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Background: The oral cavity harbors an immense diversity of microorganisms, including bacteria, fungi, protozoa and viruses. Cleft palate is a common congenital defect which may cause bacterial disorders and a higher prevalence of infectious complications in the respiratory tract and oral cavity. Cleft palate patients (children and adults) suffer higher caries incidence, poorer periodontal conditions, and more severe gingivitis. Also, Cleft palate patients may suffer from a higher prevalence of bacterial infectious complications. There are many types of oral bacteria, and they differ between healthy children and children with an oral cleft. This study was conducted to investigate specific bacterial species and fungi (Streptococcus mutans, Lactobacillus, Staphylococcus aureus, Gram negative bacteria, and Candida albicans), to compare the colonization and counting of these microorganisms between healthy infants and complete cleft infants.
Materials and Methods: The study sample was taken from 52 infants divided into 2 groups (26 normal infants’ group, and 26 complete cleft palate infant group) aged from (1 day to 4 months). All infants had no systemic disease, any antibiotic therapy. The bacterial samples obtained from the infants were immediately taken to laboratory for culturing on selective media that were prepared before taking the sample and incubated aerobically for 24 hours at 37°C, followed by their counting and identification.
Results: The counting and colonization of S. mutans, Lactobacilli, Staph. aureus, Gram negative bacteria (E.Coli) and candida albicans were significantly higher in the cleft palate group than in control healthy group.
Conclusion: Cleft palate infants are more susceptible in the future to dental caries, periodontal disease and oral infection more than normal healthy group which is a key factor to start a preventive program earlier because of the higher prevalence of dangerous oral microbiota in the cleft group than in normal healthy group.



