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           Introduction

There is a large amount of evidence that 
non-coding RNAs may participate in many processes 
of cell life, in particular, in transcriptional regulation 
processes, chromatin remodeling, and chromatin 
architecture maintenance. For the present various 
techniques have been developed to determine 
genome-wide localisation of both specific RNAs 
(one-vs-all) and all RNAs on chromatin (all-vs-all).

Results

Our resource “RNA-Chrom” (http://rnachrom.bioinf.fbb.msu.ru/) not only 
stores RNA-chromatin data, but also provides analytical capabilities for quick 
and convenient comparative analysis of interactions: single RNA, RNA classes 
(Fig. 1).
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Experimental techniques
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Fig. 1: Analysis Workflow.
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Fig. 2: Metadata.

Fig. 3: A heat map that displays contacts density 
distribution over chromosomes for selected RNAs

Fig. 4: List of RNAs that interact with chromatin in this experiment. 
This table contains RNA loci, observed number of contacts, 

normalized contacts counts, and other important information that 
allows judging about the significance of the RNA.
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