
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

Q571H0 NPA1P_MOUSE Mus
musculus

Nucleolar
pre-
ribosomal-
associated
protein	1

24.992371 S245;T246 S17;S1141 36852467 MGVPKRKASEGPSSAASPAGTVKRT
RAEEFTGVRFKTLLKDAQGPGPALE
AFVSAAKKLPQEDMCDVVEGYIKIS
MECAEIFQLLSGEKRPESEMLLIFQA
FEAILLRTASDLTHFHVVGANIVKKL
LYNHMKLLCESLYASGYRMARACLD
LMTAMVTQGPEAARDVCSSLDLNK
KALFALVTKRDSKGVHDVRLAYIQFA
LSFLIAGDDNTIGQVLEIKEFIPCIFSS
GIKEDKISTINILLSTLKTKVIHNKNIT
KTQKVRFFTGQFLNHIAALYNWNGI
TDVTPEKPEISAEEAGKAMVRDLVH
NFLMDLCCSRKHGISFYDASLGTSG
RGGNLTLLHFLLSLKTAAGDDLVAS
LVVSILKVCPDLLTKYFKEVTFSFLPR
VKSTWLNNVKLLNKIYEAQPEISPAF
WTREFIPLPRLLAMVMVTTVPLVCN
KIMFTQALNLDSIPVKHSALSLISDIL
KRALKTVDHCLDKETWQDSDVYTAE
MMEEFVQLFREALGKILPDLNTVIW
VWQSFKKQEIKEDHEKGKKSSSKTP
AVSKAAQHDVAETILLKSVLLQVICL
YQQVVPHVIMQYNFDFSKLLKGIISE
QGPSQEVPPILQHHMLKVALELPAN
KFLWLKAQEGPEAEIIGGERSVFYLL
MKMFVNSNHLQLKSSTKLLIMKILR
DTGVFEHTWRELELWLEHLDSTAE
ERKEAVIQFLERILLTLVMNPYSYTD
KASEFVQEASTLQASMGKQDADDVS
IPISHIDDVLDMVDVLVEGSEGLDED
IGFLLNEDMILLTFPFSALVPAALEA
RNKLLLGTDCEAGESIMAYMTAVLT
DLLHTQRDPLALCLLLQSYDKFEPVS
LLCGQQLAQFHRYYSLWIPAQAQEA
LPLQVSSSSGPCTLPPSSCFSTLLQT
AYESQTLGDKSVQAQLLAAVPSLAL
QHMLRSAKQVLLYLKSTVENFSQLG
RSVGPALLQSLLGLLKQLVIHAERLD
AQNQQKLEAARAESDLFLDMESVAS
LELATDKTIEELLLAILKHPTLETWFL
ALEQKALPPHTLSPILVKLLAAHFSA
GVLQLLVASSPILHKLGQLGLLAKYS
EAITQSVLIELRTRTLNSTSTPKTLPQ
LEALRELHPYMEGVQIREVTLALLAL
PEAHLLTQQGTQSLGKERHLSSLGK
TLVQLLASSHQDQLQSSELLWCAEY
VRGLGALLPTLAEHELDTVFLQTLQ
KDPVLAPVVPEGVLEYCLARRTQTAL
GIASLLLQYSGTHLVKFELWCGQPG
VGPTLQEHLDDFFPLIHVYLQHRAQ
GSFMRPTGVSSAVTPVLKALWRQVR
DRFFHITGPSKDALHLEALAQLIPFA
RTKDLHVLMDHLPNTLRTLSNHKS
WTLADSVSAALAESAEELGSWRKTL
LRSCIQWLAVSFSGREPEDENTQEH
EKAMLVRLSELLHAVKEVDPGDWQ
QFVKTGLKFRYHDLTFLKTLLSATKL
LYGPESSGRTKLVQLSVVHMMLTQ
HSLFLPTMLSSEEEETPDSGVKETLL
DLMSTVVRLCPSVCQSSHFAVLLGT
YSATLSVLDQKILLLLRAYEQNNLSLI
SFRVLLWGPAAVEHHKTCRSLGKSL
WQQPSVGDILRLLDPDRMMQTILHF
PQYRKLLPTEDTGEPLVFKDKTARV
DLDSLYDPCFLLHLFGELTRPEFVVD
CRKFLDSNALGLTVAALSSYDPQMR
AAAYYVLAAYYSHLEGARFREQSQVL
YLLDVVRNGIRTPNLRLPFTVALFIA
KAAVQILKPEEHMYWKISKFLLSHE
NLNMDKLPGFYQFFYSSDFQQKTE
QEWVLEILRQGIRDKHCYELCSRRG
VFHIILSFFNSPLCDEVAQNWILEIL
QNVAHITRSAYEVIRDYSLLTWVLHI
LESRFVETQLLSNVISLLHTLWVTNL
GNKAPEERSQPPGQVGSQESEKML
ALHMVSEFLYVLIALTKHLRPTLASA

None None None None None None None None None



QLMNFFWTLESVLSYRATIIKLFKD
MGRFTVNKVALSTKDVLILLHKWSL
IERDTKLQGELKAVIEQHQAKDLMK
MLKDKSRPVVAAQARGPRGRKRRH
GGLEETAEPQLEASCLEKCKDLLRA
TLTHWGPGDPLPGPTQGSVGQTIPK
SKTLSSAHAAVSLVASWVLRSLAER
PVSRAEVTRLLDWLKSHILPQPMVV
ADLLGDSAVKTGIFKLYNHHCSAQG
LVGPAQDVACKFSTVMLQLLVAQGR
KESPFHSVAEALCLDSLNEKEEAKR
APAAFLVSLYVKDMWLGAQQPDTFL
AHIRMVCEAAKDVPLDEPEAIVVLCR
NVDSSAQCLTRSR


