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We performed 16S amplification and sequencing analysis on DNA samples derived from the 97 patients. We produced an average of 20813 (range 10-60302) reads per sample. Three patients did not generate enough microbiological DNA sequences and the statistical analysis was performed on a total of 39 IBS patients (26 positive, 13 negative) and 55 healthy controls (42 positive, 13 negative). Within the included samples, we observed an average of 302 OTUs per sample (range 127-521)
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