endoplasmic |golgi

}Jl;l iprotKB Entry name organism [full name |oglcnacscore zgicsnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion reticulum |apparatus
Q9Y5BO CTDP1_HUMAN [Homo RNA 49.85353 NaN S395;S674;5740;5839;5869;S872 (8486697;40914422;11425311;2851 [MEVPAAGRVPAEGAPTAAVAEVRCP [True False 2.368 [4.846 [1.003 0.636 False
sapiens |polymerase 0447 GPAPLRLLEWRVAAGAAVRIGSVLAV
II subunit A FEAAASAQSSGASQSRVASGGCVRP
C-terminal IARPERRLRSERAGVVRELCAQPGQV
domain IVAPGAVLVRLEGCSHPVVMKGLCAE
phosphatase CGQDLTQLQSKNGKQQVPLSTATVS

MVHSVPELMVSSEQAEQLGREDQQ
RLHRNRKLVLMVDLDQTLIHTTEQH
CQQMSNKGIFHFQLGRGEPMLHTR
LRPHCKDFLEKIAKLYELHVETFGSR
LYAHTIAGFLDPEKKLFSHRILSRDE
CIDPFSKTGNLRNLFPCGDSMVCIID
DREDVWKFAPNLITVKKYVYFQGTG
DMNAPPGSRESQTRKKVNHSRGTE
VSEPSPPVRDPEGVTQAPGVEPSNG
LEKPARELNGSEAATPRDSPRPGKP
DERDIWPPAQAPTSSQELAGAPEPQ
GSCAQGGRVAPGQRPAQGATGTDL
DFDLSSDSESSSESEGTKSSSSASDG
ESEGKRGRQKPKAAPEGAGALAQGS
SLEPGRPAAPSLPGEAEPGAHAPDK
EPELGGQEEGERDGLCGLGNGCAD
RKEAETESQNSELSGVTAGESLDQS
MEEEEEEDTDEDDHLIYLEEILVRV
HTDYYAKYDRYLNKEIEEAPDIRKIV
PELKSKVLADVAIIFSGLHPTNFPIEK
TREHYHATALGAKILTRLVLSPDAPD
RATHLIAARAGTEKVLQAQECGHLH
VVNPDWLWSCLERWDKVEEQLFPL
RDDHTKAQRENSPAAFPDREGVPPT
IALFHPMPVLPKAQPGPEVRIYDSNT
GKLIRTGARGPPAPSSSLPTRQEPSSF
RAVPPPQPQMFGEELPDAQDGEQP
GPSRRKRQPSMSETMPLYTLCKEDL
ESMDKEVDDILGEGSDDSDSEKRRP
EEQEEEPQPRKPGTRRERTLGAPAS
SERSAAGGRGPRGHKRKLNEEDAAS
ESSRESSNEDEGSSSEADEMAKALE
IAELNDLM




