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OLA-Simple is a low-cost, rapid, near point-of-care assay platform that detects HIVDR mutations. It contains:
§ Ready-to-go dried mixtures – easy assay set up
§ Lateral flow tests – visual readout
§ Interactive software “Aquarium” – 1st-time users previously showed 97% accuracy operating OLA-Simple [1,2]
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Background

<$20 reagents/
Patients

<4h total time
<10-min hands-on time*

Guided by software,
”Aquarium”

Demo presented at workshop in 2017

This presented work: OLA-Simple probes were developed for HIV-1 RT mutations in HIV subtypes A, B, C, D and AE, 
Targeted mutation sites were selected based on HIVDR results from Sanger consensus sequencing in children whose 
medications included abacavir. 



Methods
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§ Of 146 plasma samples tested, OLA-Simple successfully amplified 134 specimens (91.8%).
§ From successfully amplified specimens, 132 had OLA-Simple image data for analysis of 924 

codons which included 275 mutant, 612 wild-type and 4% indeterminate results. 
§ OLA-Simple detected 6 low-frequency mutant variants missed by Sanger (confirmed by 

laboratory OLA sensitive to 2% mutant); it misclassified 2.6% wild-type codons as mutant 
and 1.6% mutant codons as wildtype.

Results
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§ Phase I results. Genotype classifications of the results obtained both during the observed and unobserved runs had a 
100% agreements with the genotypes of the DNA controls.

§ Phase II results. 
Table 1. Summary of OLA-Simple results compared to Sanger with discordant results adjudicated by sensitive benchmark (laboratory OLA)



§ This in-field validation study serves as a significant step 
towards implementation of OLA-Simple in LMICs.

§ It reveals OLA-Simple’s 94.7% sensitivity and 96.3% 
specificity. 

Summary

Next steps:
§ Validation of prospective specimens  

§ Expanding OLA-Simple to detect dolutegravir mutations 

(Abstracts 23 and 60).

Conclusions:
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Researchers at NHRL ( I received permission to share 
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