1. Web Search
Searched ,Geo datasets” and , ArrayExpress” using term “EGFR Resistance”

l Found 40 Studies

2. Data sets Selection
Pooled 8 studies, 15 data sets comprising EGFR inhibitor Sensitive and Resistant cell lines

Txt. Files downloaded for non-Affy studies
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3. Pre-Process of Data
Affymetrix microarrays “CEL” files downloaded and unzipped. Data normalized and checked for quality
using RMAExpress (http:/rmaexpress.bmbolstad.com/)

l Data arranged in xls. files and saved as txt. files

4, Rankprod Analysis
Data combined from different platforms and analysed using Rankprod to get table and Image for top 6000 differentially
expressed genes in each study group (http:/Avww.bioconductor org/packages/release/bioc/ntml/RankProd.html)
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5. Annotations
Differentially expressed genes were annotated using DAVID. http://david.abcc.ncifcrf.gov/
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6. Identification of Differentially expressed Ontological Categories
Genes with P value better than1e-4 were analyzed using DAVID to get Charts and Clusters with
Gene ortologies over expressed in sensitive and resistant cell lines

Figure 1. Flow chart of metaanalysis procedure.



