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Eigenvector 1

S2 Fig: PCA plot of study (Vadu) population along with other Indian Population: Study
population shown in black clusters with other western Indian Population (IE-W-LP1, IE-W-LP2
etc.). This confirms the genetic homogeneity of the study population. The populations naming
convention is on the basis of the Indian Genome Variation Consortium panel. ( Hum Genet.
2005;118(1):1-11.) The populations are coded on the basis of linguistic lineage (AA,
AustroAsiatic; IE, Indo-European; DR, Dravidian; and TB, Tibeto-Burman) followed by
geographical location (N, north; NE, northeast; W, west; E, east; S, south; and C, central) and
ethnic category (LP, castes; Sp, religious groups; and IP, tribes)



