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Name Identitiy (%) Size (nt) Function
ssrA 82.20 363 TmRNA

ffs 72.60 114 Component of SRP
ssrS 68.90 183 RNAP antagonist
Rybc/SroB  63.80 82 antisense regulator
RyjC 63.20 77 antisense regulator
DsrA 60.70 87 antisense regulator
DicF 60.40 53 antisense regulator
RdIC 60.00 68 antisense regulator
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Pocket depth Archaca

(mm) Disease type positive Pg positive
Healthy (n=30) 0(0%) 14.(46.7%)

< 3 Aggressive (n =6) 0 (0%) 4(66.7%)
Chranic (n=22) 0 (0%) 16(72.7%)
Total 0 (0%) 20(71.4%)

4-5 Aggressive (n=5) 0(0%) 4(80.0%)
Chranic (n=10) 1(10%) T(70.0%)
Total 1(6.7%) 11(73.3%)

=6 Aggressive (n =35) 8(22.9%) 30(85.7%)
Chranic (n=33) 6(18.2%) 29 (87.9%)
Total 14 (20.6%)’ 59 (86.8%)""

Total patient sample (n=111) 15(13.5%)"""  90(81.1%)"

Pa, Porphyromonas gingivalis.

P < 0.01, significantly different from healthy group and < 3mm
group (Fisher's exact test).

""P < 0.001, significantly different from healthy group (Fisher’s exact test).
e < 008, significantly different from healthy group (Fisher's exact test).
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