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https://ngdc.cncb.ac.cn/gen/
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® Data Sources
G GSA GED ENATO: ) DRA

A Specias: 30

A Datasats: 323

A Samples: 50,500

A Calls: 15,540,169

A Publications: 293
000

® Unified Analysis

Raw data
Y Reads QC
Alignrment
Mapping QC
Exprassion profiles
Alternative splicing iscforms
RMA editing evenis
Circular RMAS

Bulk: 157
SC: 166

Transeriplomic profiles
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® Multiple Species
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Structured Metadata

Dataset Curation
* RMA type
= Saguencing sirategy

» Seguencing quality & quantity

Sample Curation
» Sample characleristic
* Biglogical condition

« Experimental protocol
» Agsessing quality

Gene Annotations

@ Basic Information
» Genomic leeation
* Functional description
Expression Pattern
* TS/HK gene
* Up/Diown regulation

Association & Ontology
» Editome-disease association

* Intemal control gene
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Transcriptomic Profiles

GenelTranscript
@ * Raw counts/FPKMTPM
RMNA Editing
@ = Editing events/lewals

Alternative Splicing
@ = SE/AISS/ASSSIMEXERI

Statistics
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Online Tools

Bulk
+ Differential expression
+ Co-expression network

+ Functional enrichment
+ Gane regulatory netwark

Single Cell
= Cell cluster graph
+ Trajectory inference

+ Cell type annotation
+ Marker gene identification
= Functional enrichment
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@Gene Expression Nebulas (hitps:/ingde.cnch.ac.cn/gen)
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