UniprotKB Entry name |organism full oglcnacscore o‘glcnac p.h osphorylation PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion en(‘loplasmlc golgi plasma extl.‘acellular
1D name sites sites reticulum apparatus membrane region
Q8CHT3 INT5 MOUSE Mus Integrator|25.685855 NaN S278 39627609 MSALCDPPGAPGPPGPAPATHGPAP [True False 2.0 4.257 [0.528 False False 2.906 False
musculus |[complex LSAQELSQEIKAFLTGVDPILGHQLS
subunit 5 IAREHARCGLLLLRSLPPARAAVLDH

LRGVFDESVRAHLAALEESPVAGPP
HLRPPPPSHVPTGGPGLEDVVHEVQ
QVLCEFIRANPKAWAPVISAWSIDL
MGQLSSTYSGQHQRVPHATGSLNE
LLQLWMGCRATRTLMDIYVQCLSAL
IGSCPDACVDALLDTSVQHSPHFDW
[VVAHIGSSFPGTIISRVLSCGLKDFCV
HSGAGGGASACGNSSQPPSTDPFPG
SPAIPGEKRVPKIASVVGILGHLASR
HGDSIRRELLRMFHDSLAGGSGGR
NGEPSLQATVPFLLQLAVMSPALLG
TVSGELVDCLKPPAVLSQLQQHLQG
FPREELDNMLNLAVHLVSQASGTGA
[YRLLQFLVDTAMPASVITTQGLAVPD
TVREACDRLIQLLLLHLQKLVHHRG
GSPGEGVLGPPPPPRPVPFLDALRN
HVGELCGETLRLERKRFLWQHQLL
GLLSVYTRPSCGPEALGHLLSRARSP
EELSLATQLYAGLVVSLSGLLPLAFR
SCLARVHAGTLQPPFTARFLRNLALL
IVGWEQQGGEGPSALGARFGESASA
HLADLAPLLLHPEEEVAEAAASLLAI
CPFPSEALSPSQLLGLVRAGVHHFF
SSLRLHGPPGVASASQLLTRLSQTSP
IAGLKAVLQLLVEGALHRGNTELFGG
EMDGDNETLSIVSTPLASASLLDINR
RHTAAVPGPGGIWSVFHAGVIGRGL
KPPKIVQSRNHQEVIYNTQSLVSLLV
HCCSASGNSEREGCWGAPTLSPEAA
KAVAVTLVESVCPDAAGAELAWPPE
DHARATVERDLRIGRRFREQPLLFEL
LKLVAAAPPALCYCSVLLRGLLAALL
SHWEASRHPDTTHSPWHLEASCILV
IAVMAEGSLLPPALGNMHEVFSQLAP
FEVRLLLLSVWGFLREHGPLPQKFIF
QSERGRFIRDFAREGGAEGGPHLSV
LHSVLHRNIDRLGLFSGRFQAPPPST
LLRQGT




