASIFGLL
EIAQTHYYSKEPDKRKRSPTESVNTP
VGKDPGLAGRGDPKAMAQLRVPQL
GPRAPSATGKGPKELDTRSLKEENFI
ASIELWNKHQEVKKQKALEKQRPEV
IKPVFDLGETEEKKSQISADSGVSLT
SSSQRTDQDSVIGVSPAVMIRSSSQD
SEVSTVVSNSSGETLGADSDLSSNA
GDGPGGEGSVHLASSRGTLSDSEIE
TNSATSTIFGKAHSLKPSIKEKLAGS
PIRTSEDVSQRVYLYEGLLGRDKGS
MWDQLEDAAMETFSISKERSTLWD
QMQFWEDAFLDAVMLEREGMGMD
QGPQEMIDRYLSLGEHDRKRLEDDE
DRLLATLLHNLISYMLLMKVNKNDI
RKKVRRLMGKSHIGLVYSQQINEVL
DQLANLNGRDLSIWSSGSRHMKKQ
TFVVHAGTDTNGDIFFMEVCDDCVV
LRSNIGTVYERWWYEKLINMTYCPK
TKVLCLWRRNGSETQLNKFYTKKCR
ELYYCVKDSMERAAARQQSIKPGPE
LGGEFPVQDLKTGEGGLLQVTLEGI
NLKFMHNQVFIELNHIKKCNTVRGV
FVLEEFVPEIKEVVSHKYKTPMAHEI
CYSVLCLFSYVAAVHSSEEDLRTPPR
PVSS

True True 4.627 2.191 1.746 1.401 1.754 4.673


