UniprotKB Entry name organism full oglcnacscore og.]lcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus i membrane [region
Q8NDM?7 |CFA43 HUMAN Homo Cilia- and [31.140179 NaN NaN 39894887;34105348 MAQGRERDEGPHSAGGASLSVRWYV (False False 1.547 |1.5 False False False False 2.0
sapiens [flagella- QGFPKQNVHFVNDNTICYPCGNYVI
associated FINIETKKKTVLQCSNGIVGVMATNI
iprotein 43 PCEVVAFSDRKLKPLIYVYSFPGLTR

RTKLKGNILLDYTLLSFSYCGTYLAS
YSSLPEFELALWNWESSIILCKKSQP
GMDVNQMSFNPMNWRQLCLSSPS
TVSVWTIERSNQEHCFRARSVKLPL
EDGSFFNETDVVFPQSLPKDLIYGPV
LPLSATIAGLVGKEAETFRPKDDLYPL
LHPTMHCWTPTSDLYIGCEEGHLL
MINGDTLQVTVLNKIEEESPLDRRN
FISPVTLVYQKEGVLASGIDGFVYSFI
IKDRSYMIEDFLEIERPVEHMTFSPN
YTVLLIQTDKGSVYIYTFGKEPTLNKV
LDACDGKFQAIDFITPGTQYFMTLTY
SGEICVWWLEDCACVSKIYLNTLAT
IVLACCPSSLSAAVGTEDGSVYFISVY
DKESPQVVHKAFLSESSVQHVVYDQ
QGIFLLVGTAEGKVFIINANSSSSFQI
IGFTEVAKDILQISTVSLLETDIVEVM
IVLSSLPEAGRSRLEMFTLPTLLPQVS
TTFADERGRLKDEIIHKYLYELEHAL
SSAVLGFQSNQIYGFCSQVPYICSYL
LPEEEHTGIYILKPYKKVQSRQYGPG
LLYLSSHGLWLITIAKCGILCIRDVYT
LETFAWCRSHSHQGHGIQSMRISM
DGQNILVNGRDDGTLVYLKWKRFG
GHLASEILDYYQKLLISLSSAMDKEN
HYLSTTPKVSVDLGSDSEHTKQKAS
TDLSQDELVLTDVKKEIPWIQQKSQE
IAIKKEVNLFSKKRKEIKQGIKSLSKTI
LNMMEENDKLENIAKLDQQEFGLD
LEELERLHDESQEEVAKMIKDVEM
HNLAKSYLAELIKEECWNSMAVKGR
IALKCFHIPCVVENFPMKARTVEELK
ELERVLQQKKIEAECLKLRKEIVEAQ
SGVKLIKQRHEEDDEEEEEEDKTVK
[YSNLPNYLLGSLSTDFGVDTSLLSSQ
LELHSREEKINQIILLKDITYKVKTVF
NNEFDAAYKQKEFEIARVKERNVRI
REIILDLELEEAVWQPEFEDCEKPER
TLVVQDEEITAHKHIKPWHKAKELIV
NHEKEHWLLIQDASTRLRALMDMM
GGVLEVKKEDILRMVIPQPAFMAKP
DAVWTEEERKQFKDYEKKVKELNE
ERDKYRKSLEAELKKLQNSIQESTQ
IAFDEHLKRLFERRVKAEMVTNQEEL
KISNLAFSLLLDEELSSREKFLNNYL
TRKQHEKSQTSEAVRKSREDLDVCK
EHYDNLLAEDKVMDRSFKKEFSEIP
GHQVDILYKLFKRRPRISKQKTHSET
TSVVPFGELPGSGKLNKDAFAQLMK
IAMDELDNISNMPEGLDPLVWNHFC
MTRRAKVENEQKVKQKAADLLEMA
TFLQKRVEEEEKVQQEIERVFHELIL
LQEEKVRFQLNLTIQILLKQGQVELE
NFQLVLEYSDAILINKNIIEDLNSVIR
TQGQKKVASMMESKDVHKRILQIE
WEHKKMEMEREDLNQKAWDIQML
FFSRDRQKYLNEPNYEALISIQIGIM
EQTIAVLDKMHKKNVENCKKLLKKL
GKFSNQKDIANYALSCNLREELVAV
SERKDICNAMGSKLTCEKIVKERYE
NMMQQQKLTNISKQQAEQISILQTE

IVERLRMKTFPALVQM




