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A KA b DRI 7 JeE i 2, 500 A & 0 £RER L 72 R M AZ BRIB A IS\ T, Epstein-Barr
™7 A LR % FAVNT 550 RS O B fafE (EBV-B fE) Z M7 L. FE KA EBHEOBIEHIR M D
iRt B & T R BEAR D FRMT & FE0E U 7o, NGB FIRRT I e D, 7 LA CGH f##fr 247\
EBV-B HERL DM LR R L ORISR D 7 ) AR EME A MR TE -, NEELRZFOMIT L L
T, T LB HBEZIRT 00 H RO~ A 7 a¥T T4 b 8 fEZ IV CHIERAY 2207 &
BRICESWTRRELZ 5 7L —F I L, &7 0— 7 ClRIcHRE I ER N 5 Z &
SN TE T,

fFZERC R OBEE (B530) -

We established B 1ymphoblastoid cell 1ines (EBV-B cell) from peripheral blood mononuclear
cell stocks obtained from 550 South American indigenous individuals. We performed
analysis of genetical relationships among tribes to make clear the migration rout of
mongoloid populations from Eurasia to South America. Before starting genetical analysis,
we checked the genomic stability of EBV-B cells during establishment and long—term culture
periods, and showed that the cells retain stable genome structures by genetical studies.
For the genetical analysis, samples were divided into 5 groups according to the
geographical location, and then figured out the genetical features with forensic
microsatellite markers. The results showed that each group retained smaller heterogeneity
and specific allele frequency patterns for each microsatellite locus. These results
suggest that Amerind populations are not so homogenous as a whole but can be divided into
some genetically—diverse groups.
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Matching Probability 0213 02672 01762 03194 01338 01348
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Paternity
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