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[93] Doulaye Dembélé and Philippe Kastner. Fuzzy c-means method for
clustering microarray data. Bioinformatics, 19(8):973–980, 2003.

[94] T.Z. DeSantis, I. Dubosarskiy, S.R. Murray, and G.L. Andersen. Com-
prehensive aligned sequence construction for automated design of effec-
tive probes (cascade-p) using 16s rdna. Bioinformatics, 19(12):1461–
1468, 2003.

9
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