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Seesaw protein: Design of a protein that adopts interconvertible alternative
functional conformations and its dynamics
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Structural basis and transport mechanism of a distinctly folded proton-driven
antimicrobial peptide transporter
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Structural basis for pegRNA-guided reverse transcription by a prime editor

R B (EREKF)

Physicochemical analyses of supercharged antibodies and the rational design
guidelines proposal for material applications
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Structural mechanism of the Retron-Eco7 anti-phage defense system

® Tan Cheng (BALZERRZEAR)
High-performance coarse-grained MD: Development and applications for protein
dynamics and function in biomolecular condensates
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A new cryo-EM pipeline for determining well-resolved maps of the giant ion channel
RyR2

o i R (BRERZAKRF)
Discovery of new therapeutic agents for ALS that inhibit cytoplasmic aggregation of
TDP-43 and elucidation of their mechanism of action

o FH HE (FuMKF)
Structural and functional analysis of the DNA cleavage protein complex of

Thermococcus kodakarensis
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Cryo-EM analysis of atypical GLUTSs
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Dimeric transport mechanism of human vitamin C transporter SVCT1
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Sequence-dependent analysis of ribosomal destabilization induced by negatively
charged nascent polypeptide chains
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Analysis of HS-AFM images of proteins combining MD simulation and AutoEncoder
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Oxidative protein folding under condensed conditions enabled by promiscuous
recognition molecules
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Function and structural analysis of hemolytic/hemagglutinating bifunctional lectin
and regulation of the two activities.
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Data-driven optimization of antibody thermal stability and affinity via high-
throughput physicochemical analysis

HIE £% (FEKXF)

Screening of mirror-image VHH antibodies and evaluation of immunogenicity
mechanisms

INEG 1&F (JUNKZEEHERIFEKRE)

Development of stable isotope labeling method for glycoproteins by eukaryotic
expression system and its application to NMR analysis of IgG
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Approaches to elucidate stop codon readthrough phenomenon: Functional and
structural insight

B 8K (JuNKRF)

Mechanistic study on heme iron capture and transfer to downstream proteins by an
iron-acquisition protein from Streptococcus pyogenes
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Spatiotemporal dynamics of protamine-DNA condensation revealed by high-speed
atomic force microscopy
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The streptococcal adhesin exhibits pH-dependent binding to its target forming an
intermolecular covalent crosslink
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Design of de novo proteins for inhibiting aggregation of pathogenic proteins in
neurodegenerative diseases
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Liposome-added cell-free synthesis of hydrophobic nanopore-forming membrane
proteins and peptides and electrophysiological measurement
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Biomolecular motors use two asymmetries to generate unidirectional movement
e rH ¥E (EEREILKY¥)

Chimeric proteinisation of de novo peptide nanopore for protein sequencing
o SiF £ (JuNKE)

Analysis of the interaction between the Fcy receptor and the Fab region of IgG
o SH St (REK¥)

Development of red fluorescent biosensors based on the mScarlet scaffold
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