
The manual for

The ChIP-Atlas Target Genes tool is useful for identifying the target genes of given transcription factors 
(TFs) based on binding data from ChIP-seq experiments.



Settings

This is an example to search for the target genes of MYOD1. The ±5 kb regions from the transcription start 
sites (TSS) of these genes are bound by MYOD1.
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Result

The result matrix shows MYOD1 ChIP-seq experiments (columns) and potential target genes of MYOD1 
(rows).
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Result

For example, this circled cell indicates that MYOD1 in the myotube binds to the TSS ± 5 kb region of the 
SMARCD3 gene, with a MACS2 score of the ChIP-seq peak greater than 1,000.
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MACS2 score = –10*Log10[Q value]



Result

Click on the colored box to learn more about the MYOD1–SMARCD3 interaction in the STRING database.
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STRING database

The details of MYOD1–SMARCD3 interaction is shown in the STRING website, which is an interaction 
database of proteins and genes based on the information from many research papers.



Browsing ChIP-seq data

Click on an experiment ID to browse the ChIP-seq data (e.g., SRX341011).
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Browsing ChIP-seq data

The detailed information of SRX341011 is displayed. Make sure that IGV has been launched before clicking 
on “Visualize” and “BigWig”.
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Browsing ChIP-seq data

The ChIP-seq data of MYOD1 in the myotube (SRX341011) is loaded into the IGV. Enter the name of a 
potential target gene of MYOD1 (e.g., SMARCD3).
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Browsing ChIP-seq data

MYOD1 binding is evident around the SMARCD3 gene locus. 
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Sorting the result

By default, the results matrix is sorted by the average of the MACS2 scores for each row.
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Sorting the result

You can sort the result matrix by the data of your interest by clicking on the ▶ symbol.
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Sorting the result

STRING

You can sort the result matrix by the data of your interest by clicking on a ▶ symbol.


