
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

O75962 TRIO_HUMAN Homo
sapiens

Triple
functional
domain
protein

12.324105 S2291 S1627;S1632;S1633;T1824;S2282;S
2455;S2459;S2631

37217939;38253038;38665916 MSGSSGGAAAPAASSGPAAAASAAG
SGCGGGAGEGAEEAAKDLADIAAFF
RSGFRKNDEMKAMDVLPILKEKVAY
LSGGRDKRGGPILTFPARSNHDRIR
QEDLRRLISYLACIPSEEVCKRGFTVI
VDMRGSKWDSIKPLLKILQESFPCCI
HVALIIKPDNFWQKQRTNFGSSKFE
FETNMVSLEGLTKVVDPSQLTPEFD
GCLEYNHEEWIEIRVAFEDYISNATH
MLSRLEELQDILAKKELPQDLEGAR
NMIEEHSQLKKKVIKAPIEDLDLEGQ
KLLQRIQSSESFPKKNSGSGNADLQ
NLLPKVSTMLDRLHSTRQHLHQMW
HVRKLKLDQCFQLRLFEQDAEKMF
DWITHNKGLFLNSYTEIGTSHPHAM
ELQTQHNHFAMNCMNVYVNINRIM
SVANRLVESGHYASQQIRQIASQLEQ
EWKAFAAALDERSTLLDMSSIFHQK
AEKYMSNVDSWCKACGEVDLPSEL
QDLEDAIHHHQGIYEHITLAYSEVSQ
DGKSLLDKLQRPLTPGSSDSLTASA
NYSKAVHHVLDVIHEVLHHQRQLE
NIWQHRKVRLHQRLQLCVFQQDVQ
QVLDWIENHGEAFLSKHTGVGKSL
HRARALQKRHEDFEEVAQNTYTNA
DKLLEAAEQLAQTGECDPEEIYQAA
HQLEDRIQDFVRRVEQRKILLDMSV
SFHTHVKELWTWLEELQKELLDDV
YAESVEAVQDLIKRFGQQQQTTLQV
TVNVIKEGEDLIQQLRDSAISSNKTP
HNSSINHIETVLQQLDEAQSQMEEL
FQERKIKLELFLQLRIFERDAIDIISD
LESWNDELSQQMNDFDTEDLTIAE
QRLQHHADKALTMNNLTFDVIHQG
QDLLQYVNEVQASGVELLCDRDVD
MATRVQDLLEFLHEKQQELDLAAE
QHRKHLEQCVQLRHLQAEVKQVLG
WIRNGESMLNAGLITASSLQEAEQL
QREHEQFQHAIEKTHQSALQVQQK
AEAMLQANHYDMDMIRDCAEKVAS
HWQQLMLKMEDRLKLVNASVAFYK
TSEQVCSVLESLEQEYKREEDWCGG
ADKLGPNSETDHVTPMISKHLEQKE
AFLKACTLARRNADVFLKYLHRNSV
NMPGMVTHIKAPEQQVKNILNELFQ
RENRVLHYWTMRKRRLDQCQQYVV
FERSAKQALEWIHDNGEFYLSTHTS
TGSSIQHTQELLKEHEEFQITAKQTK
ERVKLLIQLADGFCEKGHAHAAEIKK
CVTAVDKRYRDFSLRMEKYRTSLEK
ALGISSDSNKSSKSLQLDIIPASIPGS
EVKLRDAAHELNEEKRKSARRKEFI
MAELIQTEKAYVRDLRECMDTYLWE
MTSGVEEIPPGIVNKELIIFGNMQEI
YEFHNNIFLKELEKYEQLPEDVGHC
FVTWADKFQMYVTYCKNKPDSTQLI
LEHAGSYFDEIQQRHGLANSISSYLI
KPVQRITKYQLLLKELLTCCEEGKGE
IKDGLEVMLSVPKRANDAMHLSML
EGFDENIESQGELILQESFQVWDPK
TLIRKGRERHLFLFEMSLVFSKEVK
DSSGRSKYLYKSKLFTSELGVTEHVE
GDPCKFALWVGRTPTSDNKIVLKAS
SIENKQDWIKHIREVIQERTIHLKGA
LKEPIHIPKTAPATRQKGRRDGEDLD
SQGDGSSQPDTISIASRTSQNTLDSD
KLSGGCELTVVIHDFTACNSNELTIR
RGQTVEVLERPHDKPDWCLVRTTDR
SPAAEGLVPCGSLCIAHSRSSMEME
GIFNHKDSLSVSSNDASPPASVASL
QPHMIGAQSSPGPKRPGNTLRKWLT
SPVRRLSSGKADGHVKKLAHKHKKS
REVRKSADAGSQKDSDDSAATPQDE
TVEERGRNEGLSSGTLSKSSSSGMQ
SCGEEEGEEGADAVPLPPPMAIQQH
SLLQPDSQDDKASSRLLVRPTSSETP
SAAELVSAIEELVKSKMALEDRPSSL
LVDQGDSSSPSFNPSDNSLLSSSSPI
DEMEERKSSSLKRRHYVLQELVETE
RDYVRDLGYVVEGYMALMKEDGVP

True False 4.684 2.585 1.193 1.151 1.113 1.523



DDMKGKDKIVFGNIHQIYDWHRDFF
LGELEKCLEDPEKLGSLFVKHERRL
HMYIAYCQNKPKSEHIVSEYIDTFFE
DLKQRLGHRLQLTDLLIKPVQRIMK
YQLLLKDFLKYSKKASLDTSELERAV
EVMCIVPRRCNDMMNVGRLQGFDG
KIVAQGKLLLQDTFLVTDQDAGLLPR
CRERRIFLFEQIVIFSEPLDKKKGFS
MPGFLFKNSIKVSCLCLEENVENDP
CKFALTSRTGDVVETFILHSSSPSVR
QTWIHEINQILENQRNFLNALTSPIE
YQRNHSGGGGGGGSGGSGGGGGSG
GGGAPSGGSGHSGGPSSCGGAPSTS
RSRPSRIPQPVRHHPPVLVSSAASSQ
AEADKMSGTSTPGPSLPPPGAAPEA
GPSAPSRRPPGADAEGSEREAEPIPK
MKVLESPRKGAANASGSSPDAPAKD
ARASLGTLPLGKPRAGAASPLNSPLS
SAVPSLGKEPFPPSSPLQKGGSFWS
SIPASPASRPGSFTFPGDSDSLQRQT
PRHAAPGKDTDRMSTCSSASEQSVQ
STQSNGSESSSSSNISTMLVTHDYT
AVKEDEINVYQGEVVQILASNQQNM
FLVFRAATDQCPAAEGWIPGFVLGH
TSAVIVENPDGTLKKSTSWHTALRL
RKKSEKKDKDGKREGKLENGYRKSR
EGLSNKVSVKLLNPNYIYDVPPEFVI
PLSEVTCETGETVVLRCRVCGRPKAS
ITWKGPEHNTLNNDGHYSISYSDLG
EATLKIVGVTTEDDGIYTCIAVNDMG
SASSSASLRVLGPGMDGIMVTWKD
NFDSFYSEVAELGRGRFSVVKKCDQ
KGTKRAVATKFVNKKLMKRDQVTH
ELGILQSLQHPLLVGLLDTFETPTSYI
LVLEMADQGRLLDCVVRWGSLTEG
KIRAHLGEVLEAVRYLHNCRIAHLDL
KPENILVDESLAKPTIKLADFGDAVQ
LNTTYYIHQLLGNPEFAAPEIILGNPV
SLTSDTWSVGVLTYVLLSGVSPFLDD
SVEETCLNICRLDFSFPDDYFKGVSQ
KAKEFVCFLLQEDPAKRPSAALALQ
EQWLQAGNGRSTGVLDTSRLTSFIE
RRKHQNDVRPIRSIKNFLQSRLLPRV


