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MALDI TOF-TOF mass spectrum of S100A9-derived peptides from WT and Mettl9 KO mouse neutrophils. As a result of
comparison between WT and Mettl9 KO mouse neutrophils, we found that His109 of S100-A9 is methylated with METTL9.
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To resolve the mystery of
biological phenomena,
we examine the protein structure

Our unit provides high quality structural characterization =TT = R =)
methods to the field of biological science, aiming to further . Naoshi DOHMAE Ph.D.
] 1t -
understand the mechanism and action of biological molecules. I R 3 AL N R

We manage specialized and technical instruments including
protein chemical analyses, mass spectrometry. Our challenge
to research, develop and fine-tune novel characterization Research Results

methods for biological molecules, is an endless yet rewarding
@ We discovered a microprotein-coding overlapping gene of

process. ) . . :
Hippo-YAP/TAZ signaling effector SCRIB by human proteogenomic
analysis.
@ We found that methytaion enzyme the methylase METTTL9 modifies
Research Sub]ects histidine residues of proteins.

@ We performed proteome analysis of co-precipitates with STING and
showed that the COP-I complex is involved in the transport of STING to
the ER.

@ Development and application of analytical methods for
structural details on biological molecules

@ Development of quantitative analysis of biomolecules

@ Identification and characterization of RNA by mass
spectrometry

Translation start site o'f oSCRIB Trgnslation start site of SCRIB

iTransIation initiation of oSCRIB

-‘ Transieition inhibition of SCRIB
(oot m SCRIB (Canonilcal gene)

- oSCRIB (Newly discovered translatable overlapping gene)
80S ribosome

Translational repression of a canonical gene SCRIB by a newly discovered translatable overlapping gene oSCRIB. Our study
revealed that the translation initiation of oSCRIB results in the translational inhibition of the downstream gene SCRIB, which will
contribute to non-excessive expression of SCRIB as a Hippo-YAP/TAZ signaling effector gene in human cells.

FEHZ / Publications

Nomura, Y., Dohmae, N.

Discovery of a small protein-encoding cis-regulatory overlapping gene of the tumor
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The methyltransferase METTL9 mediates pervasive 1-methylhistidine modification in
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