
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

Q8WWQ8 STAB2_HUMAN Homo
sapiens

Stabilin-
2

27.26403 S35;T38 S2497 31492838 MMLQHLVIFCLGLVVQNFCSPAETT
GQARRCDRKSLLTIRTECRSCALNL
GVKCPDGYTMITSGSVGVRDCRYTF
EVRTYSLSLPGCRHICRKDYLQPRCC
PGRWGPDCIECPGGAGSPCNGRGS
CAEGMEGNGTCSCQEGFGGTACET
CADDNLFGPSCSSVCNCVHGVCNS
GLDGDGTCECYSAYTGPKCDKPIPEC
AALLCPENSRCSPSTEDENKLECKC
LPNYRGDGKYCDPINPCLRKICHPH
AHCTYLGPNRHSCTCQEGYRGDGQ
VCLPVDPCQINFGNCPTKSTVCKYD
GPGQSHCECKEHYQNFVPGVGCSM
TDICKSDNPCHRNANCTTVAPGRTE
CICQKGYVGDGLTCYGNIMERLREL
NTEPRGKWQGRLTSFISLLDKAYAW
PLSKLGPFTVLLPTDKGLKGFNVNE
LLVDNKAAQYFVKLHIIAGQMNIEY
MNNTDMFYTLTGKSGEIFNSDKDN
QIKLKLHGGKKKVKIIQGDIIASNGLL
HILDRAMDKLEPTFESNNEQTIMTM
LQPRYSKFRSLLEETNLGHALDEDG
VGGPYTIFVPNNEALNNMKDGTLDY
LLSPEGSRKLLELVRYHIVPFTQLEV
ATLISTPHIRSMANQLIQFNTTDNGQ
ILANDVAMEEIEITAKNGRIYTLTGVL
IPPSIVPILPHRCDETKREMKLGTCV
SCSLVYWSRCPANSEPTALFTHRCV
YSGRFGSLKSGCARYCNATVKIPKCC
KGFYGPDCNQCPGGFSNPCSGNGQ
CADSLGGNGTCICEEGFQGSQCQFC
SDPNKYGPRCNKKCLCVHGTCNNRI
DSDGACLTGTCRDGSAGRLCDKQTS
ACGPYVQFCHIHATCEYSNGTASCIC
KAGYEGDGTLCSEMDPCTGLTPGGC
SRNAECIKTGTGTHTCVCQQGWTG
NGRDCSEINNCLLPSAGGCHDNAS
CLYVGPGQNECECKKGFRGNGIDCE
PITSCLEQTGKCHPLASCQSTSSGV
WSCVCQEGYEGDGFLCYGNAAVEL
SFLSEAAIFNRWINNASLQPTLSATS
NLTVLVPSQQATEDMDQDEKSFWL
SQSNIPALIKYHMLLGTYRVADLQTL
SSSDMLATSLQGNFLHLAKVDGNIT
IEGASIVDGDNAATNGVIHIINKVLVP
QRRLTGSLPNLLMRLEQMPDYSIFR
GYIIQYNLANAIEAADAYTVFAPNNN
AIENYIREKKVLSLEEDVLRYHVVLE
EKLLKNDLHNGMHRETMLGFSYFL
SFFLHNDQLYVNEAPINYTNVATDK
GVIHGLGKVLEIQKNRCDNNDTTIIR
GRCRTCSSELTCPFGTKSLGNEKRR
CIYTSYFMGRRTLFIGCQPKCVRTVI
TRECCAGFFGPQCQPCPGNAQNVC
FGNGICLDGVNGTGVCECGEGFSGT
ACETCTEGKYGIHCDQACSCVHGRC
NQGPLGDGSCDCDVGWRGVHCDN
ATTEDNCNGTCHTSANCLTNSDGT
ASCKCAAGFQGNGTICTAINACEISN
GGCSAKADCKRTTPGRRVCTCKAGY
TGDGIVCLEINPCLENHGGCDKNAE
CTQTGPNQAACNCLPAYTGDGKVCT
LINVCLTKNGGCSEFAICNHTGQVE
RTCTCKPNYIGDGFTCRGSIYQELPK
NPKTSQYFFQLQEHFVKDLVGPGPF
TVFAPLSAAFDEEARVKDWDKYGLM
PQVLRYHVVACHQLLLENLKLISNA
TSLQGEPIVISVSQSTVYINNKAKIISS
DIISTNGIVHIIDKLLSPKNLLITPKDN
SGRILQNLTTLATNNGYIKFSNLIQD
SGLLSVITDPIHTPVTLFWPTDQALH
ALPAEQQDFLFNQDNKDKLKEYLKF
HVIRDAKVLAVDLPTSTAWKTLQGS
ELSVKCGAGRDIGDLFLNGQTCRIV
QRELLFDLGVAYGIDCLLIDPTLGGR

True True 4.548 1.923 1.611 1.699 1.108 5.0 2.234



CDTFTTFDASGECGSCVNTPSCPRW
SKPKGVKQKCLYNLPFKRNLEGCRE
RCSLVIQIPRCCKGYFGRDCQACPGG
PDAPCNNRGVCLDQYSATGECKCN
TGFNGTACEMCWPGRFGPDCLPCG
CSDHGQCDDGITGSGQCLCETGWT
GPSCDTQAVLPAVCTPPCSAHATCK
ENNTCECNLDYEGDGITCTVVDFCK
QDNGGCAKVARCSQKGTKVSCSCQ
KGYKGDGHSCTEIDPCADGLNGGC
HEHATCKMTGPGKHKCECKSHYVG
DGLNCEPEQLPIDRCLQDNGQCHA
DAKCVDLHFQDTTVGVFHLRSPLGQ
YKLTFDKAREACANEAATMATYNQL
SYAQKAKYHLCSAGWLETGRVAYPT
AFASQNCGSGVVGIVDYGPRPNKSE
MWDVFCYRMKDVNCTCKVGYVGD
GFSCSGNLLQVLMSFPSLTNFLTEV
LAYSNSSARGRAFLEHLTDLSIRGTL
FVPQNSGLGENETLSGRDIEHHLAN
VSMFFYNDLVNGTTLQTRLGSKLLIT
ASQDPLQPTETRFVDGRAILQWDIFA
SNGIIHVISRPLKAPPAPVTLTHTGLG
AGIFFAIILVTGAVALAAYSYFRINRR
TIGFQHFESEEDINVAALGKQQPENI
SNPLYESTTSAPPEPSYDPFTDSEER
QLEGNDPLRTL


