
SUPPLEMENTARY FIG. S1. Possible biological processes involving the differentially expressed genes. Gene expression
in FP-ASCs and hASCs was analyzed using the Human Gene 1.0 ST array (Affymetrix) and subjected to an Ingenuity
Knowledge Base search using the IPA application. Molecular interaction networks detected were (A) ‘‘Cell Growth and
Proliferation, Cell Morphology and Cell Death’’ Network 1, score = 82. (B) ‘‘Cell Movement, Cell Signaling and Cell–Cell
Interaction, and Cell Development’’ Network 2, score = 34. Indicative graphs showing genes differentially expressed in FP-
ASCs and hASCs, shown in green (FP-ASCs > MSCs) or red (FP-ASCs < MSCs). Color intensity reflects the fold change
(FC) in expression. Uncolored symbols connect genes excluded from the list of selected genes. (C) Table of array results
showing expression levels for genes selected for validation by real-time polymerase chain reaction (RT-PCR) in the different
networks. hASCs, human adipose-tissue-derived MSCs; FP-ASCs, fast-proliferating phenotype; MSCs, mesenchymal stro-
mal cells; IPA, Ingenuity Pathway Analysis.




