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1)  )

Quantitative proteomics using paraffin sections: how to achieve efficient 

protein extraction  

Yasuo Uchida , Nobuhide Tsurumaki  

1) Department of molecular systems pharmaceutics, Graduate School of Biomedic

al and Health Sciences, Hiroshima University, 2) Leica Microsystems K.K.

Short Abstract: Paraffin tissue sections are useful specimens for the analysis of path

ological molecular mechanisms and biomarker studies. However, formalin cross-linking 

in paraffin sections is a major impediment to protein extraction and solubilization fro

m the sections and has been a barrier to proteomics analysis. We have developed an 

effective protein extraction method that combines ultrahigh pressure, high temperature 

and powerful solubilisers. The comprehensive protein expression profiles quantified usi

ng paraffin sections very well reflect those in vivo. In this presentation, quantitative p

roteomics techniques using paraffin sections and examples of their implementation will 

be presented. Additionally, the latest technologies of Laser Microdissection “Leica LM

D6/LMD7” will be presented.

Keywords: Protein extraction, Pressure cycling technology, Laser microdi

ssection, Paraffin section, Molecular mechanism

Leica LMD6/LMD7

 



Bruker Confidential

Short Abstract: timsTOF is the QTOF mass spectrometer equipped with TIMS device 

which enables separation by ion mobility in addition to retention time and m/z. PASEF is 

a measurement method that satisfies high resolution, high sensitivity, and high-speed 

MS/MS, which are important in shotgun proteomics. In this seminar, we will present the 

latest information on timsTOF series and related application software and introduce 

example of 4D-proteomics. 

Keywords: TIMS, 4D-Proteomics, PASEF, Bruker ProteoScape� 



To the next generation: Leveraging Orbitrap Astral mass spectrometer 
for cutting-edge proteomics research and analysis. 

Shio Watanabe 1)

1) Thermo Fisher Scientific K.K

Short Abstract: Orbitrap Astral was launched at ASMS 2023 as an innovative instrument 

designed to overcome the bottleneck in proteomics research. In this seminar, we will 

introduce the potential of Orbitrap Astral through various applications and case studies. 

Keywords: Orbitrap, Astral, Data-Independent Acquisition (DIA), High Throughput 

ASMS

Thermo Scientific� Orbitrap� Astral�

Thermo Scientific� Orbitrap� Thermo Scientific� Astral� 
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Novel on Chip column with emitter containing post column inlet for 

proteomics and Latest EVOSEP technology 

Yasuhiko Bando  

1) AMR,Inc.

Short Abstract: Silicon-based, plug-and-play, nanoflow MEA chip monoli

thically integrates an LC column, an ESI emitter, and a post-column inle

t (PCI). Employing silicon-based monolithic fabrication allows for seamle

ss zero dead volume connections necessary for sample-limited proteomic 

studies. we demonstrate that MEA chips achieve performance in small-vo

lume bottom-up proteomics.  

EVOSEP gains popularity in high throughputness for clinical application 

and high sensitivity analysis for single cell proteomics. We will introduc

e latest application in the fields. 

Keywords: MEA CHIP, EVOSEP, High Throughput, Single Cell 

Proteomics of small volumes of biological samples down to single cells has progressed rapidly. However, 

the sensitivity and reproducibility of ultralow flow LC-MS for proteomics remains a challenge. We 

introduce a silicon-based, plug-and-play, nanoflow MEA chip to directly address this challenge. Our 

MEA chip monolithically integrates an LC column, an ESI emitter, and a post-column inlet (PCI). 

Employing silicon-based monolithic fabrication allows for seamless zero dead volume connections 

necessary for sample-limited proteomic studies. Herein, we demonstrate that MEA chips achieve 

performance in small-volume bottom-up proteomics on a par with the top commercial columns while 

introducing novel functionalities that are not feasible with the current nanoflow LC column technologies. 

It expands the capabilities of LC-MS and opens the door to new and exciting advancements in proteomics. 

EVOSEP gains popularity since it introduced in Proteomics society. Mainstream are not only high throughput 

application for clinical fields but high sensitivity for single cell proteomics. Latest application will 

be introduced. 



Introduction of Covaris Adaptive Focused Acoustic Technology 

Ryutaro Nakamura  

1) M&S Instruments Inc.

Short Abstract: Introduction of Covaris AFA technology and its benefit

 for variety of sample preparation. 

Keywords: Covaris, AFA, Sample Preparation 

Covaris AFA
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Potential of proteomics using FFPE archive in cancer research 

Tadashi Kondo 

Division of Rare Cancer Research, National Cancer Center 

Proteomics has a great potential in the cancer research, providing unique opportunities to the researchers

 for biomarker development and target discovery. The use of FFPE archives can provide unique opportu

nities to the researchers. I will discuss the utility of FFPE archives for proteomics, and how it can rev

olutionize the cancer research, 

Keywords: cancer research, FFPE biomarker, therapeutic target 



Utilizing Electron Activated Dissociation in Proteomics LC/MS 

 

1) Graduate School of Pharmaceutical Sciences, Kyoto University

2) K.K. AB SCIEX

3) National Institutes of Biomedical Innovation, Health and Nutrition

Short Abstract: In this study, we evaluated peptide fragmentation using electron activ

ated dissociation (EAD) to enhance the identification efficiency of peptides. Through t

he analysis, we identified 1124 N-terminal peptides using conventional collision induce

d dissociation (CID) and 1084 N-terminal peptides using EAD. By comparing the iden

tification scores of 627 peptide ions with the same peptide sequence and precursor ch

arge, we found that the average score was 23.6 for CID and 73.5 for EAD, demonstr

ating the superiority of EAD. 

Keywords: Proteomics, Fragmentation, LC/MS/MS, Electron activated dissociation 
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1)

From early discovery to clinical trials: Unlocking the power of dynamic

insights in human biology using SomaLogic technology

Tomoyuki Ueno

1) SomaLogic Field Application Scientist

Short Abstract: The SomaScan® Platform is a highly multiplexed, sensit

ive, and reproducible proteomic tool. We will introduce the core technolog

y of this cutting-edge tool and present various application examples using 

the SOMAScan assay.

Keywords: proteomics, biomarker, multiplex, stratification, drug safety
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Enabling unbiased access to the Proteome using Seer Proteo

graph: Challenges Seer solves for biomarker discovery in bi

ofluids 

Speker Markus Vossmann VP and GM APJ and EMEA  

Willy Pena Buttner Associate Director Sales Development APJ and EMEA

 

Seer,ink (1) DNA

Keywords: Biomarkers, Seer, Proteome, Mass Spectrometry 

Short Abstract:













































P95-C プロテオミクスと合成生物学

(3510-3) Proteomics and synthetic biology 

P96-A 

P97-B 

〇清水義宏 1)

1)理化学研究所生命機能科学研究センタ ー

ダイレクトマステクノロジーと水素／重水素交換質量分析を用いた組換えアデノ随

伴ウイルスの特性解析

Characterization of recombinant adeno-associated virus by direct mass 

technology and hydrogen/deuterium exchange mass spectrometry

0山口祐希1）、 池田智彦 1)、 中塚遼治1)、津中康央1)、福原充子1)、鳥巣哲生1)、
　  内山進1)

1)大阪大学大学院工学研究科

HILIC/MS/MSによる超高感度ボトムアッププロテオミクスNanoHILIC/

MS/MS; A new tool for sensitive bottom-up proteomics 
〇金尾英佑1, 2)、 赤松幸真1)、 足立淳1, 2)、 石濱泰1, 2)

1)京大院薬、 2)医薬健栄研














