}Jl;l iprotKB Entry name organism [full name |oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion enc}oplasmw golgi plasma eXtI:aCEIlulaI
sites reticulum |apparatus membrane region
Q7TSG2 CTDP1_MOUSE [Mus RNA 25.685855 NaN S530;S664;5730;5830;S860;S863 (39627609 MEAPPAAGVPTECTPAVAGAEVRCP (True False 1.495 [4.098 [0.915 0.514 False 0.652 0.566
musculus |polymerase GPTPLRLLEWKVAAGATVRIGSVLAV
1I subunit A CETAASAQPAGPAPARAASGGCVRA
C-terminal ARTERRLRSERAGVVRELCAQPGQV
domain 'VAPGALLVRLEGCSHPVVMKGLCAE
phosphatase CGQDLTQLQSKNGRQQVPLSTATVS

MVHSVPELMVSSEQAEKLGREDQQ
RLHRNRKLVLMVDLDQTLIHTTEQH
CPQMSNKGIFHFQLGRGEPMLHTR
LRPHCKDFLEKIAKLYELHVFTFGSR
LYAHTIAGFLDPEKKLFSHRILSRDE
CIDPFSKTGNLRNLFPCGDSMVCIID
DREDVWKFAPNLITVKKYVYFPGTG
DVNAPPAARETQARRKVNHSSKGG
DALEQALSVRDPEDGRPAPGVEHSN
GLGKASRELNGGEAVPGVFPSKADE
KEAWPLTRASPASSSSGHEPTEAPE
LPVSCEWDGRTTPGVQPTQGDAATQ
DLDFDLSSDSESSESSSRSEGQRAP
APQERTKAAPEHSGPQDTSGGRAAA
SPLGESGPSIHPHDKGSDLDTQEEG
ERDSLCGLGNGSVDRKEAETESQNS
EQSGVTAGESLDQSVGEEEEEDTDD
DDHLIHLEEILVRVHTDYYTKYDRYL
NKELEEAPDIRKIVPELKSKVLADVA
VIFSGLHPTNFPVEKTREHYHATALG
AKVLTQLVLSPDAPDRATHLIAARAG
TEKVRQAQECKHLHVVSPDWLWSC
LERWDKVEEQLFPLIDDDTRTHRDN
SPAVFPDRHSVLPTALFHPTPIHSKA
HPGPEVRIYDSNTGKLIRMGPQGSA
PAPSSAPLNHGEPSSFRAVQPHQQQ
MFGEELPESQDGEQPGPARRKRQPS
MSEAMPLYTLCKEDLESMDKEVDDI
LGEGSDDSDIEKKKPEDQDNEQERA
PKPRKPRAPGIRREQPVGLPSSGERS
TPGMRGPRGHKRKLNEEDAASESS
GESSNDDEEGSSSEADEMAAALEAE
LNDLM




