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Abhstract

Methods for making scoring matrix based on phylogenetic tree for all possible exchanges of one amino acid with another
FFMTiFhylogenetic focused Mutation Tendency) matriz is different BLOSUMGEZ and PAMISO which are the most used scoring
matries. This matriz calculates possibility of substitution from common ancestor to high spices FFMT matrix scores substifution
frequency in COGs databases which contain 152 KOGs's dataset. PFMT matrix usefully is able to compare between query
sequence and sequences of more higher species and show detailed substitution relation of 20 amino acids.
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