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Abstract: 

Objective: To compare the microbiota of the oral soft tissue, (subgingival, supragingival, saliva) in Sjögren’s syndrome (S), healthy (H) and periodontitis (P) patients. 

Methods: Oral soft tissue (eight sites of oral cavity), supragingival (SG) and subgingival (mesial) and whole unstimulated salivary (US) samples from were taken S (n=53), H (n=53) and P (n=53) patients. The samples were individually analyzed for their content of 41 bacterial species using checkerboard DNA-DNA hybridization. Levels and percentage DNA probe counts of each species were determined for each sampled site and averaged across subjects in the clinical groups. Significance of differences between clinical groups for each species at each sample location was determined using the Mann-Whitney and Kruskal-Wallis test and adjusted for multiple comparisons. 

Results: There were significantly lower mean total DNA probe counts (x105, ± SEM) for Sjögren’s subjects compared with controls in the samples from dorsal surface of tongue (46.6 ± 10.1 vs. 97.5 ± 21.7), Buccal (6.2 ± 1.2 vs. 14.8 ± 4.2) and Hard Palate (7.6 ± 1.9 vs. 32.5 ± 15.1). For these locations species that were significantly elevated in the control subjects were S. oralis, E. corrodens, N. mucosa, P. acnes and P. melaninogenica). Mean SG total DNA probe counts were 35.7 ± 4.7, 50.0 ± 60.9, and 81.1 ± 10.7 in S, H and P, respectively (p<0.001) in supragingival biofilm. V. parvula were markedly elevated in proportion in S. Mean (% ± SEM) in S, H and P subjects were 14.3 ± 1.4, 8.4 ± 0.9 and 8.5 ± 1.2 (p<0.05). The mean total DNA probe counts (x105 ± SEM) of subgingival microbiota of the Sjögren’s (15.1 ± 1.7) exhibited low counts of most species compared with P (20.1 ± 3.9) and H (37.4 ± 7.3). Mean counts of 13 species differed significantly after adjusting for multiple comparisons. Mean counts of the Actinomycoces, F. nucleatum subspecies, P. micros, P. nigrescens, C. gracilis and S. noxia were highest in P followed by H and S. T. forsythia, P.gingivalis, T.denticola and T.socranski were markedly higher in P subjects than H or S. Supragingivally, the mean total DNA probe counts (x105, ± SEM) were 13.3 ± 2.7, 44.1 ± 6.8, 43.2 ± 3.5 (p<0.001) respectively for S, H and P. There were 30 species and proportions of 10 species differed significantly among groups after adjusting for multiple comparisons. 

Conclusion: These data show that the mean total DNA probe counts and microbial profiles differ significantly in the tissue, supragingival, subgingival and saliva of healthy, periodontitis, and Sjögren’s subjects. 
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