UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites |PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi plasma extl:acell
ID name sites reticulum |apparatus membrane region
Q8N4C6 NIN_HUMAN [Homo Ninein |17.680565 T1398 [S152;5269;S1550;S1837|30379171;36240223;37217939 | MDEVEQDQHEARLKELFDSFDTTG |None None None [None |None None None None None

sapiens

TGSLGQEELTDLCHMLSLEEVAPVL
QQTLLQDNLLGRVHFDQFKEALILIL
SRTLSNEEHFQEPDCSLEAQPKYVR
GGKRYGRRSLPEFQESVEEFPEVTVI
EPLDEEARPSHIPAGDCSEHWKTQR
SEEYEAEGQLRFWNPDDLNASQSG
SSPPQDWIEEKLQEVCEDLGITRDG
HLNRKKLVSICEQYGLQNVDGEMLE
EVFHNLDPDGTMSVEDFFYGLFKN
GKSLTPSASTPYRQLKRHLSMQSFD
ESGRRTTTSSAMTSTIGFRVFSCLDD
GMGHASVERILDTWQEEGIENSQEI
LKALDFSLDGNINLTELTLALENELL
VTKNSIHQAALASFKAEIRHLLERVD
QVVREKEKLRSDLDKAEKLKSLMAS
EVDDHHAAIERRNEYNLRKLDEEYK
ERIAALKNELRKEREQILQQAGKQRL
ELEQEIEKAKTEENYIRDRLALSLKE
NSRLENELLENAEKLAEYENLTNKL
QRNLENVLAEKFGDLDPSSAEFFLQ
EERLTQMRNEYERQCRVLQDQVDE
LQSELEEYRAQGRVLRLPLKNSPSE
EVEANSGGIEPEHGLGSEECNPLNM
SIEAELVIEQMKEQHHRDICCLRLEL
EDKVRHYEKQLDETVVSCKKAQEN
MKQRHENETHTLEKQISDLKNEIAE
LQGQAAVLKEAHHEATCRHEEEKK
QLQVKLEEEKTHLQEKLRLQHEME
LKARLTQAQASFEREREGLQSSAWT
EEKVRGLTQELEQFHQEQLTSLVEK
HTLEKEELRKELLEKHQRELQEGRE
KMETECNRRTSQIEAQFQSDCQKVT
ERCESALQSLEGRYRQELKDLQEQQ
REEKSQWEFEKDELTQECAEAQELL
KETLKREKTTSLVLTQEREMLEKTY
KEHLNSMVVERQQLLQDLEDLRNV
SETQQSLLSDQILELKSSHKRELRER
EEVLCQAGASEQLASQRLERLEMEH
DQERQEMMSKLLAMENTHKATCET
ADRERAEMSTEISRLQSKIKEMQQA
TSPLSMLQSGCQVIGEEEVEGDGAL
SLLQQGEQLLEENGDVLLSLQRAHE
QAVKENVKMATEISRLQQRLQKLEP
GLVMSSCLDEPATEFFGNTAEQTEQ
FLQQNRTKQVEGVTRRHVLSDLEDD
EVRDLGSTGTSSVQRQEVKIEESEAS
VEGFSELENSEETRTESWELKNQIS
QLQEQLMMLCADCDRASEKKQDLL
FDVSVLKKKLKMLERIPEASPKYKLL
YEDVSRENDCLQEELRMMETRYDE
ALENNKELTAEVFRLQDELKKMEEV
TETFLSLEKSYDEVKIENEGLNVLVL
RLQGKIEKLQESVVQRCDCCLWEAS
LENLEIEPDGNILQLNQTLEECVPRV
RSVHHVIEECKQENQYLEGNTQLLE
KVKAHEIAWLHGTIQTHQERPRVQN
QVILEENTTLLGFQDKHFQHQATIA
ELELEKTKLQELTRKLKERVTILVKQ
KDVLSHGEKEEELKAMMHDLQITC
SEMQQKVELLRYESEKLQQENSILR
NEITTLNEEDSISNLKLGTLNGSQEE
MWQKTETVKQENAAVQKMVENLK
KQISELKIKNQQLDLENTELSQKNS
QNQEKLQELNQRLTEMLCQKEKEP
GNSALEEREQEKFNLKEELERCKVQ
SSTLVSSLEAELSEVKIQTHIVQQEN
HLLKDELEKMKQLHRCPDLSDFQQ
KISSVLSYNEKLLKEKEALSEELNSC
VDKLAKSSLLEHRIATMKQEQKSWE
HQSASLKSQLVASQEKVQNLEDTVQ
NVNLQMSRMKSDLRVTQQEKEALK
QEVMSLHKQLQNAGGKSWAPEIAT
HPSGLHNQQKRLSWDKLDHLMNE
EQQLLWQENERLQTMVQNTKAELT
HSREKVRQLESNLLPKHQKHLNPS
GTMNPTEQEKLSLKRECDQFQKEQ
SPANRKVSQMNSLEQELETIHLENE
GLKKKQVKLDEQLMEMQHLRSTAT
PSPSPHAWDLQLLQQQACPMVPRE




QFLQLQRQLLQAERINQHLQEELEN
RTSETNTPQGNQEQLVTVMEERMIE
VEQKLKLVKRLLQEKVNQLKEQVSL

PGHLCSPTSHSSFNSSFTSLYCH




