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Sample No. Ad 4 ]
HD! 1980 M
HD2 1966 F
HD3 1991 M
HD4 1993 F
HD5 1995 F
HD6 M
HD7 1972 F
HDS 1958 F
HD9 1988 F
HD10 1999 F
HDI1 1957 F
HD12 1980 M
HD13 1994 M
HD14 1989 F
HDI5 1968 F
HD16 1990 F
HD17 1969 F
HDI8 1973 F
HD19

HD20 1959 M
HD21 1932 F
HD22 1996 M
HD23 1989 M
HD24 1990 M
HEI

HE2

HE3 FT72%E F UfolE SAMPLES 38 & =
HEs 2ARHNA FAG HEH 50| 25 A o
HEG olfl Ao ETHAINA %5
HE7

HES

3.1.2. mitochondrial DNA sequencing
ofefol] MR AAL
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3.1.4. Africa-American sequence®} 1 A] sequence alignment
Y, 2F sequenceE ALl = 1117), & 27, ZF 8171, B]7] 63
A, T2 5170, & 388709 sequence?} NCBIC] Africa-American(M76334)
sequenceE ©|-83}4 sequence alignmentE 3} T} Clustal W - multiple sequence
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ok gy o] Z2A AlALel ABES Zo} phylogeny treeE HIE wMEH I &}
H A olg FUIME HETte] AYES EF WEA|F]= phylogeny trees
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phylogenyE neighbor-joining 52} WH-& F8l 4A Hr} ol WHEL €
74A 3ol e, HEAQ Ao, ¢4 47 HEX

© AR "EAGeEA 471ME 2 AA g
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7¥g Bol WEA7)E best-fitting
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ZA 0.2, sequence positiond]] WE ol AE7} A-E 7§ maximum parsi-
mony trees= maximum likelihood tree®} wl-$ AN AFE 714 2Th
Neighbor-joining ¥t 2] 7Fs4e] Sl el 717 tee® WE7) Wl
ool AE o|&dle] thekslt EAMo] shEsith. 2y o8 7R homoplasy
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3H inconsistency 4|71 1Tk Neighbor-joining #g-& ©]-&8k A7k tree 2
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s 0471011/‘11‘%151% Zrmold Alge R W& 2 e FY
sequenceE FA 2709 & HolZ
® A =

P0O1, P002, POO3, PO04, POOS, POO6, POO7, POOS, PO09, PO10, POLL, PO12, POIL3,
P014, PO15, PO16, PO17, PO18, PO19, P20, PO21, P022, P023, P024, P025, P026,
P027, P028, P029, P030, PO31, P032, P33, P034, P35, P036, P0O37, P038, P039,
P040, P041, P042, P043, P044, P045, P046, P047, P043, P049, P050, P0S1, PO52,
=9l [P053, P054, POSS, PO56, P057, P058, P059, PO60, P61, PO62, PO63, P064, PO63,
(1309) | PO66, PO67, P68, P69, POT0, POTI, P0O72, PO73, PO74, PO75, PO76, POT7, POTS,
P079, P080, P081, P082, P083, P034, P08S, P0B6, PO87, PO8S, P089, P090, POII,
P092, P093, P0%, P09S, P0%6, P0O97, PO98, P099, P100, P101, P102, P103, P104,
P10s, P106, P107, P108, P109, P110, P111, P112, P113, P114, P115, P16, P117,
P118, P119, P120, P121, P122, P123, P124, P125, P126, P127, P128, P129, P130
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JP0OOL, JP0O2, JPO03, JPOO4, JPOOS, JP0OO6, JPOO7, JP008, IP009, JPO10, JPOLIL,
JPO13, JP014, JPO15, JPO16, JPO17, JPOIS, JPOI9, JP020, IPO21, JPO22, JPO23,
JP024, JP025, JP026, JPO27, JPO28, JP029, JP0O31, JP032, IP033, JPO34, JPO3S5,
JP036, JP037, JP038, JPO39, JP040, JP041, JP042, IP043, IP044, JP045, JP046,
JP047, JP048, IP050, JP049, JPO52, JPOS1, JP0OS3, IP034, IPOSS, JPO56, JPOST,
JP059, JP060, JPO61, JPO62, JPO63, JP064, JP06S, TP066, IP067, JPO69, JPOTI,
JP072, JPO73, IP074, JPO76, JPO77, JP078, JP0O79, IP08O, IPO31, JPO32, JPO83,
JP084, JP085, JPOR7, JPOBS, JPO89, JP090, JP091, IP092, IP096, JPOYT, JPOIR,
JP099, JP100

S009, H10.1, H10.2, H10.3, S11.1, S11.2, S11.3, S11.4, S11.5, S11.6, 5092, S093,
5094, S095 96, S097, S098, S099, S100, S101, S102, S103, S104, S105, S106,
B 7191 [S107, S108, S109, S110, S111, S112, S113, S114, S115, S116, S117, S118, S119,
(679) | S120, S121, S122, S123, S124, S125, S126, S127, S128, S129, S130, SI131, S132,
S133, S134, S135, S136, S137, S138, 8139, S140, S141, S142, S143, S144, S145,
S146, S147, S148

S001, S002, S003, S004, H.5, S006, H.7, S008, S012, SO13, SO14, SO15, SO16,
S017, SO18, S019, S020, S021, 022, S023, S024, S025, S026, S027, S028, S029,
S030, S031, S032, S033, S034, S035, S036, S037, S038, S039, S040, S041, S042,

ii;)l S043, S044, S045, S046, S047, S048, S049, S050, S051, S052, S053, S054, S055,
5056, S057, S058, S039, S060, S061, S062, S063, S064, S065, S066, S067, S068,
S069, S070, S071, S072, S073, S074, S075, SO76, S077, S078, S079, S080, SO81,
S082, S083, S084, S085, S086, S087, SO88, S089, S090, S091
HAO1, HAO2, HA03, HAO4, HAOS5, HAO6, HBOI1, HB02, HB03, HB04, HBOS,
=0 HBO06, HBOZ, HBO11, HCO1, HCO02, HCO03, HC04, HCO5, HCO6, HCO7, HCOZ,
51%) HC09, HC10, HC11, HCI2, HCI13, HCl4, HC15, HCl6, HC17, HC18, HCI9,

HC20, HC21, HC22, HC23, HC24, HDOI, HDO2, HDO3, HD04, HDO05, HDO6,
HDO8, HD09, HD11, HD12, HD13, HD14, HDI15

Outgroup | Africa-American(Afriameril)
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9) =2 sequence

4%l sequence Y3 sequence
P009 P062
PO10 PO11
PO18 P069, P114
P030 P047, P106
P048 P127
PO50 P086
P068 P078
P090 P098
P123 P126
JP0O05 IP100, JP0O93, JP0O68, JPOS8
JPO15 JP030
JPO10 JPO70, JPO12, JPO99
JP032 JP086
JP042 IPO75
H-10-1 H-5
5022 5034
5029 5036
5054 S055
S060 5075
5073 5074, S080
5076 S077
S104 S105
S113 S119, S120
S114 S116
S125 S128, S140, S127, S139, S137, S138
S126 S131, S130, S132
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(10) Alignment of mitochondrial sequences of Koreans and other races.

P00l ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P002 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P004 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P005 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P006 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P007 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P008 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P009 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
POI0 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P02 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTACTTCGTACA
P03 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
POI4 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
POI5 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATCTCGTACA
POI6 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P0I8 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P0I9 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P020 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P02l ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P022 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P023 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTACTTCGTACA
P024 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P026 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P027 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATCTCGTACA
P028 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO30 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO31 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P032 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P033 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P034 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P035 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P036 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P037 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P038 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P039 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P040 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P043 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO44 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P045 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P046 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P048 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P049 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO30 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P05 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P052 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P0353 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P034 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P035 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATCTCGTACA
PO36 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P057 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P038 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P039 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P060 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P06 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P063 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P064 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P065 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTGCCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P066 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P067 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P068 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO70 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P07l ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
P072 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA
PO73 ATTCTAATTTAAACTATTCTCTGTTCTTTCATGGGGAAGCAGATTTGGGTACCACCCAAGTATTGACTCACCCATCAACAACCGCTATGTATTTCGTACA

(2 Ee) 373199 23 Atn W g3 @ AT 2Y)

8123 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
S124 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
8125 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
8126 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
8129 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
8133 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
S134 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
S135 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
S143 TCTGGGCACAGCACTTAAACACATCTCTGGCCAAACCCCAAAAACAAAGAACCCTA
S146 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
H10.1 TCTGGCCACAGCACTTAAACACATCTCTG-CCAAACCCCAAAAACAAAGAACCCTA
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(ABSTRACT)

A Search for Korean Origins through Genetic and

Comparative Linguistic Methods

Sang-Oak Lee, Jung-Bin Lee, Sunyoung Kim, Jongsik Chun

In exploring the origins of the Korean language, there are three windows
through which we may penetrate the mysteries of this difficult question:
archaeological, genetic/ genomic, and linguistic. In this paper I will try to answer
this question by looking mainly through the latter two windows. As many
linguists have attempted to place the Korean language into the proper language
family according to linguistic affinity, I also want to classify the Korean language
with linguistically related languages, mainly the Altaic languages.

The so-called Altaic linguistics is very unstable compared with the more
rigorously documented Indo-European linguistics. The lack of sufficient evidence,
such as a common indigenous lexicon, has made it difficult to ascertain the
genetic relationships and origins of languages such as Korean, Japanese, Manchu-
Tungusic (Man, Gold(i), Orogen, Ewenke, Lamut, Nanay, etc.), Mongolian (Khalkha,
Chakhar, Urat, Khorchin, Ordos, Buriat, Oirat, Kalmyk, Da(g)ur, Monguor, Yellow
Uighur. etc.) and Turkish (Turkish, Turkmen(ian), Azerbaidjani, Uighur, Uzbek,
Kumyk, Tatar, Kazakh, Kirg(h)iz, Yakut, Altai, and Chuvash, etc.), which are
typically classified as Altaic.

Recently Starostin (1991) claimed that Proto-Altaic had disappeared around the
sixth century B.C. Other measures are needed to evaluate this hypothesis, though,
since the intra-linguistic debate has not provided any clear evidence or break-
throughs. That is why we turn to genetics as an approach and incorporate the

results to shed new light on the origins of the Korean language. It has been
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shown that analysis of mitochondrial DNA, transmitted through maternal lineage,
can be used to test this kind of hypothesis.

After collecting data from such ethnic groups as Korean, Japanese, Ewenke,
Nanay, Khalkha, Buriat, and Turkish, we have investigated information on
mtDNA (mitochondrial DNA). While we do not use the popular STR markers on
Y chromosomes (namely, DYS19, DYS389l, etc.) in this study, we will type a
number of Korean, Tungusic and Mongolian populations on Y chromosomes, and
other nuclear markers such as the gene encoding cytochrome B will be isolated
by the polymerase chain reaction, as in the next study,.

In reality, it was rather difficult to extract genes from hair-roots and saliva,
especially when there were not many samples available for serious study. Yet, we
could fill the void for Koreans in the map that shows the mitochondrial DNA
types in Africans, Australian Aborigines, Caucasians, FEast Asians, Native
Americans, and New Guineans. The nucleotide sequences were determined through
phylogenetic analysis. If we can position the sequences from Koreans in the
currently available genealogical tree based on mitochondrial DNA, we may be
able to reassess the existing hypotheses on linguistic genealogy.

However, because primordial remains or ancient fragments of linguistic evidence
are not readily available in Korea due to special geo-political situations, the
position of the Korean language has been left unattested in the genealogical tree
based on languages. Nonetheless, there are some examples similar to the Altaic
languages that are estimated to have been used in Korea, and using these we

may draw the linguistic tree shown below.

Turkic
Mongolian

Manchu-Tungusic —'  ——

Korean

Japanese
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On the other hand, our investigation through which maternal lineage alone has

well established a biological lineage can be reported as follows.

Turkic —4|7
Korean/Japanese

Mongolian

Tungusic

Korean is not isolated from Japanese, and the sisterhood with Turkic is also
strange because the similarity between Korean and Manchu-Tungusic is more
convincing according to linguistic evidences. It looks to be difficult to conclude
anything at this stage of research. However, we know the genetic methods are
quite scientific, while the comparative linguistic study often relies on abstract

reconstruction.



