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Abstract: As microarray data available to scientists continues to increase in
size and complexity, it has become overwhelmingly important to find
multiple ways to bring inference though analysis of DNA/mRNA sequence
data that is useful to scientists. Though there have been many attempts to
elucidate the issue of bringing forth biological inference by means of
wavelet preprocessing and classification, there has not been a research effort
that focuses on a cloud-based classification analysis of microarray data
using Wavelet thresholding in a Cloud environment to identify significantly
expressed features. A novel methodology that uses Wavelet based
Denoising to initialize a threshold for determination of significantly
expressed genes for classification is discussed. Additionally, this research
was implemented and encompassed within cloud-based distributed
processing environment. The utilization of Cloud computing and Wavelet
thresholding was used for the classification 14 tumor classes from the Global
Cancer Map (GCM). The results proved to be more accurate than using a
predefined p-value for differential expression classification.
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