Table S1. Feature vector component of each circRNA-disease pair.
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The number of ¢(i)/d(j)’s neighbors

The average similarity score of circRNA c(i)
and disease d(j)

The distribution number of similarity scores of
¢(i) and d(j) in each distribution interval

The neighbor’s number of c(i) and d(j) based on
the unweighted circRNA/disease similarity
network
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The average first type feature of c(i) and d(j) by
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similarity values
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