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The INSACOG reports genomic surveillance of SARS CoV -2 across the country through sequencing of 
samples from Sentinel sites and also detailed State wise district analysis for some states under State 
MoUs  (Maharashtra, Kerala and some others) A summary of the cumulative data of INSACOG and 
other state sequencing initiatives can be found at the INSACOG data portal link 
(http://clingen.igib.res.in/covid19genomes/) along with other INSACOG information at 
https://dbtindia.gov.in/insacog. New web-based query tool is now available on the data portal. All 
data presented on the portal is organized by date of sample collection, state, assigned lineage and 
mutations found on analysis.  

INSACOG: 

 Total number of samples processed so far is 76,588 

 Total number of samples sequenced is 76,588 

 Total number of sequences analysed are 54, 605 

Samples from MoUs with state governments: 

 Number of samples sequenced is 13,527 

Total number of samples sequenced from India: 90,115 

 

The number of samples with pangolin lineage assigned is: 54,605 

 

 

 

 

 

 

State
Community 

sample 

Travelers 

sample  
Total sequenced

Total 

VOC/VOI
Proportion 

Total 49427 5178 54605 34359 62.9

Table 1: State wise cumulative samples Pango Lineage assigned  (09.09.2021)

AY series Total VOC/VOI

Total 577 3654 4231 117 102 219 1 1 2 74 22798 22872 85 5359 5444 1591 34359
Tr&Co= Travelers and contacts 

* Com= Commumity samples 

                                                        Table 2: Statewise distribution of VOC/VOI (09-09-2021) 
Alpha Variant Beta Variant Gamma Variant Delta Variant B.1.1617.1 and B.1.617.3

http://clingen.igib.res.in/covid19genomes/
https://dbtindia.gov.in/insacog
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Variants reported during the period 

Global 

There is no change to the global scenario. No further rise is noted in C.1.2 variant, which seems to 
have plateaued in South Africa at around 2%, or for Mu variant that remains mostly confined to South 
America. Severe Delta variant related outbreaks continue to be seen globally, especially in the United 
States, with hospitalizations and deaths on the rise, with some Southern states of USA reaching record 
highs. A recently published study, partnered by INSACOG, offers insights into why Delta has higher 
infectivity and immune escape compared to previous variants (1).   

Delta and Delta sub-lineages continue to be the main VOC globally. AY.4 is the main global sub-lineage. 
However, problems continue to be noted with tools for classifying AY.4 to AY.25 lineages. While 
INSACOG has started reporting the new lineages for better epidemiology, they are all Delta for clinical 
and public health purposes. 

 

National 

Neither Mu, nor C.1.2 are seen in India so far.  

Delta and Delta sub-lineages continue to be the main VOC in India. AY.4 is the most frequently seen 
sub-lineage in recent sequences from India, as well as globally.  

 

1. Mlcochova et al, Nature 2021 (in press), advance print available at https://rdcu.be/cxfTf 

https://rdcu.be/cxfTf

