
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

Q8VHF0 MARK3_RAT Rattus
norvegicus

MAP/microtubule
affinity-
regulating	kinase
3

23.439218 NaN S42;T211;S368;S374;S376;S380;S3
83;S400;S419;S469;S593;S596;T60
2;T617;S636;S651;S654;S687

38843836 MSTRTPLPTVNERDTENHISHGDGR
QEVTSRTGRSGARCRNSIASCADEQ
PHIGNYRLLKTIGKGNFAKVKLARHI
LTGREVAIKIIDKTQLNPTSLQKLFRE
VRIMKILNHPNIVKLFEVIETEKTLYL
IMEYASGGEVFDYLVAHGRMKEKEA
RAKFRQIVSAVQYCHQKRIVHRDLK
AENLLLDADMNIKITDFGFSNEFTV
GSKLDTFCGSPPYAAPELFQGKKYD
GPEVDVWSLGVILYTLVSGSLPFDGQ
NLKELRERVLRGKYRIPFYMSTDCE
NLLKRFLVLNPVKRGTLEQIMKDRW
INAGHEEEELKPFVEPELDISDQKRI
DIMVGMGYSQEEIQESLSKMKYDEI
TATYLLLGRKSAELDASDSSSSSNLS
LAKVRPSSDLSNSTGQSPHHKGQRS
VSSSQKQRRYSDHAGPAIPSVVAYPK
RSQTSTADSDLKEDGVPSRKSGSSA
VGGKGIAPASPMLGNASNPNKADIP
ERKKSPAVPSSNAASGGMTRRNTYV
CSERCAADRHSVIQNGKESSLTEVF
AYAASPASLCATSTCRLRHQRSMSV
SASGHPKMVLPPIDSEGDTFKAITTP
DQRTPVASTHSISSATTPDRIRFPRG
TASRSTFHGQPRERRTATYNGPPAS
PSLSHEATPLSQTRSRGSTNLFSKLT
SKLTRRLPTEYERNGRYEGSSRNVS
SEQKDENREAKPRSLRFTWSMKTTS
SMDPSDMMREIRKVLDANTCDYEQ
RERFLLFCVHGDGHAESLVQWEME
VCKLPRLSLNGVRFKRISGTSIAFKNI
ASKIANELKL

False False 2.92 2.797 0.575 False False 4.0 False


