UniprotKB Entry name [organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(.loplasmlc golgi plasma
ID name sites reticulum apparatus membrane
Q6P4S8 INT1_MOUSE Mus Integrator|28.692265 S1655;S1660|S13;T83;5S87;5S307;5926;51320;S13 |36852467;30059200 MNRAKPTTVRRPSAAAKPSGHPPPG [None None None (None |None None None None
musculus |complex 28;S1329 DFIALGSKGQASESKTTSTLLKPAPS
subunit 1 GLPSERKRDASASLSGTSALTGLTKR

PKLSSTPPLSALGRLAEAAVAEKRAI
SPSIKEPSVVPIEVLPTVLLDEIEAAE
LEGNDDRIEGVLCGAVKQLKVTRAK
PDSTLYLSLMYLAKIKPNIFATEGVIE
IALCSLLRRDASVNFKAKGNSLVSVL
IACNLLMAAYEEDENWPEIFVKVYIE
DSLGERIWVDSPHCRTFVDNIQTAF
NTKMPPKSVLLQGEGARSGGELGA
GSSPHPSLTEEEDSQTELLIAEEKLS
PEQEGQLMPRPRYDELTESVEEYVL
DMLRDQLNRRQPIDNVSRNLLRLLT
IATCGYKEVRLLAVQRLEMWLQNPK
LTRPAQDLLMSVCMNCNSHGSED
MDVISHLIKIRLKPKVLLNHYMLCIR
ELLNAHKDNLGTTIKFVIFNELSNAR
NPNNMQILYTVLQHSSELAPKFLAM
'VFQDLLTNKDDYLRASRALLREIIKQ
TKHEINFQAFCLGLMQERKEPQYLE
MEFKERFVVHITDVLAVSMMLGITA
QVKEAGVAWDKGEKRNLEVLRTFQ
NQIAAIQRDAVWWLHTVVPSVSKLA
PKDYVHCLHKVLFTEQPETYYKWDN
WPPESDRNFFLRLCSEVPILEDTLM
RVLVIGLSRELPLGPADAMELADHL
VKRAAAVQADDVEVLKVERIQLIDAV
LNLCTYHHPENIQLPPGYQPPNLAIS
TLYWKAWPLLLVVAAFNPENIGLAA
WEEYPTLKMLMEMVMTNNYSYPPC
TLTDEETRTEMINRELQISQREKQEI
LAFEGHLAAASTKQTITESSSLLLSQ
LTSLDPQGPPRRPPPHILDQVKALNQ
SLRLGHLLCRSRNPDFLLHIIQRQAS
SQSMPWLADLVQSSEGSLDVLPVQC
LCEFLLHDAADSTASGEEDDEGESR
EQKAKKRQRQQKQRQLLGRLQDLL
LGPKADEQTTCEVLDYFLRRLGSSQ
VASRVLAMKGLSLVLSEGGLRDKEE
KEPPMEEDIGETDALQGYQWLLRDL
PRLPLFDSVRTTTALALQQATHMETD
PQTISAYLIYLSQHTPVEEQGPHSDL
ALDVARLVVERSTIMAHLESKPSCST
IASDAVLSALLSVFSRYVRRMRKSKE
GEEVYSWSESQDQVFLRWSSGETAT
MHILVVHAMVILLTLGPPRSGDSEF
SELLDIWFPEKKPLPTAFLVDTSEEA
LLLPDWLKLRMIRSEVPRLVDAALQ
DLEPQQLLLFVQSFGIPVSSMSKLLQ
'YLDQAVAQDPQTLEQNIMDKNYMA
HLVEVQHERGASGGQTFHSLLTASL
PPRRDSTEAPKPESSPEPPPGQGRTR
IAGTQVPVLGPEDDLAGIFLQIFPLSP
DPRWQSSSPRPLALALQQALGQELA
RVRQGNPEVPGITVRLLQAMTTLLS
SPHGGTLALAMHHSHFLSCPLMRQ
LYQYQRAVPQDTGFSSLFLKVLMQIL
QWLDSPAVEDGPLQAQLKLFATRYS
IARHRISDVRSGLLHLADALSFHGDL
EVANSTARAVIATLRSGEKCPVEPEL
ISKVLRGLIEVRSPHLEELLTALFSAT
TETSCPSPASGPIVVVSSLLLQEKEE
LLGPSKQEVEGASTEAMRLGPASGL
LVDWLETLDPEVVCSCPDLQWKLLF
SRRKGKGHISAQVLSFRPYLLALLTH
QASWSTLHCCIRVLLGKSREQRLDP
SASLDFLWACIHVPRIWQGRDQRTP
QKRREELVLHVQGPELLSLVELILSE
IAETRSQDGDSAARTLIQTRLPLLLSC
CRSNDESIGKVTEHLTSCIQQWGDS
VLGQRCRDLLLQLYLQRPEVRVPVP
EVLLQSEGATSSSICKLDGLVHRFIT
LLADTSDSRSSESRVADANMACRKL
IAVAHPVLLLRHLPMIAALLHGRTHL
NFQEFRQQNHLAFFLHVLGILELLQ
PRVFQSEHQGALWDCLRSFIRLLLN
'YRKSSRHLAPFISKFVQFIHKYVGCS
IAPAAVAFLQKHAEPLHDLSFDNSDL
'VMLKSLLAGLSLPSRDGRTDQGLDE




EGEDERSAGSLPLVSVSLSTPLTVAD
IVAPHMKRLSRGRAVEDVLETLSDID
EMSRRRPEVLGFFSTNLQRLMSSAE
ESCRNLAFSLALRSIQNNPSIAADFL
PTFMYCLGSRDFEVVQTALRNLPEY
TLLCQEHAAVLLHRAFLVGVYGQID
TSAQISEALKILHMEAVM




