
variances as the whole database. It is important to note that the model was specifically
designed to describe data that were automatically extracted from literature and to “clean”
the data—the whole point of doing a probabilistic modeling is to factor in a possibility of an
error. This allows our analysis seems to be a valid first-order approach that gives answers
to previously unanswerable questions.

We did our analysis in two ways. In one version of the analysis we used only one (most
frequent) statement per article—the hypothetical conflict among statements within the same
article would not occur in this analysis. In the other version of analysis we used all statements
available in the database. The results of the two analyses are qualitatively indistinguish-
ablethis is now more clearly stated in the text.

(It is a good place to clarify the meaning of β-parameter: it is a mean proportion of articles
that repeat information about known publications (without an additional experiment) at
least once. If we would take into account multiple statements in the same article, β would

Figure 2: Real chains of reasoning about molecular interactions that were extracted automat-
ically from full-text research articles. Gray and white cells represent positive and negative
statements, respectively. Each row corresponds to a single cascade about a specific molecular
interaction; statements within each cascade are arranged chronologically from left to right.
The remaining part of each row to the right is filled with black (empty) cells.
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