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In this research, as discovery of propagation from antibiograms, we have
designed the algorithm to extract propagation patterns. Then, we have observed that Streptococcus
pneumoniae have the large ratio of the infectious propagation patterns, in which two patients are
not identical, and they are in the same room and/or treated by the same physician.

Also, as pattern discovery based on drug susceptibility for antibiograms, we have designed the
algorithm to extract mutually dependent multisets. Then, we have succeeded in extracting the
mutual ly dependent multisets suggesting microbial substitution such as the occurrence of Pseudomonas
aeruginosa after the occurrence of Staphylococcus aureus.
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