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A01 aae MLt Dynamic tracking and identification of tissue-specific secretory proteins in the circulation of live mice Molecular Interactions with Proteins P2
A02 SN ZStE St (POSTECH) Profiling of a lamin A mutant-associated proteins causing a dilated cardiomyopathy using proximity labeling and supramolecular latching Molecular Interactions with Proteins HI|2
A03 0| Al ot @l Secretome analysis identifies genes inhibiting the astrocytic a-synuclein PFF-induced neuronal toxicity Molecular Interactions with Proteins qEE
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A08 M ¢ Pl il Ecklonia cava extract modulates PGC-1a and SOD?2 to reduce hypertension-related vascular calcification. Molecular Interactions with Proteins HZAg|
A09 QMHA FIACHstn Monopolar and bipolar radiofrequency combined therapy reduces the accumulation of advanced glycated end products and increases skin elasticity in aged animal Skin. Molecular Interactions with Proteins HZAG|
A10 PARA] FIACHstn Migh-Intensity Focused Ultrasound radiation was showed fat accumulation or reduction depending on the depth and energy of treatment in SD rat. Molecular Interactions with Proteins HZAZ
A11 2hols OtFCiEtw Enhancement of wound healing by conditioned medium of adipose-derived stromal cell with photobiomodulation in skin wound Molecular Interactions with Proteins Htolg=
A12 4d OIX|CHst BH4 modulates cardiac mitochondrial proteome in a diabetic cardiomyopathy model Molecular Interactions with Proteins Skl
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Al4 HqEg ANMCHEtm Screening of Fluorescein and Rhodamine B-Binding Domains From Fv-Antibodies Library Molecular Interactions with Proteins HI A
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BO4 e o+ 85157 = | (DGIST) Comparative Phosphoproteomics of Neuro-2a Cells under Insulin Resistance Reveals New Molecular Signatures of Alzheimer's disease Artificial Intelligence for Proteomics and Biomarker Discovery a5y
BO5 ghZof ot | Multi-proteomic analysis of 5xFAD mice reveals new molecular signatures for early stage of Alzheimer's disease Artificial Intelligence for Proteomics and Biomarker Discovery =239
B06 gre PSRN etgmit=: R Multiple Biomarker Identification to Diagnose Metastatic Carcinoma from Thyroid Cancer Patients Plasma Using High-precision Proteomics Approach Artificial Intelligence for Proteomics and Biomarker Discovery oo
BO7 IS = eI SN L B Chromosome-Centric Human Proteome Study of Chromosome 11 Team Artificial Intelligence for Proteomics and Biomarker Discovery 25|01
B08 4l & MESCHstmHY Proteomic Profiling of Protein Signatures Associated with Response to PARP Inhibitor Treatment in Ovarian Cancer Artificial Intelligence for Proteomics and Biomarker Discovery ot s
B09 o|7t& S M IS 12 Proteomics Quantitative Analysis of ASFV Infected PAM Cells Artificial Intelligence for Proteomics and Biomarker Discovery =33
B10 otsld MEOAtEH L Analysis of sputum proteome in asthma patients before and after biologics administration Artificial Intelligence for Proteomics and Biomarker Discovery Hqa=
B11 Cho|& MECE Proteome analysis of human Cerebrospinal Fluid for discovery of diagnostic biomarker of medulloblastoma Artificial Intelligence for Proteomics and Biomarker Discovery St s
B12 482 ME0AHEH 2 Development of multi-plasma protein panel for classification of canine pancretitis and lymphoma from healthy control using comparative LC-MS plaltfom Artificial Intelligence for Proteomics and Biomarker Discovery AR
B13 X ME0AHEH R Comparative plasma exosomal proteome analysis for chronic kidney disease-related biomarker discovery using SWATH LC-MS platform Artificial Intelligence for Proteomics and Biomarker Discovery 44
B14 A ks [RZ|OtAHIO| Q2 RIA Acetylome analysis of doxorubicin-induced changes in A549 cells Artificial Intelligence for Proteomics and Biomarker Discovery 4478
B15 B n2cystn Fully automated Dual online reverse-phase liquid chromatography for effective and high throughput proteome analysis Artificial Intelligence for Proteomics and Biomarker Discovery 0| Akl
Co1 Rl KIST [Phosphoproteome Profiling Using an Isobaric Carrier without the Need for Phosphoenrichment Post-Translational Modifications for Signal Transduction O|”=E
C02 ol M7 st2s |2 A2 tipNrich: A Tip-Based N-terminal Proteome Enrichment Method Post-Translational Modifications for Signal Transduction OJESES
DO1 z3Y SEOst Alteration of Protein N-glycosylation in Brain of Mouse Models of Depression Glycoproteomics H
D02 o|FHA otx 7| = 0kstX| 1L R(KBSI)  |Characterization of the N-glycosylation of Recombinant IL-4 and IL-13 Proteins Using LC-MS/MS Analysis and the I-GPA Platform Glycoproteomics g
D03 EuEN =] 1l Quantitation of keratan sulfate proteoglycans (KSPGs) in mouse urine and liver using LC-MS/MS MRM Glycoproteomics otz
D04 QCHE Cet=m 7| =0tk X| AT Development of an Analytical Algorithm for Human O-GIcNAcylation using LC-MS/MS Glycoproteomics 25|01
D05 2Lt OS2 7| X 0psHR| Ao 12 Identification and Quantification by GlycoProteome Analyzer (IQ-GPA) in Web Service Glycoproteomics 23|
D06 o g aink-imi Application of PRM approach for Glycated Peptide Identification and quantification without enrichment Glycoproteomics o=
D07 A= =drjstn Examining of Subclasses for Comprehensive Site-specific glycosylation Monitoring in Human Immunoglobulin G Glycoproteomics e
D08 3% =Lk m A Comprehensive Glycomic Characterization with Micro and Macroheterogeneity on Horseradish Peroxidase Glycoproteomics Rt
D09 gr2 st Mol Z XY EH Determination of re-calibration factor for accurate quantification in the MRM analysis of core-fucosylated AFP glycopeptides Glycoproteomics K|
D10 el st 7| R 0tstX| QAL 2I(KBSI)  [Site Specific Characterization of N- and O-Glycosylation in Etanercept by TMT-labeling and LC-MS/MS Glycoproteomics 5|
D11 MEE KIST Method development of a targeted glycopeptide analysis of a recombinant erythropoietin for doping control using liquid chromatography-high-resolution mass spectrometry Glycoproteomics ol
D12 2 KAIST Automatic identification of glycated peptides using similarity of MS/MS spectrum Glycoproteomics 2zd
D13 YINDONGTAN =1t 1l Understanding Neural Networks by Exploring Glycome Diversity in Neurons and Glia Cells Using LC-MS/MS Glycoproteomics OF
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E02 AL ks (R Z2|OtAHIO| Q2RI A Multi-omics analysis for characterization of extracellular vesicle Chemoproteomics for Drug Development 288
FO1 4 QEHCo| R AATI S Y Identification of tumor related HLA antigens using immunopeptidomics Immunopeptides and Immunotherapy exg
F02 HIX| A st=atsty|a e comprehensive proteomic analysis of extracellular vesicles and macrophages related to rheumatoid arthritis Immunopeptides and Immunotherapy O|X| 2
FO3 Mg ot 7| =X AT KBS [Robust and simple quantification method of trace host cell protein impurities in antibody drug products Immunopeptides and Immunotherapy o|F=H
FO4 papyE=3 AN CHEtm Screening of Fv Antibodies with Specific Binding Activities to Monosodium Urate and Calcium Pyrophosphate Dihydrate Crystals for the medical detection of Gout and Pseudogout Immunopeptides and Immunotherapy HIA




FO5 48 AN CHstm One-step immunoassay for food allergens using screened mimotopes based on autodisplayed FV-antibody library Immunopeptides and Immunotherapy =PVES|
FO6 N PZ] AN CHSER Functional Transcription Modulation of Regulatory T cell via Membrane-permeable Inhibitor of Foxp3 Immunopeptides and Immunotherapy O] Abt
FO7 PARSES Fap=qn k=gl The efficacy of natural antibacterial feed on Paralichthys Olivaceus using proteomics for human health Immunopeptides and Immunotherapy ]
FO8 7|zt INE=RN ket NB-502, a novel bi-specific ADC targeting an immune checkpoint protein shows potent inhibition of human glioblastoma cells Immunopeptides and Immunotherapy 0|S%l
F09 otz PNE=RN ket Physicochemical characterization of NB-501-Antibody Drug Conjugates using UPLC/MALDI-TOF MS Immunopeptides and Immunotherapy 0|7
GO1 24 Sk =l Proteome Multimarker Panel for the Early Detection of Hepatocellular Carcinoma: Multicenter Derivation, Validation, and Comparison Cancer Proteogenomics P fe: E
G02 O|X|# ME0stn Increasing the Sensitivity of AFP-L3 Assay for Hepatocellular Carcinoma Diagnosis Using Fucose-Specific Lectins and Mass Spectrometry Cancer Proteogenomics s
GO03 g ol CREYME IFH YA St |Characterization of clinically applicable molecular subtypes associated with medulloblastoma progression using integrated proteogenomic analysis Cancer Proteogenomics ELEST]
G04 StME NCC-GCSP 2ol & tstut Mdentification key biomarkers of EGFR TKI resistance using proteomic data Cancer Proteogenomics HFZHY
GO05 x40 =drystn Activity-based Protein Profiling Reveals MASTL as a Novel Target for Gastric Cancer Cancer Proteogenomics PPN B
G06 Z42H| SHEOsy Proteogenomic characterization of nucleolin-targeting AS1411 aptamer in triple-negative breast cancer Cancer Proteogenomics FApVIe:]
GO07 Hdol Mt uEel Integrative proteogenomic analysis reveals long noncoding RNA-encoded micropeptide in triple-negative human breast cancer Cancer Proteogenomics St s
G08 ES RS Ct= 7| = 0tst R (A Tl Tandem Mass Tag (TMT)-based quantitative secretome analysis of lung cancer cells with acquired resistance to EGFR tyrosine kinase inhibitor Cancer Proteogenomics o|F=¢d
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G13 Hgr2 st Development of a MRM-based Disease Subtype Identification Method and its application to Pancreatic Ductal Adenocarcinoma Cancer Proteogenomics o| At
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HO4 ol KIST Adaptation of Skyline as an unifying software for a doping control Research Areas Not Listed Above old
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H06 PapSES AN CHEtn Antibody-mediated screening of peptide inhibitors for monoamine oxidase-B (MAO-B) from an autodisplayed FV library Research Areas Not Listed Above SPVES]
HO7 2E1d A M|CHEE MALDI-TOF mass spectrometry based on Parylene-Matrix Chip for Sepsis Diagnosis by Quantitative Analysis of Lysophosphatidylcholine Research Areas Not Listed Above HI A
HO8 4XA MEOien Department of Molecular Medicine & Biophamaceutical Science, Graduate school of Convergence Science and Technology, Seoul National University, Korea Research Areas Not Listed Above ol %
H09 S MECOien Ultra-multiplexed proximity labeling platform revealed the dynamics of mitochondrial matrix proteome in response to mtDNA damage Research Areas Not Listed Above UEN
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