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18mer duplex is shown. Number in brackets indicate that ambiguous nucleotides were present in the probe target sequences of the respective reference organism. Probes which were excluded from the SRP-

Green indicates hybridization to a SRP with a target sequence fully complementary to the probe. Yellow, red, and light blue labeled boxes depict hybridizations with target sequences having one, two, and three
PhyloChip due to insufficient specificity are listed separately at the end of the table. NS = reference organism is not sequenced at the probe target side.

mismatches, respectively. Lila was used to indicate hybridizations to targets with more than three mismatches. For each of the observed mismatch hybridizations the position of the mismatch(es) within the

Supplementary web material. Individual hybridization results of each of the probes with each SRP reference organism. Colored boxes indicate hybridization signals with [Ip — (Iy — Iy )] X IPLB'1 above 2.0.
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Probes listed below were removed from the SRP microarray because they hybridized unspecifically to many reference organisms that have mismatches in the respective 16S rRNA gene-target side.
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One mismatch

Two mismatches
Three mismatches
Four and more mismatches




