Supplementary Methods

Real-time PCR
The abundance of 16S rRNA gene copies was determined from standard curves and specific bacterial groups were expressed as a percentage of total bacteria determined by universal primers. Due to the relatively low abundance of bacterial DNA in biopsy samples, 25ng of DNA was used per reaction. Visual inspection of sample amplification curves compared to standard curves indicated that this only lead to minor inhibition for a few of the samples. Furthermore, the same DNA concentration was used for all runs, including universal primer runs which were used to normalize specific bacterial groups against total bacteria, to minimize errors due to any inhibitory substances in the samples. The detection limit was determined with negative controls containing only herring sperm DNA.
 
Bioinformatic and Statistical Analysis
Data analysis of the 454 sequence data was performed using QIIME version 1.3.0 workflow49: Data was pre-processed to remove sequences with mean quality scores <25, mismatches in primer sequences >0, ambiguous bases >0, homopolymers >6 and sequences outside the bounds of 150-700bp. Sequences were binned according to sample-specific barcode, denoised (fast denoiser) and clustered with uclust50 into operational taxonomic units (OTUs) at 97% sequence similarity. Representative sequences were picked for each OTU and aligned with Pynast51 using the Greengenes52 template alignment core_set_aligned.fasta.imputed. Chimera check was performed with ChimeraSlayer53 and potentially chimeric sequences were removed. Taxonomy assignment of each OTU was performed according to ribosomal database project taxonomy54 followed by construction of OTU tables at different taxonomic levels. The alignment of the representative sequences was filtered using Greengenes52 lanemask_in_1s_and_0s. For analysis of diversity within samples (alpha-diversity), OTU tables were rarefied at 11,000 reads and diversity indices Chao 155, Shannon56, Simpson57, observed species, and phylogenetic diversity58 (PD_whole_tree) were determined.  To assess differences between microbial communities (beta-diversity) weighted Unifrac analysis59 on rarefied data with 97%  (equivalent to species-level) and 95% (equivalent to genus-level) OTU clustering was performed followed by principal components analysis (PCA). Statistical analysis of pyrosequencing phylum and genus data and RT-PCR phylum-equivalent data was undertaken between pairs of phenotypic groups with the ANOVA test. Pyrosequencing and RT-PCR methodologies were compared by Pearson correlation. Additional simple comparisons were done between groups with t-tests and Mann-Whitney U test where appropriate. All statistical tests were undertaken using SPSS Statistics version 19 (IBM Software 2010).
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