
Bong-Jin Lee

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/1387408/publications.pdf

Version: 2024-02-01

187

papers

3,440

citations

30

h-index

159585

52

g-index

175258

189

all docs

189

docs citations

189

times ranked

4779

citing authors



Bong-Jin Lee

2

# Article IF Citations
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2 The structural and functional investigation of the VapBC43 complex from Mycobacterium
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3 Abstract 1800: Novel NSDHL inhibitor (Compound 9) exerts anti-proliferative and cytotoxic activity in
breast cancer cells. Cancer Research, 2022, 82, 1800-1800. 0.9 0
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5 Structureâ€•based design of peptides that trigger <i>Streptococcus pneumoniae</i> cell death. FEBS
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Toxin-Activating Stapled Peptides Discovered by Structural Analysis Were Identified as New
Therapeutic Candidates That Trigger Antibacterial Activity against Mycobacterium tuberculosis in the
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7 How Bacterial Redox Sensors Transmit Redox Signals via Structural Changes. Antioxidants, 2021, 10,
502. 5.1 5

8 Structural and functional analysis of the <i>Klebsiella pneumoniae</i> MazEF toxinâ€“antitoxin system.
IUCrJ, 2021, 8, 362-371. 2.2 4
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Structural and functional studies of SAV1707 from <i>Staphylococcus aureus</i> elucidate its
distinct metal-dependent activity and a crucial residue for catalysis. Acta Crystallographica Section D:
Structural Biology, 2021, 77, 587-598.
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10 Molecular Interactions between Two LMP2A PY Motifs of EBV and WW Domains of E3 Ubiquitin Ligase
AIP4. Life, 2021, 11, 379. 2.4 2

11 Structural Investigation of Self-Assembly and Target Binding of Anti-CRISPR AcrIIC2. CRISPR Journal,
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12 Structural and functional study of SaAcP, an acylphosphatase from Staphylococcus aureus.
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13 Structure-Based <i>De Novo</i> Design of <i>Mycobacterium Tuberculosis</i> VapC-Activating Stapled
Peptides. ACS Chemical Biology, 2020, 15, 2493-2498. 3.4 11
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Structural and Functional Study of the <i>Klebsiella pneumoniae</i> VapBC Toxinâ€“Antitoxin System,
Including the Development of an Inhibitor That Activates VapC. Journal of Medicinal Chemistry, 2020,
63, 13669-13679.
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15 mRNA Interferase Bacillus cereus BC0266 Shows MazF-Like Characteristics Through Structural and
Functional Study. Toxins, 2020, 12, 380. 3.4 4

16 Crystal structure of the YoeBSa1-YefMSa1 complex from Staphylococcus aureus. Biochemical and
Biophysical Research Communications, 2020, 527, 264-269. 2.1 1

17 The grease trap: uncovering the mechanism of the hydrophobic lid in Cutibacterium acnes lipase.
Journal of Lipid Research, 2020, 61, 722-733. 4.2 11

18 Crystal structure of proteolyzed VapBC and DNAâ€•bound VapBC from Salmonella enterica Typhimurium
LT2 and VapC as a putative Ca 2+ â€•dependent ribonuclease. FASEB Journal, 2020, 34, 3051-3068. 0.5 3
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20 A structural study of TatD from <i>Staphylococcus aureus</i> elucidates a putative DNA-binding mode
of a Mg<sup>2+</sup>-dependent nuclease. IUCrJ, 2020, 7, 509-521. 2.2 6

21 Antiâ€•CRISPR AcrIIC3 discriminates between Cas9 orthologs via targeting the variable surface of the
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transcriptional regulation mechanism. FEBS Open Bio, 2019, 9, 1713-1725. 2.3 9

23 A maresin 1/RORÎ±/12-lipoxygenase autoregulatory circuit prevents inflammation and progression of
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24 A novel chlorination-induced ribonuclease YabJ from <i>Staphylococcus aureus</i>. Bioscience
Reports, 2018, 38, . 2.4 12

25 A Systematic Overview of Type II and III Toxin-Antitoxin Systems with a Focus on Druggability. Toxins,
2018, 10, 515. 3.4 47

26 Effects of lysine-to-arginine substitution on antimicrobial activity of cationic stapled heptapeptides.
Archives of Pharmacal Research, 2018, 41, 1092-1097. 6.3 21

27 Unique N-terminal extension domain of human asparaginyl-tRNA synthetase elicits CCR3-mediated
chemokine activity. International Journal of Biological Macromolecules, 2018, 120, 835-845. 7.5 12

28 Regulatory mechanisms of thiol-based redox sensors: lessons learned from structural studies on
prokaryotic redox sensors. Archives of Pharmacal Research, 2018, 41, 583-593. 6.3 18

29 Functional insights into theÂ Streptococcus pneumoniae HicBA toxinâ€“antitoxin system based on a
structural study. Nucleic Acids Research, 2018, 46, 6371-6386. 14.5 32

30 Câ€•terminal dimerization of apoâ€•cyclic <scp>AMP</scp> receptor protein validated in solution. FEBS
Letters, 2017, 591, 1064-1070. 2.8 2

31
Functional details of the Mycobacterium tuberculosis VapBC26 toxin-antitoxin system based on a
structural study: insights into unique binding and antibiotic peptides. Nucleic Acids Research, 2017, 45,
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32
Structural analyses of the MazEF4 toxin-antitoxin pair in Mycobacterium tuberculosis provide
evidence for a unique extracellular death factor. Journal of Biological Chemistry, 2017, 292,
18832-18847.

3.4 25

33 Structural and functional studies of SAV0551 from <i>Staphylococcus aureus</i> as a chaperone and
glyoxalase III. Bioscience Reports, 2017, 37, . 2.4 6

34 Antimicrobial activity and stability of stapled helices of polybia-MP1. Archives of Pharmacal Research,
2017, 40, 1414-1419. 6.3 40

35 Mono-substitution effects on antimicrobial activity of stapled heptapeptides. Archives of Pharmacal
Research, 2017, 40, 713-719. 6.3 18

36 Structure and dynamics study of translation initiation factor 1 from Staphylococcus aureus suggests
its RNA binding mode. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2017, 1865, 65-75. 2.3 3
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38 Application of Solution NMR to Structural Studies on Î±-Helical Integral Membrane Proteins.
Molecules, 2017, 22, 1347. 3.8 12

39 Solution NMR Studies of Mycobacterium tuberculosis Proteins for Antibiotic Target Discovery.
Molecules, 2017, 22, 1447. 3.8 2

40 Cellular Membrane Composition Requirement by Antimicrobial and Anticancer Peptide GA-K4. Protein
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41 Elucidating the Dynamic Properties of Globular Protein using Predicted Order Parameters and 15N
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43 Structure, Biology, and Therapeutic Application of Toxinâ€“Antitoxin Systems in Pathogenic Bacteria.
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44 Quercetin Directly Interacts with Vitamin D Receptor (VDR): Structural Implication of VDR Activation
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47 Solution NMR studies onHelicobacter pyloriproteins for antibiotic target discovery. Expert Opinion
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48 Structural and functional insight into the different oxidation states of SAV1875 from
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Identification of novel scaffolds for potential anti- Helicobacter pylori agents based on the crystal
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Journal of Medicinal Chemistry, 2016, 108, 188-202.
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50 Alba from Thermoplasma volcanium belongs to Î±-NAT's: An insight into the structural aspects of Tv
Alba and its acetylation by Tv Ard1. Archives of Biochemistry and Biophysics, 2016, 590, 90-100. 3.0 3

51 Structural and functional studies of the Mycobacterium tuberculosis VapBC30 toxin-antitoxin
system. Acta Crystallographica Section A: Foundations and Advances, 2016, 72, s209-s209. 0.1 1

52 Secondary structure analysis of MRA1997 from Mycobacterium tuberculosis and characterization of
DNA binding property. Journal of the Korean Magnetic Resonance Society, 2016, 20, 36-40. 0.1 0

53
Crystal structure of YwpF fromStaphylococcus aureusreveals its architecture comprised of a Î²-barrel
core domain resembling type VI secretion system proteins and a two-helix pair. Acta Crystallographica
Section A: Foundations and Advances, 2015, 71, s273-s273.
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54 Crystal structure of PhoU fromPseudomonas aeruginosa, a negative regulator of the Pho regulon.
Acta Crystallographica Section A: Foundations and Advances, 2015, 71, s231-s231. 0.1 0
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55 Crystal structure ofM. tuberculosis' toxin in complex with its neutralizing antitoxin. Acta
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56 A critical element of the lightâ€•induced quaternary structural changes in
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57 <i>N</i>â€•Capping Effects of Stapled Heptapeptides on Antimicrobial and Hemolytic Activities. Bulletin of
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58 Structure-based functional identification of Helicobacter pylori HP0268 as a nuclease with both DNA
nicking and RNase activities. Nucleic Acids Research, 2015, 43, 5194-5207. 14.5 13
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twoâ€•helix pair. Proteins: Structure, Function and Bioinformatics, 2015, 83, 781-788.
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Structural insight into the interaction between the Hox and HMGB1 and understanding of the
HMGB1-enhancing effect of Hox-DNA binding. Biochimica Et Biophysica Acta - Proteins and Proteomics,
2015, 1854, 449-459.

2.3 5

61
Structural and functional studies of the<i>Mycobacterium tuberculosis</i>VapBC30 toxin-antitoxin
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62 Antimicrobial activity of doubly-stapled alanine/lysine-based peptides. Bioorganic and Medicinal
Chemistry Letters, 2015, 25, 4016-4019. 2.2 39

63 Radiological Assessment of the Effect of Congenital C3-4 Synostosis on Adjacent Segments. Asian
Spine Journal, 2015, 9, 895. 2.0 1
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Backbone assignments of1H,15N and13C resonances and secondary structure prediction of MRA1997
from Mycobacterium tuberculosis H37Rv. Journal of the Korean Magnetic Resonance Society, 2015, 19,
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0.1 1

65 Structural stability of CD1 domain of human mitotic checkpoint serine/threonine-protein kinase, Bub1.
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66 pH Effect on the Structure of Reduced NifU-like Protein from Helicobacter pylori. Journal of the
Korean Magnetic Resonance Society, 2015, 19, 106-111. 0.1 0

67 Bacterial peptide deformylase inhibitor PMT analogs inhibit cancer cell growth by interacting with
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Protein Science, 2014, 23, 819-832. 7.6 3

69 Antimicrobial peptides: therapeutic potentials. Expert Review of Anti-Infective Therapy, 2014, 12,
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Structures of inactive CRP species reveal the atomic details of the allosteric transition that
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71 Î²-Arm flexibility of HU from<i>Staphylococcus aureus</i>dictates the DNA-binding and recognition
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75 Asteropsins Bâ€“D, sponge-derived knottins with potential utility as a novel scaffold for oral peptide
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92 Tetraspan TM4SF5-dependent direct activation of FAK and metastatic potential of hepatocarcinoma
cells. Journal of Cell Science, 2012, 125, 5960-5973. 2.0 45
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97 Antimicrobial peptides: Their physicochemical properties and therapeutic application. Archives of
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101 Identification of H-Ras-Specific Motif for the Activation of Invasive Signaling Program in Human
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102 Solution structure of UIM and interaction of tandem ubiquitin binding domains in STAM1 with
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Separation and structural elucidation of a novel analogue of vardenafil included as an adulterant in
a dietary supplement by liquid chromatographyâ€“electrospray ionization mass spectrometry, infrared
spectroscopy and nuclear magnetic resonance spectroscopy. Journal of Pharmaceutical and
Biomedical Analysis, 2011, 54, 491-496.

2.8 43

108
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130 Structural insight into the distinct properties of copper transport by the <i>Helicobacter pylori</i>
CopP protein. Proteins: Structure, Function and Bioinformatics, 2008, 71, 1007-1019. 2.6 9
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