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(1) EEROLDAZOELCERZ LMNA B FEREFELL (Nomura et al. Sci Rep 2018)

(2) LMNA ZE (3% REEE -DNAEBEZHV. LEIRZYEARRZHEEIS (in preparation)

(3) EEMEICEDLERFIBERIREZE TRE - ARECHIRIT N FEELLEHDEEC(E DNA 85
p53 ST FIOFEMEEHNRETHS (Nomura et al. Nat Commun 2018) .

(4) LERRRIBIMEEZEEM ARG — 4N HD - IEXEFRRDIAZETHD (Nomura et al. JMCC 2019)

(5) RHESFMBANSD TGF-BJFIVLIL0AH DNA EBIEOEREZ{EHETS (in preparation) .

(6) I\ DNA #EBEOERE . DALBEHORAKNTE SAESEEZRAELTHD., JAEFIOMEMT
INSEEFBEICTRTEETHS (Nomura et al. JACC Basic Transl Sci 2019; $53FHFER) .
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(1) DEHEE - DARRIEBIDT/LABEEB OB (Nomura et al. Sci Rep. 2018)
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(3) D ARZICHFZLEHBUETYXI DN FEE (Nomura et al. Nat Commun. 2018)
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(4) DBAM ARBEDZERMBOARII—EDOBEE (Nomura et al. J Mol Cell Cardiol. 2019)
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(6) /0:fis DNA HEEICLIDFALDFTE - GERLEFH (Nomura et al. JACC BTS 2019)
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