A description of the Perl wrapper (John Herbert) used to run expr_est statistical software from Susko and Roger, Bioinformatics. 2004 Sep 22;20(14):2279-87.
For measuring differential expression between two EST libraries or between two pools of EST libraries, a Perl wrapper (run_expr_est.pl) has being written to help in reformatting the input to be compatible with the expr_est program. It will run on any machine that has Perl and the software from Susko and Roger 2004 installed. You just need to edit the line that points to the location of expr_est program on your system. 
Probably the simplest and most likely format of your data is in the form of gene name and the counts of ESTs from each of the two libraries (lines beginning with a # are ignored). E.g.

#Gene    LibraryA_count    LibraryB_count

GNL3    11      14

PTHR2    2      4 

GPR116    11      0

BRAC9   1      4 

A tab delimited file in the above format is the required input to run_expr_est.pl. The program takes two arguments:
1) The tab delimited file’s name

2) The output format argument, either “one” or “multi”

The second argument is because multiple genes can have the same counts of ESTs and as such, have the same result. You can either print out the results for each gene on a separate line using the “one” argument (one gene per line) or you can print out multiple genes on a single line (multi genes per line) using the “multi” argument. The output is printed to the STDOUT and apart from number of genes per line, is the same output as generated by expr_est.  

E.g. An example to run the script at a command line:
perl run_expr_est.pl input multi

