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
P09798 CDC16_YEAST |Saccharomyces [Anaphase- |24.475439 NaN NaN 33229814 MKFCLYCCHCYIVICGKATHYYKSSK [None None None [None None None None None None
cerevisiae promoting IATSNLKSSNRVLMRNPMSPSEQHS
complex QHNSTLAASPFVSNVSAARTQQSLP
subunit TDAQNDRLQQPWNRTNTATSPYQS
CDC16 LANSPLIQKLQANIMTPHQPSANSN

SNSNSITGNVVNDNNLLASMSKNS
MFGSTIPSTLRKVSLQREYKDSVDG
IVVRDEDNDEDVHNNGDAAANANN
DRESKLGHNGPLTTTTLTTTTTATQL
DVSELSAIERLRLWRFDALMQHMY
RTAEYIADKVYNISNDPDDAFWLGQ
IVYYNNNQYVRAVELITRNNLDGVNI
LCRYLLGLSFVKLQRFDDALDVIGEY
NPFSEDPSTTAANTMSNNGNNSNT
SQPVTDGGIKMESSLCFLRGKIYFAQ
NNFNKARDAFREAILVDIKNFEAFE
MLLSKNLLTPQEEWDLFDSLDFKEF
GEDKEIMKNLYKINLSKYINTEDITK
SNEILAKDYKLADNVDVVRSKVDICY
TQCKFNECLELCETVLENDEFNTNI
LPAYIGCLYELSNKNKLFLLSHRLAE
TFPKSAITWFSVATYYMSLDRISEAQ
KYYSKSSILDPSFAAAWLGFAHTYAL
EGEQDQALTAYSTASRFFPGMHLPK
LFLGMQFMAMNSLNLAESYFVLAY
DICPNDPLVLNEMGVMYFKKNEFV
KAKKYLKKALEVVKDLDPSSRTTISI
QLNLGHTYRKLNENEIAIKCFRCVLE
KNDKNSEIHCSLGYLYLKTKKLQKAI
DHLHKSLYLKPNNSSATALLKNALE
LNVTLSLDASHPLIDKSNLMSQASK
DKASLNKKRSSLTYDPVNMAKRLRT
QKEIFDQNNKALRKGGHDSKTGSN
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