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

0

P50851 LRBA_HUMAN Homo
sapiens

Lipopolysaccharide-
responsive	and
beige-like	anchor
protein

27.936648 S1233;S1335;S2518;T2540 S10;S979;S1003;S1100;S1135;S113
9;S1233;S1247;S1261;S1488;S1498
;S1605;S1767;S1770;S2064;S2496

35132862;23301498;38253038;321
19511;28510447;29351928

MASEDNRVPSPPPTGDDGGGGGRE
ETPTEGGALSLKPGLPIRGIRMKFAV
LTGLVEVGEVSNRDIVETVFNLLVG
GQFDLEMNFIIQEGESINCMVDLLE
KCDITCQAEVWSMFTAILKKSIRNLQ
VCTEVGLVEKVLGKIEKVDNMIADLL
VDMLGVLASYNLTVRELKLFFSKLQ
GDKGRWPPHAGKLLSVLKHMPQKY
GPDAFFNFPGKSAAAIALPPIAKWPY
QNGFTFHTWLRMDPVNNINVDKDK
PYLYCFRTSKGLGYSAHFVGGCLIVT
SIKSKGKGFQHCVKFDFKPQKWYM
VTIVHIYNRWKNSELRCYVNGELAS
YGEITWFVNTSDTFDKCFLGSSETA
DANRVFCGQMTAVYLFSEALNAAQI
FAIYQLGLGYKGTFKFKAESDLFLAE
HHKLLLYDGKLSSAIAFTYNPRATDA
QLCLESSPKDNPSIFVHSPHALMLQ
DVKAVLTHSIQSAMHSIGGVQVLFP
LFAQLDYRQYLSDEIDLTICSTLLAFI
MELLKNSIAMQEQMLACKGFLVIGY
SLEKSSKSHVSRAVLELCLAFSKYLS
NLQNGMPLLKQLCDHVLLNPAIWIH
TPAKVQLMLYTYLSTEFIGTVNIYNTI
RRVGTVLLIMHTLKYYYWAVNPQDR
SGITPKGLDGPRPNQKEMLSLRAFL
LMFIKQLVMKDSGVKEDELQAILNY
LLTMHEDDNLMDVLQLLVALMSEH
PNSMIPAFDQRNGLRVIYKLLASKSE
GIRVQALKAMGYFLKHLAPKRKAEV
MLGHGLFSLLAERLMLQTNLITMTT
YNVLFEILIEQIGTQVIHKQHPDPDS
SVKIQNPQILKVIATLLRNSPQCPES
MEVRRAFLSDMIKLFNNSRENRRSL
LQCSVWQEWMLSLCYFNPKNSDEQ
KITEMVYAIFRILLYHAVKYEWGGWR
VWVDTLSITHSKVTFEIHKENLANIF
REQQGKVDEEIGLCSSTSVQAASGIR
RDINVSVGSQQPDTKDSPVCPHFTT
NGNENSSIEKTSSLESASNIELQTTN
TSYEEMKAEQENQELPDEGTLEETL
TNETRNADDLEVSSDIIEAVAISSNS
FITTGKDSMTVSEVTASISSPSEEDA
SEMPEFLDKSIVEEEEDDDYVELKV
EGSPTEEANLPTELQDNSLSPAASE
AGEKLDMFGNDDKLIFQEGKPVTEK
QTDTETQDSKDSGIQTMTASGSSAM
SPETTVSQIAVESDLGQMLEEGKKA
TNLTRETKLINDCHGSVSEASSEQKI
AKLDVSNVATDTERLELKASPNVEA
PQPHRHVLEISRQHEQPGQGIAPDA
VNGQRRDSRSTVFRIPEFNWSQMH
QRLLTDLLFSIETDIQMWRSHSTKTV
MDFVNSSDNVIFVHNTIHLISQVMD
NMVMACGGILPLLSAATSATHELEN
IEPTQGLSIEASVTFLQRLISLVDVLIF
ASSLGFTEIEAEKSMSSGGILRQCLR
LVCAVAVRNCLECQQHSQLKTRGD
KALKPMHSLIPLGKSAAKSPVDIVTG
GISPVRDLDRLLQDMDINRLRAVVF
RDIEDSKQAQFLALAVVYFISVLMVS
KYRDILEPQNERHSQSCTETGSENE
NVSLSEITPAAFSTLTTASVEESESTS
SARRRDSGIGEETATGLGSHVEVTP
HTAPPGVSAGPDAISEVLSTLSLEVN
KSPETKNDRGNDLDTKATPSVSVSK
NVNVKDILRSLVNIPADGVTVDPALL
PPACLGALGDLSVEQPVQFRSFDRS
VIVAAKKSAVSPSTFNTSIPTNAVSVV
SSVDSAQASDMGGESPGSRSSNAKL
PSVPTVDSVSQDPVSNMSITERLEH
ALEKAAPLLREIFVDFAPFLSRTLLG
SHGQELLIEGTSLVCMKSSSSVVELV
MLLCSQEWQNSIQKNAGLAFIELVN
EGRLLSQTMKDHLVRVANEAEFILS
RQRAEDIHRHAEFESLCAQYSADKR
EDEKMCDHLIRAAKYRDHVTATQLI
QKIINILTDKHGAWGNSAVSRPLEF
WRLDYWEDDLRRRRRFVRNPLGST
HPEATLKTAVEHVCIFKLRENSKAT

True True 4.692 3.199 1.76



DEDILAKGKQSIRSQALGNQNSENEI
LLEGDDDTLSSVDEKDLENLAGPVS
LSTPAQLVAPSVVVKGTLSVTSSELY
FEVDEEDPNFKKIDPKILAYTEGLHG
KWLFTEIRSIFSRRYLLQNTALEIFM
ANRVAVMFNFPDPATVKKVVNYLPR
VGVGTSFGLPQTRRISLASPRQLFKA
SNMTQRWQHREISNFEYLMFLNTI
AGRSYNDLNQYPVFPWVITNYESEE
LDLTLPTNFRDLSKPIGALNPKRAAF
FAERYESWEDDQVPKFHYGTHYSTA
SFVLAWLLRIEPFTTYFLNLQGGKFD
HADRTFSSISRAWRNSQRDTSDIKE
LIPEFYYLPEMFVNFNNYNLGVMDD
GTVVSDVELPPWAKTSEEFVHINRL
ALESEFVSCQLHQWIDLIFGYKQQG
PEAVRALNVFYYLTYEGAVNLNSITD
PVLREAVEAQIRSFGQTPSQLLIEPH
PPRGSAMQVSPLMFTDKAQQDVIM
VLKFPSNSPVTHVAANTQPGLATPA
VITVTANRLFAVNKWHNLPAHQGAV
QDQPYQLPVEIDPLIASNTGMHRRQI
TDLLDQSIQVHSQCFVITSDNRYILV
CGFWDKSFRVYSTDTGRLIQVVFGH
WDVVTCLARSESYIGGNCYILSGSRD
ATLLLWYWNGKCSGIGDNPGSETAA
PRAILTGHDYEVTCAAVCAELGLVLS
GSQEGPCLIHSMNGDLLRTLEGPEN
CLKPKLIQASREGHCVIFYENGLFCT
FSVNGKLQATMETDDNIRAIQLSRD
GQYLLTGGDRGVVVVRQVSDLKQLF
AYPGCDAGIRAMALSYDQRCIISGMA
SGSIVLFYNDFNRWHHEYQTRY


