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inhibitors were used to study the signaling pathways involved in
infection-induced PD-L1 expression. Detection of PD-L1
expression was performed using quantitative real time PCR
(qPCR) and Western blot 24 h after stimulation.

Results: PD-L1 expression was up-regulated after P. gingivalis
infection on the prostate cancer cell line DU-145 in a dose-
dependent manner. Infection of prostate cancer cells using heat-
killed Porphyromonas gingivalis as well as P. gingivalis membrane
fractions resulted in elevated PD-L1 expression. No up-regu-
lated expression was detected after stimulation with P. gingivalis
LPS.

Conclusion: P. gingivalis up-regulated PD-L1 expression in
prostate cancer cells after infection with viable and heat killed
bacteria and stimulation with membrane fractions was demon-
strated. Chronic inflammation may contribute to tumor
immune-evasion by moderating tumor micro-environment.
Chronic infection possibly plays an important role in the innate
immune response in the development and progression of pros-
tate cancers.

PD101
Subgingival microbiota of diabetics and non-
diabetics with different periodontal conditions: a
metagenomic analysis
M. Severi, R. Farina, C. Scapoli, A. Carrieri, C. Bassi, E. Callegari,
E. Miotto, S. Sabbioni, L. Trombelli

Ferrara/Italy

Background & Aim: The study was performed to characterize
the subgingival microbiota of patients with and without type 2
diabetes (T2D) with different periodontal status.

Methods: Twelve caucasian non-smoker subjects participated in
a cross-sectional study. Subjects were considered diabetics if
having a history of T2D for at least 2 years and showing insuffi-
cient metabolic control (i.e., HbA1c >7%). Subjects were classi-
fied into one the following 4 groups (of 3 subjects each):
diabetics with or without periodontitis (T2D+P+ and T2D+P!,
respectively) and non-diabetics with or without periodontitis
(T2D-P+ and T2D-P-, respectively). Each subject underwent
subgingival plaque sampling at 4 sites with probing depth
(PD)≤ 3 mm and negative to bleeding on probing (BoP) (in
patients without periodontitis) or 4 sites with PD≥ 4 mm and
BoP+ (in patients with periodontitis). For each patient, plaque
samples were pooled and a metagenomic analysis was con-
ducted.

Results: In T2D+P+ and T2D-P+ groups, the mean number
of sites with PD≥ 5 mm was 24.3 and 27, respectively. The
number of known species detected in the subgingival micro-
biome varied between 108 (T2D-P+ group) and 191 (T2D-P-
group). In T2D+P- group, DNA copies for Streptococcus mutans
and Wolinella succinogenes were significantly higher compared to
T2D-P- group, while copies for Leptotrichia sp. Oral taxon were
significantly lower. DNA copies of 10 species differed signifi-
cantly between T2D+P+ and T2D-P+ groups, with those of
some periopathogens (e.g., Olsenella, Prevotella, Tannerella oral
taxon sp.) being significantly lower in T2D+P+ group.

Conclusion: The composition of the subgingival microbiota
differs between subjects with and without poorly controlled
T2D. These differences are related to a limited number of spe-
cies under conditions of periodontal health, while are more
marked (11 species) under conditions of periodontitis.
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The effect of smoking on the subgingival microbiota
in periodontally healthy young adults
K. Bašić, K. Pero!s, Z. Bo!snjak, D. Vra!zi"c, I. !Sutej

Zagreb/Croatia

Background & Aim: The relation of cigarette smoking to the
composition of the subgingival microbiota is not clear. Some
studies found higher levels of certain species in smokers, while
other studies failed to detect differences between subjects with
different smoking histories. The aim of this study was to inves-
tigate how smoking is associated with the prevalence of subgin-
gival bacteria in young adults without clinical signs of
periodontal disease.

Methods: In this study 64 periodontally healthy participants,
aged 25–35, were enrolled and equally divided in two groups,
smokers in test group and non-smokers in control group. Partic-
ipants filled in a structured questionnaire regarding their smok-
ing status, general health and oral hygiene habits. Four clinical
variables were recorded: approximal plaque index (API), bleed-
ing on probing (BoP), periodontal pocket depth (PPD) and
clinical attachment level (CAL). The absence of periodontal dis-
ease was defined as absence of sites with PPD of >3 mm at any
measured side of the tooth and BoP <0.25. Subgingival plaque
samples were collected with sterile paper points from two first
molars (16 and 46) for further microbiological analyses. MALDI
TOF mass spectrometry was used for bacterial identification.

Results: 63 different bacterial species from 5 phyla (Actinobacte-
ria, Proteobacteria, Bacteroidetes, Fusobacteria and Firmicutes) were
detected. Smokers showed a higher abundance of Fusobacterium
phyla compared to non-smokers. No difference in abundance of
aerobic bacteria was recorded between groups, but smokers
showed a higher abundance of anaerobic bacteria compared to
non-smokers. Smokers showed a higher prevalence of A. odon-
tolyticus (p = 0.026). Non-smokers showed a higher prevalence
of S. sanguinis (p = 0.049).

Conclusion: Smoking affects subgingival microbiota in peri-
odontally healthy young adults and is responsible for the depletion
of beneficial bacteria and the increase in pathogenic bacteria. Fur-
ther studies with a larger sample are needed to enhance our under-
standing of smoking on the subgingival microbiota.
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Fretibacterium oral taxon 360 is salivary biomarker
for periodontitis
T. Khemwong, H. Kobayashi, T. Sudo, C. Kano, T. Matsuura,
Y. Ikeda, Y. Izumi

Tokyo/Japan

Background & Aim: Diagnosis of a periodontal condition is
presently limited to clinical examination. Recently, the measure-
ment of periodontopathogens using salivary samples has received
a lot of attention. Periodontal lesions contain bacterial diversity,
which include both cultivable and uncultivable species. High
proportions of cultivable periodontal bacteria have been reported
in the saliva; however, very few studies have demonstrated the
presence of uncultivable species. Recently, it was reported that
Eubacterium saphenum (E. saphenum), Fretibacterium sp. human
oral taxon 360 (Fretibacterium sp. HOT 360) and TM7 sp.
human oral taxon 356 (TM7 sp. HOT 356). Rothia dentocariosa
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