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Abstract: Mycobacterium tuberculosis is an etiological agent of tuberculosis, which is the leading
cause of the top 10 deadly infections. It is estimated that 10 million people fell ill with tuberculosis.
One of the sustainable development goals includes ending tuberculosis by 2030. So, there is a need for
a better understanding of Mtb. When we look deep into the pathogenicity of Mtb. after entering the
alveolar sac, they invade and replicate in the endosomes of macrophages. Before entering the endosome,
bacteria attach to the surface membrane of the macrophage and make necessary modifications using
membrane proteins secreted by Mtb. bacteria have developed many mechanisms to enter human
macrophages in which caveolae-mediated endocytosis is one method. Around 300 membrane genes are
found to date in Mtbbut; many functions of them are unknown. From them, 15 genes are shortlisted
based on virulence. Rv1477 (ripA) is a gene whose function is unknown. The Present study mainly
concentrates on in-silico characterization of Rv1477 gene product.
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