}Jl;l iprotKB Entry name organism full name |oglcnacscore oglcnac hosy ylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion enc:!oplasmlc golgi
sites reticulum |apparatus
Q99460 PSMD1_HUMAN [Homo 26S 24.470697 S829 'T273;S290;T311;S315;T830;S834 [16408927;40596516;38665916;263 [MITSAAGIISLLDEDEPQLKEFALHK (True False 4.633 |4.661 [1.864 1.564 1.025
sapiens  |proteasome 74642;34725712;32119511;409144 [LNAVVNDFWAEISESVDKIEVLYEDE
non- 22;30444036;36580660;34019948;3 (GFRSRQFAALVASKVFYHLGAFEES
IATPase 5138101;28510447;33465208 LNYALGAGDLFNVNDNSEYVETIIAK
regulatory CIDHYTKQCVENADLPEGEKKPIDQ
subunit 1 RLEGIVNKMFQRCLDDHKYKQAIGI

IALETRRLDVFEKTILESNDVPGMLAY
SLKLCMSLMQNKQFRNKVLRVLVKI
YMNLEKPDFINVCQCLIFLDDPQAV
SDILEKLVKEDNLLMAYQICFDLYES
IASQQFLSSVIQNLRTVGTPIASVPGS
TNTGTVPGSEKDSDSMETEEKTSSA
FVGKTPEASPEPKDQTLKMIKILSGE
MAIELHLQFLIRNNNTDLMILKNTK
DAVRNSVCHTATVIANSFMHCGTTS
DQFLRDNLEWLARATNWAKEFTATA
SLGVIHKGHEKEALQLMATYLPKDT
SPGSAYQEGGGLYALGLIHANHGGD
IIDYLLNQLKNASNDIVRHGGSLGLG
LAAMGTARQDVYDLLKTNLYQDDAV
TGEAAGLALGLVMLGSKNAQAIEDM
IVGYAQETQHEKILRGLAVGIALVMY
GRMEEADALIESLCRDKDPILRRSG
MYTVAMAYCGSGNNKAIRRLLHVAV
SDVNDDVRRAAVESLGFILFRTPEQ
CPSVVSLLSESYNPHVRYGAAMALGI
CCAGTGNKEAINLLEPMTNDPVNYV
RQGALIASALIMIQQTEITCPKVNQF
RQLYSKVINDKHDDVMAKFGAILAQ
GILDAGGHNVTISLQSRTGHTHMPS
\VVGVLVFTQFWFWFPLSHFLSLAYT
PTCVIGLNKDLKMPKVQYKSNCKPS
TFAYPAPLEVPKEKEKEKVSTAVLSIT
IAKAKKKEKEKEKKEEEKMEVDEAEK
KEEKEKKKEPEPNFQLLDNPARVMP
IAQLKVLTMPETCRYQPFKPLSIGGIII
LKDTSEDIEELVEPVAAHGPKIEEEE
QEPEPPEPFEYIDD




