========
ccfMax.m:

========

Determines the time-lagged correlation matrix.
==========

connection.m:

==========

Converts the time-lagged correlation matrix to the connectivity matrix.

The connectivity matrix is symmetric (no directionality of the network).

==========

testdata3.mat:

==========

For an example of usage of the programs, open the file testdata3.mat.

The dataset is a 100 x 4 matrix.

· first dimension = time (51 time points)

· second dimension = metabolites (4 metabolites)

The model used for simulating the data is described in:

Chassagnole, C., D. A. Fell, et al. (2001). "Control of the threonine-synthesis pathway in Escherichia coli: a theoretical and experimental approach." Biochemical Journal 356: 433-444.
testdata3 = the dataset.

labels = a 4 x 1 cell containing the names of the metabolites.

time3 = a 100 x 1 vector containing the time labels.

The dataset contains following experiment:

At t = 0, metabolite 1 is increased 20% from steady state. Every 9 seconds, metabolite 1 is increased with 20%.

For a demonstration of the program, write the following commands in the command window:

C=ccfMax(testdata3,50);
N=connection(C,55);

You get the following connectivity matrix:
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