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Abstract
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Nontypeable Haemophilus influenzae (NTHi) has become a significant human
pathogen causing mild to severe respiratory illnesses worldwide. The pathogen is
associated with a wide variety of diseases including otitis media in infants and children,
pneumonia in adults, sinusitis in children and adults, and lower respiratory tract infection in
adults with chronic obstructive pulmonary disease. There has been limited data concerning
NTHi infections in Thailand. This study thus carried out to determine the prevalence of, and
to characterize the clinical NTHi isolates among Thai patients. One hundred and two strains
of H. influenzae isolated from patients at a Buddhachinaraj Hospital, Phitsanulok during
July, 2005 to August, 2006 were serotyped by PCR. Of 102 isolates, 94 (92.16%) were
identified as non(sero)typeable. Most of these NTHi isolates were from sputum.
Interestingly, a comparative number of NTHt and H. influenzae serotype b isolates was
observed among patiants with invasive infections. The NTHi population in this study were
from patients at all ages (1 year to 105 years), with most of the infections found in patients
aged 46 years or over. Biotype analysis showed that the majority (91.67%) of NTHi strains
were biotype iii. The rest beiongea 10 piotype il (7.45%), VIl (7.45%), followed by biotypes
| (6.38%), V (6.38%), IV (5.32%) and VI (3.19%). Thirty-seven (37.23%) out of 94 NTHi
strains were resistant to ampicillin, and 16 strains (17.02%) to chloramphenicol. Resistance
to both ampicillin and chloramphenicol was present in 16 (17.02%) of NTHi strains. B-
lactamase production was detected in 37.23% of isolates. All B-lactamase strains were
resistant to ampicillin. However, all NTHi strains were found to be susceptible to cefotaxime
and ofloxacin. SDS-PAGE analysis of outer membrane protein profiles showed a marked
OMP patterns among Thai NTHi isolates. Pulsed-field gel electrophoresis (PFGE) analysis
revealed 46 (83.63%) pattern of NTHi 55 isolates studied, suggesting the genetic
heterogeneity among Thai NTHi strains. Although additional clinical samples are required to
define the burden of NTHi in Thailand, the results in this study suggest the high prevalence
of NTHi infections among Thai patients, and that role(s) of NTHi as a significant pathogen

should be assessed in Thailand.





