
ISSN: 2249-7137             Vol. 11, Issue 5, May 2021          Impact Factor: SJIF 2021 = 7.492 

ACADEMICIA: An International Multidisciplinary Research Journal 
https://saarj.com 

  

ACADEMICIA 

ACADEMICIA  
A n  I n t e r n a t i o n a l  

M u l t i d i s c i p l i n a r y     

R e s e a r c h  J o u r n a l  

(Double Blind Refereed & Peer Reviewed Journal)   

                      DOI: 10.5958/2249-7137.2021.01469.5 

MECHANISMS OF IMMUNE PROTECTION OF THE VAGINAL 

ENVIRONMENT IN BACTERIAL VAGINOSIS 

Makhfuza Mubinovna Rakhmatullaeva*; Mushtariy Gayratovna Hamidova** 

*Associate Professor, 

Candidate of Medical Sciences, 

Department of Obstetrics and Gynecology, 

Bukhara State Medical Institute, UZBEKISTAN 

**1st year Master's Student, 

Department of Obstetrics and Gynecology, 

Bukhara State Medical Institute, UZBEKISTAN 

ABSTRACT 

The vaginal microbiocenosis is a complex dynamic system in which the aggregate of 

microorganisms is in various relationships both with each other and with the macroorganism. 

Their qualitative and quantitative balance is determined by endo-and exogenous factors, the 

most important of which is the state of the immune system. Also, variations in the immune 

response may affect a woman's risk of developing bacterial vaginosis, response to treatment, or 

risk of relapse. Activation of immune responses caused by changes in the composition of the 

microbiocenosis can either prevent or initiate an aggravation of vaginal dysbiosis. 
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