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D Entry name organism| o oglcnacscore oglcnac sites  [phosphorylation sites PMIDS sequence intracellular |extracellular cytosol [nucleus mitochndrion reticulum  |appa

Q60865 CAPR1_MOUSE [Mus Caprin- 45.841649 T265;S418;T428(S10;S113;S333;S341;T623;T634;T6 (34887587;40885482;25153642;374 [MPSATSHSGSGSKSSGPPPPSGSSG |[False False 3.796 (3.4 1.498 1.919 1.845
musculus (1

37;T649;T660;T663;T668

53647;28528544;28135057;346785
16;29187734;39950214;40997131

SEAAAGAAAPASQHPATGTGAVQTE
IAMKQILGVIDKKLRNLEKKKGKLDD
'YQERMNKGERLNQDQLDAVSKYQE
VTNNLEFAKELQRSFMALSQDIQKT
IKKTARREQLMREEAEQKRLKTVLE
LQYVLDKLGDDDVRTDLKQGLSGVP
ILSEEELSLLDEFYKLVDPERDMSLR
LNEQYEHASIHLWDLLEGKEKPVCG
TTYKALKEIVERVFQSNYFDSTHNH
QNGLCEEEEAASAPTVEDQVAEAEP
EPAEEYTEQSEVESTEYVNRQFMAE
TQFSSGEKEQVDEWTVETVEVVNSL
QQQPQAASPSVPEPHSLTPVAQSDP
LVRRQRVQDLMAQMQGPYNFIQDS
MLDFENQTLDPAIVSAQPMNPTQN
MDMPQLVCPQVHSESRLAQSNQVP
VQPEATQVPLVSSTSEGYTASQPLYQ
PSHATEQRPQKEPMDQIQATISLNT
DQTTASSSLPAASQPQVFQAGTSKPL
HSSGINVNAAPFQSMQTVENMNAP
'VPPANEPETLKQQSQYQATYNQSFS
SQPHQVEQTELQQDQLQTVVGTYH
GSQDQPHQVPGNHQQPPQQNTGFP
RSSQPYYNSRGVSRGGSRGARGLM
NGYRGPANGFRGGYDGYRPSFSNTP
NSGYSQSQFTAPRDYSGYQRDGYQQ
NFKRGSGQSGPRGAPRGRGGPPRP
NRGMPQMNTQQVN




