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[ Abstract] Objective To integrate the gene expression profiles of heart disease animal models and patients,
systematically characterize the differences in gene expression, screen differentially expressed genes, analyze the similarities
and differences of gene expression, and provide a basis for animal experiments and comparative medicine research.
Methods Microarray and transcriptome data of heart disease animal models and patients were downloaded from a public
database. Data were sorted by species and disease type and stage, standardization and removal of batch effects were
performed, data were converted in the available format for the database, and an online database was built. Results The
comparative transcriptomics database of heart disease animal models realized global searching and queries of genes and

functional pathways, and analysis of gene expression in humans and mice, diseases, tissues, and stages. It also
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interactively displayed sample expression profiles, visualized gene expression, and facilitated comparative analysis. The

database allowed online differential gene mining, enrichment and identification of functional pathways, exploration of the

biological processes of susceptibility genes involved in regulation, explanation of the susceptibility mechanism, and online

data analysis. Conclusions

A comparative transcriptomic database of heart disease animal models was established to

provide data resources and online analysis tools to study heart disease.
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Figure 1 Homepage of the database
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Table 1

Sample property information of database

FEAF Bt Sample name #% 3 Form

FHL )7 2L Obtain access

PEAK % Sample
Y Fh Species

i H ID Project ID

BAGZE A Assay type

Human/mouse. . .
GSEXXX
Microarray/RNA-seq

Ji5 # Disease type Disease type full name

Wiy Disease stage Early/mild/end stage

ZH 25 A Tissue
/i & Strain
AE Age
[ [8] Time

Full name of tissue

Full name of strain

12 h/24 h/48 h. ..

% 3L A £ FR Transgene

WT or transgene name

LS 43 #H Treatment
24 44 Boxplot subgroup
RS HA Paired True/false

GSM GSM number

Treat/mock

disease_species_tissue_time_GSE number_genotype

1 week/5 weeks/10 weeks. . .

Description of boxplot dataset

Splice group information
Metadata
Search selection
Search +filter+metadata
Metadata+literature supplement+
manual correction
Metadata+literature supplement+
manual correction
Metadata
Metadata+literature supplement+manual correction
Metadata+literature supplement+manual correction
Metadata+manual correction
Metadata+literature supplement+
manual correction
Metadata+manual correction
Metadata
Manual correction
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Figure 2 Single gene expression comparative analysis

Bar plot showing gene expression profiles (Human)

Heatmap plot showing gene expression profiles (Human)
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Figure 3 Multiple gene expression analysis
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Figure 4 Parameter selection of integrated difference analysis
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Figure 5 Heatmap of correlation results for samples
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Figure 6 Differential gene volcano map
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Figure 7 Data management background
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