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Text S1 - Script for estimating filtering thresholds with an approach based on ROC curves.

The following lines can be run in the R environment, please note that implementations different from the
following one are possible, and they might affect the estimated thresholds.

# the data of the table below the script are to be included in an object named “y”
fitl <- glm(reads ~ label, family="quasipoisson", data=y) #estimate the false positives
predictions <- data.frame(label = y$label, pred = NA)

predictions[,"pred"] <- predict(fitl, type="response")

#estimate cutting tresholds
require(pROC)
rocl <- roc(as.factor(predictions$label), predictions$pred, quiet=T)

coords(rocl, "best")[1] #threshold

#data: see the following table. Load the reads per taxon (rows) in a sample
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