
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

F1MAS4 F1MAS4_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MAPSSPRVLSALVLLAAAALPALGLG
AAAWELRVPGGARAFALGPGWIYSL
DTTRTPRELLDVSREGPAADQLLGL
GAGTRGCARLAGRLLPLQVRLVARG
APTAPSLVLRARAYGARCGVRVLSRS
ARGTELRSRAIRSVPGLGDALCFPAS
GGGAASLTSVLEAITNFPACSCPPVA
GTRCRRGPICLRPGGSAGLRLVCAL
GRAAGAVWVELVVEATSGTPSESPS
VSPSSLNQSQPRAGVVRRSRRGAGS
STSPQFPLPSYQVSVPENEPAGTAVI
ELRAHDPDEGEAGRLSYQMEALFDE
RSNGYFLIDATTGAVTTARALDRETK
DTHVLKVSAVDHGSPRRSAATYLTV
TVSDTNDHSPVFEQSEYRERIRENL
EVGYEVLTIRATDGDAPSNANMRYR
LLEGAGGVFEIDARSGVVRTRAVVD
REEAAEYQLLVEANDQGRNPGPLSA
SATVHIVVEDENDNYPQFSEKRYVV
QVPEDVAVNTPVLRVQATDRDQGQ
NAAIHYSIVSGNLKGQFYLHSLSGSL
DVINPLDFEAIREYTLRIKAQDGGRP
PLINSSGLVSVQVLDVNDNAPIFVSS
PFQAAVLENVPLGHSVLHIQAVDAD
AGENARLQYRLVDTASTILGGSSIDS
ENPVSAPDFPFQIHNSSGWITVCAE
LDRELLEHYSFGVEAVDHGSPPMSS
SASVSITVLDVNDNDPVFTQPVYELR
LNEDAAVGSSVLTLRARDRDANSVI
TYQLTGGNTRNRFALSSQSGGGLITL
ALPLDYKQERQYVLAVTASDGTRSH
TAQVFINVTDANTHRPVFQSSHYTV
SVSEDRPVGTSIATISATDEDTGENA
RITYVLEDPVPQFRIDPDTGTIYTMTE
LDYEDQAAYTLAITAQDNGIPQKSDT
TSLEILILDANDNAPRFLRDFYQGSV
FEDAPPSTSVLQVSATDRDSGPNGR
LLYTFQGGDDGDGDFYIEPTSGVIRT
QRRLDRENVAVYNLWALAVDRGNP
NPLSASVEVQVTVLDINDNPPVFEK
DELELFVEENSPVGSVVARIRANDP
DEGPNAQIMYQIVEGNVPEVFQLDL
LSGDLRALVELDFEVRRDYMLVVQA
TSAPLVSRATVHIRLLDQNDNPPELP
DFQILFNNYVTNKSNSFPSGVIGRIP
AHDPDLSDSLNYTFLQGNELSLLLL
DPATGELQLSRDLDNNRPLEALMEV
SVSDGVHSVTALCTLRVTIITDDMLT
NSITVRLENMSQERFLSPLLSLFVEG
VATVLSTTKDDIFVFNIQNDTDVSSN
ILNVTFSALLPGGARGRFFPSEDLQE
QIYLNRTLLTTISAQRVLPFDDNICLR
EPCENYMKCVSVLRFDSSAPFISSTT
VLFRPIHPITGLRCRCPPGFTGDYCE
TEIDLCYSNPCGANGRCRSREGGYT
CECFEDFTGEHCQVNVRSGRCASG
VCKNGGTCVNLLIGGFHCVCPPGEY
EHPYCEVSTRSFPPQSFVTFRGLRQ
RFHFTVSLAFATQDRNALLLYNGRF
NEKHDFIALEIVEEQLQLTFSAGETT
TTVTPQVPGGVSDGRWHSVLVQYYN
KPNIGHLGLPHGPSGEKVAVVTVDD
CDAAVAVHFGSYVGNYSCAAQGTQS
GSKKSLDLTGPLLLGGVPNLPEDFPV
HSRQFVGCMRNLSIDGRIVDMAAFI
ANNGTRAGCASQRNFCDGTLCQNG
GTCVNRWNTYLCECPLRFGGKNCE
QAMPHPQRFTGESIVSWSDLDITISV
PWYLGLMFRTRKEDGVLMEATAGT
SSKLHLQILNSYIRFEVSHGPSDVAS
MQLSKTRVTDGGWHHLLIELRSAKE
GKDIKYLAIMTLDYGMDQSTVQIGN
QLPGLKMRTIVIGGVSEDKVSVRHG

False False 1.117 2.817 0.764 1.141 0.905 4.38 1.318



FRGCMQGVRVGETSTNIATLNMND
ALKVRVKDGCDVEDPCASSPCPPHS
HCRDTWDSYSCICDRGYFGKKCVDA
CLLNPCKHVAACVRSPNTPRGYSCE
CGPGHYGQYCENKVDLPCPKGWWG
NPVCGPCHCAVSQGFDPDCNKTNG
QCQCKENYYKPPAQDACLPCDCFPH
GSHSRACDMDTGQCACKPGVIGRQ
CNRCDNPFAEVTSLGCEVIYNGCPR
AFEAGIWWPQTKFGQPAAVPCPKGS
VGNAVRHCSGEKGWLPPELFNCTS
GFFVDLKAMNEKLSRNETRMDGNR
SLRLAKALRNATQRNSTLFGNDVRT
AYQLLARILQHESQQQGFDLAATRE
ANFHEDVVHTGSSLLAPDTEAAWE
QIQRSEAGAAQLLRHFEAYFSNVAR
NVKRTYLRPFIIVTDNMILAVDIFDKL
NFTGAQVPRFQDVQEEFPRELESSV
SFPADTFKPPEKKEGPMVRLTNRRT
APLTAQPEPRTERETSFSRQRRHPD
EPGQFAVALVVIYRTLGQLLPEHYDP
DHRSLRLPNRPVINTPVVNAMVYSE
GTPFPSSLQRPVLVEFSLLETEERSK
PVCVFWNHSLDIGGTGGWSAKGCE
LLSRNRTHVTCQCSHSASCAVLMDI
SRREHGEVLPLKIITYAALSLSLVALL
VSFVLLSLVRTLRSNLHSIHKNLIAA
LFFSQLVFLVGINQTENPFLCTVVAI
LLHYVSMGTFAWTLVENLHVYRML
TEVRNIDTGPMRFYHVVGWGIPAIVT
GLAVGLDPQGYGNPDFCWLSLQDTL
IWSFAGPVGTVVIINTVIFVLSAKVSC
QRKHHYYERKGVVSMLRTAFLLLLL
VTATWLLGLLAVNSDTLIFHYLFAAF
SCLQGIFVLLFHCVTHREVRKHLRA
VLAGKKLHLDDSATTRATLLTRSLN
CNNTYSEGPDMLRTGLGESTASLDS
TTRDEGVQKLSVSSGPARGNHGEPD
SSFIPRNSKKAHGPDSDSDSELSLDE
HSSSYASSHTSDSEDDGGEAEDKW
NPAGGPAHSTPKADALANHVPAGW
PEESLAGSDSEELDTEPHLKVETKVS
VELHRQAQGNHYGDRASDLESGVL
AKPVAVLSSQPQEQRKGILKNKVTYP
PPLPEQPLKCRLREKLADCEQSPTSS
RTSSLGSGDGVHATDCVITIKTPRRE
PGREHLNGVAMNVCTGSAQADGSD
SEGSNETSI


