
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

P20676 NUP1_YEAST Saccharomyces
cerevisiae

Nucleoporin
NUP1

24.475439 NaN S54;S161;T381;S383;S637 33229814 MSSNTSSVMSSPRVEKRSFSSTLKS
FFTNPNKKRPSSKKVFSSNLSYANH
LEESDVEDTLHVNKRKRVSGTSQHS
DSLTQNNNNAPIIIYGTENTERPPLL
PILPIQRLRLLREKQRVRNMRELGLI
QSTEFPSITSSVILGSQSKSDEGGSYL
CTSSTPSPIKNGSCTRQLAGKSGEDT
NVGLPILKSLKNRSNRKRFHSQSKG
TVWSANFEYDLSEYDAIQKKDNKDK
EGNAGGDQKTSENRNNIKSSISNGN
LATGPNLTSEIEDLRADINSNRLSNP
QKNLLLKGPASTVAKTAPIQESFVPN
SERSGTPTLKKNIEPKKDKESIVLPT
VGFDFIKDNETPSKKTSPKATSSAGA
VFKSSVEMGKTDKSTKTAEAPTLSF
NFSQKANKTKAVDNTVPSTTLFNFG
GKSDTVTSASQPFKFGKTSEKSENH
TESDAPPKSTAPIFSFGKQEENGDEG
DDENEPKRKRRLPVSEDTNTKPLFD
FGKTGDQKETKKGESEKDASGKPSF
VFGASDKQAEGTPLFTFGKKADVTS
NIDSSAQFTFGKAATAKETHTKPSET
PATIVKKPTFTFGQSTSENKISEGSA
KPTFSFSKSEEERKSSPISNEAAKPS
FSFPGKPVDVQAPTDDKTLKPTFSFT
EPAQKDSSVVSEPKKPSFTFASSKTS
QPKPLFSFGKSDAAKEPPGSNTSFSF
TKPPANETDKRPTPPSFTFGGSTTN
NTTTTSTKPSFSFGAPESMKSTASTA
AANTEKLSNGFSFTKFNHNKEKSN
SPTSFFDGSASSTPIPVLGKPTDATG
NTTSKSAFSFGTANTNGTNASANST
SFSFNAPATGNGTTTTSNTSGTNIAG
TFNVGKPDQSIASGNTNGAGSAFGF
SSSGTAATGAASNQSSFNFGNNGAG
GLNPFTSATSSTNANAGLFNKPPST
NAQNVNVPSAFNFTGNNSTPGGGS
VFNMNGNTNANTVFAGSNNQPHQ
SQTPSFNTNSSFTPSTVPNINFSGLN
GGITNTATNALRPSDIFGANAASGSN
SNVTNPSSIFGGAGGVPTTSFGQPQ
SAPNQMGMGTNNGMSMGGGVMA
NRKIARMRHSKR

None None None None None None None None None


