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Introduction

Current advances Iin high-throughput ~omics yield a large amount of
biological data which needs to be interpreted in a correct manner.
Biological pathways can be supportive In this Interpretation by
representing the data in an abstract way and combining them with
our current biological knowledge. This project was Intended to
create pathways for toxicological research using WikiPathways [1].
Our focus was to create compound-specific and general
biotransformation pathways. Furthermore, expression data from
lconix Biosciences [2] was used to observe the effect of Tamoxifen

and Aflatoxin B1 on the detoxification process.

Results

Tamoxifen and Aflatoxin B1 are differently metabolized by various
liver enzymes and as such, are expected to have a different gene
expression profile.

For genes involved In detoxification, a noticeable difference in the
gene expression profile for both compounds was observed:
Tamoxifen exposure causes an up-regulation of FMO3, which Is an
important factor in the phase | biotransformation of Tamoxifen.
Regarding AKR7A2 and 7A3, known to be involved in Aflatoxin B1
metabolism, Aflatoxin B1 causes significant up-regulation of
AKR7A3 while the effect of Tamoxifen on these genes is less clear.
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Methods

All pathway content was generated within VWikiPathways using a combination of scientific
literature and online resources such as Reactome. Microarray data coming from custom
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