UniprotKB Entry name organism full oglcnacscore oglcnac sites p.h osphorylation PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion ent.!oplasmlc golgi plasma extl:acellular
ID name sites reticulum apparatus membrane [region
Q6ZTR5 CFA47 HUMAN Homo Cilia- and (22.903221 S$816;S1065;T1072 [NaN 38253038 MNTQKGSLTINVHRGSLAMSIQRGS |[None None None [None None None None None None
sapiens  [flagella- LVPRDMDSSGRDMQLRVIPAEVKFL
associated DTMAGRVYRLPITVHNICRWNQKIR
protein 47 FKEPVKPQFKLMLTSLDKELASGLQ

MTAMVEYHPDKDEDTFDRLLISIEN
KTTEIPLIGLIPSCQLEIESVVNFGTL
'VANSKVYSKEITITNHGKAPGIFKAE
IYHGQLPILIFPTSGIVDAKSSMVIKVD
FCADQPRIVDEEAIVILQGQPEMLLS
IKAHVVEQIIELLSMSSDRRLECIHF
GPVFFGSSKIKHARVYNNSPEPINW
VAIIQDDAVGEELGTDIQQRTDIALN
NLTYIRKIKNIDTTIIISCLPNEGTLQP
IYQKTVITFCFTPKLMAVGKKDIGPSY
RQDYALFLRFESVGSKDGFLRDDDY
KTIKSERFQKVELALTGTGLPVLLQF
DPGPVLNFKPCFMGERSEIQCIIKNQ
CELLPVTYHFKKTANFEIDPEKGKIT
GGGMVDVMCSFVPHQLGVFKVKQ
MIEIIGLVAEEDLQSLSVKSFHHVYL
AFNSICKASTKKVVMKFDPGILPSIR
NPTGKFVVKDLAKRKNYAPVAMLQS
AMTRTHNHRSCEEPVKDMLLAFPN
DRAATIRSKDHHKHFRPIFTKVPREN
IYVNHDFAYTTFEKQQKKLHENYYA
MYLKYLRSVRLQKKQAERERMYSYD
DTDIGLEPGSGLKSPSLSEAEIEEELS
SAANSIRANRLLTTRGIASQEEESVR
RKVLKGLKSEPSTPQEKHDCSLMLT
PKQIHQVIVGPSVLNFGNICVNSPNT
HLLHVINMLPMHVLLQLDTDLEELQ
KTNQFSYVILPTSSTYISMVFDSPTIG
KFWKSFTFTVNNVPSGHILVVAVVQ
PVTLELSSNELVLRPRGFFMKTCFR
GTVRLYNRQNCCAQFQWQPVNTGR
GIAFSICPAKGTVEAYSSLECEVTWQ
QGFSSPEEGEFILHVFQGNALKLKC
IVAHLGRTKVLLLQPRILFSNCPQGLT
TWRKAILQNVGQNHAYFKVCSQSLL
PIINIIPSQGIVPFGGITVLNISCKPTV
AEKFDTRAKVSIRHANVIDLRIGGSA
EIADVEINPDVFNFSGAYIGGTQIIPF
IVIKNKGITRARVEFNLKDFPDFSMD
LKDKSEEFKDPAVPYIYSLELEENTS
LECSITFSPKEVTVVEFIIQVQINFFE
SSKLYTKYLSSSPSNPKTVPLIRPCYV
QATALQSPLNLSSTKFVFEIPLHEM
NPNNKVTKTQNLVLYNITKHHVTW
TLDLSNTGKLFKDGTFKFSVLNGILR
PNEKYNVSISFCPNRPGTYTADIPML
LNYIPVCYKILHLTGEVKSPELLFDPP
FIFFTPVPLDITTVMDINILPQNYFRN
STLCVQIPTVRLLDGEEIHPLSVKFP
KGRVIPGSHSGINNKLTCHLSFKSSK
PVSFFTNLLFCDDRKNWFSLPVTAT
AENCILTIYPYMAIHLDKQNIILKNDK
DEYLKKTRDGVLPPYQDAKPPSPASI
KKTYTTSKFNDAEPAKGNLFIGVEVL
PENLHLDESETSEEDHGSLEKEKYE
QFLSLEEGTKAHYFFEKVVNAAQTW
FSLFGWPEGPHSFSIPETIRRDVYKM
QFYSSTSPPQKFSRQNDFSKYNKTIY
DVLLHLSGKMPPGINSSQSLPVDNH
EKRVIQLHLQHSSLLDFLNAQGGCI
SHVLPEFLLEPEDYKRWIEIMSSTNT
MPVSSCTPKKKCSIVIEMSKFEAWS
KRAWTDVFLQIYKVLVLSRVVPYCSN
NMPPICVQNTPKVNPCFASSNIYSD
SERILLSWMNINYENTRHVIWKNCH
KDVIPSERWIVNFDKDLSDGLVFAT
QLGAYCPFLIESHFINMYTRPKSPEE
YLHNCLIIVNTLYEIDFDVEIQATDIC
DPNPILMLMLCVYMYERLPTYLPKK
VVSFECTLHDTVLNKILLKNSSSRNL
'VYNARIVGRDAADFSLSQKGNVVTIS
PRNEINVTLKFTSRFIRPAEASLLLIS
KPKNAVRGITMTFALKGKVLDFKAID
IIKCESPCYQFQEVTVNVKNPFHTAG




DFSVILVESSTFVSSPTKLTESRQYPK
HDDDMSSSGSDTDQGCSDSPNVLH
TSIKSTFIREFFCSMHTVHLGVKGTS
SLELRFLPFNMHVRYCVIILSNKKIG
QLIYVAEGKGMTPLPSSCLPMNTSS
SPVYYSTTREEGPNKKYPVLYLKCKP
IYQILYVDLKLPMTNEAKEKALAFAA
QQQMSSIEYERRLITGTLESSSIRVAI
ALLGLTKIETLMLFRISKLRKPKTVSY
TTEVSLPKYFYIPEKISIPWIPEPQVIK
LSKAKASDGSVPLPLQFLPLQSGRYP
CKILLKSRYDVRAYYVEGIVNEEQPE
AKFEFETPAFEALTQNIPIKNQTNDK
'WTFQVTIEGEWFYGPVDLHVGPDEI
VEYPLTFKPIFECVITGKLILQNEVDG
REHIFDIKGVGKKPSALEHITVECQV
GNVTQKHITLPHFTNTALTFKVTADL
PIVWGNPQITVYPYKEILYLIHVRPW
KRGILKGTITFSTTRRCTTRRKHDDY
EEDTDQDQALSCLDSITEQSSILDDA
DTYGNFNNLRFWYNLEIHSTPGPPI
EIMEMTCIALDSTCIEIPLSNPKDRG
LHLEVQLTSAALNGDNEIILSPLQCT
KYIVWYSPATTGYSDESIIFQPEMAE
EFWYLLKLTIELPKPTTMPEIQCDLG
KHVTQIIPLVNCTHETLKLQVTNSNP
ENFVLDINRKSQLIISPHSTTELPVLF
YPSALGRADHQACINFYCTQFTEWK
FYLSGVGLFPQPLDTERITTRIGLQST
IVIPFKNPTMEDVLIDIILTSVEHPRN
LVMDHCWDSFIYESSAFRFSSPSEIQ
GIALPPKGNIDISLLFIPQIMKLHKTM
VIIEMTKANGKYWPIDNFDELDIKFK
SIVGIDSEEIQAITHWIYPIVGLPQAPPP
KSPPVVIQCQSRKRAEEKVEIILNAG
FFGFSLTPDLTEVLVIPKRNSHNFCE
DPNEIPKIHEFEYEIQFESEAMKSKL
ESCVALYMIEKSYDIMAKRITFIFNLV
FTPKKPLRSHITLKIECVTEGIWKFPI
MLIATEPDTDAVIDIEGVGLFKESVF
ELRLKSQTRNPEPFTAHFLPGSDLE
FFVKPQAGELLPFNTNGTLITVGFKP
KMYCRKYKATLVIQTEEMYWKYEIN
GLTPTTVPPKNAKAKIDATHKTHDN
MPVRPHNFVRENTKLIRTGVSSTIK
GAPLVKNQ




