UniprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(_ioplasmlc golgi P

ID name sites reticulum |apparatus|n

P26231 CTNA1_MOUSE [Mus Catenin 34.200749 NaN S264;S295;5297;T634;S641;T645;S (34887587;22645316;36288343;375 [MTAVHAGNINFKWDPKSLEIRTLAV [False True 3.446 [2.88 1.382 1.197 1.101 5
musculus |alpha-1 652;S655;T658;S851 07081;37453647 ERLLEPLVTQVTTLVNTNSKGPSNK

KRGRSKKAHVLAASVEQATENFLEK
GDKIAKESQFLKEELVVAVEDVRKQ
GDLMKSAAGEFADDPCSSVKRGNM
[VRAARALLSAVTRLLILADMADVYKL
LVQLKVVEDGILKLRNAGNEQDLGI
QYKALKPEVDKLNIMAAKRQQELKD
[VGNRDQMAAARGILQKNVPILYTAS
QACLQHPDVAAYKANRDLIYKQLQQ
IAVTGISNAAQATASDDAAQHQGGSG
GELAYALNNFDKQIIVDPLSFSEERF
RPSLEERLESIISGAALMADSSCTRD
DRRERIVAECNAVRQALQDLLSEYM
GNAGRKERSDALNSAIDKMTKKTRD
LRRQLRKAVMDHVSDSFLETNVPLL
VLIEAAKNGNEKEVKEYAQVFREHA
NKLIEVANLACSISNNEEGVKLVRM
SASQLEALCPQVINAALALAAKPQSK
LAQENMDLFKEQWEKQVRVLTDAV
DDITSIDDFLAVSENHILEDVNKCVI
IALQEKDVDGLDRTAGAIRGRAARVI
HVVTSEMDNYEPGVYTEKVLEATKL
LSNTVMPRFTEQVEAAVEALSSDPA
QPMDENEFIDASRLVYDGIRDIRKAV
LMIRTPEELDDSDFETEDFDVRSRT
SVQTEDDQLIAGQSARAIMAQLPQE
QKAKIAEQVASFQEEKSKLDAEVSK
'WDDSGNDIIVLAKQMCMIMMEMTD
FTRGKGPLKNTSDVISAAKKIAEAGS
RMDKLGRTIADHCPDSACKQDLLAY
LQRIALYCHQLNICSKVKAEVQNLG
GELVVSGVDSAMSLIQAAKNLMNAV
[VQTVKASYVASTKYQKSQGMASLNL
PAVSWKMKAPEKKPLVKREKQDET
QTKIKRASQKKHVNPVQALSEFKAM

DSI




