Kyoto Encyclopedia of Genes and Genomes

Based on the KEGG database, KEGG enrichment analysis performs functional
annotation and pathway enrichment analysis of genes in the gene collection.
Usage:
1. Paste the gene list in the search box or upload the gene list file.
2. Adjust the parameters of the figure, including height, width, color, fontsize, fontcolor

and fontweight. Click “submit” to submit.

Kyoto Encyclopedia of Genes and Genomes:

KEGG is a database resource for understanding high-level functions and utilities of the biological system, such as the cell, the organism and the
ecosystem, from molecular-level information, especially large-scale molecular datasets generated by genome sequencing and other high-throughput
experimental technologies.You can also go to the kegg website (https://www.kegg.jp/) to get more information.
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Results :

1. The list showing the top 10 results of KEGG enrichment analysis. Click the link at the
top right to get all the results downloaded.

2. The barplot and dotplot of KEGG enrichment analysis results. Move mouse to drag the
slider on the left to control the range of data displayed in the figure. Click the arrow at

the top right to download the figure.
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