(BR= 20) KR BEZ

TSUBAME £RFIF FFH2FEE ZMiFfA HRBEE

FIRRES EMURIZEITHEE SHRIT D MBI

HE: Comprehensive analysis of the structural diversity in human antibodies

FRREEEE RIETF
Shumpei Ishikawa

TR RRARFEXRZEREFZFRVRE
Graduate School of Medicine, The University of Tokyo
https://plaza.umin.ac.jp/prm/

I ER (300 FHEEE)

B DU\ TEHLHAMEICHIET B8, A—EERNICENTHLEH4 DNA BEHZEF Ok (fEsody
NEEET D MADZHMEIRET LICLERMRELZEET I LTEELGFAIND—DOTHD, LMLEN
5, —EEISMEYVETIAEDOEBES . SLIUEREARRBICE T MAOEEZHRENEDEETHLIDOMNIC
BLTIX. ZLOHEEREFRATEHIELHY . REIZIFEAEHONTLVEWL, KEBETIE. BEBEOHEEN
UGN —I T REMERWTRESLEMIARTI/BENELEIC. SHORKOBEE S FEHFED
SaL—avIt&oTHL. TORBESHEICETAEREHT-.

3% (100 words FEE)

B-lymphocytes produce antibodies (immunoglobulins) with diverse DNA sequences even within the
same individual in order to respond to all antigens. Understanding the diversity of antibodies is one of
the most important clues to understanding humoral immunity. However, little is known about the
structural diversity of antibodies produced by a single individual and the extent of structural diversity
of antibodies among multiple individuals, due in part to the use of many computational resources. In
this project, based on the human antibody amino acid sequences obtained by our laboratory using
single-cell sequencing technology, the structures of a large number of antibodies were analyzed by
molecular dynamics simulations to obtain results on their structural diversity.
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