
Detection of mRNA IsoformsIn Brain 
With Traditional Microarrays And 

Exon Array



Brain Transcriptome

ÅIllumina study

ÅWhat are AFS, pH, RIN, ACI?
ïWhat can these covariates show? 

ÅTranscriptome views of cortex and cerebellum
ïcDNAarray, U95, U133, Illumina.

ïCross-hybridizations

ïWGCNA view

ÅIndividual Differences or Polymorphic 
Transcript Variation



Raw 666  samples 
run on 111 chips

Separate into 6 brain 
regions

Scale normalization
Quantile

normalization

Quantile
normalization, 

median centering 
per region, per chip

ANOVA modeling to 
remove chip-cohort 

effects

Separate into 
regions

Illumina Slide Effects



QuantileNormalize Entire Dataset





Median Centered followed by Hyb-slide remove



Median Centered followed by Hyb-slide remove



Oligonucleotide Microarray



Probe Level Model Fit 

(PLM)- Speed & Bolstad

Log2 Expression (Anterior Cingulate)
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