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}Jl;l iprotKB Entry name  |organism [full name |oglcnacscore loglcnac sites phosphorylation |,y sequence intracellular |extracellular [cytosol [nucleus imitochndrion |, . | golgi !
sites reticulum apparatus i
Q7Z3]3 RGPD4 _HUMAN |Homo RanBP2- (36.786937 S915;S919;T1505;S1518(S21 20068230;39531497;37340703;303 |MSCSKAYGERYVASVQGSAPSPRKK |False False 2.793 [3.844 0.375 False False (
sapiens |like and 79171;31492838;30620550;352540 [STRGFYFAKLYYEAKEYDLAKKYICT
GRIP 53 YINVREMDPRAHRFLGLLYELEENT
domain- EKAVECYRRSVELNPTQKDLVLKIAE
containing LLCKNDVTDGRAKYWVERAAKLFPG
protein 4 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
YSEGDPLYKNGSLRNADSEIKHSTPS
PTKYSLSPSKSYKYSPKTPPRWAEDQ
NSLLKMIRQEVKAIKEEMQELKLNS
SKSASHHRWPTENYGPDSVPDGYQ
GSQTFHGAPLTVATTGPSVYYSQSPA
'YNSQYLLRPAANVTPTKGSSNTEFK
STKEGFSIPVSADGFKFGISEPGNQE
KESEKPLENDTGFQAQDISGQKNGR
GVIFGQTSSTFTFADVAKSTSGEGFQ
FGKKDPNFKGFSGAGEKLFSSQCGK
MANKANTSGDFEKDDDAYKTEDSD
DIHFEPVVQMPEKVELVIGEEGEKVL
YSQGVKLFRFDAEVRQWKERGLGN
LKILKNEVNGKPRMLMRREQVLKV
CANHWITTTMNLKPLSGSDRAWM
WSASDFSDGDAKLERLAAKFKTPEL
AEEFKQKFEECQQLLLDIPLQTPHKL
VDTGRAAKLIQRAEEMKSGLKDFKT
FLTNDQTKVTEEENKGSGTGAAGAS
DTTIKPNPENTGPTLEWDNCDLRED
ALDDSVSSSSVHASPLASSPVRKNLF
HFGESTTGSNFSFKSALSPSKSPAKL
NQSGTSVGTDEESDVTQEEERDGQY
FEPVVPLPDLVEVSSGEENEKVVFS
HRAELYRYDKDVGQWKERGIGDIKI
LQNYDNKQVRIVMRRDQVLKLCAN
HTITPDMSLQNMKGTERVWVWTAC
DFADGERKVEHLAVRFKLQDVADSF
KKIFDEAKTAQEKDSLITPHVSRSST
PRESPCGKIAVAVLEETTRERTDVIQ
GDDVADAASEVEVSSTSETTTKAVVS
PPKFVFGSESVKRIFSSEKSKPFAFG
NSSATGSLFGFSFNASLKSNNSETS
SVAQSGSESKVEPKKCELSKNSDIE
QSSDSKVKNLSASFPMEESSINYTF
KTPEKEPPLWHAEFTKEELVQKLSS
TTKSADHLNGLLREAEATSAVLMEQ
IKLLKSEIRRLERNQEQEESAANVEH
LKNVLLQFIFLKPGSERERLLPVINT

MLQLSPEEKGKLAAVAQGEE




