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D Entry name |organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion
088935 SYN1_MOUSE [Mus Synapsin-|54.123816 S36;539;546;T48;S55;T56;S67;S71; |S9;S39;562;S67;T312;5427;5432;S4 |16452088;40885482;24280219;228 [MNYLRRRLSDSNFMANLPNGYMTD (True False 3.587 [5.0 2.651
musculus (1 'T87;T88;T94;S260;T262;5432;5434; |34;S437;S438;S551;5553;S568;S60 [26440;35822049;40021952;346785 |LQRPQPPPPPPSAASPGATPGSATAS

S436;S438;5510;T512;S518;T523;T
526;S568;T575;T613;T618;S642;T6
50

5;5664;5666;S684

16

IAERASTAAPVASPAAPSPGSSGGGGF
FSSLSNAVKQTTAAAAATFSEQVGG
GSGGAGRGGAAARVLLVIDEPHTDW
IAKYFKGKKIHGEIDIKVEQAEFSDLN
LVAHANGGFSVDMEVLRNGVKVVR
SLKPDFVLIRQHAFSMARNGDYRSL
VIGLQYAGIPSVNSLHSVYNFCDKP
'WVFAQMVRLHKKLGTEEFPLIDQTF
'YPNHKEMLSSTTYPVVVKMGHAHS
GMGKVKVDNQHDFQDIASVVALTK
TYATAEPFIDAKYDVRVQKIGQNYKA
'YMRTSVSGNWKTNTGSAMLEQIAM
SDRYKLWVDTCSEIFGGLDICAVEAL
HGKDGRDHIIEVVGSSMPLIGDHQD
EDKQLIVELVVNKMTQALPRQPQRD
IASPGRGSHSQSSSPGALTLGRQTSQ
QPAGPPAQQRPPPQGGPPQPGPGPQ
RQGPPLQQRPPPQGQQHLSGLGPPA
GSPLPQRLPSPTAAPQQSASQATPVT
QGQGRQSRPVAGGPGAPPAARPPAS
PSPQRQAGAPQATRQASISGPAPTKA
SGAPPGGQQRQGPPQKPPGPAGPTR
QASQAGPGPRTGPPTTQQPRPSGPG
PAGRPAKPQLAQKPSQDVPPPITAAA
GGPPHPQLNKSQSLTNAFNLPEPAP
PRPSLSQDEVKAETIRSLRKSFASLF

SD




