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Gene expression changes in circulating leucocytes
reflect host response to many physiological and
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to discriminate viral samples in terms of classification
accuracy

A sparse logistic regression model using threshold cycle values resulted in 94% (17/18) leave-one-out cross-
validated accuracy. The only misclassification was a subject with SIRS (non-infectious) classified as viral.

Repeatability of Qvella FAST" HR Process The reproducibility of the measured relative threshold cycle values was <1 cycle based on the standard

- Healthy Donor 1 Healthy Donor 2 Healthy Donor 3 deviations over different sample preparations across multiple samples from different healthy donors.
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RT-PCR (Ct) STDEV STDEV STDEV
Infection Markers Conclusion

Marker 1 27.48 0.93 27.24 0.65 27.18 0.62
The objective was to demons_trate _proof of pr_lnC|pI_e to Marker 2 28 58 0.62 59.34 0.68 59.84 0.62 This feasibility study success_full;_/ rr_leasur(_ed host gene expression signatures in about 45 minutes in a
measure host gene expression signatures in patient | sample-to-answer format to discriminate viral from non-viral infection.
samples for viral and non-viral infection. House-keeping Genes

HPRT1 29.08 0.55 29.18 0.89 30.50 0.94

HSPCB 25.26 0.55 24.67 0.90 25.96 0.95
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