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Activity-Based Protein Profiling

Achieving a 35-Plex tandem mass tag reagent set
through deuterium incorporation

Nathan R. Zuniga, Dustin C. Frost, Karsten Kuhn, Myungsun
Shin, Rebecca L. Whitehouse, Ting-Yu Wei, Yuchen He, Shane L.
Dawson, lan Pike, Ryan D. Bomgarden, Steven P. Gygi, and Joao
A. Paulo

J Proteome Res. 2024 Nov 1;23(11):5153-5165

https://pubs.acs.org/doi/10.1021/acs.jproteome.4c00668

Aging

Single-cell m®A profiling in the mouse brain uncovers
cell type-specific RNA methylomes and age-dependent
differential methylation

Matthew Tegowski, Anna K. Prater, Christopher L. Holley, and
Kate D. Meyer

Nat Neurosci. 2024 Sep 24.

https:/www.nature.com/articles/s41593-024-01768-3

Bacterial Proteomics

Can Xenobiotics support the growth of Mn(li)-oxidizing
bacteria (Mnob)? A case of phenol-utilizing Mnob
Pseudomonas Sp. An-1

Aonan Qiao, Haixia Pan, Jiaxi Zanga, Yiwen Zhang, Xianliang Yi,
Yang Liu, Jingjing Zhan, Xiaojing Yang, Xu Zhaoa, Ang Li, and
Hao Zhou

J Hazard Mater. 2024 May 5:469:134095

https:/www.sciencedirect.com/science/article/abs/pii/
S0304389424006745

Proteomic analysis of carbapenem-resistant Klebsiella
pneumoniae outer membrane vesicles under the action
of phages combined with tigecycline

Jing Mao, Xiaoyu Yang, Cheng Yan, Fan Wang, and Rui Zheng

Ann Clin Microbiol Antimicrob. 2024 Aug 20;23(1):73

https://ann-clinmicrob.biomedcentral.com/articles/10.1186/
$12941-024-00734-y

TMT-based quantitative proteomics revealed the
antibacterial mechanism of cinnamaldehyde against
MRSA

Xiaohui Chen, Panpan Liu, Jingge Wang, Xiaogiang He,
Jianchong Wang, Haorong Chen, and Guigin Wang

J Proteome Res. 2024 Oct 4;23(10):4637-4647

https:/pubs.acs.org/doi/10.1021/acs.jproteome.4c00520

Beverage Proteomics

Interactions of Saccharomyces cerevisiae and
Lactiplantibacillus plantarum Isolated from Light-Flavor
Jiupei at Various Fermentation Temperatures

Pu Yang,Bo Xi,Ying Han,Jiayang Li,Lujun Luo,Chaofan
Qu,Junfang Li,Shuai Liu,Le Kang,Baoqing Bai,Ben Zhang,Shaojie
Zhao,Pan Zhen and Lizhen Zhang

Foods . 2024 Sep 12;13(18):2884

https://www.mdpi.com/2304-8158/13/18/2884

Transcriptomics and proteomics analyses reveal the
molecular mechanisms of yeast cells regulated by Phe-
Cys against ethanol-oxidation cross-stress

Caiyun Wu, Hexin Zhang, Nana Yang, Chengxin Wang,
Mengmeng Zhang, Na Liu, and Hongjie Lei

Food Chem. 2024 Oct 18;464(Pt 2):141694
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https:/www.sciencedirect.com/science/article/abs/pii/
S0308814624033442

Crosslinking-MS

Structure of the native y-tubulin ring complex capping
spindle microtubules

Tom Dendooven, Stanislau Yatskevich, Alister Burt, Zhuo A.
Chen, Dom Bellini, Juri Rappsilber, John V. Kilmartin, and David
Barford

Nat Struct Mol Biol. 2024 Apr 12

https:/www.nature.com/articles/s41594-024-01281-y

Data Analysis

Reanalysis of DIA data demonstrates the capabilities
of MS/MS-free proteomics to reveal new biological
insights in disease-related samples

Mark V. Ilvanov, Anna S. Kopeykina, and Mikhail V. Gorshkov

J Am Soc Mass Spectrom. 2024 Aug 7;35(8):1775-1785

https:/pubs.acs.org/doi/abs/10.1021/jasms.4c00134

NovoLign: metaproteomics by sequence alignment
Hugo B.C. Kleikamp, Ramon van der Zwaan, Ramon van
Valderen, Jitske M. van Ede, Mario Pronk, Pim Schaasberg,
Maximilienne T. Allaart, Mark C.M. van Loosdrecht, and Martin
Pabst

ISME Commun. 2024 Oct 12;4(1):ycae121

https://academic.oup.com/ismecommun/advance-article/
doi/10.1093/ismeco/ycael21/7819827

Deep Visual Proteomics

Spatial proteomics identifies JAKi as treatment for a

lethal skin disease

Thierry M. Nordmann, Holly Anderton, Akito Hasegawa, Lisa
Schweizer, Peng Zhang, Pia-Charlotte Stadler, Ankit Sinha,
Andreas Metousis, Florian A. Rosenberger, Maximilian Zwiebel,
Takashi K. Satoh, Florian Anzengruber, Maximilian T. Strauss,
Maria C. Tanzer, Yuki Saito, Ting Gong, Marvin Thielert, Haruna
Kimura, Natasha Silke, Edwin H. Rodriguez, Gaetana Restivo,
Hong Ha Nguyen, Annette Gross, Laurence Feldmeyer, Lukas
Joerg, Mitchell P. Levesque, Peter J. Murray, Saskia Ingen-
Housz-Oro, Andreas Mund, Riichiro Abe, John Silke, Chao Ji,
Lars E. French, and Matthias Mann

Nature. 2024 Oct 16

https:/www.nature.com/articles/s41586-024-08061-0

Drug Resistance

Sterol 14-alpha demethylase (CYP51) activity in
Leishmania donovani is likely dependent upon
cytochrome P450 reductase 1

Lindsay B. Tulloch, Michele Tinti, Richard J. Wall, Stefan K. Weidt,
Victoriano Corpas- Lopez, Gourav Dey, Terry K. Smith, Alan H.
Fairlamb, Michael P. Barrett, and Susan Wyllie

PLoS Pathog. 2024 Jul 11;,20(7):e1012382

https:/journals.plos.org/plospathogens/article?id=10.1371/journal.

ppat1012382

Electroactive Biofilms

Linking proteomic function and structure to
electroactive biofilms development across electrode
orientations

Yue Dong, Yiying Jiang, Mingrui Sui, Jimeng Yu, Jiaxin Wu, Ziyi
Gu, and Xiangtong Zhou

Bioresour Technol. 2024 Aug 28:131375
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https:/www.sciencedirect.com/science/article/abs/pii/
S0960852424010794

Food Proteomics

Astral-based DIA proteomics explored the flavor
enhancement mechanism of Chinese traditional
smoked bacon by staphylococcal co-fermentation

Li Yang, Hongjun Li, Han Wu, Xueling Sun, Shuyun Liu, Kaitong
Lang, and Zhifei He

Food Chem. 2024 Oct 9;463(Pt 4):141563

https:/www.sciencedirect.com/science/article/abs/pii/
S0308814624032138

Fungal Infection

Integrated transcriptomics—proteomics analysis reveals
the response mechanism of Morchella sextelata to
Pseudodiploéspora longispora infection

Shurong Wang, Jingyi Wang, Tengyun Wang, Tonglou Li, Lijing
Xu, Yanfen Cheng, Mingchang Chang, Junlong Meng, and Ludan
Hou

J Fungi (Basel). 2024 Aug 26;10(9):604

https:/www.mdpi.com/2309-608X/10/9/604

Inflammatory Bowel Disease

A proteomics pipeline for generating clinical grade
biomarker candidates from data-independent
acquisition mass spectrometry (DIA-MS) discovery

Qin Fu, Manasa Vegesna, Niveda Sundararaman, Eugen Damoc,
Tabiwang N Arrey, Anna Pashkova, Emebet Mengesha, Philip
Debbas, Sandy Joung, Dalin Li, Susan Cheng, Jonathan Braun,
Dermot Govern, Christopher Murray, Yue Xuan, and Jennifer E
Van Eyk

Angew Chem Int Ed Engl. 2024 Oct 21:¢202409446

https://onlinelibrary.wiley.com/doi/abs/10.1002/anie.202409446

Intestinal Stem Cells

BMP suppresses Wnt signaling via the Bcl11b-
regulated NURD complex to maintain intestinal stem
cells

Yehua Li, Xiaodan Wang, Meimei Huang, Xu Wang, Chunlin Li,
Sigi Li, Yuhui Tang, Shicheng Yu, Yalong Wang, Wanglu Song,
Wei Wu, Yuan Liu, and Ye-Guang Chen

EMBO J. 2024 Oct 21

https:/www.embopress.org/doi/full/10.1038/s44318-024-00276-
’

Metaproteomics

The astounding exhaustiveness and speed of the
Astral mass analyzer for highly complex samples

is a quantum leap in the functional analysis of
microbiomes

Thibaut Dumas, Roxana Martinez Pinna, Clément Lozano, Sonja
Radau, Olivier Pible, Lucia Grenga, and Jean Armengaud

Microbiome. 2024 Mar 7;12(1):46

https:/microbiomejournal.biomedcentral.com/articles/10.1186/
s40168-024-01766-4

Mamalian Development

A novel protein CYTB-187AA encoded by the
mitochondrial gene CYTB modulates mammalian early
development

Zhijuan Hu, Liang Yang, Maolei Zhang, Haite Tang, Yile Huang,
Yujie Su, Yingzhe Ding, Chong Li, Mengfei Wang, Yunhao Zhou,
Qing Zhang, Liman Guo, Yue Wu, Qiangian Wang, Ning Liu,
Haoran Kang, Yi Wu, Deyang Yao, Yukun Li, Zifeng Ruan, Hao
Wang, Feixiang Bao, Guopan Liu, Junwei Wang, Yaofeng Wang,
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Wuming Wang, Gang Lu, Dajiang Qin, Duanging Pei, Wai-Yee
Chan, and Xingguo Liu

Cell Metab. 2024 Jul 2;36(7):1586-1597.e7

https:/www.sciencedirect.com/science/article/abs/pii/
S1550413124001323

Milk Proteomics

Size-dependent composition and in-situ structure
analysis of the milk fat globule membrane in buffalo
milk

Yi Wang, Mengyuan Guo, Peipei Wu, Chong Chen, Weibo
Zhang, Fazheng Ren, Pengjie Wang, Shouyun Wu, Jianhuan
Wei, Jie Luo, and Jinghua Yu

Food Chem. 2024 Oct 23;464(Pt 2):141766

https:/www.sciencedirect.com/science/article/abs/pii/
S0308814624034162

Oxidation

Methionine alkylation as an approach to quantify
methionine oxidation using mass spectrometry
Margaret Hoare, Ruiyue Tan, Kevin A. Welle, Kyle Swovick,
Jennifer R. Hryhorenko, and Sina Ghaemmaghami

J Am Soc Mass Spectrom. 2024 Mar 6;35(3):433-440

https:/pubs.acs.org/doi/full/10.1021/jasms.3c00337

Oxidative Response

Redox control of the deubiquitinating enzyme Ubp2
regulates translation during stress

Clara M. Santos, Blanche K. Cizubu, Dinachi A. Okonkwo,
Chia-Yu Chen, Natori Maske, Nathan A. Snyder, Vanessa
Simoes, Erica J. Washington, and Gustavo M. Silva

J Biol Chem. 2024 Oct 7:107870

https:/www.sciencedirect.com/science/article/pii/
S002192582402372X

Parasite Proteomics

Cell cycle-regulated transcription factor AP2XII-9 is
a key activator for asexual division and apicoplast
inheritance in Toxoplasma gondii tachyzoite
Yuehong Shi, Xuan Li, Yingying Xue, Dandan Hu, and Xingju
Song

mBio. 2024 Oct 16;15(10):e0133624

https:/journals.asm.org/doi/10.1128/mbio.01336-24

Proteomics analysis reveals the differential protein
expression of female and male adult Toxocara canis
using Orbitrap Astral analyzer

Hui-Jie Qiu, Ya-Jia Zhou, Zhi-Yu Li, Yi-Han Lv, Xing-Quan Zhu,
and Wen-Bin Zheng

Infect Dis Poverty. 2024 Oct 9;13(1):73

https:/link.springer.com/article/10.1186/s40249-024-01246-9

Phosphoproteomics

Systematic optimization of automated phosphopeptide
enrichment for high-sensitivity phosphoproteomics
Patricia Bortel, llaria Piga, Claire Koenig, Christopher Gerner,
Ana Martinez del Val, and Jesper V Olsen

Mol Cell Proteomics. 2024 Mar 26:100754

https:/www.sciencedirect.com/science/article/pii/
S1535947624000446

Fast and deep phosphoproteome analysis with the
Orbitrap Astral mass spectrometer

Noah M. Lancaster, Pavel Sinitcyn, Patrick Forny, Trenton M.
Peters-Clarke, Caroline Fecher, Andrew J. Smith, Evgenia
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Shishkova, Tabiwang N. Arrey, Anna Pashkova, Margaret Lea
Robinson, Nicholas Arp, Jing Fan, Juli Hansen, Andrea Galmozzi,
Lia R. Serrano, Julie Rojas, Audrey P. Gasch, Michael S.
Westphall, Hamish Stewart, Christian Hock, Eugen Damoc, David
J. Pagliarini, Vlad Zabrouskov, and Joshua J. Coon

Nat Commun. 2024 Aug 15;15(1):7016

https:/www.nature.com/articles/s41467-024-51274-0

Presynaptic Rac1 in the hippocampus selectively
regulates working memory

Jaebin Kim, Edwin Bustamante, Peter Sotonyi, Nicholas Maxwell,
Pooja Parameswaran, Julie K Kent, William C Wetsel, Erik J.
Soderblom, Bence Racz, and Scott H. Soderling

Elife. 2024 Jul 24:13:RP97289

https://elifesciences.org/articles/97289

SIMKK4 is responsible for pollen development in
tomato

Lifei Chen, Leiging Chen, Hong Zhang, Chaoyue Xi, Yulin Fang,
Yiru Lai, Changtian Pan, Gang Lu, and Yunkun Wu

Plant Physiol Biochem. 2024 Oct 15:216:109201

https:/www.sciencedirect.com/science/article/abs/pii/
S0981942824008696

Spatial proteomics identifies JAKi as treatment for a
lethal skin disease

Thierry M. Nordmann, Holly Anderton, Akito Hasegawa, Lisa
Schweizer, Peng Zhang, Pia-Charlotte Stadler, Ankit Sinha,
Andreas Metousis, Florian A. Rosenberger, Maximilian Zwiebel,
Takashi K. Satoh, Florian Anzengruber, Maximilian T. Strauss,
Maria C. Tanzer, Yuki Saito, Ting Gong, Marvin Thielert, Haruna
Kimura, Natasha Silke, Edwin H. Rodriguez, Gaetana Restivo,
Hong Ha Nguyen, Annette Gross, Laurence Feldmeyer, Lukas
Joerg, Mitchell P. Levesque, Peter J. Murray, Saskia Ingen-
Housz-Oro, Andreas Mund, Riichiro Abe, John Silke, Chao Ji,
Lars E. French, and Matthias Mann

Nature. 2024 Oct 16

https:/www.nature.com/articles/s41586-024-08061-0

Quantitative comparison of deparaffinization,
rehydration, and extraction methods for FFPE tissue
proteomics and phosphoproteomics

Erin M. Humphries, Clare Loudon, George E. Craft, Peter G.
Hains, and Phillip J. Robinson

Anal Chem. 2024 Aug 20;96(33):13358-13370

https:/pubs.acs.org/doi/10.1021/acs.analchem.3c04479

Plant Proteomics

Soybean symbiotic-nodule zonation and cell
differentiation are defined by NIN2 signaling and GH3-
dependent auxin homeostasis

Tianli Tu, Zhen Gao, Linfang Li, Jiansheng Chen, Kangzhuo Ye,
Tao Xu, Siyuan Mai, Qingging Han, Chaofan Chen, Shengwei
Wu, Yankun Dong, Jiaomei Chen, Laimei Huang, Yuefeng Guan,
Fang Xie, and Xu Chen

Dev Cell. 2024 Jul 17:S1534-5807(24)00424-6

https:/www.sciencedirect.com/science/article/pii/
S1534580724004246

Glucose-induced glycation enhances the foaming
properties of Trichosanthes kirilowii seed protein
isolate: Insights into structure, interfacial behavior, and
proteomics

Patricia Bortel, llaria Piga, Claire Koenig, Christopher Gerner,
Ana Martinez del Val, and Jesper V Olsen

Food Hydrocolloids, Volume 157, 2024, 110444

https:/www.sciencedirect.com/science/article/abs/pii/
S0268005X24007185

Multi-omics analysis reveals the transcription factor
AtuMYB306 improves drought tolerance by regulating
flavonoid metabolism in Chinese chive (Allium
tuberosum Rottler)
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Taotao Li, Zhen Wang, Yanyan Chen, Penggiang Yao,
Zhonggqiu Zhang, Shenao Cai, Yutao Zhu, Yingying Yu, Chunli
Liao, Dongxiao Liu, Xiaofei Yang, Lianzhe Wang, and Xuan Ma

Dev Cell. 2024 Jul 17:S1534-5807(24)00424-6

https:/www.sciencedirect.com/science/article/pii/
S2667064X24002446

SIMKK4 is responsible for pollen development in
tomato

Lifei Chen, Leiging Chen, Hong Zhang, Chaoyue Xi, Yulin
Fang, Yiru Lai, Changtian Pan, Gang Lu, and Yunkun Wu

Plant Physiol Biochem. 2024 Oct 15:216:109201

https:/www.sciencedirect.com/science/article/abs/pii/
S0981942824008696

Plasma Proteomics

Evaluating the performance of the Astral mass
analyzer for quantitative proteomics using data-
independent acquisition

Lilian R. Heil, Eugen Damoc, Tabiwang N. Arrey, Anna
Pashkova, Eduard Denisov, Johannes Petzoldt, Amelia C.
Peterson, Chris Hsu, Brian C. Searle, Nicholas Shulman,
Michael Riffle, Brian Connolly, Brendan X. MacLean, Philip M.
Remes, Michael W. Senko, Hamish I. Stewart, Christian Hock,
Alexander A. Makarov, Daniel Hermanson, Viad Zabrouskov,
Christine C. Wu, and Michael J. MacCoss

J Proteome Res. 2023 Oct 6;22(10):3290-3300

https:/pubs.acs.org/doi/10.1021/acs.jproteome.3c00357

An inflection point in high-throughput proteomics
with Orbitrap Astral: analysis of biofluids, cells, and
tissues

Nathan G. Hendricks, Santosh D. Bhosale, Angel J.
Keoseyan, Josselin Ortiz, Aleksandr Stotland, Saeed
Seyedmohammad, Chi D. L. Nguyen, Jonathan T. Bui, Annie

Moradian*, Susan M. Mockus, and Jennifer E. Van Eyk
J Proteome Res. 2024 Sep 6;23(9):4163-4169

https://pubs.acs.org/doi/10.1021/acs.jproteome.4c00384

A proteomics pipeline for generating clinical grade
biomarker candidates from data-independent
acquisition mass spectrometry (DIA-MS) discovery
Qin Fu, Manasa Vegesna, Niveda Sundararaman, Eugen
Damoc, Tabiwang N Arrey, Anna Pashkova, Emebet Mengesha,
Philip Debbas, Sandy Joung, Dalin Li, Susan Cheng, Jonathan
Braun, Dermot Govern, Christopher Murray, Yue Xuan, and
Jennifer E Van Eyk

Angew Chem Int Ed Engl. 2024 Oct 21:6202409446

https://onlinelibrary.wiley.com/doi/abs/10.1002/anie.202409446

Protein-Protein Interactions

hnRNP R promotes O-GlcNAcylation of elF4G and
facilitates axonal protein synthesis

Abdolhossein Zare, Saeede Salehi, Jakob Bader, Cornelius
Schneider, Utz Fischer, Alexander Veh, Panagiota Arampatzi,
Matthias Mann, Michael Briese, and Michael Sendtner

Nat Commun. 2024 Aug 28;15(1):7430

https:/www.nature.com/articles/s41467-024-51678-y

Reproducibility

Fully automated workflow for integrated sample
digestion and Evotip loading enabling high-throughput
clinical proteomics

Anders H. Kverneland, Florian Harking, Joel Mario Vej-Nielsen,
Magnus Huusfeldt, Dorte B. Bekker-Jensen, Inge Marie Svane,
Nicolai Bache, and Jesper V. Olsen

Mol Cell Proteomics. 2024 Jul;23(7):100790

https:/www.sciencedirect.com/science/article/pii/
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Salivary Proteome

Umami altering salivary proteome: A study across a
sensitivity spectrum on subjects

Yiwen Zhu, Xiaoxiao Feng, Ziyu Wang, Yin Zhang, Yuyu Zhang,
Jianshe Chen, and Yuan Liu

J Agric Food Chem. 2024 Jun 12;72(23):13451-13464

https:/pubs.acs.org/doi/10.1021/acs.jafc.4c01326

Single-Cell Proteomics

One-tip enables comprehensive proteome coverage in
minimal cells and single zygotes

Zilu Ye, Pierre Sabatier, Javier Martin-Gonzalez, Akihiro Eguchi,
Maico Lechner, Ole Ostergaard, Jingsheng Xie, Yuan Guo, Lesley
Schultz, Rafaela Truffer, Dorte B Bekker-Jensen, Nicolai Bache,
and Jesper V Olsen

Nat Commun. 2024 Mar 20;15(1):2474

https:/www.nature.com/articles/s41467-024-46777-9

AM-DMF-SCP: Integrated single-cell proteomics
analysis on an active matrix digital microfluidic chip
Zhicheng Yang, Kai Jin, Yimin Chen, Qian Liu, Hongxu Chen, Siyi
Hu, Yugiu Wang, Zilu Pan, Fang Feng, Mude Shi, Hua Xie, Hanbin
Ma, and Hu Zhou

JACS Au. 2024 Mar 26;4(5):1811-1823

https:/pubs.acs.org/doi/10.1021/jacsau.4c00027

Spatial proteomics of single cells and organelles on
tissue slides using filter-aided expansion proteomics
Zhen Dong, Wenhao Jiang, Chunlong Wu, Ting Chen, Jiayi Chen,
Xuan Ding, Shu Zheng, Kiryl D. Piatkevich, Yi Zhu, and Tiannan
Guo

Nat Commun. 2024 Oct 30;15(1):9378

https:/www.nature.com/articles/s41467-024-53683-7

Single-Nucleus Proteomics

Spatial proteomics of single cells and organelles on
tissue slides using filter-aided expansion proteomics
Zhen Dong, Wenhao Jiang, Chunlong Wu, Ting Chen, Jiayi
Chen, Xuan Ding, Shu Zheng, Kiryl D. Piatkevich, Yi Zhu, and
Tiannan Guo

Nat Commun. 2024 Oct 30;15(1):9378

https:/www.nature.com/articles/s41467-024-53683-7

Spatial Proteomics

Single-cell sequencing depicts tumor architecture and
empowers clinical decision in metastatic conjunctival
melanoma

Hanhan Shi, Hao Tian, Tianyu Zhu, Qili Liao, Chang Liu, Peng
Yuan, Yongyun Li, Jie Yang, Chunyan Zong, Shichong Jia, Jing
Ruan, Shengfang Ge, Renbing Jia, Peiwei Chai, Shigiong Xu,
and Xiangun Fan
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