INVQKIRHALVRYNQDGVQKHNQKP
PRIGHGLTRVLYQPLSLQKLRDNRS
RMYNFDPAVENINPEYLEKKSEKDV
NTDSSGEGQSKPIFITPHKDESLLKV
IAKEHRKKYISSSSSMTSVLSQLHYLL
SNFRRLNIIDSSISKNFPQKNCNYSE
SAYFPSAVILRKKRNGICSIDSDRSLD
REIVLSVLGHYLEDFLTEKSLKNSSK
SENYHYSSIDEFIVRSQLDAYDPNLP
GTGVFDLKTRAVSAIRYDLSHVESN
NNQTGYEIDKVYGEFESLEREYFELI
RSALLKYSLQARIGKMDGIFVAYHNI
SKMFGFQYLPLDELDYIITHSSYNSKF
DSLLKEKNDITKGIYGEEDYILHYDR
DDRKIACLVANREFKMSMNLFSNIL
KHVEQLLNSSNTKWEKCKIMLKTEV
EEKRSKSGRFFNEPVLNIVALPLSPE
YEDKSLLVKDTSNEQLTEELLNLRS
YNENLLEEHLNSLVGFKVNVKHFY
HHHPNTTHLPDFALKKNDILDTESR
KYISDMMKRDWYKDIPSTQTPNFFH
IASDVSTWEVNSTFTDINDKQILRKLY
FKYLDVKLNALKNQVITRQEPDMSK
KDEIMNRIKSLQARNDHRDNGSNK
RYSNFGPTRLQTKLRAYAKKGALRR

KLLERSNKFHI

UniprotkB Entry name |organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular cytosol [nucleus mitochndrion enc}oplasmnc golgi plasma extl"acellular
ID sites sites reticulum apparatus membrane [region
P32606 PT127 YEAST |Saccharomyces [Putative 24.475439 NaN NaN 33229814 MGFYNCRFLSRRLSVEPCRIGSAAK |None None None |None None None None None None
cerevisiae mitochondrial SYQQRSIYHFGAALTNAPSGRETPDK

translation LRSDLHSALEMVDEIYDTNSTVEDIG

system NKEKGGRQKYTEEMDKAINLLKTNI

component KKEYRHDKYLERTKVGTYPGRRTYP

PET127 GRRTYPARRTYPASRTYSDSNSYTFR




