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Introduction

GutUDB: A comprehensive multiomics database for intestinal diseases



Result: Overview of GutUDB

FIGURE 1 (A) The process of data collection and processing, as well as the construction 

procedure of the database website, incorporating four core functions (browsing, 

querying, visualizing, and downloading).

• 8 types of omics

• 6 types of species

• 56 types of intestinal 

diseases

• 11 types of intestinal 

tissues

• 63 types of intestinal 

cell lines

• 58970 genes



Result: Disease‐gene associations across 

distinct intestinal diseases

Figure S1 (A) The proportion of various intestinal diseases. Figure S1 (B) The top 10 genes associated with gene-disease.

260,790 disease gene associations



Result: Homepage

Four modules: omics, species, diseases, therapy

Navigation

Search for genes

Click to browse



Result: Overview of GutUDB

Gene details

FIGURE 1. (B) The expression levels of the METTL3 in 

different tissues. The data derived from GTEx. (C) Boxplot 

displaying gene expression difference between COAD and 

healthy tissues. p < 0.05 indicated that the expression of 

METTL3 was significantly different between the two groups. (D) 

Scatter plot showing the correlation analysis of METTL3 

expression between COAD group and healthy group. r = −0.02 

indicated that METTL3 expression almost no correlation 

between the two groups. (E) Survival analysis curve of POLE 

associated with COAD. 



Result: Overview of GutUDB

Figure S1 (D) Eight major omics information related to genes.



Result: THERAPY

Figure S1 (E) The therapy section contains chemical compounds, traditional medicine and probiotics.

• 6281 types of chemical 

compounds

• 393 types of traditional 

medicine

• 22 types of probiotics



Result: DISEASES

Figure S1 (F) Details page of the diseases section.



Result: SPECIES

Figure S1 (G) Details page of the species section.



Result: Omics

Click to view the content of each omic



Result: Browsing spatial omics and single‐cell

omics data of intestinal diseases

FIGURE 1. (F) The expression levels of CNPY3 in 

various cells and the presentation of expression 

maps in scRNA‐seq data.

The page details of spatial omics.



Result: Interactive visualization of bulk multiomics 

profiles related to intestinal diseases

FIGURE 1. (G) Tracks displaying the read coverage of H3k27me3, the m6A sites as well as RNA‐seq and SNP 

data in colorectal cancer on the MUTYH. 



Result: Interactive visualization of bulk multiomics 

profiles related to intestinal diseases

Figure S1 (H) The details page display of each dataset in genomics.

• 137 RNA‐seq data sets

• 7.9 million transcriptional 

profiles



Result: Chatdoc

Users can enter question keywords to get answers.



Summary

❑GutUDB is a comprehensive intestinal disease multiomics database. Currently, the 

database has included 260,790 disease-gene associations, involving eight major 

omics including epigenomics, genomics, transcriptomics, spatial omics, single‐cell 

omics, proteomics, metabolomics, and microbiomics data, spanning 56 distinct 

intestinal diseases across six various species. In addition, the database contains a 

variety of potential clinical treatments.

❑GutUDB integrates four core functions: browse, query, visualization and download, 

aiming to facilitate user access and use. Based on this database, researchers can 

conduct various omics data analyzes to explore genes related to certain intestinal 

diseases.

❑Database website： https://intestine.splicedb.net
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