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Toward an Integrated Database for RNA-Targeted Drug Discovery
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data tracks

TOTAL RESOURCES

TRACK DISTRIBUTION BY CATEGORY

14

categories

DATA TYPES

B Expression (Morii Lab, organoid)
B Semi-extractable RNAs (Hirose Lab)
Bl Gene annotation
RNA-miRNA interaction
B RNA structurome
B Disease-associated RNAs
B RNA-RNA interaction
B RNA-RBP interaction
B RNA modification
B Expression (public RNA-seq)
B RNA-Ligand interaction
B Subcellular localization
Repeat

B Transcription start sites
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Semi-extractable RNAs
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RNA-seq profiling of semi-extractable RNAs across diverse human cell lines and

E

Expressmn (MoruLab)

Morii Lab — Organoid RNA-seq

Comprehe e expre n profiling of human lung organoids using RAMDA-

conditions, including drug treatments, knockdowns, and lung organoid models. seqand Smart—seq protocols. Includes IPF cytokine treatments, MIR205HG

Covering both conventional and improved extraction protocols. knockdowns, drug responses (Entinostat, DQzG), and time-course experiments
across 9 project series.
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Kawai Lab — NMR-based RNA-Ligand Affinity Database

NMR-based screen
against 5 small molecule compounds (Risdiplam, NCD, CPFX, 738, 1024) with
affinity classified as High, Medium, or No Binding. Includes secondary structure
visualization via fornac.

ing of RNA-ligand interactions. Each RNA sample is tested

RNA Samples Compounds Affinity Tests

> Homo sapiens (hg38)

Hamada Lab — Pan-Disease RNA Annotation

Genome-wide pan-disease RNA annotation derived from Japanese patient
cohort RNA-seq data (NBDC/JGAS). Covers 39 disease, /tissue con ditions

including liver cancer, gastric cance , leukemia, myositis, and normal

r, lung cancer,
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HelLa, Conventional RNA extraction, minus strand
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PanDiseaseRNA: Genome-wide pan-disease RNA annotation derived from

patient cohort RNA-seq data (TCGA/GTEx) supplemented with Japanese cohort data
(NBDC). It captures disease-associated expression and splicing changes across disease
and normal conditions, supplying the disease-relevance axis for ranking RNA targets

alongside ligandability and selectivity.
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Semi-extractable RNA:

across diverse human cell

RNA-seq

lines and conditions.

profiling of semi-extractable RNAs
These condensate-embedded,

architectural IncRNAs represent a distinct class of structured, functionally constrained
RNAs, providing a unique target-prioritization layer for RNA-targeted small molecule

drug discovery
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Organoid RNA-seq: Comprehensive expression profiling of human lung

organoids using RAMDA-seq and Smart-seq protocols.

Includes IPF cytokine

treatments, MIR205HG knockdowns, drug responses (Entinostat, DQzG), and time-
course experiments across 9 project series.
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RNA-Ligand:

NMR-based screening of RNA-ligand interactions.

Each RNA

sample is tested against 5 small molecule compounds. RNAmotifProb was used to
extend the experimentally screened RNA sequences to the full human transcriptome.
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