}Jl;l iprotKB Entry name organism full oglcnacscore Y lenac phosphorylation sites PMIDS sequence intracellular [extracellular |cytosol [nucleus mitochndrion |, . | golg
name sites reticulum  |appa
E9Q7G0 NUMA1 MOUSE Mus Nuclear [45.535487 S1826;T2074|S160;T161;S167;S201;T209;S269;S [22645316;40885482;36852467;285 MTLHATRAATLLSWVNSLHVADPVE [True False 3.016 |5.0 2.984 1.205 2.821
musculus [mitotic 386;5398;S1183;S1221;S1583;S170 |28544;39627609 TVLQLQDCSIFIKIINTIHDTKEGQQI
apparatus 3;S1706;S1710;S1739;S1742;S1751 LQQPLPERLDFVCSFLQKNRKHPSS
protein 1 ;S1754;T1756;T1758;S1771;S1774; 'TQCLVSVQKVIEGSEMELAKMIMLF

S1782;T1786;S1812;S1815;S1816;T
1818;51822;S1826;5S1844;5S1869;S1
951;S1973;S1974;T1982;S1985;T19
97;52029;T2037;S2044;S2059;5206
9;T2085

LYQSTMSSRNLRDWEQFEYGVQAE
LAVILKFMLDHEESLNLTEDLESFLE
KVPYTHASTLSEELSPPSHQTKRKIR
FLEIQRIASSSSENNFLSGSPSSPMG
DILQTPQFQMRRLKKQLADERSNRD
DLELELSESLKLLTEKDAQIAMMQQ
RIDHLALLNEKQAASSQEPSELEELR
GKNESLTVRLHETLKQCQNLKTEKS
QMDRKISQLSEENGDLSFKVREFAN
HLQQLQGAFNDLIEEHSKASQEWA
EKQARLENELSTALQDKKCLEEKNE
ILQGKLSQLEDQATRLQESPAPEKGE
VLGDALQLDTLKQEAAKLATDNTQL
QTRVETLECERGKQEAQLLAERSRF
EDEKQQLASLIADLQSSVSNLSQAK
EELEQASQAQGAQLTAQLTSMTGLN
IATLQQRDQELASLKEQAKKEQAQM
LQTMQEQEQAAQGLRQQVEQLSSS
LKLKEQQLEEAAKEQEATRQDHAQ
QLAIVAEAREASLRERDTARQQLETV
EKEKDAKLESLQQQLQAANDARDN
IAQTSVTQAQQEKAELSQKIGELHACI
EASHQEQRQVQARVTELEAQLKAEQ
QKTTEREKVVQEKAQLQEQLRALEE
SLKITKGSLEEEKRRAADALKEQQC
RATEMEAESRSLMEQREREQKELE
QEKAGRKGLEARIQQLEEAHQAETE
IALRHELAEATASQHRAESECERLIRE
VESRQKRFEARQQEEARYGAMFQE
QLMALKGEKTGQEVQEEAVEIHSEG
QPGQQQSQLAQLHASLAKAIQQVQE
KEVRAQKLVDDLSALQEKMAATNKE
'VACLKTLVLKAGEQQETASLELLKEP
PRAANRASDQLGEQQGRPFSSTHAA
VKAMEREAEQMGGELERLRAALIKS
QGQQQEERGQQEREVARLTQERGQ
IAQADLAQEKAAKAELEMRLQNTLN
EQRVEFAALQEALAHALTEKEGTDQ
ELAKLRGQEAAQRTELKELQQTLEQ
LKIQLVKKEKEHPAGGASGEDASGP
GTQSETAGKTDAPGPELQALRAEISK
LEQQCQQQQQQVEGLTHSLKSERA
CRAEQDKALETLQGQLEEKARELGH
NQAASASAQRELQALRAKAQDHSKA
EEEWKAQVARGQQEAERKSSLISSL
EEEVSILNRQVLEKEGESKELKRLVV
IAESEKSQKLEERLRLLQVETASNSA
RAAERSSALREEVQSLREEVEKQRV
VSENSRQELASQAERAEELGQELKA
WQEKFFQKEQALSALQLEHTSTQAL
VSELLPAKHLCQQLQAEQAAAEKRF
REELEQSKQAAGGLQAELMRAQRE
LGELGSLRQKIVEQERAAQQLRAEK
IASYAEQLSMLKKAHGLLAEENRGLG
ERANLGRQFLEVELDQAREKYVQEL
IAAVRTDAETHLAEMRQEAQSTSREL
EVMTAKYEGAKVKVLEERQRFQEER
QKLTAQVEELSKKLTEHDQASKVQQ
QKLKAFQAQRGESQQEVQRLQTQL
NELQAQLSQKEQAAEHYKLQMEKA
KTHYDAKKQQNQKLQEQLQDLEEL
QKENKELRSEAERLGRELQQAGLKT
KEAEQTCRHLTAQVRSLEAQVAHAD
QQLRDLGKFQVATDALKSREPQVKP
QLDLSIDSLDLSLEEGTPCSVASKLP
RTQPDGTSVPGEPASPISQRLPPKVE
SLESLYFTPTPARGQAPLETSLDSLG
DAFPDSGRKTRSARRRTTQIINITMT
KKLELEEPDSANSSFYSTQSAPASQA
NLRATSSTQSLARLGSPDDGNSALL
SLPGYRPTTRSSARRSQARMSSGAP
QGRNSFYMGTCQDEPEQLDDWNRI
IAELQQRNRVCPPHLKTCYPLESRPT
LSLATITDEEMKTGDPRETLRRASM
QPAQIAEGVGITTRQQRKRVSSETHQ
GPGTPESKKATSCFPRPMTPRDRHE




GRKQSSTADTQKKAAPVLKQADRRQ
SMAFSILNTPKKLGNSLLRRGASKK
TPAKVSPNPRSGTRRSPRIATTTTGT
IATVATTPRAKGKVKH




