DSEYDSGSDAGSSLDEDYSSCEEVM
EDGYKGKILHFLQVSSIAELTLIPKCS
QKKAQKITELRPFNNWEALFTKMSK
INGLSEDLIWNCKTVIQERDVVIRLM
NKCEDISNKLTKQVTMLTGNGGGW
NREQPSLLNQSLSLKPYQKVGLNWL
ALVHKHGLNGILADEMGLGKTIQAI
AFLAYLFQEGNKGPHLIVVPASTIDN
WLREVNLWCPSLNVLCYYGSQEER
KQIRFNIHNKYEDYNVIVTTYNCAIS
SSDDRSLFRRLKLNYAIFDEGHMLK
NMGSIRYQHLMTINARNRLLLTGTP
VQNNLLELMSLLNFVMPHMFSSST
SEIRRMFSSKTKPADEQSIYEKERIA
HAKQIIKPFILRRVKEEVLKLLPPKKD
RIELCAMSEKQEQLYSGLFNRLKKSI
NNLEKNTEMCNVMMQLRKMANHP
LLHRQYYTPEKLKEMSQLMLKEPTH
CEANPDLIFEDMEVMTDFELHVLCK
QYQHINSYQLDMDLILDSGKFRALG
CILSELKQKGDRVVLFSQFTMMLDI
LEVLLKHHQHRYLRLDGKTQISERI
HLIDEFNTDMDIFVFLLSTKAGGLGI
NLTSANVVILHDIDCNPYNDKQAED
RCHRVGQTKEVLVIKLISQGTIEESM
LKINQQKLKLEQDMTTVDEADEGS

MPADIATLLKTSMGL

}Jl;l iprotKB Entry name organism [full name |oglcnacscore o_glcnac phosp ylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi [plasma eXtI:aceHUI‘
sites reticulum |apparatus membrane region
Q04692 SMRCD_MOUSE Mus SWI/SNF- |25.685855 NaN 'T54;S57;S79;S124;S127;S132;S144; [39627609 MNLFNLDRFRFEKRSKIEEAPEAAP |True False 2.033 |[5.0 0.842 False False 0.598 0.814
musculus [related S145;S151;5S210;5S213;S235;S238;S QPSQARPSSPISLSAEEENAEGEGSR

matrix- 298 ANTPDSDVTEKTEDSSVPEPPDNER

associated KASLSCFQNQRAIQEYIDLSSDTEDV

actin- SPNCSSTVQEKKFSKDTVIIVSEPSE

dependent DEESHDLPSVTRRNDSSELEDLSEL

regulator EDLKDAKLQTLKELFPQRSDSDLLK

of LIESTSTMDGAIAAALLMFGDAGGG

chromatin PRKRKLSSSSEEDDVNDDQSVKQPR

subfamily GDRGEESNESAEASSNWEKQESIVL

A KLQKEFPNFDKQELREVLKEHEWM

containing YTEALESLKVFAEDQDVQCASQSEV

DEAD/H TNGKEVARNQNYSKNATKIKMKQKI

box 1 SVKPQNGFNKKRKKNVFNPKKAVE




