
INVASTIGATING ONLINE RNA DATABASES



• DNA is static where transcriptome is dynamic. 

• Transcriptome, the set of all RNA molecules
expressed, varies across different tissue, 
developmental stages and under different
physiological conditions and disease state. 

• Its important to study transcriptome since it reflects
gene expression and since it can provide insights
about genetic disorder



• RNA molecules simply categorized;
• Coding

• Non-coding

• All RNA molecules are created by the process of 
transcribing DNA.

• Coding RNAs; formed when DNA is trancribed into
mRNA

• mRNA molecules are then translated into proteins by
translation mediated by tRNA and rRNA in addition to
proteins.

• Non-coding RNAs; tRNAs, siRNAs, miRNAs, rRNAs
• Function in various cellular processes without being

translated into proteins. 



Rfam
(http://rfam.xfam.org/)
• Contains information for RNA families

• Annotations for millions of RNA genes are also available

• Possible to view and download MSA 

• Investigate distribution of species in differet RNA families





MirBase
(http://www.mirbase.org)
• Contains published miRNA sequences and their annotations

• Contains information about the sequence location and sequence of 
the predicted hairpin portion of the miRNA transcripts searched for.

• It’s possible to search a miRNA by its name, its genomic location, its
sequence and tissue expression





GWAS Catalog
(https://www.ebi.ac.uk/gwas/)
• Currated collection of human SNPs can be found in the GWAS Central, 

formerly known as the Human Genome Variation Database

• SNP entries have been subjected to an additional quality check and
are completely annotated.

• Biomarkes can only be identified by GWAS

• For diagnostic purpose


