The genetic history of the Indian subcontinent

The human male specific Y-chromosome passes from father to son essentially unchanged,
but occasionally a random change, known as a mutation, occurs. These mutations, also
called markers, serve as beacons and can be mapped. When geneticists identify a
mutation in a DNA test, they try to determine when it first occurred and in which part of
the world. Thus, the Y-chromosome haplogroup, which is a population group descended
from a common ancestor, can be used to trace the paternal lines of men. The poster
describes a research project that aims to identify the ancient geographical origins of key

ethnic communities of the Indian subcontinent, based on their Y-DNA haplogroups.
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A "haplogroup” is an alphanumeric label that
represents a cluster of people who inherited common
genetic markers from the same ancestor.

The Y-DNA fest generates a set of data, called the
"haplotype,” that reflects genetic material passed
from fathers to sons, essentially unaltered except for
occasional mutations. The haplotype is used to identify
the "haplogroup.”

Haplogroups in sample
By using the haplogroup with appropriate databases
and markers on the Y-DNA phylogenetic tree -- and
making comparisons with populations in different parts METHODOLOGY
of the globe -- the ancient geographic origins of the

tested person can be determined. Eight different haplogroups were identified from a

sample of haplotypes of key ethnic communities
of the Indian subcontinent. A haplogroup
prediction software program was used. The
definitions of haplogroups were used to
determine their deep ancestries.

RESULTS

By using the haplogroups and their definitions, the
geographic origins of the ancestors and the
estimated times of their existence were identified,
ranging from 10,000 to 35,000 years ago.
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