
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

P98161 PKD1_HUMAN Homo
sapiens

Polycystin-
1

24.917859 NaN S4166 28411811 MPPAAPARLALALGLGLWLGALAGG
PGRGCGPCEPPCLCGPAPGAACRVN
CSGRGLRTLGPALRIPADATALDVSH
NLLRALDVGLLANLSALAELDISNN
KISTLEEGIFANLFNLSEINLSGNPF
ECDCGLAWLPRWAEEQQVRVVQPE
AATCAGPGSLAGQPLLGIPLLDSGCG
EEYVACLPDNSSGTVAAVSFSAAHE
GLLQPEACSAFCFSTGQGLAALSEQ
GWCLCGAAQPSSASFACLSLCSGPP
PPPAPTCRGPTLLQHVFPASPGATLV
GPHGPLASGQLAAFHIAAPLPVTATR
WDFGDGSAEVDAAGPAASHRYVLP
GRYHVTAVLALGAGSALLGTDVQVE
AAPAALELVCPSSVQSDESLDLSIQN
RGGSGLEAAYSIVALGEEPARAVHPL
CPSDTEIFPGNGHCYRLVVEKAAWL
QAQEQCQAWAGAALAMVDSPAVQR
FLVSRVTRSLDVWIGFSTVQGVEVG
PAPQGEAFSLESCQNWLPGEPHPAT
AEHCVRLGPTGWCNTDLCSAPHSYV
CELQPGGPVQDAENLLVGAPSGDLQ
GPLTPLAQQDGLSAPHEPVEVMVFP
GLRLSREAFLTTAEFGTQELRRPAQL
RLQVYRLLSTAGTPENGSEPESRSPD
NRTQLAPACMPGGRWCPGANICLPL
DASCHPQACANGCTSGPGLPGAPYA
LWREFLFSVPAGPPAQYSVTLHGQD
VLMLPGDLVGLQHDAGPGALLHCSP
APGHPGPRAPYLSANASSWLPHLPA
QLEGTWACPACALRLLAATEQLTVL
LGLRPNPGLRLPGRYEVRAEVGNGV
SRHNLSCSFDVVSPVAGLRVIYPAPR
DGRLYVPTNGSALVLQVDSGANATA
TARWPGGSVSARFENVCPALVATFV
PGCPWETNDTLFSVVALPWLSEGEH
VVDVVVENSASRANLSLRVTAEEPIC
GLRATPSPEARVLQGVLVRYSPVVEA
GSDMVFRWTINDKQSLTFQNVVFN
VIYQSAAVFKLSLTASNHVSNVTVNY
NVTVERMNRMQGLQVSTVPAVLSP
NATLALTAGVLVDSAVEVAFLWTFG
DGEQALHQFQPPYNESFPVPDPSVA
QVLVEHNVMHTYAAPGEYLLTVLAS
NAFENLTQQVPVSVRASLPSVAVGV
SDGVLVAGRPVTFYPHPLPSPGGVLY
TWDFGDGSPVLTQSQPAANHTYASR
GTYHVRLEVNNTVSGAAAQADVRVF
EELRGLSVDMSLAVEQGAPVVVSAA
VQTGDNITWTFDMGDGTVLSGPEAT
VEHVYLRAQNCTVTVGAASPAGHLA
RSLHVLVFVLEVLRVEPAACIPTQPD
ARLTAYVTGNPAHYLFDWTFGDGSS
NTTVRGCPTVTHNFTRSGTFPLALV
LSSRVNRAHYFTSICVEPEVGNVTLQ
PERQFVQLGDEAWLVACAWPPFPYR
YTWDFGTEEAAPTRARGPEVTFIYRD
PGSYLVTVTASNNISAANDSALVEVQ
EPVLVTSIKVNGSLGLELQQPYLFSA
VGRGRPASYLWDLGDGGWLEGPEV
THAYNSTGDFTVRVAGWNEVSRSE
AWLNVTVKRRVRGLVVNASRTVVPL
NGSVSFSTSLEAGSDVRYSWVLCDR
CTPIPGGPTISYTFRSVGTFNIIVTAE
NEVGSAQDSIFVYVLQLIEGLQVVGG
GRYFPTNHTVQLQAVVRDGTNVSYS
WTAWRDRGPALAGSGKGFSLTVLEA
GTYHVQLRATNMLGSAWADCTMDF
VEPVGWLMVAASPNPAAVNTSVTLS
AELAGGSGVVYTWSLEEGLSWETSE
PFTTHSFPTPGLHLVTMTAGNPLGS
ANATVEVDVQVPVSGLSIRASEPGGS
FVAAGSSVPFWGQLATGTNVSWCW
AVPGGSSKRGPHVTMVFPDAGTFSI
RLNASNAVSWVSATYNLTAEEPIVG

False True 2.142 3.847 1.767 4.45 4.313 5.0 5.0



0

LVLWASSKVVAPGQLVHFQILLAAG
SAVTFRLQVGGANPEVLPGPRFSHS
FPRVGDHVVSVRGKNHVSWAQAQV
RIVVLEAVSGLQVPNCCEPGIATGTE
RNFTARVQRGSRVAYAWYFSLQKVQ
GDSLVILSGRDVTYTPVAAGLLEIQV
RAFNALGSENRTLVLEVQDAVQYVA
LQSGPCFTNRSAQFEAATSPSPRRV
AYHWDFGDGSPGQDTDEPRAEHSY
LRPGDYRVQVNASNLVSFFVAQATV
TVQVLACREPEVDVVLPLQVLMRRS
QRNYLEAHVDLRDCVTYQTEYRWE
VYRTASCQRPGRPARVALPGVDVSR
PRLVLPRLALPVGHYCFVFVVSFGDT
PLTQSIQANVTVAPERLVPIIEGGSYR
VWSDTRDLVLDGSESYDPNLEDGD
QTPLSFHWACVASTQREAGGCALNF
GPRGSSTVTIPRERLAAGVEYTFSLT
VWKAGRKEEATNQTVLIRSGRVPIVS
LECVSCKAQAVYEVSRSSYVYLEGRC
LNCSSGSKRGRWAARTFSNKTLVLD
ETTTSTGSAGMRLVLRRGVLRDGEG
YTFTLTVLGRSGEEEGCASIRLSPNR
PPLGGSCRLFPLGAVHALTTKVHFE
CTGWHDAEDAGAPLVYALLLRRCRQ
GHCEEFCVYKGSLSSYGAVLPPGFR
PHFEVGLAVVVQDQLGAAVVALNRS
LAITLPEPNGSATGLTVWLHGLTASV
LPGLLRQADPQHVIEYSLALVTVLNE
YERALDVAAEPKHERQHRAQIRKNI
TETLVSLRVHTVDDIQQIAAALAQCM
GPSRELVCRSCLKQTLHKLEAMMLI
LQAETTAGTVTPTAIGDSILNITGDLI
HLASSDVRAPQPSELGAESPSRMVA
SQAYNLTSALMRILMRSRVLNEEPL
TLAGEEIVAQGKRSDPRSLLCYGGAP
GPGCHFSIPEAFSGALANLSDVVQLI
FLVDSNPFPFGYISNYTVSTKVASMA
FQTQAGAQIPIERLASERAITVKVPN
NSDWAARGHRSSANSANSVVVQPQ
ASVGAVVTLDSSNPAAGLHLQLNYT
LLDGHYLSEEPEPYLAVYLHSEPRPN
EHNCSASRRIRPESLQGADHRPYTF
FISPGSRDPAGSYHLNLSSHFRWSA
LQVSVGLYTSLCQYFSEEDMVWRTE
GLLPLEETSPRQAVCLTRHLTAFGAS
LFVPPSHVRFVFPEPTADVNYIVMLT
CAVCLVTYMVMAAILHKLDQLDASR
GRAIPFCGQRGRFKYEILVKTGWGR
GSGTTAHVGIMLYGVDSRSGHRHLD
GDRAFHRNSLDIFRIATPHSLGSVW
KIRVWHDNKGLSPAWFLQHVIVRDL
QTARSAFFLVNDWLSVETEANGGLV
EKEVLAASDAALLRFRRLLVAELQR
GFFDKHIWLSIWDRPPRSRFTRIQRA
TCCVLLICLFLGANAVWYGAVGDSA
YSTGHVSRLSPLSVDTVAVGLVSSVV
VYPVYLAILFLFRMSRSKVAGSPSPT
PAGQQVLDIDSCLDSSVLDSSFLTFS
GLHAEQAFVGQMKSDLFLDDSKSLV
CWPSGEGTLSWPDLLSDPSIVGSNL
RQLARGQAGHGLGPEEDGFSLASPY
SPAKSFSASDEDLIQQVLAEGVSSPA
PTQDTHMETDLLSSLSSTPGEKTET
LALQRLGELGPPSPGLNWEQPQAAR
LSRTGLVEGLRKRLLPAWCASLAHG
LSLLLVAVAVAVSGWVGASFPPGVS
VAWLLSSSASFLASFLGWEPLKVLL
EALYFSLVAKRLHPDEDDTLVESPAV
TPVSARVPRVRPPHGFALFLAKEEAR
KVKRLHGMLRSLLVYMLFLLVTLLA
SYGDASCHGHAYRLQSAIKQELHSR
AFLAITRSEELWPWMAHVLLPYVHG
NQSSPELGPPRLRQVRLQEALYPDP
PGPRVHTCSAAGGFSTSDYDVGWES
PHNGSGTWAYSAPDLLGAWSWGSC
AVYDSGGYVQELGLSLEESRDRLRF
LQLHNWLDNRSRAVFLELTRYSPAV



GLHAAVTLRLEFPAAGRALAALSVRP
FALRRLSAGLSLPLLTSVCLLLFAVH
FAVAEARTWHREGRWRVLRLGAWA
RWLLVALTAATALVRLAQLGAADRQ
WTRFVRGRPRRFTSFDQVAQLSSAA
RGLAASLLFLLLVKAAQQLRFVRQW
SVFGKTLCRALPELLGVTLGLVVLGV
AYAQLAILLVSSCVDSLWSVAQALLV
LCPGTGLSTLCPAESWHLSPLLCVG
LWALRLWGALRLGAVILRWRYHALR
GELYRPAWEPQDYEMVELFLRRLRL
WMGLSKVKEFRHKVRFEGMEPLPS
RSSRGSKVSPDVPPPSAGSDASHPST
SSSQLDGLSVSLGRLGTRCEPEPSRL
QAVFEALLTQFDRLNQATEDVYQLE
QQLHSLQGRRSSRAPAGSSRGPSPG
LRPALPSRLARASRGVDLATGPSRTP
LRAKNKVHPSST


