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Bioinformatics analyses have become long and difficult as it involves a large number of steps
implemented for data processing. Bioinformatics pipelines are developed to make this process easier,
which on one hand automate a specific analysis, while on the other hand, are still limited for investigative
analyses requiring changes to the parameters used in the process.
In order to facilitate bioinformatics analyses, several computational automated platforms have been
developed to generate pipelines which can search and link computational tools and software. These
include Taverna, GenePattern, and Galaxy [1-3].

Recently, Chen & Chang [4] has developed a knowledge-base called Bioinformatics ExperT
SYstem (BETSY) which is a backward-chaining rule-based expert system consisting of an
inference engine to produce workflows.

A backward-chaining expert system consists of a knowledge base of rules, which works backward from
the goal meaning a set of inputs called antecedents is converted into a set of output
called consequences, and then corresponds to a software. Later, the inference engine reasons on the rules
until it finds one with a consequent which matches a desired goal/output, and then finally generates a
workflow.
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The BETSY provides a command-line interface and available at https://github.com/jefftc/changlab
[4]. A
https://bioinformatic
user first searches in the knowledge base for desired output and then BETSY develops an sreview.com
initial workflow

to produce that data which is later examined by the user. The user can optimize the parameters, the
algorithm to preprocess the data, and normalize it depending on the task.
Currently, BETSY consists of modules required for the microarray and next-generation sequencing data
[4] such as expression analysis, classification, peak calling, and visualization [4].
For further reading, click here.
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