Additional file 1. Normalization, filtering, and analysis of microarray data derived from CDV treated and
untreated cells.

Flow chart of the microarray experiments that was applied to obtain our data sets.

HPV* and HPV cells
Incubation with 50 ug/ml CDV for 72 h
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Affymetrix Human Genome U133 Plus 2.0 arrays
54,000 probes (38,500 genes)
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Data normalization (RMA) and filtering (MAS)

!

LIMMA (P-value < 0.05; fold change > 2) with Benjamini-Hochberg correction
Determination of differentially expresse probe sets
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Data sets
SiHa Hela HaCaT PHKs
152 upregulated 132 upregulated 662 upregulated 1329 upregulated
38 downregulated || 14 downregulated ||362 downregulated||219 downregulated
Bioinformatics analysis (IPA)
Determination of differentially expressed genes
Canonical pathways, transcription factors & functional analysis
SiHa Hela HaCaT PHKs
108 upregulated 105 upregulated 464 upregulated 971 upregulated
32 downregulated || 11 downregulated ||231 downregulated|| 150 downregulated




