UniprotKB Entry name [organism full name oglcnacscore oplcnac p.h osphorylation PMIDS [sequence intracellular extracellular cytosol [nucleus mitochndrion enc.loplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
P38321 IYB75_YEAST |Saccharomyces [Uncharacterized |24.475439 NaN S105 33229814 MGSNKEAKNIDSKNDRGLTSITSNK |[None None None [None None None None None None
cerevisiae protein ISNLKAHDNHTSSMITEHKNADKEK
'YBR225W GKQEKESRNGTTQSSSSVESHSPQV

SHHSDKLSSFDSPLHLPNFRLADDL
FSNSSRRSSDSAASSSVSKLKSAQLS
KIGLHHHHTSNNKHSHRSGTPTSEV
KANYSPDPSAPRFIVSNMVGNGRGG
GGLHGATSNVVKKLHSRKKWDWNT
LPASDSSLLIKTVSGNHNLINICIDGE
FKQIMYDPNHNELFNRMDLFLSFN
MDSSPEDSLIFAKKRLRSYIDFLTKY
LESRKYAFECYPFNIENIINIETEVKC
FPSFDPLKDYSEIESLIQLWLAQSQK
FLLQSNSFFFSSEVVEELIKRKPTTR
QHSNPTISTTSNKISDPTLYIQQLDIE
IANSPRPVISDPLDEIDILLIRPLHKTL
GGWQLAYDEPSLNIADFALDLSPW
MIDSSDNDAQNKNASEIAPEYLTNL
QNYLPRKGSRAKIVSDEQEVIELNSS
NASEYMYDCMNRKFFTDDAKERIS
RNNFNQGVEEDPLNDQFASSRSLSL
PSSGADAVKRKKSPTKATKKSGFVN
FFKRKHSQLASTSHTTSPSVSPSISS
SSSPKIQPQSHISSPPRTEKAPHVKS
ANQAHQNEWLENFFCRTLNNYKEI
DLPTQFILPKEVKRSSNAQLQPEDEP
PLSSPISSNSDNSFPNEGLDRAKSAA
IYGKEYLKLRLPFASDTIPAVICPWV
WTSLSYYKWKALLREIYRSIIPGGYAL
AIVPDLRISNTYYTGILGNADAEKAN
NSSEEFLTTKERDKTFDAMAIDAINK
GLHIHPTKHLTRTFKDVGFTGIKSSV
LSLKTGDFKTDMGFLNEFNSLDMW
DYMLRRQLPDSSCPPKDTDPTTLFK
RYVEEHIGKIDDNAGCFRTLYVVAQK
PKLPYTK




