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(Abstract] Objective To study the correlations between icaA and icaR genes with biofilm formation of Staphylococcus
epidermidis  (S. epidermidis). Methods 26 strains of S. epidermidis isolated from tracheal catheter of patients with mechanical
ventilation in ICU of the Third Xiangya Hospital were collected and divided into biofilm positive group (13 strains) and
biofilm negative group (13 strains) according to biofilm formation ability. The gray scale ratios of icaA and icaR genes in
two groups were determined by reverse transcription PCR. The expressions of icaA and icaR genes in two groups were detected by
real time PCR, the relative quantification was measured by using 2*** method. Results The RT-PCR showed that the gray scale

ratios of icaA in positive group and negative group of biofilm—forming were 0.96~1.38 and 0.89~1.56, respectively, the difference
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was not statistically significant (7'=10.65, P=0.057). The gray scale ratios of icaR genes in positive group and negative group of
biofilm—forming were 0.79~1.24 and 0.80~1.36, respectively, the expression between the two groups were not statistically significant
(T=1462, P=0479). The mean rank and sum of ranks of icaA gene in biofilm positive bacteria group (1635) were significantly higher
than those in biofilm negative group (10.65), but the mean rank and sum of ranks of icaR gene in biofilm positive bacteria group
(12.38) were significantly lower than those in biofilm negative bacteria group (14.62). Real-time PCR showed that the expression of
icaA gene in S. epidermidis in biofilm positive group (ACT=4.86) was 418.8 times of that in biofilm negative bacteria group (ACT=
1357) (=61.890, P<0.01), while the expression of icaR gene in biofilm positive group (ACT=19.03) was only 1/145 of that
in negative group (ACT=11.85) (=21.330, P<0.01). Conclusion icaA gene is positively related to the formation of biofilm in S.
epidermidis, while icaR gene is negatively related to the formation of biofilm in S. epidermidis.
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