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New pipeline for rDNA and rRNA variant calling 
reference gap alignment (RGA) pipeline rDNA and rRNA variant calling showing co-expressed pattern



The co-expressed pattern visualized by in situ sequencing (SWITCH-seq)



Three variants chosen for haplotyping the 28S rDNA
Association of Variants

28S pairwise similarity in hESC



Variants leading to secondary structure difference

(dimethylsulfate)



The relative abundance of rRNA variants in expression data
expression pattern of each haplotype is tissue specific Some rRNA variants are cancer specific



Conclusions

• New methods (RGA, RIBO-RT, SWITCH-seq) enable comprehensive study 
of rRNA variations.

• The rRNA subtypes show structural differences and tissue-specific 
expression.

• Some rRNA variants are linked to cancer.

Future Directions

• Can the subtype be determined just by one variant not a combination of 
variants

• Does the subtype frequency differences exist in different population, or in 
people of different ages.


