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Having manually curated 4% of the interactions we sought to infer what proportion of the uncurated interactions were likely to be true positives. The TM confidence score for each interaction (deduced by Biocontext) separates the true from false positives well. 
[image: Macintosh HD:Users:bensidders:Documents:daniel_jamieson:glm:boxplot1.png]

The true and false positive interactions have a mean confidence score of 0.3 and 0.1 respectively and are significantly different (two-tailed students t-test p<0.0001). We therefore fit a generalized linear model (GLM) following a binomial distribution with a logit link function to the confidence scores from the curated data, so that we could assign a probability of being correct to the remaining 36,732 grouped interactions.  

As shown in the plot below, conditional density estimates were used to determine the probability of an interaction being a true or false positive conditional on the TM confidence score.
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[bookmark: _GoBack]In essence we find that interactions with a TM confidence score >0.28 are likely to be true positives.  Using this measure we predict that 5,816 of the remaining interactions are more likely to be true positives than false positives
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