
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q96JM4 LRIQ1_HUMAN Homo
sapiens

Leucine-
rich
repeat-
and	IQ
domain-
containing
protein	1

32.252584 S1590 NaN 39894887;30620550 MDDDDAKLKAEIEAELDKLSISSLEK
EDIESDAKSETQSDDSDTDSVELPES
VLHCINIIKNRSKAVEELILQDLEDT
DILSCSYGAVSNNHMHLRTGLSTEY
EESSEQLIKILSEIEKEEFMRSKTDC
ATPDFVPEPSPHDLPMDEHVLPDDA
DINFGYCEVEEKCRQSFEAWQEKQK
ELEDKEKQTLKAQRDREEKQFQEEE
EKRHCWMKQFKVEKKKLENIQKQE
QDKMNDELYKEEKIWKEKFKQHEE
YIRNLHLQMEEERTRFKDQQEKEK
NSLLKQQNNAAVKIQAKYKAFVAYQ
KYGPIIKEQIESKKRKAQEWKEKEAK
IRQKEEENRKRLEEEQRIKEERKKQ
KEEERKRREKEYEEKKNIVKQEREQ
LISKEKIILREDASQQLIISSALKKSGY
NNKHLSLEDISNDKGDIAKNLVDEN
SKKQEDVLLWLVEESNMKENVDRQ
TILKESIQVKLKESISSQTILADFKME
EKNENLAKKRCSEELVKQERKYENT
DNKTELGNSDLKGNLKEQFPLQELK
SDAQKEEKIMKHVINENTGQKTQIIL
GHNQEISEVKTNEEQKIIKDNQQKKI
QKVEKEEIQEQNGLLYKDKDTLVISV
KQRSLSLTSENSKDVRENVILQEKEI
YSKSKEIEENPKDNAWNSGIVIFNTT
DTMINIEGKRNDQDYVLGRHAPCEG
LSNYNAESSMVSKEVNSLKSEIRNIS
EKCHENAPEPDSMTCCVSESTLLYS
IEERRLAWIKSFKPWLEIFKQNQQK
KIVRRKRPVKCPANMTPALDKLEILR
CGPWDTLQQVTTVTFQDLPGCVLST
LAECTNLQFLSLRRCGLTSLHSLSN
CKKLKYIDAQENHIEAIECENLENLC
VVLLNKNQLTSLHGLDGCTNIQCLE
LSYNKITRIGYSFFLEEKLVDNAGFC
HHLGTSTSYLSLAQVWIPTGLCWSW
IPITSLTKNSDCNFLISHLYWNCGLE
SLKNLQQLILDHNQLINTKGLCDTPT
IVYLDCSHNHLTDVEGVENCGLLQI
LKLQGNYLSELPSLENLVLLRELHL
DDNSISTVEAFSSYWLPLLQNITISQ
NSLTKIVPLFHFVSLEKLDVSHNCLS
DLKSAIKWFDACYSLHELSLTGNPLL
QETNWRDSLLKVLPALRILNGNILN
SNSESRTEEHNQLGSAGFLALCQSQ
IREFNLLIENYITGKGDVFTLDTAEN
LCHYFKKLMILSTEYRHAHERGDVTI
TKKDESEAQKNHLAPTNSDSTLQNG
VFYSCAREGEPDSPDIPEKWMDSVS
SHSPLSKSATCENMEGRHQEILVCQ
KREDSKASSIPTIRIPFKEVVMTNSLL
RNHQNIEPSEKIMAAVVIQSYWRGY
LMRRQTHFSTRLHTAATEGLPNSSI
KNQTILKKGKRENIVNIRKQREKAAI
LIQAVWKGFILRKKLTTALEAIKNEE
SDEEYREIDLEDFIFDEAALEEEWLA
LDSTRFPSQTLLLSNQLHWPKIPGN
LKWDDTSFNLPSNPAQAWLCNDKE
NLSSSEHTQFNSRSENKTSSWTPES
KTSRKSLLKSEKEKKISEEWGFKDIS
TAQQMLKRAQKMKSKKLKKKIDSTV
RLALFKNNENKVSLPKSPKMVQPRR
DGYFEGIEEDPIHKDTTANEKLERN
REYTYQWLHTQVGVHETTSSRNMK
CNHFLPELDPDVLNGGRVQLVARLV
SREDTDLDLFSMTNGSALSVNREKK
NQAHRHSAGSSSKLWFPSKLI

False False 1.031 1.875 False False False False False


