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Methods Results

As shown above, after applying our algorithm, it was select six mMRNA expressions that better explains whether
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‘Every 3 seconds, someone in the world dies of sepsis. Globally, The method applied in the dataset was HEISA, this method is a

sepsis claims 11 million lives a year. Yet, for many patients, with local learner of three stages as presented in Figure above:
early diagnosis it IS easily treatable’
(https://sepsistrust.org/about/).

sepsis occurs, or not.
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Figure 1 - Causal inference HEISA algorithm
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preprocessing of the mRNA expression profile data.
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During the second stage is calculated the causal effect using In o big set of 7672 genes, only six were returned as sepsis biomarkers
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the accuracy of the task of classification was 100%.



