Strengthening Indian platform for diagnosis and research on Influenza viruses through Viral Research & Diagnostic Laboratory Network (VRDLN) 
Influenza is a high priority disease which leads to huge outbreaks, severe disease as well as deaths. In view of this, the disease is associated with lot of fear among the common masses. Since inception of the 21st century, repeated outbreaks of emerging/re-emerging viral infections in India: SARS, Nipah, H5N1, H1N1 etc. brought out glaring gaps in the public health infrastructure of the country. One of the critical gaps identified was the dearth of virus diagnostic facilities in India. Need for establishing virus research & diagnostic laboratories (VRDLs), equipped to handle and diagnose all pertinent viral infections (including emerging/re-emerging viruses) was realized. Department of Health Research, under Ministry of Health & Family Welfare, formulated its scheme to establish network of Viral Research and Diagnostic Laboratories (VRDLs) in all Govt. Medical Colleges of the country, so that each part of the country is equipped for diagnosis of viral infections including emerging/re-emerging viruses. Viral Research & Diagnostic Laboratories play a significant role in surveillance, diagnosis and management of outbreaks. This network of Viral Research and Diagnostic Laboratories is aimed to enhance capacity building as a part of pandemic mitigation activity across the country, identify emerging/ re-emerging viral pathogens and thus preventing transmission of infection to large masses. The incidence of infectious diseases and the lack of equitable access to medical services and medicines is a baseline problem of our country. A concrete achievement on health cooperation is the globe’s largest network of laboratories, which aims at promoting multisite research and development initiatives on the fight against viral infectious diseases. 
Statement of problem: Of all of the infectious diseases, influenza needs specific strategy due to its high rate of antigenic change. Influenza viruses are a significant public health problem in all parts of the world. The ability of the virus to quickly undergo genetic drift and shift, poses huge challenge for developing effective drugs and vaccines, for control of seasonal epidemics caused by Influenza viruses. In 2009, the entire world experienced one of the biggest outbreaks of a swine-origin novel H1N1 influenza A virus (pH1N1). The Influenza A pandemic H1N1 2009 (H1N1pdm) virus appeared in India in May 2009 and thereafter outbreaks with considerable morbidity and mortality have been reported from many parts of the country. Afterwards, periodic influenza epidemics occur annually in our country too. Being a single stranded RNA genome, Influenza viruses have higher rate of antigenic variation by either antigenic drift and/or shift. Further, because influenza viruses are constantly evolving, the composition of vaccines needs to be updated frequently (WHO 2018). Antiviral drugs are an important therapeutic option. Treatment and prophylaxis of influenza infection can be achieved with antiviral drugs that target specific viral proteins. However, influenza viruses continually evolve under selective pressure, leading to antigenic drift and genetic reassortment among generations of viruses. This pressure causes influenza viruses to alter their susceptibility to antiviral drugs. Mutations within some key functional genes, including both single and double mutation strains that possessed H275Y, enable virus resistant for the antivirals.
Present Scenario: A network of more than 100 have been established by the DHR across the country under its scheme. Of which more than 50 laboratories have been geared for the influenza diagnosis and further 30 labs are trained for surveillance and research on influenza group of viruses. A Multicentric activity is being coordinated through these VRDLs, on detection of mutations in hemagglutinin (HA) and neuraminidase (NA) genes of seasonal flu viruses for antiviral drug susceptibility. Evaluation of the Hemagglutinin (HA) gene of influenza A (H1N1) pdm09 viruses for 2017 carried by sequencing and antiviral drug susceptibility. Phylogenetic analysis reported that all the viruses from the different regions of the country were similar to the strain influenza A Michigan/45/2015 and clustered with the globally circulating clade 6B.1 with signature mutations S162N and I216T. 
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