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D Entry name organism name oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrior
Q6PFD9 NUP98_MOUSE Mus Nuclear (51.121228 S262;T263;T264;T268;T281;S1033; (S524;S608;5612;S618;5623;S625;S (22645316;34887587;21606357;368 |MFNKSFGTPFGGSTGGFGTTSTFGQ (True False 2.445 [5.0 2.368
musculus [pore T1092 653;T670;S673;5680;S681;S839;S8 (52467;29187734;39627609;409971 |[NTGFGTTSGGAFGTSAFGSSNNTGG
complex 88;5934;51027;51042;51059;S1063 (31 LFGNSQTKPGGLFGTSSFSQPATSTS
protein ;T1069;S1328;T1771 TGFGFGTSTGTSNSLFGTASTGTSLF
Nup98- SSQNNAFAQNKPTGFGNFGTSTSSG
Nup96 GLFGTTNTTSNPFGSTSGSLFGPSSF

TAAPTGTTIKFNPPTGTDTMVKAGVS
TNISTKHQCITAMKEYESKSLEELRL
EDYQANRKGPQNQVGGGTTAGLFG
SSPATSSATGLFSSSTTNSAFSYGQN
KTAFGTSTTGFGTNPGGLFGQQNQQ
TTSLFSKPFGQATTTPNTGFSFGNTS
TLGQPSTNTMGLFGVTQASQPGGLF
GTATNTSTGTAFGTGTGLFGQPNTG
FGAVGSTLFGNNKLTTFGTSTTSAPS
FGTTSGGLFGNKPTLTLGTNTNTSN
FGFGTNNSGSSIFGSKPAAGTLGTGL
GTGFGTALGAGQASLFGNNQPKIGG
PLGTGAFGAPGFNTSTAILGFGAPQA
PVALTDPNASAAQQAVLQQHLNSLT
YSPFGDSPLFRNPMSDPKKKEERLK
PTNPAAQKALTTPTHYKLTPRPATRV
RPKALQTTGTAKSHLFDGLDDDEPS
LANGAFMPKKSIKKLVLKNLNNSNL
FSPVNHDSEDLASPSEYPENGERFS
FLSKPVDENNQQDGEDDSLVSRFYT
NPIAKPIPQTPESVGNKNNSSSNVE
DTIVALNMRAALRNGLEGSSEETSF
HDESLQDDREEIENNAYHIHPAGIV
LTKVGYYTIPSMDDLAKITNEKGECT
VSDFTIGRKGYGSIYFEGDVNLTNLN
LDDIVHIRRKEVIVYVDDNQKPPVGE
GLNRKAEVTLDGVWPTDKTSRCLIK
SPDRLADINYEGRLEAVSRKQGAQF
KEYRPETGSWVFKVSHFSKYGLQDS
DEEEEEHPPKTTSKKLKTAPLPPAGQ
ATTFQMTLNGKPAPPPQSQSPEVEQ
LGRVVELDSDMVDITQEPVPDSVLE
ESVPEDQEPVSASTHIASSLGINPHV
LQIMKASLLVDEEDVDAMDQRFGHI
PSKGETVQEICSPRLPISASHSSKSR
SIVGGLLQSKFASGTFLSPSASVQEC
RTPRTSSRMNIPSTSPWSVPLPLATV
FTVPSPAPEVQLKTVGIRRQPGLVPL
EKSITYGKGKLLMDMALFMGRSFRV
GWGPNWTLANSGEQLHGSHELEN
HQVADSMEYGFLPNPVAVKSLSESP
FKVHLEKLGLRQRKLDEDLQLYQTP
LELKLKHSTVHVDELCPLIVPNPGVS
VIHDYADWVKDSPGDFLELPIVKHW
SLTWTLCEALWGHLKELDGQLDEPS
EYIQTLERRRAFSRWLSHTAAPQIEE
EVSLTRRDSPVEAVFSYLTGSRISGA
CCLAQQSGDHRLALLLSQLVGSQSV
RELLTMQLADWHQLQADSFIHDER
LRIFALLAGKPVWQLSEQKQINVCS
QLDWKRTLAIHLWYLLPPTASISRAL
SMYEEAFQNTPEGDKYACSPLPSYL
EGCGCMVEEEKDSRRPLQDVCFHL
LKLYSDRHYELNQLLEPRSITADPLD
YRLSWHLWEVLRALNYTHLSEQCE
GVLQASYAGQLESEGLWEWAIFVFL
HIDNSGMREKAVRELLTRHCQLSET
PESWAKEAFLTQKLCVPAEWIHEAK
AVRAHMESNKHLEALYLFKAGHWN
RCHKLVIRHLASDAIINENYDYLKGF
LEDLAPPERSSLIQDWETSGLVYLDY
IRVIEMLHRIQQVDCSGYELEHLHTK
VTSLCNRIEQIPCYNAKDRLAQSDM
AKRVANLLRVVLSLQHAPDATSNST
PDPQRVPLRLLAPHIGRLPMPEDYAL
EELRGLTQSYLRELTVGSQ




