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Exoribonuclease-resistant RNAs 
in tick-borne flaviviruses

1. RNA structure conservation in TBF 3'UTRs 2. A ring is required for xrRNA functionality 

 

4. Synthetic biology application: Designing artificial xrRNAs and xrRNA riboswitches

3. Structural determinants of TBF xrRNAs
Comparing various xrRNA structures reveals notable commonalities. A 
central three-way junction (3WJ), consisting of stems α-γ, and two 
pseudoknots (PK1 and PK2), plays a pivotal role in ensuring the 
stability of the ring-like 
architecture. A high base 
conservation within the 
3WJ (>95%) implies the 
importance of additional 
tertiary interactions to 
achieve a correct fold. 
Conversely, a considerable 
sequence variability is ob-
served in other regions of 
the xrRNA, suggesting 
that a correct spatial posi-
tioning of the ring-like 
structure may be of 
greater importance.
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