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ABSTRACT

This paper addresses the theme of Gene-Language correlation popularly discoursed in South Asian context. Generally, the
language orientation in genomic discourses of south Asia is popularly based on the well-established language families. With
respect to the early dating of these language families, these families are not evidentially supporting the prehistoric linguistic
background of South Asia. When the reported language affiliation against mtDNA evidences in terms of time depth is cross
checked, there is significant mismatch in the current genomic discourses on language-mtDNA correspondences. To
scientifically prove this mismatch haplogroup structure is crosschecked against the language attestation. It is found that the
results are not only proving the obvious mismatch and also suggests there is huge level of Palaeolithic language lineage
replacements. Genomic discourses are unable to express this gap instead they negotiate with the current status instead the
genomic evidences meant to unravel the prehistory of peopling in South Asia.

Keywords: Gene-Language correlation, Prehistoric linguistic background, Haplogroup structure, Palaeolithic language lineage

replacements, Genomic discourses

INTRODUCTION

This study contradicts the popular gene-language attestation
and enhances the premise that the Genealogical affiliation of
languages does not presuppose genomic affiliation by
providing evidences. The theme of this paper is a re-
evaluation of linguistic and genomic corroboration popularly
described in the context of south Asia and in particular Indian
subcontinent. The genomic understanding of the region
confirms one of the first regions to have been peopled by
modern humans. Reconstructing Indian population history [1]
suggests two major ancestral stream’s influx in the Indian
populace. To sum up, both ancient and recent genetic
signatures are found in India. The present Indian population
primordially comprises of genetic elements exclusive to
ancient North Indians and Ancient South Indians and their
admixture. In terms of linguistic manifestation, South Asia
currently exhibits no Parallel strata to the suggested archaic
genomic  substratum. Suggesting a possibility of
reconstructing language strata in this direction would be an
interesting proposition especially in the context of gene-
language coevolution hypothesis. It is argued that the
genealogical affiliation of languages does not presuppose
genomic affiliation between the member speech communities.
Yet, the available discourses on genomic understanding of
Indian population quite often exhibit a tendency to explain the
mtDNA phylotree in corroboration with the associated current
linguistic identities. Is it appropriate to assume the ancestral

genetic lineages of speech communities in correlation with
their current linguistic status?

To understand the linguistic kinships there are various
classification modes like genetic, typological and aerial are in
vogue. But both typological traits and aerial features are
generally excluded from establishing genetic grouping of
languages. The genetic classification of languages is strictly
based on linguistic genealogy. The family grouping of
genetically  related languages based on  sound
correspondences and lexical and grammatical similarities
popularly referred to as genealogical classification. As far as
India is concerned, there are six language families namely
Austro-Asiatic (Munda and MonKhmer), Dravidian, Indo-
Aryan (IA) and Tibeto-Burman, Andamanese and Ongan-
Onge Jarawa (The Austronesian lineage). India has high
language diversity (the number of languages) but it is poor in
phylogenetic diversity (the number of language families). The
less phylogenetic diversity reflects the Neolithic stage of
India as the main language families have Neolithic lincages.
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The known Paleolithic linguistic lineages of India are
Andamanese and Ongan language families. Besides, said
language families, the presence of isolated linguistic remnant
like the Nahali (Central India) are also noted. The
Andamanese groups connect India with the prehistoric
substratum. The entire linguistic scenario of India underlines
the fact that the Andamanese groups were not colonized by
the Neolithic expansion due to isolation and on the other hand,
many of the mainland representatives of the old substrata got
influenced heavily.

The present reconstructed protolanguages of Indo Aryan and
Dravidian family of languages or any other family does not
confirm the antiquity of ancient genomic substratum of
peopling.

Pre-historic linguistic groups of South Asia

There are Old Indo Aryan written sources and the history of
investigations focused the arguments on the presence of non-
Aryan elements in it. The Austro Asiatic and Dravidian
connections are suggestively argued. Deep rooting of
Dravidian connectivity is argued heavily by [2-13]. Also,
there are arguments related to the Austro-Asiatic connection.
Hock [10], Kuiper [11], Witzel and Lévi [13-15] have noted
that the earliest foreign elements found in the Rigveda (RV)
are of Austro—Asiatic in appearance. Dravidian origin of the
dental-retroflex distinction is considered as an internal
innovation [10], as post Rigvedic phenomenon [16], and
diffusion of it from Pre-Mundaic language of Panjab [13].

The pre historic linguistic map was reconstructed by
Southworth [17] showing “(1) languages belonging to known
families: (a) Munda and related Austro-Asiatic languages, (b)
Dravidian languages, and (c) Tibeto-Burman languages; (2)
isolated languages of no known language families; (3)
languages whose prior existence is inferred from traces left in
existing languages. These are languages whose existence is
inferred from traces (vocabulary and/or grammatical
constructions) found in existing languages. Their prehistoric
status is comparable to that of the isolated languages. (a) The
‘Indus’ language(s), which served as the source of numerous
words, mainly names of plants, found in old Indo Aryan and
early Dravidian; (b) ‘Meluhhan’ the source of some 40
‘Indian’ words found in ancient Mesopotamian sources,
referring to trade goods originating in the Indus Valley. This
language may have been located in the hilly areas of
Baluchistan, near to the Indus Valley [13]; (c) An unknown
substrate language or group of languages, in the area of Bhili,
Ahirani, Dangi, and Katkari (the region where Gujarat,
Rajasthan, Madhya Pradesh, and Maharashtra adjoin each
other) which has left its mark on the lexicon, and perhaps the
grammatical structure, of these languages. 1 have
provisionally dubbed this substrate ‘proto-Bhili’; (d) ‘Proto-
Nilgiri,” a pre-Dravidian substrate in the Nilgiris in South
India [13]; (e) The Vedda substrate in Sri Lanka, inferred on
the basis of loanwords and collocations in Sinhala; (f) Witzel
also refers to ‘Central Asian substrate(s)’ — not shown here —
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which may be the source of a number of words in early OIA
as well as various Iranian languages [13] (g) Masica [18]
posited a ‘Language X’ to account for agricultural words of
unknown origin in Hindi-Urdu. Though Masica started with
Hindi vocabulary in tracing the history of these words, the
large majority of them are of general occurrence in Indo-
Aryan. On the assumption that the ancestors of all Indo-Aryan
languages passed through the Indus Valley during the OIA
period, a source in that area seems most probable, and in the
absence of evidence pointing to some other specific location,
it seems reasonable to posit the ‘Indus’ languages as the
source of this material. Of course, this language (group) may
not have been confined to the Indus Valley region. Witzel [13]
believes that the oldest stratum of these loanwords in the
Rigveda is derived from Munda or related (and otherwise
unknown) Austro-Asiatic (AA) languages which he
designates as ‘Para-Munda’. Dravidian borrowings,
according to Witzel [13], do not appear until the middle Rig
Vedic period. Research in this front has not revealed any
possibility of tracing Palaeolithic linguistic substratum rather
they were only trying to dig out the past of Neolithic linguistic
lineages.

The Indian specific mtDNA lineages M, R and U are
confirmed as Pleistocene lineages bearing coalescent time at
around 50,000 ybp [19-24]. The high frequencies of M
observed across population suggest a deep founder effect of
M in the evolution of Indian population. However, R and U
too have their contribution in fixing the ancestral antiquity of
Indians. The Y lineages of India are also detected as of pre-
Holocene origin. Various studies on South Asian populations
do not show any caste or language-specific distribution of
major ancient lineages and also confirmed continent-specific
distributions of certain mtDNA lineage groups [22,23,25]
show that the genetic variation in India is characterized by a
high Y-chromosome diversity, which is reflected by a greater
correspondence with linguistic groups of India. Y-haplogroup
structure suggests a common Pleistocene origin of Indian
population as well as influx of subsequent migration.

In order to check how far linguistically unrelated populations
are genetically united; we have attempted a haplogroup
distribution analysis of 24 linguistically unrelated tribal
groups which give us indications of ancestral unity among
linguistically diverse groups. In this study we are looking at
this correlation more diachronically in order to understand the
archaic ethno history of linguistically unrelated population
groups. It is envisaged that linguistically related populations
are genetically close, thereby; linguistically unrelated
populations are bound to show genetic differentiation. The 24
unrelated population groups surveyed* in Table 1,
substantiate such assumption is the subject of enquiry.

The above studied groups are clearly showing signs of
divergence primarily in terms of presence of M2 and absence
of M2. Out of 24 studied groups, 15 groups are carrying the
Paleolithic baggage of M2. Remaining Nine groups are not
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Table 1. Unrelated population groups surveyed.

Communities Present language status
korku Austro Asiatic
North Munda
Munda Austro Asiatic
North eastern kherwarian
Bettakuruba SouthDravidian
Madia Cendral Dravidian
Hillkolam CentralDravidian
Malpaharia North  Dravidian/ Indo
Aryan
Jenukuruba South Dravidian
Kamar Dravidian
unclassified/IndoAryan
DungriBhil IndoAryan
Kathodi IndoAryan
Matakur IndoAryan
Katakur IndoAryan
Sonalkachari IndoAryan
Paudibhuiya IndoAryan
Katkari IndoAryan
Andh Unclassified (IndoAryan)
Nihal Language isolate
Sherdukpan TibetoBurman
(Bhotia group)
Toto TB(Himalyan group)
Gallong TB(NEFAgroup)
DirangMonpa TB(Bhotia group)
Wancho TB(Naga group)
Lachungpa TB(Naga group)
Lepcha TB Central group

*Data from Anthropological Survey of India

Haplogroups
M2 M4 M5 M6 M18 M30 M33 M38 M42

M2 M4 M5 M6 M18 M25 M31 M33 M35 M39 M40 M42

M2M4 M5 M35

M2 M3 M4 M6 M25 M35 M39

M2 M3 M4 M5 M6 M18

M2 M3 M4 M5 M6 M18 M33 M39 M41

M3 M8_C_Z M9 M25 M36
M2 M3 M4 M5 M6 M12_G M36 M39 M40

M2 M3 M4 M5 M6 D M18 M30 M33

M2 M3 M4 M5 M30 M35 M39

M2 M4 M30

M2 M4 M5 M12_G M39

M2 M3 M4 M6 D M8 _C_Z M9 M18 M49

M2 M3 M4 M5 M6 M12_G M18 M25 M31 M39 M40
M2 M3 M4 M12 G M39

M2 M3 M4 M5 M6 M30 M35 M39

M2 M4 M5 M6 M12 G M18 M25 M30 M33 M35 M37

M3 M4 D

M4 M6 D M18 M33 M35
M3 M4 M6D M8 _C_ZM9MI2 G

M3 M4 M6 DMS8_C_Z M9 M12_G M28 M49
M4 M6 D M8_C_Z M9

M6 DMS8_C Z

M6 D M8_C_Z M9 M12_G M18 M33

haplogroups or these groups are representing a different
stream. The occurrence of M3 is restricted in 15 groups which
again show the pattern of M2 M3 (presently rated Indo Aryan
groups like Dungri Bhil, Kathodi, Katkari, Andh, Kamar,

Paudibhuiya, Soanlkachari and among Dravidian designated
groups Madia, Hillkolam and Malpaharia share this pattern)
and M3(Tibeto Burman groups like Sherdukpan, Gallong,
Dirang Monpa and Dravidian accounted Jenukuruba carries
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this pattern). The influx of M4, which is the most widely
distributed marker, is also revealing certain definite patterns.
Twenty-one communities out of 24 communities share M4.
Of which, it attests the pattern of sharing with M2 M3 carriers
or sharing with M2 and M3 carriers separately or M4 alone.
M2 M3 M4 - DungriBhil, Kathodi, Katkari, Andh, Kamar,
sonalkachari and PaudiBhuiya (Presently Indo Aryan),
Hillkolam, Malpaharia, and Madia (presently Dravidian)

M2M4 - Matakur, Katakur, Nihal of present Indo Aryan and
Bettakuruba of Dravidian, and Korku and Munda of Austro
Asaitic share this pattern

M3M4 — Tibeto Burman group
Gallong,Diran Monpa attest this pattern.

like sherdukpan,

M4 - Toto, Wancho (TibetoBurman groups)

The above pattern clearly reflects the ancestral haplogroup
structure up to the influx of M4. This suggests in accordance
with the age of haplogroups, language designation is not at all
suitable. It reflects an erstwhile tongue common to the then
existed ancestors who were predominated with these
haplogroups. Haplogroup distributional divergence clearly
indicates the trends of population divergence. Forthcoming
analysis of distribution of each haplogroup and detecting of
common distribution obviously show the divergence pattern
clearly which in turn suggest the language discontinuity.

Distribution of M5

M2 M3 M4 M5 (Ancestral population of Dungribhil, kathodi,
Andh, Kamar, Paudibhuiya, Hillkolam and Malpaharia)

M2 M4 M 5 (Ancestral population of Korku, Munda,
*Bettakuruba, Katakur and Nahal)

Distribution of M6

M2 M3 M4 M5 M6 (Ancestral population of DungriBhil,
Andh, kamar, paudibhuiya, Hillkolam and Malpahariya)

M2 M3 M4 M6 (Ancestral population of Madia and
Sonalkachari)

M2 M4 M5 M6 (Ancestral population of Korku, Munda and
Nahal)

M3 M4 M6 (Ancestral
DirangMonpa)

population of Gallong and

M4 M6 (Ancestral population of Toto and Wancho)

M6 (Ancestral population of Lachungpa and Lepcha)
Distribution of Haplogroup D

M2 M3 M4 M5 M6 D (Ancestral population of DungriBhil)
M2 M3 M4 M6 D (Ancestral population of Sonalkachari)
M3 M4 D (SHERDUKPAN)*

M3 M4 M6 D (Ancestral population of Gallong and
DirangMonpa)
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M4 M6 D (Ancestral population of Toto and Wancho)
M6 D (Ancestral population of Lepcha and Lachungpa)
Distribution of M8_C_Z

M2 M3 M4 M6 D M8 C Z (Ancestral population of
sonalkachari)

M3M4M6DM8 C Z
and DirangMonpa)
M3M8 C Z
Jenukuruba)
M4M6DMS C Z

M6 D M8 C Z
LACHUNGPA and Lepcha)

Distribution of M9

M2 M3 M4 M6 D M8 C Z M9 (Ancestral population of
Sonalkachari)

M3 M4 M6 D M8 C Z M9
Gallong and DirangMonpa)

M3 M8 C Z M9
Jenukuruba)

M4M6D M8 C Z M9
M6DM8 C Z M9
Lachungpa and Lepcha)

Distribution of M12_G

M2 M3 M4 M5 M6 M12_G
kamar and paudibhuiya)

M2 M4 M5M12 G
katakur)

M2 M4 M5 M6 M12_G
Nahal)

M2 M3 M4 M12 G
Katkari)

M3 M4M6DM8 C ZMIMI12 G (Ancestral population of
GALLONG and DirangMonpa)

M6DM8 C Z MIMI2 G
of Lepcha)

Distribution of M18

M2 M3 M4 M5 M6 D M18
Dungribhil)

M2 M3 M4 M5 M6 M12_G M18 (Ancestral population of
paudibhuiya)

M2 M3 M4 M5 M6 MI8
HILLKOLAM and Malpahariya)

M2 M4 M5 M6 M18
Korku and Munda)

(Ancestral population of Gallong

(Ancestral population of

(Ancestral population of Wancho)
(Ancestral population of

(Ancestral population of

(Ancestral population of

(WANCHO)

(Ancestral population of

(Ancestral population of

(Ancestral population of

(Ancestral population of

(Ancestral population of

(Ancestral population

(Ancestral population of

(Ancestral population of

(Ancestral population of
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M2 M4 M5 M6 M12_ GM18
of Nahal)

M4 M6D M18
of Toto)

M2 M3 M4 M6 DM8 C ZM9 M18 (Ancestral population
of Sonalkachari)

M6 DM8 CZ M9 MI12 G MI8
population of Lepcha)

Distribution of M25

M2 M3 M4M5M6M12 GM18M25 (Ancestral population
of paudibhuiya)

M2 M3 M4 M6 M25

(Ancestral population

(Ancestral population

(Ancestral

(Ancestral population

of Madia)

M2 M4 M5 M6 M12_ G M18 M25 (Ancestral
population of Nahal)

M2 M4 M5 M6 M18 M25 (Ancestral population
of Munda)

M3 M4M6DMS C ZMOIMI12 G M25
population of DirangMonpa)

M3 M8 C Z M9 M25
Jenukuruba)

Distribution of M30
M2 M3 M4 M5 M30 (Ancestral population of kathodi)

M2 M3 M4 M5 M6 D M18 M30 (Ancestral population of
Dungribhil)

M2 M3 M4 M5 M6 M30 (Ancestral population of Andh)
M2 M4 M5 M6 M18 M30 (Ancestral population of Korku)
M2 M4 M30 (Matakur)

M2 M4 M5 M6 M12_ G M18 M25 M30
population of Nahal)

Distribution of M31

M2 M3 M4 M5 M6 M12 G MI18 M25 M31 (Ancestral
population of paudibhuiya)

M2 M4 M5 M6 M18 M25 M31
population of Munda)

Distribution of M33
M2 M3 M4 M5 M6 D M18 M30 M33 (DUNGRIBHIL)
M2 M3 M4 M5 M6 M18 M33

(Ancestral

(Ancestral population of

(Ancestral

(Ancestral

(Ancestral population

Sreenathan M

M2 M4 M5 M6 M12_G M18 M25 M30 M33 (Ancestral
population of Nihal)

M4 M6D M18 M33 (Ancestral population
of Toto)

M6DM8 C Z MIMI2 G M18M33 (LEPCHA)
Distribution of M35

M2 M3 M4 M6 M25 M35 (Ancestral
population of Madia)

M2 M3 M4 M5 M6 M30 M35 (Ancestral
population of Andh)

M2 M3 M4 M5 M30 M35 (Ancestral
population of kathodi)

M2 M4 M5 M6 M12 G MIS8
(Ancestral population of Nahal)

M25 M30 M33 M35

M2 M4 M5 M6 M18 M25 M31 M33 M35 (Ancestral
population of Munda)

M4 M6D M 18 M33 M35 (TOTO)

M2 M4 M5 M35 (BETTAKURUBA)
Distribution of M36

M3 M8 C Z M9 M25M36 (JENUKURUBA)

M2 M3 M4 M5 M6 M12_G M36
of kamar)

Distribution of M37

M2 M4 M5 M6 M12_G MI18 M25 M30 M33 M35 M37
(NAHAL)

Distribution of M38

(Ancestral population

M2 M3 M4 M12_G M38 (KATKARI)

M2 M4 M5 M6 M18 M30 M33 M38 (Ancestral
population of Korku)

Distribution of M39

M2 M3 M4 M6 M25 M35 M39 (MADIA)
M2 M3 M4 M5 M6 M30 M35 M39 (ANDH)
M2 M4 M5M12_G M39 (KATAKUR)
M2 M3 M4 M5 M30 M35 M39 (KATHODI)
M2 M4 MSM6M18M25M31 M33M35M39  (Ancestral
population of Munda)

M2 M3 M4 M5 M6 M18 M33 M39 (Ancestral

population of Malpahariya)

of Malpahariya) M2 M3 M4 M5 M6 M12_G M18 M25 M31 M39 (Ancestral
M2 M4 M5 M6 M18 M30 M33 (Ancestral population  population of paudibhuiya)

of Korku) M2 M3 M4 M5 M6 M12_G M36 M39 (Ancestral
M2 M4 M5 M6 M18 M25 M31 M33 (Ancestral  population of kamar)

population of Munda)
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Distribution of M40

M2 M3 M4 M5 M6 M12_ G MI8 M25 M31 M39 M40
(PAUDIBHUIYA)

M2 M3 M4 M5 M6 M12_G M36 M39 M40 (KAMAR)

M2 M4 M5 M6 MI18 M25 M31 M33 M35 M39 M40
(Ancestral population of Munda)

Distribution of M41

M2 M3 M4 M5 M6 MI8 M33 M39 M4l
(MALPAHARIYA)

Distribution of M42

M2 M4 M5 M6 M18 M30 M33 M38 M42 (KORKU)

M2 M4 M5 M6 M18 M25 M31 M33 M35 M39 M40 M42
(MUNDA)

Distribution of M49
M3 M4M6DM8 C ZMIM12 G M25 M49
(DIRANGMONPA)
M2 M3 M4 M6 D MS8CZ M9 MI8 M49

(SONALKACHARI)

This analysis has shown the pattern that each ancestral group
after divergence again undergo admixture and finally defined
the present-day population structure. The general assumption
is that Geographic proximities govern the pattern of gene flow
while linguistic boundaries often restrict gene flow. From the
above, it is clear that the 24 studied groups are distantly
distributed at present. Yet they show some patterns of
ancestral haplogroup sharing. It clearly indicates the present-
day linguistic affiliation is a derived or latter adapted
phenomenon. The original language in accordance with the
age of the ancestral groups based on heritage haplogroups
may not be continued in any of these population groups.
Except Nihal, all these population groups are the speakers of
Holocene immigrant language families like Austro Asiatic,
Dravidian, Indo Aryan and Tibeto Burman. But their heritage
haplogroups of their ancestral population is not derived
during Holocene influx, thus it defines linguistic
discontinuity. This study exposes the appropriate divergence
time and later admixtures by showing the haplogroup
structure. Our study vehemently argues the haplogroup
distribution analysis can show linguistic prehistory as lost
language lineages of the present day linguistically unrelated
populations of India. The Paleolithic genetic continuity
shown across language families confirms that Indian speech
communities don’t have corresponding Paleolithic linguistic
lineages. Presence of M31 and M 32 among the Andaman
negritos and their isolated linguistic status further confirm the
Paleolithic linguistic ancestry. This obviously suggests that
the attestation of current linguistic status to the genetic
phylogeny of south Asia is mismatching and it obviously
suggests language replacements.

Sreenathan M

CONCLUSION

This study was carried out to know the patterns of linguistic
and genetic parallelism among the selected population groups
in order to critically review the concept of language-gene co-
evolution. It is undoubtedly displayed that the Language
divergence and genetic divergence are not simultaneous and
Paleolithic genetic continuity is not corresponded with their
linguistic status. It suggests the existing peripheral
understanding on languages is not a dependable trait to make
attestation of the deep-rooted linguistic prehistory of
populations. There is gap of information on Pleistocene
linguistic lineages. The present mode of assigning language
status to genetically archaic groups obviously has inherent
limitations to express their pre-Neolithic linguistic lineages
[26-69].
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