UniprotKB Entry name organism full oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(_ioplasmlc golgi [plasma extr_acellula

ID name sites sites reticulum |apparatus membrane [region

Q8R4U0 STAB2_MOUSE Mus Stabilin- |40.575542 S1845 [S2503 40997131;40885482;29187734 MARSKLLLGKLLPLILIFLGLLVQNA |False True 3.041 (1.889 [1.56 1.481 0.955 4.721 2.927
musculus |2 CSPTEAPELTKRCDKKSTLTIKTECQ

SCSVNIAVKCPDGYIKITNGTVGVRD
CRYSLKIQSYVLDIPGCRHICRKDYL
QPQCCPGHWGPDCMECPGGARAPC
GGRGVCDEGMEGTGSCSCRAGFRG
TACENCAAEDVFGPNCSAVCSCVH
GVCNSGISGDGTCECLSAYRGPRCD
KPIPECAALLCPENSRCSPSSKDETK
LQCKCLPSYKGDGQTCKPINPCLKN
[VCHPHASCSYLGPNRHSCVCQKGY
QGDGQVCLPVDPCQTSYGNCPTKST
VCRYDGPGQSHCECKEHYRNFVPG
[VGCSMTDICESKNPCHKNANCSTVS
PGQTQCTCQKGYVGDGLNCYGNIM
QRLRELNTEPRGMWQGQLTSFISIL
DRTYAWPLSNLGPFTVLLPSDKGLK
GVDVKELLMDKEAARYFVKLHIIAG
QMSTEQMYNLDTFYTLTGKSGEIIN
KDKDNQLKLKLYGSKIVQIIQGNIVA
SNGLVHILDRAMDKIEPTLESNPQQ
TIMTMLQPRYGKFRSLLEKTNVGQA
LEKGGIDEPYTIFVPSNEALSNMTAG
IVLDYLLSPEGSRKLLELVRYHIVAFT
QLEVATLVSTLHIRSMANQIITFNISS
KGQILANNVAVDETEVAAKNGRIYTL
TGVLIPPSILPILPHRCNETKREMKL
GTCVRCFMKNWSKCPTNSEPTAIFT
NKCFYGSRAWNLKIGCARYCDVTVE
IPRCCKGFFGPDCNPCPGGFMNPCS
GNGQCIDGLGGNGTCICEDGFQGSR
CQFCSKPNRYGPQCNRTCQCVHGIC
DNRLDSDGSCLPGTCREGTAGRFCD
KQTSACGPYMQFCHIHATCEYSNET
IASCVCNDGYEGDGTLCSKKDPCLGS
TSRGGCSPNAECIQASTGTYSCVCQ
RGWTGNGRDCVEINSCLLPSSGGC
HDNATCLYVGPGQNECECKKGFRG
NGIDCEPIISCLEQIEKCHPLATCQYT
LSGVWSCVCQEGYEGNGVLCYGNV
LMELSFLSEAAVFYQWINNASLQSM
LSATSNLTVLVPSLQAIKDMDQNEK
SFWLSRNNIPALIKYHTLLGTYRVAD
LQTLPSSHMLATSLQGSFLRLDKAD
GNITIEGASFVDGDNAATNGVVHIIN
KVLIPQRGLTGSLPSLLTRLEQMPDY
SIFRGYIIHYNLASAIEAADAYTVFVP
NNEAIESYIREKKATSLKEDILQYHV
VLGEKLLRNDLHNGMHRETMLGFS
YLLAFFLHNDQLYVNEAPINYTNVA
TDKGVIHGLEKVLEIKKNRCDNNDT
IIVRGKCGKCSQQTLCPLETKPLSET
RKCIYSVYFMGKRSIFIGCQLQCVRTI
ITSACCAGFFGPQCQACPGKGQNVC
SGNGFCLDGVNGTGTCECEQGFNG
TACETCTEGKYGIHCDQACSCVHGR
CNQGPSGDGSCDCDVGWRGVKCDS
EITTDNCNGTCHTSANCLLDPDGKA
SCKCAAGFQGNGTVCTAINACEISN
GGCSAKADCKRTIPGSRVCVCKAGY
TGDGIVCLEINPCLENHGGCDRHAE
CTQTGPNQAVCNCLPKYTGDGKVCT
LINVCLTNNGGCSPFAFCNHTEQDQ
RTCTCKPDYTGDGIVCRGSIHSELPK
NPSTSQYFFQLQEHAVQELAGPGPF
TVFVPSSDSFNSESKLKVWDKQGL
MSQILRYHVVACQQLLLENLKVITSA
TTLQGEPISISVSQDTVLINKKAKVLS
SDIISTNGVIHVIDTLLSPQNLLITPK
GASGRVLLNLTTVAANHGYTKFSKLI
QDSGLLKVITDPMHTPVTLFWPTDK
IALQALPQEQQDFLFNEDNKDKLKAY
LKFHVIRDTMALASDLPRSASWKTL
QGSELSVRCGTGSDVGELFLNGQM
CRIIQRRLLFDGGVAYGIDCLLMDPT
EGGRCDTFTTFNIPGECGSCFSTPR
CPLQSKPKGVRKKCIYNPLPFRRDVE
GCQNLCTLVVHVPRCCSGYFMPDC
QACPGGPDTPCNNRGMCYDQYKPT
GQCQCHTGFNGTACELCLPGRFGP




DCQPCGCSEHGQCDEGITGSGQCLC
EAGWTGRFCDAPTVVIPVCIPACSM
HATCMENNTCVCNLNYEGDGITCT
[VVDFCKQNNGGCAKVAKCSQKGTQ
[VSCSCQKGYKGDGHSCTEIDPCANG
[VNGGCHEHATCRMTGPGKQKCECK
SHYVGDGRDCEPEQLPLDRCLQDN
GQCHPDANCVDLHFQDTTVGVFHL
RSPLGQYKLTFDKAKEACAKEAASIA
TYNQLSYAQKAKYHLCSAGWLESGR
VAYPTIYASKKCANIVGIVDYGTRTN
KSEMWDVFCYRMKDVNCTCKAGYV
GDGFSCNGNLLQVLMSFPSLTNFLT
EVLVFSRSSAQGRAFLKHLTDLSISG
TLFVPQNSGLPKNKSLSGRDIEHHL
TNVNVSFYDDLVNGTVLKTRLGSQL
LITSSQDQLHQEARFVDGRAILQWDI
IASNGVLHIISEPLKAPPTAATAAHSG
LGTGIFCAVVLVTGAIALAAYSYFRLN
QRTTGFRRFESEDDIDALAFGKQQP
ESITNPLYETSTPAAPEPSCDPFTDS
GERELENSDPLGALRS




