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Analysis for the existence of cariogenic and periodontal bacteria in oral cavity
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3,900,000
Sm
i i i Sm 2 1
Aggregatibacter actinomycetemcomitans Aa
small RNA small RNA 120 small RNA

Commensal bacteria sometimes produce anti-bacterial agents such as bacteriocin
and hydrogen peroxide. To investigate the mechanism for infection of cariogenic or periodontal pathogenic
bacteria in oral cavity, we tried to identify the factors responsible for the resistance to bacteriocins
in Streptococci, and to identify small RNAs which are related with the peptide production and regulation
for virulence expression in A. actinomgcetemcomitans (Aa). As the results, we identified two-component
systems (TCSs) which are related with bacteriocin resistance (2 factors in S. mutans, 1 in S. pneumpiae)
and found that these TCSs are important for the co-existence with other bacteriocin-producing bacteria.
We identified around 120 small RNAs in Aa. Among these RNAs, the expression of some RNAs was sltered when
Aa was exposed to serum.
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Strand Start End Size Flanking genes RNA family
+ 118016 118273 257 HK1651 00585 Hi1651 00580 Glycine riboswitch
- 834292 834425 133 HK1651 04270 HK1651 04285 RRAL
+ 844541 844593 B2 HK1651 04356 HK1 651 04360 Alpha_RBS
= 518835 820034 1989 HK1651 04755 HKk1651 04760 65 RMA
+ 1010808 1010982 174 HK1 651 06200 HK1651_ 06205 GovB
i 1038508 1038878 370 HK1651 05385 HK1651 _05380 tmRNA
+ 1251680 1251822 142 HK1651 06415 HK1 8651 06420 TPP riboswitch
# 1283835 1283915 BO HK1651_06580 HK1651 06605 G4
e 1484687 1485072 385 HK1651 07480 HK1651 07480 RhlaseP_tact a
- 1820196 1520354 158 HK1651_09120 HK1651 09125 Bacteria_small_SRP
+ 2013868 2013988 121 HK1651 10025 HK1651 10030 His_leader
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