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| Intestinal Diseases

Diseases name :

Omics level:

Hot genes:
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Spatialomic
Details Gene Name Species Tissue Biotech Categories Expression Range Biotech N Unit Title
Human colorectal carci, Spatial Proteomics 0~1450.512207 CODEX 258385 Coordinated Cellular Neighborhoods Orchestrate Antitumoral Immunity at the Colorectal Cancer
Summary 2 0
Gene Name: GFAP-NERVES Sample ID: reg020_B Tissue: colorectal carcinoma
Biotech Categories: Spatial Proteomics Species: Human Biotech: CODEX
N Unit: 258385 Expression Range: 0~1450.512207 Project: https://data, y.com/d 1

Title: Coordinated Cellular Neighborhoods Orchestrate Antitumoral Immunity at the Colorectal Cancer Invasive Front
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| Summary
Project: Disease: Normal Species: Homo sapiens
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2 A1BG-AS ENSG00000268895 0.1485 0.1236 0.8733 0.7962
3 A1CF ENSG00000148584 0.2387 0.0186 0.1082 0.1942
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Single Cell Omics

What is Single Cell Omics?

Single-cell Omics is a field of biology that aims to study and analyse the molecular properties and functions of individual cells within an
organism, including the genomes, transcriptomes, proteomes, and metabolomes of individual cells. The field has evolved thanks to high-
resolution technologies that allow scientists to delve into cellular diversity, heterogeneity, and interactions at the single-cell level. Below are the
main components of Single Cell Omics: (1) Single-cell analysis techniques: Single-cell genomics relies on highly accurate experimental
techniques such as single-cell RNA sequencing (scRNA-seq), single-cell mass spectrometry (scMS), single-cell protein mass spectrometry
(scPMS), and single-cell metabolomics. These techniques allow the measurement and analysis of biomolecules in individual cells. (2) Studies of
cellular heterogeneity: Single-cell histomics can reveal differences and heterogeneity between individual cells within cell populations. This helps
to understand the diversity of different cell types, states and functions. (3) Cell development and differentiation: the study of changes in gene
expression in individual cells during development and differentiation can help us understand cell fate decisions and tissue development. (4)
Disease research: Single-cell genomics can be used to study cellular changes in disease onset and progression, helping to identify potential
therapeutic targets and biomarkers. (5) Immunological studies: Single Cell Omics helps to gain insight into the function, interaction and
response of various immune cells in the immune system. (6) Drug Screening and Individualised Medicine: Based on the information from single-
cell genomics, drug screening experiments can be carried out to find treatments suitable for individual patients.

Metabolomics

What is Metabolomics?

Metabolomics is a subfield of systems biology that studies the composition, structure, quantification and dynamics of all metabolites or small-
molecule metabolites in an organism. Metabolomics aims to gain a comprehensive understanding of the metabolic network in organisms to
reveal the physiological state of organisms, biochemical processes and the interrelationships between biomolecules. The main components of

metabolomics include: (1) Metabolites: Metabolomics studies metabolites, which are the products of metabolic reactions in organisms,
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