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A study of the dia?nostic markers for periodontal disease by the comprehensive
gene expression analyses of red complex bacteria
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The purpose of this study was a development of the diagnostic procedure to
predict whether a periodontal disease became severe in the future. Using coustom-made gene
expression microarrays, we investigeted the pathogenic biomarkers for 3 strains belonged to Red
complex associated wiith severe periodontal disease and 1 strain associated with aggressive
periodontitis. Also, we analyzed non-coding RNAs in addition to a translated genes as targets. The
laboratiry strains under various stress and clinical isolated samples obtained from the periodontal
disease were used for analysis. As a result, it was found the simillar patterns of their results
between the laboratory strains with different pathogenicities and clinical strains isolated from
patients with different periodontal conditions.
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Table 1 P gingivalis array 7 V1 > (—HHky)

Probe End X-Hyb
TargetlD  BPStart Sequence Tm TmScore y PercentG PercentC PercentA PercentT percentGC PolyX X-HybTarget Notes
Length  Distance Potential

GCTATATCAAAAGAGAAAGAGCCTTGGCCGA
PG_1992 1661 CAAGATCAACAGACTCGAAAGTATCCGAC 60 218 80 0.01 0 2167 2333 40 15 45 4 PG_0434 1.BC

AATTGCTCCGAGAAAAGCAAGTATTTCGCGA
PG_1992 1385 TAAGCTGATCGA ACGCACAAG 60 494 80 0.02 0 20 20 31.67 2833 40 4 PG_0317 1.BC

GAAGAACAGCCGTCATGATTTGG AGCC
PG_1630 39 GGTCAGGCAGGT CTTAT. CAA 60 253 80 0.01 0 2333 1833 30 2833 41.67 5 PG_1963 1.BC

Fold change >= 2.0
1202 entities

45°C

Fig.2 Temp. Stress

Fig. 3 O, Stress .
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