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Additional Figure 4 – Stability of candidate reference genes in cerebellum. 

Expression stability plot showing the average expression stability (M) for the 

remaining genes following the sequential elimination of the least stable gene at each 

round in cerebellum of control and AD subjects (A), control and PD subjects (B), and 

control and DLB subjects (C).  Least stable (left) and the two most stable (right). 

 
Additional Figure 5 – Pairwise variation of the candidate reference genes in 

cerebellum. 

Pairwise variation analysis to determine the optimal number of reference genes for 

use in RT qPCR data normalization from cerebellum of control and AD subjects (A), 

control and PD subjects (B), and control and DLB subjects (C).  To determine the 

optimal number of genes required for geometric mean normalization, geNorm 

calculates the pairwise variation (Vn/Vn+1) between sequential normalization factors 

(NF) (NFn and NFn+1).  A large variation indicates that the gene included at that stage 

has a significant effect and should therefore be included for normalization. 

 
Additional Figure 6 – Stability of candidate reference genes in cerebellum and 

medial temporal gyrus. 

Expression stability plot showing the average expression stability (M) for the 

remaining genes following the sequential elimination of the least stable gene at each 

round in cerebellum and medial temporal gyrus of control and AD subjects (A), 

control and PD subjects (B), and control and DLB subjects (C).  Least stable (left) and 

the two most stable (right). 
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