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
Q7TQK1 INT7_MOUSE Mus Integrator|25.685855 NaN S338;S809 39627609 MASNSTKSFLADAGYGEQELDANSA [True False 1.225 [4.299 |0.613 0.281 False 2.625 False
musculus |[complex LMELDKGLRSGKLGEQCEAVVRFPR
subunit 7 LFQKYPFPILINSAFLKLADVFRVGN

NFLRLCVLKVTQQSEKHLEKILNVD
EFVKRVFSVIHSNDPVARAITLRMLG
SLASITPERKNAHHSIRQSLDSHDNV
EVEAAVFAAANFSAQSKDFAVGICN
KISEMIQGLATPVDLKLKLIPILQHM
HHDALLASSARQLLQQLVTSYPSTK
MVIVSLHTFTLLAASSLVDTPKQIQL
LLQYLKNDPRKAVKRLAVQDLKLLA
SKTPHTWSKENIQALCECALHTPYD
SLKLGMLSVLSTLSGTIAIKHYFSVV
PGNVGSSPRSSDLVKLAQECCYHSN
RGIAAHGVRVLTNITVSCQEKDLLSL
EQDAVFGLESLLVLCSQDDSPGAQS
TVKSALSCMVKLAKGRPHLSRSVVD
TLLTQLHSSQDAARILMCHCLAAIA
MQLPVLGDGMLGDLVELYKVIGRSA
TDKQQELLVSLATVIFVASQKALSAE
IVKAVIKQQLESVSSGWTVYRIARQAS
RMGNHDMARELYQSLLTQVASEHF
YFWLNSLKEFSHAEQCLTGLQEDSF
SSALSCIAESLKFYHKGIASLTAASTP
LNPLSFQCEFVKLRIDLLQAFSQLIC
TCNSLKTSPPPAIATTIAMTLGNDLQ
RCGRISNQMKQSMEEFRSLASRYR
DLYQASFDADSATLRNVELQQQSCL
LIAHAIEALVLDPESASFQEYGSTGA
IAHADSEYERRMMSVYSRVLEEVESL
NRKYAPVSYMHTACLCNAIIALLKVP
LSFQRYFFQKLQSTSIKLALSPSPRS
PAEPIAVQNNQQLALKVEGVVQHGS
KPGLFRRVQSVCLNVSSTLQSKSGQ
DYKIPIDSMTNEMEQRVEPHNDYFS
TQFLLNFAVLGTHSITVESSVRDAN
GIVWKTGPRTTMFVKSLEDPYSQQI
RLQQQAQQPLQPQPLPQPQPRSAYT
RF




