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Introduction

IS a

large amount of evidence that
non-coding RNAs may participate in many processes
of cell life, in particular, in transcriptional regulation

remodeling,

and chromatin

architecture maintenance. For the present various
technigues have been developed to determine
genome-wide localisation of both specific RNAs
(one-vs-all) and all RNAs on chromatin (all-vs-all).
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Fig. 1: Analysis Workflow.
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X-RNAs ID: 12 _
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Chromosome targets

RNA-Chrom database: Tracks

Metadata information: RNAs distribution:

(Name | escpn |
DatasetID 12 Xrna 41138 50000
Organism  Mus musculus protein_coding 20281 21843
Tissue Mouse oligodendrocyte progenitor cells IncRNA 8689 9959
Cell type mES RO08 cells pseudogene_P1 5412 10002
Data type  Allvsall scRNA 2139 8321
Method RADICL TEC 2068 3238
Genome tRNA 1259 4755
version miniy pseudogene U1l 1131 2716

Bonetti A., Agostini F., Suzuki A.M., Hashimoto K., snRNA 762 4387
Pascarella G., Gimenez J., et al. “RADICL-seq identifies miRNA 684 2202
HiRironce general and cell type—specific principles of genome-wide snoRNA 538 1507
RNA-chromatin interactions”, Nat. Commun. 2020; rRNA 514 1917
11:1018, DOI: 10.1038/s41467-020-14337-6, PMID: RNA 244 691
i pseudogene_TP2 233 300
GEO RN A s IO pseudogene TU2 203 272
GSM3852762,GSM3852763,GSM3852764,GSM3852765 e =
Flg 2: Metadata
X-RNAs ID: 18 Contacts
6_5739_b_mm10) Density
X-RNAs ID: 15 _
7_3984_b_mm10)
6
X-RNAs ID: 15
_10901_a_mm10) .

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

Results

Our resource “RNA-Chrom” (hitp://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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Track name
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all genes all genes
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GO Page
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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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