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Introduction

Recent advances in micro-array technology have allowed gene expression measurements to be made
on a whole-genome scale. Previous research has focused on identifying related genes by studying
related simultaneous patterns of gene expression [2, 4]. Other research has focused on studying the
simultaneous dynamics, or rate of change, of gene expression [5]. In this study, we focus on identifying
genes based on non-simultaneous correlated behavior patterns of expression.

2

Methods and Results

Expression data of yeast, measured by Eisen, et al. [3] at 79 data points under diﬀerent conditions
are analyzed. Both static and dynamic Relevance Networks [1] are constructed from the data, taken
with time lags of one and two data points. The issues of appropriate time scale of measurements and
time lag of analysis complicate the analysis and serve to increase the already large search-space. It is
hypothesized that this methodology can identify causal relationships in which the expression behavior
of one gene leads to a delayed pattern of expression of another.
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