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Original Article

Quantification, normalization and statistical analyis

We utilized the affy package of functions of statistical scrip-
ting language 'R' integrated into the Bioconductor project
(http://www.bioconductor.org/) as described previously.10 Using
histograms of perfect match intensities, 5' to 3' RNA degrada-
tion side-by-side plots, or scatter plots, we estimated the qua-
lity of probes and hybridizations. To normalize raw data, we
used a method of variance stabilizing transformations
(VSN).11

To compare the normalized data from Peg-G-CSF-mobilized
CD34+ cells and G-CSF-mobilized CD34+ cells, we used the
significance analysis of microarrays (SAM) algorithm v2.23

(http://www-stat.stanford.edu/_tibs/SAM/), which contains a sli-
ding scale for a false discovery rate (FDR) of significantly up-
and downregulated genes. All data were permuted 1000 cycles
by using the two classes, unpaired data mode of the algorithm.
As a cut-off for significance an estimated FDR of 5% was cho-
sen by the tuning parameter delta of the software. 
The significance level for each gene was given by the q-value
(lowest FDR at which the gene is called significant).
Moreover, a cut-off for fold-change of differential expression
of 1.2 was used. Hierarchical cluster analysis was performed
by the hclust function of the R software using an average lin-
kage clustering algorithm.

 



Supplementary Table 1. 
Selection of genes with significantly differential expression levels 

(q-value <5%) in CD34+ cells after mobilization with either Peg-G-CSF or
G-CSF


