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	This phylogenetic tree shows the BRCA2 gene that has been linked with a susceptibility to Breast Cancer. It is traced through different families of organisms, in this case mostly model organisms, and separates by finding the organisms with the closes matches with concern to the location on the chromosome to the actual nucleotides. The software MEGA was used to build this tree using the Maximum Likelihood method. Each “leaf” on the tree gets connected to each other based on which ones are most likely to have evolved from the others.
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;1 Figure. Molecular Phylogenetic analysis by Maximum Likelihood methad
The evolutionary history was inferred by using the Maximum Likelihood method based on the Tamura-Mei model [1]. The tree with the highest log likelihood 27018.23) is shown.
- Initial treeis) far the heuristic search were abtained automatically by applying Neighhor-Join and BioMJ algarithms to a matrix of pairwize distances estimated using the Maximum
H Composite Likelihood (MCL) approach, and then selecting the tapology with superior log likelihood value. The tree is drawn to scale, with branch lengths measured in the number
of substitutions per site. The analysis involved & nucleatide sequences. Codon positions included were 1 st+2nd+3rd+Moncading. All positions containing gaps and missing data
[=  were eliminated. There were a total of 3877 positions in the final dataset. Evolutionary analyses were conducted in MEGAT [2].

= 1. Tamura K. and MNei . {1993). Estimation ofthe numhber of nucleotide substitutions in the contral region of mitochandrial DMA in humans and chimpanzees. Maolecular Biology
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