
Figure 1. JEV genomic organization. (A) Schematic of the JEV Genome. Shaded regions indicate the

portions of the TRs investigated. (B) Computationally predicted secondary structure of selected JEV 5’ TR

RNA (green) and 3’ TR RNA (red) in complex.

JEV Terminal Regions

Figure 5. Size Exclusion Chromatography paired with DAWN light scattering detector and Wyatt

Refractometer. (A) Visual representation of SEC-MALS equipment . (B) Depiction of laser light scattering and detection. A Series of 18

detectors ranging from 15° - 160° utilized to measure light scattering from biomolecule. Direct measurement of molecular weight derived from

scattering.

Conclusions

JEV TR RNA Interacts in vitro

Figure 3. Computational Determination of theoretical binding likelihood from base pair interactions.
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Figure 2. Pipeline for 

biophysical analysis of JEV 

Terminal Regions.
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BFlaviviruses are a family of single stranded (+) sense RNA viruses which have

been responsible for global concern such as the recent outbreaks of Zika and

Dengue. Flaviviruses are highlighted by both the World Heath Organization and the

Centers for Disease Control as global health threats(1). These viruses have highly-

conserved terminal regions (TRs). The 3’ TR consists of approximately 700

untranslated nucleotides, varying virus to virus(2).
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