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Abstract: Pleiotropy is a common phenomenon in the genetics of cancers, which is rarely systematically evaluated. A
novel idea for identifying shared gene functional modules using biclustering was proposed in this paper to explore the
common molecular mechanisms among cancers and the relationships between different types of cancers. Gene expression
datasets for 20 cancers were obtained. And genes differentially expressing in at least two types of cancers were selected
using both moderated t-statistic and fold change to construct a 10417 x 20 matrix (gene-cancer matrix). 22 gene clusters

shared by cancers were found by using the biclustering method. Further, Gene Ontology (GO)-based enrichment analysis
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identified 17 gene functional modules (Bonferroni corrected P < 0.05). The involved biological processes primarily in-
cluded regulation of chromatids separation during mitosis, cell differentiation, immune and inflammatory response, and
collagen fibril organization. These modules undertook molecular functions of ATP binding and microtubule motor activity,
MHC class II receptor activity, endopeptidase inhibitor activity and so on. And their activity sites were mostly located in
cytoskeleton, chromosome, MHC protein complex, intermediate filament, fibrillar collagen and so on. The network con-
structed based on these modules indicates that gastric cancer, ovarian adenocarcinoma, cervical cancer and mesothelioma
were highly relevant to each other. However, the molecular mechanisms of two hematologic malignancies (acute myeloid
leukemia and multiple myeloma) seem very different from other cancers. It can be seen that gene functional modules shared
by cancers are associated with many biological mechanisms, and similarities among cancers are probably attributed to cel-
lular origin and shared carcinogenic mechanisms. The proposed method for analysis of pleiotropy in this paper will help

understand the common molecular mechanisms for complex human diseases.
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