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ABSTRACT

Bioinformatics is an interdisciplinary science that utilizes information
technologies to organize and analyze biological data. This science enables
researchers to perform comprehensive and documented investigations on
various biological problems without the need for expensive and time-
consuming laboratory experiments. In this study, we acquired the reverse
transcriptase (RT) sequence of eight virus strains from NCBI with the
following accession numbers: NC _001497.2, NC_001648.1, NC_001839.2,
NC_003977.2, AF053008.1, EF428979.1, NC_001802.1. We investigated the
structural and functional characteristics, domains, and motifs. The analysis
revealed that the proteins from the eight virus strains, belonging to different
families, exhibited distinct properties that set them apart from one another.
The analysis also showed that these proteins are found in the membrane,
cytoplasm, and periplasm, and all of them contain at least one specific
domain of the reverse transcriptase enzyme. Based on all the analyses
performed, Cauliflower mosaic virus, Cassava vein mosaic virus, and
Soybean chlorotic mottle virus, all belonging to the Caulimoviridae family,
were suitable for producing RT enzymes. The ability of these viruses to adapt
to different plant hosts could potentially lead to the development of more
efficient and cost-effective methods for producing RT enzymes. This
adaptability could also open up new possibilities for genetic engineering and
biotechnology, enabling the development of more effective enzymes.
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