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                To the Editor:
Chromatin-state annotation using combinations of chromatin modification patterns has emerged as a powerful approach for discovering regulatory regions and their cell typeâ€“specific activity patterns and for interpreting disease-association studies1,2,3,4,5. However, the computational challenge of learning chromatin-state models from large numbers of chromatin modification datasets in multiple cell types still requires extensive bioinformatics expertise. To address this challenge, we developed ChromHMM, an automated computational system for learning chromatin states, characterizing their biological functions and correlations with large-scale functional datasets and visualizing the resulting genome-wide maps of chromatin-state annotations.


                
                
                    
                        This is a preview of subscription content, access via your institution

                    

                    
                        
     
    
        
            
                Relevant articles

                
                    Open Access articles citing this article.

                    	
                                
                                    
                                        Epigenetic profiling reveals key genes and cis-regulatory networks specific to human parathyroids
                                    
                                


                                
                                    	Youngsook Lucy Jung
	, Wenping Zhao
	 … Michael Mannstadt


                                

                                
                                    Nature Communications
                                    Open Access
                                    07 March 2024
                                

                            
	
                                
                                    
                                        A low-input high resolution sequential chromatin immunoprecipitation method captures genome-wide dynamics of bivalent chromatin
                                    
                                


                                
                                    	Janith A. Seneviratne
	, William W. H. Ho
	 … Melanie A. Eckersley-Maslin


                                

                                
                                    Epigenetics & Chromatin
                                    Open Access
                                    10 February 2024
                                

                            
	
                                
                                    
                                        MAGPIE: accurate pathogenic prediction for multiple variant types using machine learning approach
                                    
                                


                                
                                    	Yicheng Liu
	, Tianyun Zhang
	 … Ning Shen


                                

                                
                                    Genome Medicine
                                    Open Access
                                    08 January 2024
                                

                            


                

            

        
    

                    
                

                

                Access options

                


                
                    
                        
                            

    
        
            
                
                Access through your institution
            
        

        
    



                        

                        

    
        
        

        
        
            
                
                Access through your institution
            
        

        
            
                Change institution
            
        

        
        
            
                Buy or subscribe
            
        

        
    



                    
                

                
    
    Subscribe to this journal
Receive 12 print issues and online access
$259.00 per year
only $21.58 per issue

Learn more



Rent or buy this article
Prices vary by article type
from$1.95
to$39.95
Learn more



Prices may be subject to local taxes which are calculated during checkout



  

    
    
        
    Additional access options:

    	
            Log in
        
	
            Learn about institutional subscriptions
        
	
            Read our FAQs
        
	
            Contact customer support
        



    

                
                    Figure 1: Sample outputs of ChromHMM.
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