                                         Abstract
[bookmark: OLE_LINK2][bookmark: OLE_LINK3][bookmark: OLE_LINK1]The non-uniform usage of synonymous codons encoding a particular amino acid is called codon usage bias. Analysis of codon usage helps in studying the evolutionary features of an organism. The mitochondrial MT-ND1 gene is a good candidate to study the codon usage pattern, as no work has been reported yet. In this study, the coding sequences of MT-ND1 gene from five different species each of pisces, aves and mammals were used for codon usage analysis. We calculated nucleotide contents and different CUB parameters in a house perl script. Correspondence analysis suggests that pattern of codon usage for MT-ND1 gene is not same among pisces, aves and mammals. Neutrality plots showed that the points exhibited a narrow range of distribution indicating natural selection influencing the codon usage patterns. Highly significant correlation was observed between A and A3, T and T3 and C and C3 indicating the role of mutation pressure on the codon usage pattern in MT-ND1 gene. Based on the regression equation of GC12 versus GC3, it can be also inferred that the natural selection plays a dominant role while mutation pressure plays a minor role in influencing the codon usage patterns. 
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