}Jl;l iprotKB Entry name |organism full name oglcnacscore o-glcnac iphosphorylation sites PMIDS |[sequence intracellular |extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi I eth:a'
sites reticulum apparatus membrane [regio
Q05812 MSC3_YEAST [Saccharomyces [Meiotic sister- [24.475439 NaN S57;S64;S127;S151;S155;S363;T64 (33229814 MVFGFTKRDRRVPDLSRYDYYYQNH [None None None [None None None None None None
cerevisiae chromatid 6;S660 EDYNKSPQLSAAAASAASAASPDRT
recombination NYSRSHSLVSHAPSIPRQRSSVKSPG
protein 3 RRLSTSSAAPPTSRAAAKQYSQKTYS

LRSQRSGEYHLHPPGYTTNGSRMN
SMTSGANVRRNYGKNKSTAGNNND
SRANSITVKTTQVTDPSGRTQSITKK
TIRKINGYEYVETTTTTKNLVPLGDS
QRHFDEFSENYMLQDDDILEEQAS
DNIHDIIEENETDNEKPYSPVSESHL
QDDSELNVEKPDFPLGSYFHHKYST
DVMPLEEESSLSNFSDALDYIPPTH
QTSSKYIHNKRKQASTTRRKKRPPA
IVKNAEAEAKKPLTEAEMYLKALEVA
KRNVYHTDAASDNASAPLGSNKSRK
SRMGQKMTLRSSSDSPTATANLVKS
NVEVQPKRFTSSFFSRNTKSAPHEV
HNHSVSTHFKSNKAVDPVPEPKSAN
TGLTDKEMYDQALKIAQARYYNSHG
IQPEAVDNSTTAAKPRQVGVSHLGS
' TGSIPPNEQHYLGDSEIPVQSEVHEY
EPIPLQKTKTTGSSKNKFKTMFDKVL
QFSQENYGYQHKKEQGEQTPVTRN
IAEESFPAASISEGVTTAKPSSNEGVM
TNPVVTDSPSPLQQQIDSTTASSNG
QSQGNVPTSAVASTTRTRSPELQDN
LKSSSSLLQDQTPQRQEDATDPTTSS
TNELSAAEPTMVTSTHATKTIQAQT
QDPPTKHKKSSFFTKLFKKKSSR




