Characterization of intratissue bacterial communities and isolation of Escherichia coli from oral
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Supplementary Figure S1. A PCoA plot including the 2 tissue samples (OLP6 and OLP8) that lacked matching
mucosal samples.
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Supplementary Figure S2. A heat map showing dominant species that were present > 2.5% in
any sample. An asterisk indicates contaminant.
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Supplementary Figure S3. Detection of E. coli invasion in control and OLP tissues. The mean
intensity of bacterial signals in entire region including epithelia and lamina propria of control and OLP
tissues was analyzed using ImageJ software. ROI, region of interest.
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Haemophilus parainfluenzae group 4.32 (15.26) 12.66 (23.58) 0.021
Fusobacterium nucleatum group 0.19 (3.95) 1.99 (8.99) 0.026
Escherichia coli group 0.45 (13.06) 0.01 (0.59) 0.007
HQ767899 s (Streptococcus) 2.40 (42.91) 0(0) 0.001
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Supplementary Figure S4. Altered mucosal microbiota in OLP. Bacterial communities of
buccal mucosal samples of OLP lesions (n=7) were compared with those of healthy individuals
(n=11) obtained in our previous study.® (A) The species richness and microbial diversity
estimated by the Chaol and Shannon diversity index, respectively (p by Mann-Whitney U test).
(B) The double pie charts display the mean relative abundances of dominant phyla and genera
(*p < 0.05 by Mann-Whitney U test). (C) Species/phylotypes differently distributed between the
healthy and OLP groups (*p < 0.05 by Mann-Whitney U test) expressed as median and range.
Species coincided with the previous results are bolded.
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Supplementary Figure S5. Distribution of type 1 pilus-encoding genes
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Supplementary Figure S6. Detection of E. coli by in situ hybridization in control tissue
from a patient with suspected OLP Dotted red lines: outline of epithelium, red arrows: in
situ signals for E. coli, rectangles: representative infected cells in the lamina propria are

shown in higher magnification.




