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Correction to: Scientific Reports https:// doi. org/ 10. 1038/ s41598- 022- 08439-y, published online 12 March 2022

The original version of this Article contained an error in Fig. 1(A) where some of the labels in the key were 
incorrect. As a result, the Indian population names for T-DR, T-AA, T-TB, nT-DR, and nt-IE were incorrectly 
given as A-DR, A-AA, A-TB, C-DR, and C-IE respectively.

The original Fig. 1 and accompanying legend appear below.

The original Article has been corrected.
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Figure 1.  Population structure analysis of the South Asian dataset. (a) Principal Component Analysis (PCA) 
of the curated dataset with (left) and without (right) external reference populations. (b) ADMIXTURE analysis 
of the curated dataset, K = 6 (CV error = 0.4274). For populations from the 1000 GP belonging to the South 
Asian region, a subset of 15 samples is represented. Population group abbreviations: T-AA tribal populations 
speaking Austroasiatic languages, T-DR Dravidian-speaking tribal populations, T-TB Tibeto-Burman-speaking 
tribal populations, nT-DR non-tribal populations speaking Dravidian languages, nT-IE non-tribal populations 
speaking Indo-European languages, PAK Pakistan, BEB Bangladesh, STU Sri Lanka, YRI Yoruba in Ibadan, 
Nigeria, Africa, CEU Utah residents with Northern and Western European ancestry, CHB Han Chinese in 
Beijing, China, MXL individuals with Mexican ancestry from Los Angeles, California. The full names for all 
populations within groups are available in Supplementary Table S3.
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