}Jl;l iprotKB Entry name organism (full name |oglcnacscore o-glcnac phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion em?oplasmlc golgi plasma ext
sites reticulum apparatus membrane [reg
Q3TXS7 PSMD1_MOUSE Mus 26S 24.476522 NaN 'T273;S290;T311;S315;T830;5S834 [39627609;37507081 MITSAAGIISLLDEEEPQLKEFALHK |False False 3.155 [2.597 |1.559 1.438 0.908 1.097 0.9:
musculus [proteasome LNAVVNDFWAEISESVDKIEVLYEDE
non- GFRSRQFAALVASKVFYHLGAFEES
IATPase LNYALGAGDLFNVNDNSEYVETIIAK
regulatory CIDHYTKQCVENADLPEGEKKPIDQ
subunit 1 RLEGIVNKMFQRCLDDHKYKQAIGI

ALETRRLDVFEKTILESNDVPGMLAY
SLKLCMSLMQNKQFRNKVLRVLVKI
'YMNLEKPDFINVCQCLIFLDDPQAV
SDILEKLVKEDNLLMAYQICFDLYES
ASQQFLSSVIQNLRTVGTPIASVPGS
TNTGTVPGSEKDSDPMETEEKTASA
'VAGKTPDASPEPKDQTLKMIKILSGE
MAIELHLQFLIRNNNTDLMILKNTK
DAVRNSVCHTATVIANSFMHCGTTS
DQFLRDNLEWLARATNWAKFTATA
SLGVIHKGHEKEALQLMATYLPKDT
SPGSAYQEGGGLYALGLIHANHGGD
IIDYLLNQLKNASNDIVRHGGSLGLG
LAAMGTARQDVYDLLKTNLYQDDAV
TGEAAGLALGLVMLGSKNAQAIEDM
VGYAQETQHEKILRGLAVGIALVMY
GRMEEADALIESLCRDKDPILRRSG
MYTVAMAYCGSGNNKAIRRLLHVAV
SDVNDDVRRAAVESLGFILFRTPEQ
CPSVVSLLSESYNPHVRYGAAMALGI
CCAGTGNKEAINLLEPMTNDPVNYV
RQGALIASALIMIQQTEITCPKVNQF
RQLYSKVINDKHDDVMAKFGAILAQ
GILDAGGHNVTISLQSRTGHTHMPS
VVGVLVFTQFWFWFPLSHFLSLAYT
PTCVIGLNKDLKMPKVQYKSNCKPS
TFAYPAPLEVPKEKEKEKVSTAVLSIT
AKAKKKEKEKEKKEEEKMEVDEAEK
KEEKEKKKEPEPNFQLLDNPARVMP
AQLKVLSMTETCRYQPFKPLSIGGIII
LKDTSEDVEELVEPVAAHGPKIEEEE
QEPEPPEPFEYIDD




