
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

Q9DB00 GON4L_MOUSE Mus
musculus

GON-
4-like
protein

25.775171 NaN S347;S784;S1925;S1998 34678516 MLPCKKRRLSVTESSQQQDDQEGD
DLDLEAAVKPDTDQLPDSASESLSW
GQSQDSAVCPEGLSMQDGDDQLRA
EGLSLNSKMLAQHVNLAVLEAVDVA
VSQEIPLPSLESSHSLPVHVDKGRLQ
VSASKKGKRVVFTPGQVTREDRGDH
PVPEEPPSGEPAEEAKTEGGELELRS
DGEVPLLSSSSQSAKPGAQPRKSVQ
PDGSAFPQDKPLGPLVRQAEEEMED
GGLFIPTEEQDSEESDKKKKTKKGT
KRKRDGKGPEQGTMVYDPKLDDML
DRTLEDGAKQHNLTAVNVRNILHEV
ITNEHVVAMMKAAISETEDMPLFEP
KMTRSKLKEVVEKGVVIPTWNISPIK
KASEIKQPPQFVDIHLEEDDSSDEEY
SPDEEEEDETAEESLLESDVESTASS
PRGVKRSRLRLSSEVAETDEESGML
SEVEKAATPALRHISAEVVPMGPPPP
PKPKQSRDSVFMEKLDAVDEELASS
PVCMDSFQPMEDSLIAFRTRSKMPL
KDVPLGQLEAELQAPDITPDMYDPN
TADDEDWKQWLGGLINDDVENEDE
ADDDDDPEYNFLEDLDEPDTEDFRT
DRAVRITKKEVNGLMEELFETVQSV
VPSKFQDEMGFSNMEDDGPEEEER
ATESRPSFNTPQALRFEEPLANLLN
ERHRTVKELLEQLKMKKPSVRQQPE
VEKLKPQEEAAHQTLVLDPAQRSRL
QQQMQQHVQLLTQIYLLTTSNPNLS
SEASTTRIFLKELGTFAENSIALHQQ
FNPRFQTLFQPCNWMGAMRLIEDF
TQVSIDCSPHKTAKKTASEFPCLPKQ
VAWILATNKVFMYPELLPICSLKAN
NPRDKTIFTKAEDNLLALGLKHFEG
TEFPKPLISKYLVTCKTAHQLTVRIK
NLNLNRAPNNVIKFYKKTKQLPVLV
RCCEEIQPHQWKPPFEKEEHRLPF
WLKASLQSIQDELRNISEGATEGGS
VTTATESSTDQHLQKASPALGDEPQ
YPLLLPKGVVLKLKPGSKRFSRKAW
RQKRPLVQKPLLIQPSPSVQPVFNPG
KMATWPTQSEVPPSNTVVQIPHLIQ
PAAVLQTLPGFPSVGVRGEDGFESPT
ALPAMPCGSEARTTFPLSETQSAPPS
CSAPKLMLPSLAPSKFRKPYVRRKPT
RRKGAKVSPCVKPAPIIHPTPVIFTVP
ATTVKVVSIGGGCNMIQPVSAAVAPS
PQTIPITTLLVNPTTFPCSLNQPLVAS
SISPLIVSSNPLTLPVTSIPEDKAQVK
LDVAEGKNAPQNPESKLKPQELTPL
CTTVFSKEEPKSWHSSADTGSQEAF
SESSACSWAVVKTESQEGSSEKSAC
GWTVVKTEDGGHAVEPLPQNLQDS
LSSSSKDLLNMVKMEAQDCMVEISS
NFPKQDIGEEVKEECSMELDSESPQ
EKPSSASEMSKQTVLQREDMQAAK
SPSVPQDAAAEGRTSSHASRGLPKS
TLSSMGQGGGLSGPPGKLEDSANA
DGQSVGTPAGPDTGGEKDGPEEEEE
EDFDDLTQDEEDELSSASEESVLSV
PELQETMEKLTWLASERRMSQEGE
SEEENSQEENSEPEEEEEEEAEGM
ETLQKEDEVNDEAVGDAAKKPPSTL
ASPQTAPEIETSIAPAGESIKAAGKGR
SSHRARNKRGSRARASKDTSKLLLL
YDEDILDRDPLREQKDLAFAQAYLTR
VREALQHTPGKYEDFLQIIYEFESST
QMHSAVDLFKSLQTLLQDWPQLLK
DFAAFLLPEQALSCGLFEEQQAFEK
SRKFLRQLEICFAENPSHHQKIIKVL
QGCADCLPQDIAELKTQMWQLLRG
HDHLQDEFSIFFDHLRPAASRMGDF
EEINWTEEKEYEFDGFEEVILPDVEE
DEEPAKVSTASKSKRRKEIGVQHQD
KDTEWPEAAKDCSCSCHEGGPESKL
KKSKRRNCHCSSKVCDSKPYKSKEP

None None None None None None None None None



PELVGSGPLHEASTVPGSKEAGQGK
DMLEEEILEEQENMEVTQSKTARTT
RKGEAPAPGSTIGSTLLCPAEVTPME
LLLEGPALCSAETPRLPPQTGAVVCS
VRRNQAGPEVVSCLSTSSLPPEEGE
DQRAAANSETIAPHREASETERLPET
VEHSAPLPSPVSTRTRDTGRRHICGK
AGSQSWLIESRAEAEAAHVAAPICEK
SSGARASEAAPKTAREVLAEDSGTQ
GMGPEGALPKASEATVCANNSKVSS
TGEKVVLWTREADRVILTMCQEQGA
QPHTFSVISQQLGNKTPVEVSHRFR
ELMQLFHTACEASSEDEDDATSTSN
ADQLSDHGDLLSEEELDE


