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 As discussed earlier, in the paper we first extracted a total of 3 803 567 sequences for each one of the 24 HLA-A alleles and then divided them into the three groups (Alleles with ≥6 amino acids) using the default cut-off value as 6. A more robust consensus sequence is obtained by adding the six or more amino acids in the protein coding gene. Detecting missense variants with accurate timing is
critical to evaluating the association of a missense variant with disease. The effect of the mutation is judged by comparison of the ratio of the corrected amyloid signal and the non-mutated amyloid signal in different peptides. (an R package, used only by programmers familiar with R). It must be as comprehensive as possible, however, and not only describe the specific associations but also provide us

with useful biological or clinical information. The software will be useful in the field of molecular diagnostic testing of cancer, the field of gene expression analysis, and the field of genetic association studies. Two different techniques have been used to verify the expression of a given protein. The most common way is the immunohistochemical technique, in which an antibody against a specific
epitope of the protein of interest is applied to the tissue. The second way is the immunoelectron microscopy. By immunoelectron microscopy, the protein can be visualized directly as individual gold particles attached to the antibody. The three letter amino acid abbreviations that are used for the known protein sequences are ACY, FHY, FMC, WYC, and VRG (see Table 1 for their definitions and
values). The algorithms consider only three-fold amino acid substitutions, yet the diversity of amino acid combinations is much larger. Since sequence comparison is the first step in any analysis of functional relevance of sequence diversity, it should be followed by a more detailed analysis of the biological meaning of the sequence differences between two homologous proteins. In the next step, we

explore the possibility of using the data to find sequence signatures for particular amino acids and domains. The most robust signatures are those that are found in a large number of sequences, but there are always false positives and false negatives when using such signatures. The Protein Data Bank (PDB) is a central depository for macromolecular structures that provide information on three-
dimensional structures of proteins and protein complexes, atomic resolution and structural data. Further information on the PROSITE patterns are available in the PROS 82157476af
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