}Jl;l iprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation g1y g sequence intracellular |extracellular cytosol [nucleus mitochndrion endoplasmic golgi plasma extracell
name sites [sites reticulum  |apparatus membrane [region
Q8IYW2 CFA46_HUMAN [Homo Cilia- and |20.509114 S14 NaN 37217939;39894887;30379171 MDLVITQELARAESQQDAASLKKAY |False False 1.266 [0.984 0.375 False False 0.375 False
sapiens |[flagella- ELIKSANLGKSEFDPSESFSPDLFVL
associated CAEQALKMRQPEVSEDCIQMYFKVK
protein 46 IAPITQFLGRAHLCRAQMCAPKSAEN

LEEFENCVTEYMKAINFAKGEPRYY
FLVYNASVLYWQMVRPFLKPGYRH
HLIPSLSQIINVLSQTEEEDKEWRAE
LMLELLECYLQAGRKEEAARFCSTA
IAPFIKSHVPQKYRQIFSVMVRHELM
DELQLKEEKKNSISLSVTFYINMLKA
KAEQNDLPGDISVILRKAYRHLGHY
NHQRFPSISEEKMLLLFELARFSLTL
KCMEISSACLSDLKKMESKDPGKLI
EMECLECESEALRLESKMKVYNRAA
IVEAQLDIIQRLDVALQRAVRLGDPRV
IHVVCATQWNTCLPLLQHNLRHHL
RKPLAGVADVLEKLDSLMTLLRCQV
HMEMAQIEEDEDRLEPATEHLRKA
IARLDSLGLYRDRIQMASTRLRLCTTL
[YQAPERAEDKAIMAVEQAKKATPKD
SVRKKRALLVNAGLALAPDAFQIVLD
SENEAKVSTGKNRGRFTYLCAKAW
HHTVSVDKAAGHLRRLGNENDKERI
QIWAELAKVARKQGVWDVCRTASRF
CLLYDNVKVKKLRLRRGKKKRGRDG
SVQDTWSQPEVVLQRQVCPDLLRKF
IAEVGFIHAEATVHLLRSEGVELNDR
IATPPEDLSQHPAGYVPEPPEVNAEWI
TYRTWIESLSRCAMNNWLRSAEIGQ
EIQEAWIVQNAVVYVLNHNHHLILA
GRQKELVDALYHLLSIVKATGHSGD
PVMLVTLCNTLARGLIISWIPVQAAE
KSRKFMRPNAFHSPLDAGATSEIKT
IAVEVCEFALNLTNGSAPEETVPTGT
RQQLIATWVKAKQLLQQQIGPRLGT
EEQGTNEDVSSVTRVLVALEMYSCN
GLGLMDFTVPSLAQLVKMASECNW
SDPLVELQTLTRLTHFAHAARDHET
TMACAHRALEMGIKYLKKFGPEESR
LVAEMLCTATAIQGRSIMENLKGRK
QLRLVAAKAFTESARFGGIAGSSALV
MLAARHYWNAWLPLLSSAVYRKKA
KGALKRLIGIINKTEARKQEKGKTLL
LHQWPTADFQGGGTTEGYFLPGAE
DDLALRAALYGLLFHSHADQDDWE
GGLKVLDEAVQVLPRTAHRLLIFKH
MVIVKAKLGQNFSMEIQKFKAESED
YLARMWHRLALNSPSVSGELACYN
NAIQALQKPEMEWQKVEYLMEFGQ
WLHHRHFPLEDVVFHLRWAVEILLA
MKPPGDVPEPQPTPDGEYVAVEMPP
RSPVSEAEEAVSLEQLRSVRQLEALA
RVHILLALVLSPGAEGYEDCCLAAYA
FFRHIWQVSLMTAGKSVLENRPLAA
TSSHLLLPKKEKENERSKEKEKERS
KEKENERSKEKDKEKGKEEKVKEPK
QSQSPAPIKQLEDLPMSIEEWASYSC
PEEVLSVLKQDRSDSTVNPSSIQKPT
'YSLYFLDHLVKALQKMCLHELTVPV
LQLGVLISDSVVGSKGLSDLYHLRLA
HACSELKLREAAARHEEAVGQVCVS
ELEQASCRKEIALKKEKNKEPLLEES
LPALNEQTLPVQPGEIKPLDAKDKIL
KMNGETGRDLDGTSFPHLWMLKAE
VLLEMNLYQPARLLLSEAYLAFQEL
DEPCAEAQCLLLLAQLANKEKNYGQ
IAKKMIAQAQHLGGSEEFWYNSTLTL
IAEALLSMEHSGREATVCHIFQKLIN
IAFKILKKERPNRLPLLEFMITDLEAR
CLSLRVRVAQHSAVTEPTECSLLLKE
MDDGLLEIERKFIDCGCKENCVDVK
LERAKIKRLRAQNEKDEEQKTAYYLE
IAYGLAQGAVAEEEGRLHSIQGLYGL
IAQGAMAEEEGRLHSVQGLLSLQDL
QNVNTPLMRKLARLKLGLVEMALD
MLQFIWEEAHGQQSEQGSLEKLLA
DYLQNTSDYTSVGLQWFTLKRTLAH
GALAQLGSLQPLSVGCVEIRARLLGL
IAGRALHLLAMQADPVHPTCYWEAG
PSVGAKLSGLKSLELEVEEEGATKSS




RDPPASRAAPEEHCRRGEDLKRRM
VLAQQYLAQASEVLLQCLQVALGSG
LLDVAAAASLEMVECVGTLDPATTC
QFLALSQSCSASETMRDVLLAATAN
TSSSQLAALLQLQHQLRCQDRTTTS
LGARVEQRLAAVSKAWQNLCVTEQ
HFNLLNEMPPTFWILFLHLSGDRSR
LYGAAYEKPKFITAAKGKVQAVGGSC
KVMRLAISPTAFSHLLACAQQFRKQ
TQAQVYSEDMALNIGSEPEGLQVEE
KERPVQRLSSVLGPLEELLQPLFPLL
SLSKARVQTPAVVADSGKSKGKDKE
RKTSTGQHSTVQPEVADKIVLVADR
HLLELPLEGLSVFDEGTISSVSREFS
LQMLWNRLHKEETEGGVKKEGRSR
DPKKRSLAKKGRKGSIPRTIPPDCIIV
DSDNFKFVVDPYEEAQGPEMLTPVS
ITQDILERFQDTFTSRWAGHLGSKH
FPSQAQWEQALGSCSGFFFYGMES
FLSHILVERLVAMNLQECQVAVLLD
LARSYQSLKRHMESVEHRRSVGRW
EANWRNSASPSEDEWRRGGEPRRG
FSDLEGQAAAAPKLRAPSHHAQLGP
VWAAAPSHRVVQAWTCLPSAAGAPA
LASALGSAPLPTHPHLPAPIPSSQLA
LPFLGLSPALGAASARDPPPATSRKA
IAAWTSSSACLCAPWGLRRGWSCVS
SRGQDKGGLPLAALVLSCLDQKTIQT
VSLFLI




