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Abstract: Mycobacterium tuberculosis is a harmful tuberculosis-causing bacillus, a malady that causes 

many deaths worldwide every year. 33% of the total population is evaluated to be contaminated with 

Mycobacterium tuberculosis (Mtb). Tuberculosis is, in this manner the main source of irresistible 

mortality around the world, answerable for in excess of 8 million new cases and 2.9 million deaths 

every year. The accomplishment of Mycobacterium tuberculosis (Mtb) as a pathogen settles upon its 

capacity to develop intracellularly inside the host macrophages. Mtb cell membrane has some of the 

proteins that help in the interaction between host and pathogen. Those proteins are called membrane 

proteins. Those membrane proteins of Mtb are mainly involved in: Invasion, adsorption, virulence. 

Specific protein and gene functions for Mycobacterium tuberculosis are characterized to clarify its 

pathogenesis role in humans and to regulate tuberculosis. Our current research is Structural prediction, 

analysis of protein-protein interactions, cloning, and characterization of RV0169 from Mycobacterium 

tuberculosis (H37Rv) strain. So that helps to immunomodulate the membrane proteins. mce 1A is the 

Mycobacterium tuberculosis gene product, which can be annotated as the RV0169 454 amino acid long 

basic protein. As the capacity of the mce 1A is obscure, however, thought to be associated with have 

cell intrusion (passage and endurance inside macrophages). 
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