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Objective: Antibodies (Immunoglobulins) are a group of olycoproteins play essential role in

combating against pathogens. Immunoglobulin G (IgG) has very important effect 1n |
destruction of microorganisms. Extent of serum IgG is related to severity of a number of

diseases including infections. Therefore [eG has special diagnostic 1mportance. Careful |
quantification of IgG. needs certain assessment tools like IgG- epitope specific monoclonal
antibodies (MAbs). Epitopes with high immunogenicity are very valuable for generation of
highly effective MAbs. High sccumulation of hydrophilic amino acids in a region of a _ 00 00 \ 00 00

the presence oOf immunogenic epitope(s) In that location. fy
helps in more true definition of immunogenic |

molecule determines L Uiles £9 30 G oxslaadl gloj
Immunoinformatic is a part of immunology

f their immunogenic characteristics such as amino acids ~ (REGISTRATION/) 3,58 pb a3
‘s determinationof hydrophilicity of amino acids In ————

epitopes through prediction O

hydrophilicity. The aim of present study

constant region of human immunoglobulin G light chains by immunoinformatic.

Methods: The sequences of amino acids and third structure of reference human IgG were

obtained in PDB database. Second IgG structuré was found by Phyre 2 software. [¢G light

chains constant regionamino acids hydrophilicity was determined by IEDB software.

0 — 130, 150 — 170 and 180-200 positions (in

Results: The amino acids were located in 12
hilic. The most hydrophilicity was detected

constant region of light chains (CL)) were hydrop
— 170 positions as was determined by IEDB software.

located in 150 — 170
e most probable

in amino acids located to 150

y show that amino acid sequences
e most hydrophilicity and so could be th
ic epitopes. This location is very suitable to predict most

Abs with high sensitivity and specificity.

Conclusion: The results of this stud
positions of IgG light chains have th
site for presence of more immunogen

proper epitopes to produce anti IgG M
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