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GGRSSAK GGR*SSAK | Endogenous EF-P(Nm)
Calcd: 662.36 Obsd: 808.534 (GGRSSAK + 146.17 Da) AspN + API
Obsd: 662.43 ™, /
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GGRSSAK Recombinant EF-P(Nm)

Calcd: 662.36 AspN + API

Obsd: 662.45 \[

4 Modified EF-P peptide was detected larger
! " N , by 146 Da than the theoretical mass value
600 700 800 900 1,000 1,100 1,200 1,300 of ulnmodlfled peptide by MALDI TOF-MS
analysis.
m/z (Yanagisawa, T. et al. 2016 PLoS One)
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Technology Platform Division

Biomolecular Characterization Unit

To resolve the mystery of biological phenomena,
we examine the protein structure

Research Subjects

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

2015%FEX>/\— / FY2015 Members Research Outline

Our unit provides high quality structural characterization methods to the field of biological
science, aiming to further understand the mechanism and action of biological molecules. We
manage specialized and technical instruments including protein chemical analyses, mass
spectrometry. Our challenge to research, develop and fine-tune novel characterization
methods for biological molecules, is an endless yet rewarding process.

Research Results

* We identified that Neisseria meningitidis EF-P is modified with rhamnose, and found that its
modification is essential for cell viability.

® We identified the methylation site of p21 protein promoted by PRMT6, and revealed that its
maodification regulates p21 cytosolic localization.

e We found that human matricellular protein CCN1 is fucosylated by POFUT2 and CCN1
fucosylation is required for its extracellular secretion.

N. meningitidis EF-P peptide
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Sugar composition analysis showed that p 10 15 .20 I25 I30 I35 ;40 45 min
modified EF-P peptide is rhamnosylated - 2
(Yanagisawa, T. et al. 2016 PLoS One) retention time
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