
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

0

A6NKT7 RGPD3_HUMAN Homo
sapiens

RanBP2-
like	and
GRIP
domain-
containing
protein	3

28.67507 S859;T872;S919;S978 S21 34019948;33214551;31492838;403
07207;30620550;39534244

MSCSKAYGERYVASVQGSAPSPRKK
STRGFYFAKLYYEAKEYDLAKKYICT
YINVREMDPRAHRFLGLLYELEENT
EKAVECYRRSVELNPTQKDLVLKIAE
LLCKNDVTDGRAEYWVERAAKLFPG
SPAIYKLKEQLLDCEGEDGWNKLFD
LIQSELYVRPDDVHVNIRLVELYRST
KRLKDAVARCHEAERNIALRSSLEW
NSCVVQTLKEYLESLQCLESDKSDW
RATNTDLLLAYANLMLLTLSTRDVQ
ESRELLESFDSALQSAKSSLGGNDE
LSATFLEMKGHFYMHAGSLLLKMG
QHGNNVQWRALSELAALCYLIAFQV
PRPKIKLIKGEAGQNLLEMMACDRL
SQSGHMLLNLSRGKQDFLKVVVETF
ANKSGQSALYDALFSSQSPKDTSFL
GSDDIGNIDVQEPELEDLARYDVGAI
RAHNGSLQHLTWLGLQWNSLPALP
GIRKWLKQLFHHLPQETSRLETNAP
ESICILDLEVFLLGVVYTSHLQLKEK
CNSHHSSYQPLCLPLPVCKQLCTER
QKSWWDAVCTLIHRKAVPGNSAKL
RLLVQHEINTLRAQEKHGLQPALLV
HWAKCLQKMGSGLNSFYDQREYIG
RSVHYWKKVLPLLKIIKKKNSIPEPID
PLFKHFHSVDIQASEIVEYEEDAHVT
FAILDAVNGNIEDAMTAFESIKSVVS
YWNLALIFHRKAEDIANDALSPEEQ
EECKNYLRKTRGYLIKILDDSDSNLS
VVKKLPVPLESVKEMLKSVMQELEN
YSEGGPLYKNGSLRNADSEIKHSTPS
PTKYSLSPSKSYKYSPKTPPRWAEDQ
NSLLKMIRQEVKAIKEEMQELKLNS
SKSASHHRWPTENYGPDSVPDGYQ
GSQTFHGAPLTVATTGPSVYYSQSPA
YNSQYLLRPAANVTPTKGSSNTEFK
STKEGFSIPVSADGFKFGISEPGNQE
KKSEKPLENDTGLQAQDISGRKKGR
GVIFGQTSSTFTFADVAKSTSGEGFQ
FGKKDLNFKGFSGAGEKLFSSQYGK
MANKANTSGDFEKDDDAYKTEDSD
DIHFEPVVQMPEKVELVTGEEGEKV
LYSQGVKLFRFDAEVSQWKERGLG
NLKILKNEVNGKVRMLMQREQVLK
VCANHWITTTMNLKPLSGSDRAWM
WSASDFSDGDAKLERLAAKFKTPEL
AEEFKQKFEECQRLLLDIPLQTPHKL
VDTGRAAKLIQRAEEMKSGLKDFKT
FLTNDQTKVAEEENKGSGTGAAGAS
DTTIKPNAENTGPTLEWDNYDLRED
ALDDSVSSSSVHASPLASSPVRKNLF
HFDESTTGSNFSFKSALSLSKSPAKL
NQSGTSVGTDEESDVTQEEERDGQY
FEPVVPLPDLVEVSSGEENEQVVFS
HRAEFYRYDKDVGQWKERGIGDIKI
LQNYDNKHVRILMRRDQVLKLCAN
HRITPDMSLQNMKGTERVWVWTAC
DFADGERKVEHLAVRFKLQDVADSF
KKIFDEAKTAQEKDSLITPHVSRSST
PRESPCGKIAVAVLEETTRERTDVIQ
GDDVADAASEVEVSSTSETTTKAVVS
PPKFVFGSESVKRIFSSEKSKPFAFG
NSSATGSLFGFSFNAPLKSNNSETS
SVAQSGSESKVEPKKCELSKNSDIE
QSSDSKVKNLSASFPTEESSINYTFK
TPEKEPPLWYAEFTKEELVQKLSSTT
KSADHLNGLLREIEATNAVLMEQIK
LLKSEIRRLERNQEQEVSAANVEHL
KNVLLQFIFLKPGSERERLLPVINTM
LQLSLEEKGKLAAVAQGEE

False False 2.792 3.638 0.375 False False 0.375


