Data:  
Full data:   
Our data had a pretty even split of AD & Non AD samples  
Any potential bias in samples selected?  
How to reconcile AD risk in model vs AD risk in literature?   
~10% risk (citation needed)   
Any issues in descritization?  
Justification for descritizing age>65  
Not all cases could be defined as EOAD/ LOAD  
Assumption that AD cases who died at or under age 65 were EOAD  
Brain Region  
Issues with hippocampus vs. non hippocampus  
Positives of highlighting hippocampus  
Is there a defined normal range for brain regions?  
Are there more females than males with AD   
Studies suggesting females have more AD   
Training Group:   
How does this compare to the total dataset?  
How does this compare to the real world  
Test Group:  
How does this compare to the total dataset?  
How does this compare to the real world? 
Training Group to Test Group  
Are these differences significant?   
Structures:  
GMLS 
What this tells us about relationships   
Are the different distribution states different from total/ test samples?  
Why? 
Confounding Structure:  
What this tells us about relationships   
Justification for using confounders  
Why the Log Likelihood is lower 
Model Accuracy: 
ROC curves are exactly the same 
Differences in Tests  
GMLS   
Not great: 70% max  
Why this may be  
Test vs. Leave One Out vs. Cross Validation vs. ROC: Which is superior?   
Confounding Structure   
How it compares to GLMLS  
Why is it exactly the same  
Any relevant information out of it   
How can I make more accurate model? 
Comparison between Findings per group:  
GMLS:  
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:   
Why AD may have less dysregulations in gene expression 
Confounding Structure :   
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:   
Differences:  
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:   
Similarities:  
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:  
Unresolved/ Unclear :   
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:   
Literature Findings per group that support results :  
APOE:  
APP:  
PSEN1:  
PSEN2:  
Age:  
Sex:  
Brain Region:  
AD:   
Initial Conclusions 
All genetic variables had a majority of normal expression  
This can point out the role of other genes/ genetic factors such as alleles  
Mechanism expected to be different for those who are older (need citation) 
Lingering questions/ Future Directions  
How can I tell if the gene expression changes are significant?   
Are there different gene expression patterns among individual regions in the neocortex/ limbic system/ cerebellum?  
Are there any gene expression patterns we are specifically looking in?   
Ethnicity/ Race added as a variable?   
How do EOAD vs LOAD models differ?  
How do PSEN1 mutant expressions differ?   
How do models for those age>65 differ when group is further subdivided? 
How can we expand this network with other genes?

