P 5

BxXc—109

N H I

MPAHREMAER (RFHAREMRBIE) HIRARBES
ViR 2 54 5 17 HBE

HEEES : 34304
HRiER - AR A)
B2 HEARI - 2008~2012
FREES 20247020
MAERESL (F1X)
Nascent Chain (8F&L#l) OATEMSE
MEREL (EX)
Nascent chain biology
MERKRE
PR ##ER (ITO KOREAKI)
MEERKE - BELEMHEZED - BuR
MEEHES: 90027334

WFFERCR OBEE (Fns0) « TR L8 OSF AW OB & HEtE 21T > 72, HAKE) THLFH
b0 L B TWIEHFRRIBED BBEOHIEZ > THEIT T2 2 L 2R L, £D57

TR & M ER RO ZAT o To, BIRE —FHF1E3 2 Z LI K- TE S il & o8
74 SecM X° MifM OIEMIBEME ZfFI L7, E7o. L0 RN 7 B O G RE B

(nascentorne L) AR LT, BRREITOEBG A SN T 5 FZER AT L,
WFZER I OBEE (3530) : We develop a new area of research, which might be called
“nascent chain biology” by addressing a concept that translation elongation speed is
fine-tuned by the amino acid sequences of the nascent polypeptide as well as by
dynamic behaviors of the extra-ribosomal portion of the same nascent chain. We
identified regulatory nascent polypeptides such as SecM and MifM that function in
accordance with this principle and studied molecular mechanisms and physiological
outcomes of the regulation. Also, we have developed an experimental method that
enables us to display cellular polypeptidyl-tRNAs, obligatory but poorly studied
intermediates in translation, which we have proposed to call "nascentome".
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