FIGURE LEGENDS

Figure 1
Cluster analysis
Cluster and expression plot of Holm corrected of the index cohort of ICH patients and referents.  Reading the cluster expression plot from left to right, the initial n=8 columns represent the ICH samples, with the following n=18 columns the referent subject samples.  Gene clusters are defined by the dendrogram to the left and at the top of the expression plot.  The Affymetrix gene identifier for each gene found to be significantly altered is found in the final figure column.  Up-regulated genes are shown in violet and blue and down-regulated genes are shown in red and yellow. Increased intensity of color correlates with increased expression.  Clear patterns of up- and down-regulation reflect the alterations in gene expression associated with ICH.
Figure 2
Real time PCR Validation in Index Cohort
Real time PCR studies in ICH versus referent subjects confirmed altered expression of these two genes which were up-regulated on the array – IL1R2 and amphiphysin.

Figure 3
Real time PCR Validation in 2nd Test Cohort
External validation study in the 2nd external test cohort of subjects.  Amphiphysin expression (relative amount of mRNA) was tested using real time PCR in 4 referent subjects and 5 ICH patients (studied at 8 time points post stroke).  Increased amphiphysin expression was seen in 7/8 ICH samples relative to the referent samples.
APPENDIXES

Appendix 1
Raw data – CEL files
Appendix 2
Real time PCR Primers

	Gene Symbol
	Representative Public ID
	PRIMERS

	
	
	

	Up-regulated in ICH on array
	
	

	IL1R2*
	NM_004633
	F – CTACGCACCACAGTCAAGGAAG

R - TGCATCCATATTCCCCCCA

	IL1R2**
	NM_004633
	F- GGCCAGCAATACAACATCAC

R- CCCAGAAACACCTTACACG

	AMPH
	NM_001635
	F- TAGCAGCAATCAAAGGCATGC

R- TAGCAGCAATCAAAGGCATGC

	CD163
	NM_004244
	F- ACAGGTCGCTCATCCCGTC

R- CCCAAGGATCCCGACTGC

	F5
	NM_000130
	F- AAATCCCATGAGTTTCACGCC

R- CAGACCCCTAACTGGTGCTGTT

	S100A9
	NM_002965
	F- CGGCTTTGAGACAGAGTGCAA

R- CGCACCAGCTCTTTGAATTCC

	Down-regulated in ICH on array
	
	

	SEMA4C
	NM_017789
	F- TGTGGATGGTGAGCTGTACTCG

R- GTTGAGCCAAAAGGCCAGGTA

	IRF1
	NM_002198
	F- TGCCAGATATCGAGGAGGTGAA

R- TGACTTCCTCTTGGCCTTGCT

	CD6
	NM_006725
	F- TGACCACCTTCTACAATTCCC

R- AACTCTTCAAGTCCTTCCTCC

	Not significantly altered on array
	
	

	CASC3
	NM_007359
	F- TTCCCCACCCAGGTTTACATC

R- AAAGTTCATGACGCCTGGAGC

	NUCB1
	NM_006184
	F- GAATGTGGACACCAACCAGGA

R- TTCAAAGCGCCTCAGCTCTTC

	FDFT1
	NM_004462
	F- CGCAACGCAGTGTGCATATT

R- ACCGCCAGTCTGGTTGGTAAA


F-forward, R-reverse

*, ** separate gene probes/primers used for real time PCR
Primers used in real time PCR experiments

Appendix 3
ICH FDR List
The column headings refer to the following:

· M is the log2-expression level between two or more experimental conditions.

· A-value (A) is the average log2-expression level for that gene across all the arrays

· Column t is the moderated t-statistic. This has the same interpretation as an ordinary t-statistic except that the standard errors have been moderated across genes, i.e., shrunk towards a common value, using a simple Bayesian model.

· P-value uncorrected p value

· Adjusted p-value FDR/Holm corrected

· The B-statistic (lods or B) is the log-odds that the gene is differentially expressed

· Affymetrix Probe ID

· Gene Title

· Gene Symbol

· GO Biological Function

· GO Molecular Function

· GO Cellular Function

· Pathway
Appendix 4
ICH Holm List
The column headings refer to the following:

· M is the log2-expression level between two or more experimental conditions.

· A-value (A) is the average log2-expression level for that gene across all the arrays

· Column t is the moderated t-statistic. This has the same interpretation as an ordinary t-statistic except that the standard errors have been moderated across genes, i.e., shrunk towards a common value, using a simple Bayesian model.

· P-value uncorrected p value

· Adjusted p-value FDR/Holm corrected

· The B-statistic (lods or B) is the log-odds that the gene is differentially expressed

· Affymetrix Probe ID

· Gene Title

· Gene Symbol

· GO Biological Function

· GO Molecular Function

· GO Cellular Function

· Pathway
Appendixes 5a and 5b
Correlational Graph Analyses
The 84 correlational graph analyses are shown with correlation coefficients in Appendix 5a.  Red lines indicate negative correlations and blue lines positive correlations.  The gene names and putative pathophysiological functions (for some networks) are listed in Appendix 5b.

Appendix 6
Validation of gene expression in index cohort using real time PCR

Appendix 7

Overlapping genes between the current study and those found in the experimental ICH study of Lu et al (26).

