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It has been reported that eriC and crcB were involved in the bacterial fluoride
resistance. Blast research demonstrated that two kinds of eriCs (eriCl and eriC2) and two kinds of crcBs
(crcBl and crcB2) existed in 18 oral streptococci. They were divided into three groups on the basis of
the distribution of these four genes: group I, only eriCl; group Il, eriCl & eriC2; group IlI, eriC2,
crcBl, & crcB2. Group I consisted of Streptococcus mutans, and one of two eriCls dominantly affected the
fluoride resistance. Group Il consisted of 8 species, and eriCl was involved in fluoride resistance, but
eriC2 was not, in Streptococcus anginosus as a representative species. Group 11l consisted of 9 species,
and both crcBl and crcB2 were indispensable for the fluoride resistance, but eriC2 was not, in
Streptococcus sanguinis as a representative species. Base on these results, either EriCl or CrcB works
for the fluoride resistance in oral streptococci .
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c1- human (Clc-1) GSGIP GKEGP GGFMP Y
Cc1l- Escherichia coli GSGIP GREGP GIFAP Y
F~ Pseudomonas syringae GNNLI GREGT GEVTP ¥
F- Clostridium difficile GMNLI GREGV  GEVTP ¥
F~ Streprococcus mutans GMGLI GREGV GEVTP ¥
F~ Streprococcus anginosus GMTLI GREGV GEVTP ¥
F~ Streprococcus sobrinus GMGLV GREGV  GEVTP ¥
F~ Streprococcus australis GMELL GREGV GEVTP Y
F~ Streprococcus parasanguinis | GMGLLI GREGV GEVTP )4
F~ Streprococcus salivarius GMGLI GREGV  GEVTP b4
F~ Streprococcus vestibularis |GMGLI GREGV GEVTP Y
F~ Streprococcus constellatus |GMTLI GREGV GEVTP ¥
F~ Streprococcus intermedius GMTLI GREGV GEVTP ¥

Red: conserved in Cl~ channels
Blue: differ from Cl~ channels
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