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Leptospirosis is an infectious disease caused by pathogenic bacteria of the genus
Leptospira. The leptospires can be classified into several hundreds groups of serogroup and
serovar by serological method. However, it needs‘numerous specific monoclonal antibodies of
each serovar or serogroup for the identification. A simple and reliable genotypic classification by
using molecular biology techniques is then required. The 97 Leptospires isolates, obtained
mainly from the Northeast Thailand composed of 8 serovars (Autumnalis, Pyrogenes, Bataviae,
Grippotyphosa, Javanica, Sejroe, Medanensis and Hebdomadis) and 5 unknown serovars, were
classified by three molecular biology techniques including ribotyping using EcoRI or Hindill,
arbitrarily prime polymerase chain reaction (AP-PCR) and mapped restriction sites
polymorphisms in PCR-amplified rRNA genes (MRSP). Each method could not classify
leptospires in good correlation with serovars. However, when 3 techniques were combined, 97
leptospires isolates were classified info 36 groups, of which all serovar can be differentiated
except Hebdomadis. For a practical usage, Hindlll ribotyping combined with AP-PCR using
primer KF can classify 92 known serovars into 27 groups with the same power of differentiation.
Two unknown from the Northeast can be identified as serovar Autumnalis and Javanica.
Nevertheless, 3 unknown from the South could not be identified as their genotyping patterns
showed unique patterns, of which also the case for all isolates from the South. The correlation
between genotype and severity of the disease was not observed. However, it indicated an
important type (H1F1) that remains endemic in the Northeast for at least 5 years. The
application of Hindlll-KF typing with leptospires from reservoir hosts may lead to the control of

the disease in the future.





