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S1 Fig.  Microarray workflow from sample preparation to data analysis and 

validation. Total RNA were extracted from all the samples and pre-determined for their 

concentration and integrity before proceed to cDNA amplification and labelling. All the 

labelled cDNA samples were used for targets preparation. The prepared targets were 

subsequently hybridized to the arrays, followed by washed, stained and scanned to get the 

image files. The captured microarray image files were analysed via GCOS (Command 

Console and Expression Console; Affymetrix Inc, Santa Clara, CA, USA) to get the CEL 

intensity files. The CEL intensity files were then summarized via data pre-processing to get 

the Robust Multi-array Average (RMA) signals (expression values). The significantly 

differentially expressed genes were detected via Limma analysis (Smyth, 2004). Pathway 

analysis was conducted with Partek ® Genomic Suite™ 6.6 beta and GeneGO Metacore™ 

Pathway Analysis software. The microarray data was validated with AFM and fluorescence 

imaging and QuantiGene gene expression analysis. 

 


