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Pathways analysis
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Statistical analysis of molecular signatures

Transcriptomics

Upload gene expression data
and perform enrichment analysis
based on gene sets derived from
popular databases like GO,
KEGG and Reactome

Start analysis

Proteomics

Upload protein data and perform
enrichment analysis based on
protein datasets like SMPDB, or
map proteins to comesponding
genes and perform a gene set
analysis.

Start analysis

miRNomics

Upload miRNA data and perform
enrichment analysis based on
miRNA categories like miRDB or
miRTarBase, or map miRNAs o
gene targets from popular
databases and perform a gene
set analysis

Start analysis

Genomics

Upload SNP data and perform
enrichment analysis based on the
popular GWAS and PheWAS
catalogs. This will identify traits
associated with your uploaded
variants

Start anal
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Statistical analysis of molecular signatures

Upload Data

Select your data source:

) a GSE file containing data of both, the sample and the reference group

) two GDS files for the sample and the reference group

D a text file containing a list of identifier with or without scores in a tabular format
@® a list of scores in a tabular format

Help

Your options:

+ a GSE file enter a valid GSE identifier (e.g
GsE18072 ). The comesponding GEC Series .soft
file is then downloaded to the GeneTrall 2 server
automatically. In a next step, you may specify the
sample and the reference group.
two GDS files enter valid GDS identifiers (e.g
GDs2161 and Gps2162 ) for the sample and
reference group, respectively. The corresponding
GEO Data Set _soft files are then downloaded to
the GeneTrail 2 server automatically.
a text file upload a plain text file containing
identifier with or without pre-computed scores
The values have to be whitespace separated
(identifier list, score list, matrix)

= alist paste a pre-computed list of scores. The
valias havs tn he whiteenars canarated




Analysis of transcription factors
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Transcriptional Regulatory Relationships
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1. Search a gene in TRRUST database

Submit a query gene below.

Tables for human genes and mouse genes included in TRRUST.

Species: ® Human © Mouse

|TNF
|

| **Examples™

regulator

2. Find key regulators for query genes
Submit a set of genes for a function/pathway/phenotype. (Min=5, Max=500)

Each gene name must be separated by comma, tab, white space or new line.
Input format: Entrez Gene ID (79923) or Gene Symbol (NANOG)

Species: ® Human © Mouse

| “*Examples™

Example gene sets

#1: 33 DEGs perturbed by ESR1 knockdown in human breast tumors.
Muthukaruppan et al., Clin Breast Cancer, 2017
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