Figure E1
B) MAD-AD Datasets

A)
Author Database ID Patients Paired (LS/NL)  ChipID
Beck et al. 2014 GSE59294 16 7 GPL570
Khattri et al. 2014 GSE58558 19 16 GPL570
Gittler et al. 2012 GSE36842 7 7 GPL570
Suérez-Farifias etal. 2011 GSE32924 14 11 GPLS70
c Total 56 41
2 Records identified though Additional records identified
5 database searching through other sources
E (n=28) (n=0)
c
@
K
— + * C) Meta-Analysis Workflow
P Recordsafter duplicates removed
(n=27) Read/Summarize CEL Files
o GCRMA) [ [ ]
4=
c
o
e A 4
® Records screened - Records excluded S Normalization
(n = 27) . (n = 14) (Robust-Quantile)
Full-text articles Full-text articles fAdjust for Batch Effects |
E assessed for eligibility »| excluded, with reasons (ComBat/SVA)
2 (n=13) (n=9) = —
=]
] — ~
A4 Filtering | f
Studies included in - (SD>0.1 and ICC: means>0.2) D
qualitative synthesis —
Meta-Analysis ] B
8 v (Random Effect Model)
S ~— I —
% Studies included in
£ quantitative synf[hesis —
(mezﬁ azni'f’s's) Downstream Analysis
— (DEG Comparisons, Networks,
Pathway and Gene-Set Enrichment)




