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3 Shapley values

1. A list of the main features that contribute (to have a function)
in the classification: the higher the feature position in the list is,

The results from Shapley values are the following: the more important it is to discriminate your picked category.

2. A graph in which every sample is represented by a point for
each feature. This plot gives us different information:
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In Clover Biosoft, it is possible to perform Shapley values in a Random Forest analysis. In our
case, Shapley values measure the feature importance, based on its average marginal
contribution considering all possible combinations, in order to establish a classification
between different categories. cloverblosoft.com
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3 | Shapley values

The results from Shapley values are the following: 1. A list of the main features that contribute (to
have a function) in the classification: the higher
the feature position in the list is, the more
important it is to discriminate your picked

category.
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In this example, the first five features (934, 935,

Mean abs(shap value) Shap value 933, 937, and 938) have o high contribution in
the discrimination of the picked category.
Indeed, these features contribute to the positive
class identification.
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