
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

O60287 NPA1P_HUMAN Homo
sapiens

Nucleolar
pre-
ribosomal-
associated
protein	1

33.622841 T469 S17;S1143 29237092;40596516;39894887;349
31806

MGVPKRKASGGQDGAASSAGAAKR
ARKEELTGVRFKAQLKDPQGPGPGL
EAFVSAAKKLPREDVYDVVEGYIKIS
VECVEIFQLLSGEKRPESETMLIFQV
FEAILLRTASDLSHFHVVGTNIVKKL
MNNHMKLICESLYASGYRLARACLS
LMTAMVTQGPEAARDVCSHFDLNK
KTLYTLVTKRDSKGVYDVRQAYVQF
ALSFLIAGDDSTIVQVLEVKEFIPCIF
SSGIKEDRISTINILLSTLKTKVVHNK
NITKTQKVRFFTGQLLNHIASLYNW
NGITDVNPENVKVSAEEAGKTMVRE
LVHNFLMDLCCSLKHGINFYDASLG
TFGRGGNLTLLHFLLGLKTAADDDL
VADLVVNILKVCPDLLNKYFKEVTFS
FIPRAKSTWLNNIKLLNKIYEAQPEIS
RAFQTREFIPLPRLLAMVMVTTVPLV
CNKSMFTQALNLDSTSVRHTALSLI
SVILKRALKTVDHCLNKEVWQESGV
YTAVMMEEFVQLFREALSKILPDLN
TVVWVWQSLKKQETKQDDKKGQKR
SDGPPAACDAHQCDDAETILLKAVL
LQVICLYQKVVPHVVMQYNFDFSKL
LKGVISEQGLREEVPPILQHHMLKV
ALELPASKFLWLKAQEGPDAEIIGGE
RSVFYLLMKMFVTSSHLQLKSLTKL
LIMKILRDTGVFEHTWKELELWLEH
LENTMEEDKETVIQFLERILLTLVAN
PYSYTDKASDFVQEASMLQATMTKQ
EADDMSIPISHIDDVLDMVDVLVEG
SEGLDEEIGFTLSEDMILLTFPFSAV
VPAALEARNKLLLGTGNEAAENVVT
YLTAVLTDLLHTQRDPLALCLLLQAY
DKLEPPCLVPCCQQLSRFNRYYSLW
IPEQAREAWLLQAQGSPSPPALPLAS
SFTALLQAAYESQALRDEHIQVQLQ
ATMPHLSMQQVLLAAKQVLLYLRST
VENFGQLGRSVGPPLLQLFLDLLRR
LVVHCEQLDAQNQQRCEAARAEAD
LFLDMESVASLELANDQTLEEVLVAI
LRHPTLEGWFLALEQQALPPHTLSP
VLVKLLATHFSAGVLQLLAASAPILQ
NIGQLGLLARYSEAITQSVLKELQNR
RAGPATSPPKTPPQLEALQELHPYM
EGAQLREVTLALLSLPETHLVTQQPT
KSPGKERHLNALGKTLVQLLTCSPQ
DQLQSGELLWSSEYVRGLGALLPTL
AVDELDTVLLHTLQRDPVLAPAVGA
DLLDYCLARRTQAALSIAALLLQESC
THLLWFEQWCLQAGPGLGLQGDLD
DFLPLIHVYLQCRTRSHFTRPAGVSS
AVIPVLRKTLWRQLQSRLLSTDSPPA
SGLYQEILAQLVPFARAKDLSVLMD
RLPSLLHTPSSHKRWIVADSISAALE
GSAEELCAWRRTLLESCVKWLIVSF
SGGQQDDDNTQNQEKEMLLRLNAL
LHALNEVDPGDWQKFVKKGLKFRY
QDHTFLKMLLTAVQLLYSPESSVRT
KLIQLPVVYVMLMQHSLFLPTLLTSD
GEESPDSQVKEALVDLMLTVVEMCP
SVCESSHFAVLLGAYGATLSVLDQKI
LLLLRAYEQNKLSLINFRVLLWGPAA
VEHHKTCRSLGRSLWQQPSVGDILR
LLDRDRMMQTILHFPQNRRLLPPED
TQELIFKDKSRVDLDGLYDPCFLLQL
FSELTRPEFVVDCRKFLDSNALGLT
VTALSSYDPQMRAIAYHVLAAYYSHL
EGARFQEQSQLLYLLDVVRNGIRTQ
DMRLTFTLALFIAKAALQILKPEEHM
YLKVSNFLLSHEYLNMDKVPGFYQF
FYSSDFEQKTEQKWVFGVLRQGIRD
KQCYELCARRGIFHIILSFFHSPLCD
EAAQNWILEILQNAAQVARSAYEIIR
DYSLLTWILHILESKFLETPLLSNVIS
LLHTLWVTNLGDKAVEWESQRLCQ
PSSQEPAKRLALHLVNEFLYVLIVLM
KHLRPTLAPVQLTNFFGTLDSVLRYR
ATVIQAFRDMNRFTVNETVLSTKDV
LVLLHKWSLIERDLKLQEDLRAAIEK
AQARELMKMLKDKNKPVMPARAKG

True False 0.717 5.0 False 0.469 False 2.25 False



PRGRKRRPGEAEEMADPELMASTLE
TCKGLLRSILTYWRPVIPGPDPTQEP
VDSASPESDAPGPVYAAASLAVSWV
LRSVAEHPLSRAEAAGLIGWLKSHIL
PHPVVVADLLKDSAVRSSIFRLYSRL
CGAEGLAGPVQEVACLFNTVMLQLV
AAQGRAGSPFHPAMEALSLSSLSEK
DEATQASAAFLVSLYIKDIWLGAQRP
DTLLTHVRMVCEAADDAPSSEEEAI
VVLCKDAASAASDA


