
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q3UHR0 BAHC1_MOUSE Mus
musculus

BAH	and
coiled-coil
domain-
containing
protein	1

25.019509 T1217 NaN 34418053 MDGRDFAPPPHLLSERGSLGHRSAA
AAARLAPAGPAAQPAAHFQPGKYFP
SPLPMASHTASSRLMGNPPASSFM
GSFLTSSLGSAASAHPSGPTSSPSEP
AYRGSHPATSQIWFSHSHEAPAYPR
FSGSLASTFLPVSHLDHHGNSNVLY
GQHRFYGTQKDNFYLRNLPPQPTIL
PANHNFPGVPRATPAHPIGSCSRDRI
EAASLQKGPKEFDRFLMGKEVGKEK
VSKGAEGRERPAVEEDSGKDRQKLV
PPMPAEGPCKEAGPAPRGSCEGRPK
HLTSCLLNTKVLNGDMGKASLASCA
GGMLGRPGTGVAAPGRCAKEVAGP
VEPGPAFSECLERRQMLHHAVSYTV
PSGLPTGPPPPLSTGPAGSFPCLQLH
AGPDGLCPLQDKVSRDLKASGPTFV
PSVGHLADKSRSFQVAEACAVAGDG
KDRHLDAAMATDHGAPYGVSYAHL
KAEGKGERRPGGFEAALHPRLKGLE
YLSSGPEAPFPGLPKGGLDKSGYFEL
PTSQDCARSNHQDPLGGKATQACCT
LDKVANKEAPAGPPVGQKVARIRHQ
QHLVAPEVESGGSGAETKRKSVELA
SLGYSGHHMPPWGVQTGHDTSMAI
IEERKGSAYLDPFGSGLQQAALLSQE
LPTPPDEVSAMKNLLKYSNQALVVG
QKAPFVGLGSLKASCVQQEAKFPAT
KGPGPVERPDCARSREHEAPHGDG
EVRQPPVGIAVALARQKDTVGRPDT
AYNTNSGRQGRAAPTFKGAGGPRAS
HALDLESEEERSRACEERLGLPGRE
LLLQDNKDLVEFARIHPSSSCPGDLP
PHLMMQGGDPAPHPHPAHPHWLP
RTRSPSLWMGGHSYGLGHPALHQN
LPPGFPASVPGSMPSVFPLPQDAAT
QLVILPSEPTPHTTPHTLAEVMDQAS
LWPPMYGARGPASHMQHPGQLPVY
SRSQLLRQQELYALQQQQQQQQQQ
QQQQQQQQQQQQQQQQQQQQQH
RATQALELQRVAQFQRKPEDRHME
LEEAAQEKTPKSTHKPVALTPMAKG
TPSSATAGLVKLSPCCQSPTLKTPAS
CPTPPPRPSAPCTLPICPTGSPGPGS
KVPSTMDKSEEGQRAGTNLTTLEPD
LTPGLNPTAGLDLSLPSDVHSSDLQ
DPKTMQTTTPGTRPEPPRTFLPGEPP
PCSPRNLEEPGLLSRARDATQDLAN
LPPPVEGGLPPGKAEDPSPLEGLQAL
KFGDLLEGGGTEATGQTNSTQGGM
QNERTVDQGAPQPPLGATPQALEQE
AGSPAALDKREGPQKVPDVAQLQEE
ETQLEESGGDSEVDWGTPNHSHPP
KALPGLDALVAATVDLGDLPDISLTD
PQTPAASVPLSTAPLPHSSGIHGIALL
SELADLETQRQKSELSMQEDEDVLA
FNLQHLATLATAWSLVEAANLDSPV
TSLQAPAADPDRGPRLTPRMQILQR
KDTWAPKTKPVCPLKAAIDRLDTQE
VEMRMQLAELQRRYKEKQRELARL
QRRHDHEREESSRSPARRGPGRPRK
RKHSSSLPALRPGGQLARSDSKKAK
AVRASLSLLCAELRGDEPPRKRSKLG
KSPYTGLQSVSSEKVRCKKSCGQAE
LPSSVAHKVAQLKPKVKSKGLPAGL
GAFQRKEAAPGGRIQKKLSRAKSVT
ASGAARHPHPDGDSGREMHKFQAQ
PAVAVAHEAGSGYDSEDCQALLGTE
AAPREPGLVLHPGSGVAVLGPSPSSV
VKMEANQKAKKKKERQGLLGACRL
SSPEGEVKIKRRTVKTKVGAKLERAP
GRRPPGAPGKKKAKGKVKTGLRTEP
GTATSRDTLFSPTRTFACREEGSKLA
SERLKRATRKSAMLQPVLRRKNGAL
SIALSARNAKAILGKSRKLTKVKREA
VSKQGQGRAVSRLLESFAVEDDFEF

None None None None None None None None None



DEDDTSFSDEEEEEEEAGVQLSAEQ
SAALARSCTIHKEDLQDGLPVLIPKE
DSLLYAGSVRTLQPPDIYSIVIEGERG
NRQRIYSLEQLLQEAVLDVQPQSSR
YLPPGTRVCAYWSQKSRCLYPGNVV
RGASSDEEDLDSVLVEFDDGDTGHI
AVSNIRLLPPDFKIQCTEPSPALLVSS
SCRRTKKAANEGHPPSEAPTPSLSP
KVPDGPETSKTPGKKSGSKDKAGKV
DLLTSGAKSPTGASDHFLGRRGSPL
LSWSAVAQTKRKAVAAAAAAAGGKG
PGVLQNLFQLNGSTKKLRARDTLFP
MHSMATPVFGNSFRADSFSSLASSY
TPFLGGAGAGLPGGAHKLLRAKKAE
RAEAEKAGRRRAGGEFLVKLDHEGV
TSPKNKNCKALLMSDKDFGPKLGRP
LSNPSYAHPALIGKDKKGRAPVHPLP
MGLALRKYPLPCDSDCPSSYSDEDE
DGPGLATGVPSRFLTRLSMSSSSSG
SSTSSSSGSVSTSSLCSSDNEDSSYS
SDDEDPALLLQTCLTRPVPALLAPPE
ALRSKGSSPHAHTHAQRCFLSRAGV
AGAGAGASPSGSKSKFKRKEALSFS
KAKELSRRQRLPSVENRPKISAFLPA
RQLWKWSGNPTQRRGMKGKARKL
FYKAIVRGKETLRIGDCAVFLSAGRP
NLPYIGRIESLWESWGSNMVVKVK
WFYHPEETKLGKRQSDGKNALYQS
CHEDENDVQTISHKCQVVGREQYE
QMMRGRKYQDQQDLYYLAGTYDPT
TGRLVTADGVPVLC


