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Figure S2. Comparison of quantification results from RT-ddPCR and qRT-PCR

Regression lines (orange lines) show correlations between DENV RNA from clinical samples
measured by qRT-PCR and RT-ddPCR with LLOQ and ULOQ filtering. The solid dots represent
measured counts within the limits of quantification. The open dots represent measured counts
below LLOQ or above ULOQ which were not included in the analysis. Diagonal lines represent
hypothetical trends in which results by two methods are identical. Plots are separated by serotypes:

DENVI (A), DENV2 (B), DENV3 (C) and DENV4 (D).



