
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

Q9R0L6 PCM1_MOUSE Mus
musculus

Pericentriolar
material	1
protein

29.989137 S44;S45;S384;S386;S435;S774;S77
7;T791;S792;S864

S65;S68;S69;S93;S110;S116;S119;S
159;S370;S372;S384;S593;S644;T8
57;S859;S864;S867;S870;T875;S95
7;S974;S985;S988;S1182;S1185;S1
228;S1254;S1257;S1259;S1260;S13
15;S1317;T1466;S1571;S1695;S172
9;S1766;S1769;S1777;S1783;S1959
;S1978

30059200;36852467;34678516 MATGGGPFEEVMHDQDLPNWSND
SVDDRLNNMEWGGQQKKANRSSE
KNKKKFGVASDKRVTNAISPESSPG
VGRRRTKIPHTFPHSRYMTQMSVPE
QAELEKLKQRINFSDLDQRSIGSDSQ
GRATAANNKRQLSENRKPFNFLPM
QINTNKSKDATASLPKREMTTSAQC
KELFASALSNDLLQNCQVSEEDGRG
EPAMESSQIVSRLVQIRDYITKASSM
REDLVEKNERSANVERLTHLIEHLK
EQEKSYMKFLQKILARDPQQEPMEE
TENLKKQHDLLKRMLQQQEQLRAL
QGRQAALLALQHKAEQAIAVMDDSV
VTETTGSLSGVSITSELNEELNDLIQ
RFHNQLRDSQPPAVPDNRRQAESLS
LTREISQSRNPSVSEHLPDEKVQLFS
KMRVLQEKKQKMDKLLGELHNLRD
QHLNNSSFVPSTSLQRSGDKRSSTV
ALSAPVGFASAVNGEANSLISSVPCP
ATSLVSQNESENEGHLNPAEKLQKL
NEVQKRLNELRELVHYYEQTSDMM
TDAVNENTKDEETEESEYDSEHENS
EPVTNIRNPQVASTWNEVNTNSNT
QCGSNNRDGRPVNSNCEINNRSAA
NIRALNMPPLDCRYNREGEQRLHVA
HGEDEEEEVEEEGVSGASLSSRRSS
LVDEAPEDEEFEQKISRLMAAKEKL
KQLQDLVAMVQDDDATQVVVPAAS
NLDDFYAAEEDIKQNSNNARENSN
KIDTGVNEKTREKFYEAKLQQQQRE
LKQLQEERKKLIEIQEKIQAVQKACP
DLQLSATSISSGPTKKYLPAITSTPTV
NENDSSTSKCVIDPEDSSVVDNELW
SDMRRHEMLREELRQRRKQLEALM
AEHQRRQGLAETSSPVAISLRSDGSE
NLCTPQQSRTEKTMATWGGSTQCA
LDEEGDEDGYLSEGIVRTDEEEEEE
QDASSNDNFPIYPPSMNQNSYNVKE
TKTRWKSNRPVSADGNYRPLAKTRQ
QNISMQRQENLRWVSELSYIEEKEQ
WQEQINQLKKQLDFSVNICQTLMQ
DQQTLSCLLQTLLTGPYSVLPSNVAS
PQVHLIMHQLNQCYTQLTWQQNNV
QRLKQMLTELMRQQNQHPEKPRSK
ERGSSASHPSSPNLFCPFSFPTQPV
NLFNLPGFTNFPSFAPGMNFSPLFP
SNFGDFSQNVSTPTEQQQPLAQNPS
GKTEYMAFPKPFESSSSLGAEKQRN
QKQPEEEAENTKTPWLYDQEGGVE
KPFFKTGFTESVEKATNSNRKNQPD
TSRRRRQFDEESLESFSSMPDPIDPT
TVTKTFKTRKASAQASLASKDKTPKS
KSKKRNSTQLKSRVKNIGYESASVSS
TCEPCKNRNRHSAQTEEPVQAKLFS
RKNHEQLEKIIKYSRSAEISSETGSD
FSMFEALRDTIYSEVATLISQNESRP
HFLIELFHELQLLNTDYLRQRALYAL
QDIVSRHISESDEREGENVKPVNSG
TWVASNSELTPSESLVTTDDETFEK
NFERETHKVSEQNDADNVSVMSVS
SNFEPFATDDLGNTVIHLDQALARM
REYERMKTETESHSNMRCTCRVIED
EDGAAAAATVSNSEETPIIENHNSPQ
PISDVSAVPCPRIDTQQLDRQIKAIM
KEVIPFLKEHMDEVCSSQLLTSVRR
MVLTLTQQNDESKEFVKFFHKQLGS
ILQDSLAKFAGRKLKDCGEDLLVEIS
EVLFNELAFFKLMQDLDNNSIAVKQ
RCKRKIEAAGVRQSYAKEAKRILEGD
HGSPAGEIDDEDKDKDETETVKQTQ
TSEVYDAKGPKNVRSDVSDQEEDEE
SERCPVSINLSKAESQALTNYGSGED
ENEDEEMEDFEESPVDIQTSLQANT
ETTEENEHDSQILQHDLEKTPESTN
VPSDQEPTSKNDQDSSPVKPCYLNIL
ENEQQLNSATHKDSLTTTDSSKQPE
PLPLPLAASETLVPRVKEVKSAQETP
ESSLAGSPDTESPVLVNDYEAESGNI
SQKSDEEDFVKVEDLPLKLTVYSEEE
LRKKMIEEEQKNHLSGEICEMQTEE

False False 2.559 3.964 1.05
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