UniprotkB Entry name |organism full loglcnacscore o.glcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion en(.lop lasmic golgi plasma extr.‘acellular
ID name sites sites reticulum apparatus membrane [region
P38042 CDC27_YEAST |Saccharomyces [Anaphase- |24.475439 NaN NaN 33229814 MAVNPELAPFTLSRGIPSFDDQALST |[None None None [None None None None None None
cerevisiae promoting IIQLQDCIQQAIQQLNYSTAEFLAELL
complex IYAECSILDKSSVYWSDAVYLYALSLF
subunit LNKSYHTAFQISKEFKEYHLGIAYIF
CDC27 GRCALQLSQGVNEAILTLLSIINVFSS

NSSNTRINMVLNSNLVHIPDLATLN
CLLGNLYMKLDHSKEGAFYHSEALA
INPYLWESYEAICKMRATVDLKRVFF
DIAGKKSNSHNNNAASSFPSTSLSH
FEPRSQPSLYSKTNKNGNNNINNN
IVNTLFQSSNSPPSTSASSFSSIQHFS
RSQQQQANTSIRTCQNKNTQTPKNP
AINSKTSSALPNNISMNLVSPSSKQP
TISSLAKVYNRNKLLTTPPSKLLNND
RNHQNNNNNNNNNNNNNNNNN
NNNNNNNIINKTTFKTPRNLYSSTG
RLTTSKKNPRSLIISNSILTSDYSITLP
EIMYNFALILRSSSQYNSFKAIRLFES
QIPSHIKDTMPWCLVQLGKLHFEIIN
YDMSLKYFNRLKDLQPARVKDMEIF
STLLWHLHDKVKSSNLANGLMDTM
PNKPETWCCIGNLLSLQKDHDAAIK
IAFEKATQLDPNFAYAYTLQGHEHSS
NDSSDSAKTCYRKALACDPQHYNAY
IYGLGTSAMKLGQYEEALLYFEKARSI
NPVNVVLICCCGGSLEKLGYKEKAL
QYYELACHLQPTSSLSKYKMGQLLY
SMTRYNVALQTFEELVKLVPDDATA
HYLLGQTYRIVGRKKDAIKELTVAM

NLDPKGNQVIIDELQKCHMQE




