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IMMINOREACTIVITY STUDIES ON SYNTHETIC PEPTIDES DERIVING FROM VARIABLE DOMAIN IV OF Chlamydia trachomatis MAJOR OUTER MEMBRANE PROTEIN 
Objectives. The amino acid sequence of the major outer membrane proteins (MOMPs) from Chlamydia trachomatis serovars are predominantly conserved, but have four variable domains (VDs). The major neutralizing and serotyping antigenic determinants are located in VD-I, VD-II and VDIV. The aim of this study was to identify the location of immunodominant regions and to study the relationship between the sequence heterogeneity and immunoreactivity by detecting antigenic reactivity of synthetic peptides derived from VD-I, VD-II and VD-IV of the C. trachomatis MOMP.

Methods. Unique 25-mer long (n = 281) overlapped by 4aa peptides derived from VD-I (aa65–127), VD-II (aa139–202) and VD-IV (aa286–362) sequences corresponding to 9 different C. trachomatis serovars (A, C, D, E, F, H, L1, L2, L3) were designed and synthesized. The antigenic reactivity was detected by indirect enzyme immunoassay with known anti-C. trachomatis positive (n = 30) and negative (n = 30) sera. 
Results. A strong antigenic region was identified within the MOMP VD IV at amino acids 302–345. The percent amino acid homology between different serovar sequences encompassing this region varied from 43.2% to 95.5%. All except one peptide (serovar C) contained the common motif

TTTLNPTIA previously described as the minimal size of the antigenic epitope. However, the range of immunoreactivity with positive serum specimens varied from 50% to 93% for peptides with the common sequence and was 25% for synthetic peptide with substitution of two amino acids in this sequence. The most immunoreactive peptide (QPKSATAIFDTTTLNPTIAGAGDVK) detected 93% of the positive sera with the highest signal to cutoff ratio. This peptide was derived from the 
C.trachomatis serovar E. 
Conclusion. The reactivity of the antigenic epitopes (s) may be differentially affected by neighbouring amino acids. Diagnostic test development requires careful selection of sequence variants, but the length and exact position of diagnostic targets also must be chosen carefully.
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