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geneXplain® platform 7.5 release

New methods:

This release of the geneXplain platform introduces ability to launch Gene Ontology
(GO) functional classification on Zebrafish, Arabidopsis, Nematoda, Fruit fly or
Baker’s yeast gene lists and to further visualize the obtained results with a tree map
diagram. Human, Mouse and Rat species are still supported since previous releases.

You will find the functional classification tool under the:
Analyses - Methods - Functional classification:
- Functional classification - for performing the GO-based classification of the
studied gene set

- TreeMap on Functional classification - for visualizing the results of functional
classification in a form of a colorful tree map

Example visualization of the GO functional classification result for Arabidopsis gene
set:
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https://platform.genexplain.com/bioumlweb/#de=analyses/Methods/Functional%20classification/Functional%20classification
https://platform.genexplain.com/bioumlweb/#de=analyses/Methods/Functional%20classification/TreeMap%20on%20Functional%20classification

Example visualization of the tree map constructed on the results of GO functional
classification by molecular function for Arabidopsis gene set:
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Database updates:
X HumanPSD™ is updated to version 2024.2 (December 2024).
X TRANSFAC®is updated to version 2024.2 (December 2024).

X TRANSPATH®is updated to version 2024.2 (December 2024).

Ensembl databases were updated to the following versions:

e Ensembl Human 112 (hg38)

e Ensembl Mouse 112 (mm10)

e Ensembl Rat 112 (mRatBN7.2)

o« Ensembl Zebrafish 112 (GRCz11)

o« Ensembl Nematoda 112 (wbcel235)

o« Ensembl Fruit fly 112 (dm6)

o« Ensembl Saccharomyces Cerevisiae 112 (sacCer3)

« Ensembl Schizosaccharomyces Pombe 112 (ASM294v2)
« Ensembl Arabidopsis Thaliana 112 (TAIR10)

Please note that with the new release the analysis results might vary from the
previous ones.



