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% BioModels Database

BioModels Home ~ Models ~ Submit  Support  About BioModels ~ Contact us
Proctor and Gray. (2010). GSK3 and p53 - is there a link in Alzheimer's disease?

July 2013, model of the month by Martina Frohlich
Original model: BIOMD0000000286

Alzheimers disease (AD) is the most common form of dementia [1]. It was first reported by Alois Alzheimer in 1906
and is most often diagnosed in people over 65 years (exception: earlv-onset AD). Most common symptoms are
difficulty in remembering recent events, confusion, agitation, trouble with language, and at later stages loss of bodily
functions and death. At present, there exists no possibility to cure the disease.

AD is characterized by the loss of neurons and synapses and the atrophy of the affected regions in the cerebral
cortex, temporal and parietal lobe, and the hippocampus [2], regions that are important for language, processing of
auditory and sensory inputs and memory.
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The GSK3/p53 hypothesis for AD. For description read the main text. The image was reproduced
from [4]

& 1 BioModels Database[9]

84 EXYT | A AEIMHESEOF Hlo]E] 421 9] A BH O £3F



is of v ites - pathway

[ Pathway menu | Organism menu | Pathway entry | Hide module list | User data mapping ]

KEGG module
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