CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/25009884/citation-report.pdf
Version: 2024-04-10

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




176

174

172

170

168

166

164

162

CITATION REPORT

Paper IF Citations

The isomorphous structures of prethrombin2, hirugen-, and PPACK-thrombin: changes
accompanying activation and exosite binding to thrombin. Protein Science, 1994, 3, 2254-71

Activity of the MAP kinase ERK2 is controlled by a flexible surface loop. 1995, 3, 299-307 105

Structural basis for serpin inhibitor activity. Proteins: Structure, Function and Bioinformatics, 1995,
22,210-25

Probing the solution structure of the DNA-binding protein Max by a combination of proteolysis and 6 L
mass spectrometry. Protein Science, 1995, 4, 1088-99 3 39

Limited proteolysis of native proteins: the interaction between avidin and proteinase K. Protein
Science, 1995, 4, 1337-45

Structural determinants of the stability of thermolysin-like proteinases. 1995, 2, 374-9 76

Methotrexate inhibits proteolysis of dihydrofolate reductase by the N-end rule pathway. Journal of
Biological Chemistry, 1995, 270, 8172-8

Protein structure prediction: recognition of primary, secondary, and tertiary structural features

from amino acid sequence. 1995, 30, 1-94 113

Probing Protein/Protein Interactions with Mass Spectrometry and Isotopic Labeling: Analysis of
the p21/Cdk2 Complex. Journal of the American Chemical Society, 1996, 118, 5320-5321

Distinct mechanisms contribute to stringent substrate specificity of tissue-type plasminogen 3
activator. Journal of Biological Chemistry, 1996, 271, 4461-7 >4 3

The conformation of Alzheimerl$ beta peptide determines the rate of amyloid formation and its
resistance to proteolysis. 1996, 314 ( Pt 2), 701-7

Thermal unfolding and proteolytic susceptibility of ribonuclease A. 1996, 237, 862-9 58

Domain elucidation by mass spectrometry. 1996, 4, 1013-6

Polypeptide folding with off-lattice Monte Carlo dynamics: the method. 1996, 24, 387-403 41

Probing the tertiary structure of proteins by limited proteolysis and mass spectrometry: the case of

Minibody. Protein Science, 1996, 5, 802-13 63

Limited proteolysis of rat phosphatidylinositol transfer protein by trypsin cleaves the C terminus,
enhances binding to lipid vesicles, and reduces phospholipid transfer activity. Journal of Biological 54 25
Chemistry, 1996, 271, 21075-80

Avoidance of proteolysis in extracts. Methods in Molecular Biology, 1996, 59, 81-93




(1998-1997)

Inhibitory mechanism of serpins. Mobility of the C-terminal region of the reactive-site loop. Journal

160 ¢ Biological Chemistry, 1997, 272, 3905-9 54 23

Protease digestion studies of an equilibrium intermediate in the unfolding of creatine kinase. 1997,
321 (Pt 1), 83-8

158 Limited in vivo proteolysis of aggregated proteins. 1997, 237, 325-30 34

Probing the conformational state of apomyoglobin by limited proteolysis. Journal of Molecular
Biology, 1997, 266, 223-30

Crystal structure of an oligomer of proteolytic zymogens: detailed conformational analysis of the
156  bovine ternary complex and implications for their activation. Journal of Molecular Biology, 1997, 6.5 24
269, 861-80

Probing the partly folded states of proteins by limited proteolysis. 1997, 2, R17-26

Type-1 plasminogen-activator inhibitor -- conformational differences between latent, active,
154 reactive-centre-cleaved and plasminogen-activator-complexed forms, as probed by proteolytic 35
susceptibility. 1997, 248, 775-85

Reversible activation of a cryptic cleavage site within E. coli beta-galactosidase in
beta-galactosidase fusion proteins. 1997, 1343, 221-6

152 Computational methods for the prediction of protein folds. 1997, 1343, 1-15 6

Limited proteolysis of ribonuclease A with thermolysin in trifluoroethanol. Protein Science, 1997, 6, 860-12;

Probing protein structure using biochemical and biophysical methods. Proteolysis, matrix-assisted
150 laser desorption/ionization mass spectrometry, high-performance liquid chromatography and 52
size-exclusion chromatography of p21Waf1/Cip1/Sdi1. 1997, 777, 23-30

The structural aspects of limited proteolysis of native proteins. 1998, 1382, 191-206

148 Proteolytic selection for protein folding using filamentous bacteriophages. 1998, 3, 321-8 217

Molecular wear and tear leads to terminal marking and the unstable isoforms of aging. 1998, 282, 18-27

146  Proteolysis as a probe of thermal unfolding of cytochrome C. 1998, 30, 435-441 22

Aromatic L-amino acid decarboxylase: conformational change in the flexible region around Arg334
is required during the transaldimination process. Protein Science, 1998, 7, 1802-10

Exploring the folding pathways of annexin I, a multidomain protein. Il. Hierarchy in domain folding 6
144 propensities may govern the folding process. Journal of Molecular Biology, 1998, 279, 1177-85 5 17

Exploring the folding pathways of annexin I, a multidomain protein. I. non-native structures

stabilize the partially folded state of the isolated domain 2 of annexin I. Journal of Molecular
Biology, 1998, 279, 1163-75




142

140

138

136

134

132

130

128

126

CITATION REPORT

Insight into the conformation of protein folding intermediate(s) trapped by GroEL. Journal of 1
Biological Chemistry, 1998, 273, 3915-25 54

Conformation of aspartate aminotransferase isozymes folding under different conditions probed
by limited proteolysis. Journal of Biological Chemistry, 1998, 273, 23191-202

Aminotransferase variants as probes for the role of the N-terminal region of a mature protein in
mitochondrial precursor import and processing. Journal of Biological Chemistry, 1998, 273, 4406-15 >4 9

Directing sequence-specific proteolysis to new targets. The influence of loop size and target
sequence on selective proteolysis by tissue-type plasminogen activator and urokinase-type
plasminogen activator. Journal of Biological Chemistry, 1998, 273, 4323-8

TFII-I regulates Vbeta promoter activity through an initiator element. 1998, 18, 4444-54 58

ATP and the core "alpha-Crystallin" domain of the small heat-shock protein alphaB-crystallin.
Journal of Biological Chemistry, 1999, 274, 30190-5

Engineering of conformations of plasminogen activator inhibitor-1. A crucial role of beta-strand 5A

residues in the transition of active form to latent and substrate forms. 1999, 263, 577-86 1

Probing the modelled structure of Wheatwin1 by controlled proteolysis and sequence analysis of
unfractionated digestion mixtures. 1999, 36, 192-204

Hereditary pancreatitis: new insights into acute and chronic pancreatitis. 1999, 45, 317-22 213

Hereditary pancreatitis. Gene defects and their implications. 1999, 79, 711-22, vii-viii

The spectrum of complications of hereditary pancreatitis. Is this a model for future gene therapy?.

1999, 28, 525-41 11

A theoretical approach towards the identification of cleavage-determining amino acid motifs of the
20 S proteasome. Journal of Molecular Biology, 1999, 286, 1251-65

Helper T-cell epitope immunodominance associated with structurally stable segments of hen egg

lysozyme and HIV gp120. 2000, 203, 189-201 21

Hereditary pancreatitis: epidemiology, molecules, mutations, and models. 2000, 136, 260-74

Probing the native structure of stathmin and its interaction domains with tubulin. Combined use of
limited proteolysis, size exclusion chromatography, and mass spectrometry. Journal of Biological 54 35
Chemistry, 2000, 275, 6841-9

Identification of discrete domains within gonococcal transferrin-binding protein A that are
necessary for ligand binding and iron uptake functions. /nfection and Immunity, 2000, 68, 6988-96

Predicting protein function from structure: unique structural features of proteases. Proceedings of
the National Academy of Sciences of the United States of America, 2000, 97, 3954-8

The interconversion of isoforms of seminal ribonuclease: modelling key intermediates and trypsin

effects. Journal of Molecular Biology, 2000, 301, 775-82




(2001-2000)

Regulated intramembrane proteolysis: a control mechanism conserved from bacteria to humans.

2000, 100, 391-8 1188

124

Nuclear import factors importin alpha and importin beta undergo mutually induced conformational
changes upon association. 2000, 484, 291-8

122  Genetic predispositions to acute and chronic pancreatitis. 2000, 84, 531-47, vii 51

Reply. 2000, 119, 278-279

Recombinant wheat antifungal PR4 proteins expressed in Escherichia coli. Protein Expression and

120 purification, 2001, 23, 380-8 2 17

In situ proteolytic digestion of inclusion body polypeptides occurs as a cascade process. 2001, 282, 436-41

Probing the molecular basis of factor Xa specificity by mutagenesis of the serpin, antithrombin.

2001, 1528, 167-76 =

118

Proteolytic degradation of ribonuclease A in the pretransition region of thermally and urea-induced
unfolding. 2001, 268, 93-7

A serpin-induced extensive proteolytic susceptibility of urokinase-type plasminogen activator
116 implicates distortion of the proteinase substrate-binding pocket and oxyanion hole in the serpin 44
inhibitory mechanism. 2001, 268, 673-85

Predicting function from structure: examples of the serine protease inhibitor canonical loop
conformation found in extracellular proteins. 2001, 26, 31-9

114 Intrinsically disordered protein. 2001, 19, 26-59 1747

Structural determinants of the half-life and cleavage site preference in the autolytic inactivation of
chymotrypsin. 2001, 268, 6238-46

Structure of an intermediate in the unfolding of creatine kinase. Proteins: Structure, Function and

12 Bioinformatics, 2001, 42, 269-278 42

20

Isolation and amino acid sequence of two new PR-4 proteins from wheat. 2001, 20, 327-35

Sequential processing of human ProlL-1beta by caspase-1 and subsequent folding determined by a

combined in vitro and in silico approach. 2001, 18, 1083-90 16

110

Identification of intrinsic order and disorder in the DNA repair protein XPA. Protein Science, 2001,

10, 560-71 63

Structure of a multifunctional protein. Mammalian phosphatidylinositol transfer protein complexed

109 with phosphatidylcholine. Journal of Biological Chemistry, 2001, 276, 9246-52

110

Allocation of helper T-cell epitope immunodominance according to three-dimensional structure in

the human immunodeficiency virus type | envelope glycoprotein gp120. Journal of Biological
Chemistry, 2001, 276, 41913-20




CITATION REPORT

Proteolytic sensitivity and helper T-cell epitope immunodominance associated with the mobile loop

106 in Hsp10s. Journal of Biological Chemistry, 2002, 277, 155-60 54 27

Serpin structure, mechanism, and function. Chemical Reviews, 2002, 102, 4751-804

104 Natively unfolded proteins: a point where biology waits for physics. Protein Science, 2002, 11, 739-56 6.3 1470

Thermodynamics of a designed protein catenane. Journal of Molecular Biology, 2003, 327, 537-48

Immobilization of the distal hinge in the labile serpin plasminogen activator inhibitor 1:
102 identification of a transition state with distinct conformational and functional properties. Journal 54 12
of Biological Chemistry, 2003, 278, 23899-905

Structural properties of the protein SV-IV. 2004, 271, 263-71

100 Combinatorial approaches to novel proteins. 2004, 5, 177-82 11

Molecular basis of the constitutive activity and STI571 resistance of Asp816Val mutant KIT receptor

tyrosine kinase. 2004, 23, 139-52

98 [Hereditary pancreatitis]. 2004, 27, 27-34 o)

Modulation of the structural integrity of helix F in apomyoglobin by single amino acid
replacements. Protein Science, 2004, 13, 1572-85

96 Probing the high energy states in proteins by proteolysis. Journal of Molecular Biology, 2004, 343, 1467-%5 108

The importance of intrinsic disorder for protein phosphorylation. 2004, 32, 1037-49

Limited proteolysis in the investigation of beta2-microglobulin amyloidogenic and fibrillar states.
94 2005, 1753, 44-50 33

Showing your ID: intrinsic disorder as an ID for recognition, regulation and cell signaling. 2005, 18, 343-84

92 Deciphering structure and topology of conserved COG2042 orphan proteins. 2005, 5, 3 6

Assessing protein disorder and induced folding. Proteins: Structure, Function and Bioinformatics,
2006, 62, 24-45

90 Bioinformatics Methods for Microbial Detection and Forensic Diagnostic Design. 2005, 313-353

Random gene dissection: a tool for the investigation of protein structural organization. 2005, 39, 395-402




(2008-2005)

Binding linkage in a telomere DNA-protein complex at the ends of Oxytricha nova chromosomes.

88 Journal of Molecular Biology, 2005, 350, 938-52

65 6

Analysis of the peanut agglutinin molten globule-like intermediate by limited proteolysis. 2005,
1725, 283-9

Maturation efficiency, trypsin sensitivity, and optical properties of Arg96, Glu222, and Gly67
variants of green fluorescent protein. 2005, 332, 657-63

Intracellular processing of the Sendai virus Cllprotein leads to the generation of a Y protein
module: structure-functional implications. 2005, 579, 5685-90

3 Mechanism of interaction of PITPalpha with membranes: conformational changes in the C-terminus
4 associated with membrane binding. Archives of Biochemistry and Biophysics, 2005, 444, 112-20 45

Nanotools for megaproblems: probing protein misfolding diseases using nanomedicine modus
operandi. Journal of Proteome Research, 2006, 5, 2505-22

Functionality and the Evolution of Marginal Stability in Proteins: Inferences from Lattice

Simulations. Evolutionary Bioinformatics, 2006, 2, 117693430600200 19 21

Structural characterization of pollen allergens. 2006, 30, 73-95

Tumor shedding of laminin binding protein modulates angiostatin production in vitro and

80 interferes with plasmin-derived inhibition of angiogenesis in aortic ring cultures. 2006, 118, 2421-32

Streptococcal mitogenic exotoxin, SmeZ, is the most susceptible M1T1 streptococcal superantigen
to degradation by the streptococcal cysteine protease, SpeB. Journal of Biological Chemistry, 2006,
281,35281-8

3 Antigen three-dimensional structure guides the processing and presentation of helper T-cell
7 epitopes. 2007, 44, 1159-68 39

Intrinsic disorder and Functional proteomics. Biophysical Journal, 2007, 92, 1439-56

6 On-plate digestion of proteins using novel trypsin-immobilized magnetic nanospheres for 3
7% MALDI-TOF-MS analysis. Proteomics, 2007, 7, 3661-71 40 34

Human pancreatic digestive enzymes. Digestive Diseases and Sciences, 2007, 52, 1-17

Three dimensional structure directs T-cell epitope dominance associated with allergy. Clinical and
74 Molecular Allergy, 2008, 6, 9 37

Antigen structure influences helper T-cell epitope dominance in the human immune response to
HIV envelope glycoprotein gp120. European Journal of Immunology, 2008, 38, 1231-7

Limited proteolysis of bovine alpha-lactalbumin: isolation and characterization of protein domains. 6
/2 Protein Science, 1999, 8, 2290-303 3 44

Site-specific modification and PEGylation of pharmaceutical proteins mediated by

transglutaminase. Advanced Drug Delivery Reviews, 2008, 60, 13-28




70

68

60

54

CITATION REPORT

An immunogenic, surface-exposed domain of Haemophilus ducreyi outer membrane protein HgbA 6
is involved in hemoglobin binding. Infection and Immunity, 2009, 77, 3065-74 37

Constitutive mutations in the Escherichia coli AraC protein. Journal of Bacteriology, 2009, 191, 2668-74 3.5

Order propensity of an intrinsically disordered protein, the cyclin-dependent-kinase inhibitor Sic1.
Proteins: Structure, Function and Bioinformatics, 2009, 76, 731-46

On the use of hydrogen/deuterium exchange mass spectrometry data to improve de novo protein
structure prediction. Rapid Communications in Mass Spectrometry, 2009, 23, 459-61

Compressing the free energy range of substructure stabilities in iso-1-cytochrome c. Protein Science 6
, 2009, 18, 1155-64 3 31

Comparison of protein fragments identified by limited proteolysis and by computational cutting of
proteins. Protein Science, 2002, 11, 1753-70

Intrinsic Disorder in Proteins Associated with Neurodegenerative Diseases. Focus on Structural
Biology, 2009, 21-75

Proteomics of Pyrococcus furiosus, a hyperthermophilic archaeon refractory to traditional
methods. Journal of Proteome Research, 2009, 8, 3844-51

Molecular insights into the interaction between alpha-synuclein and docosahexaenoic acid. Journal 6
of Molecular Biology, 2009, 394, 94-107 S 43

Detecting Disordered Regions in Proteins by Limited Proteolysis. 2010, 569-626

Influence of disulfide-stabilized structure on the specificity of helper T-cell and antibody responses

to HIV envelope glycoprotein gp120. Journal of Virology, 2010, 84, 3303-11 66 18

Intermolecular interactions in a 44 kDa interferon-receptor complex detected by asymmetric
reverse-protonation and two-dimensional NOESY. Biochemistry, 2010, 49, 5117-33

Ligand-enhanced expression and in-cell assay of human peroxisome proliferator-activated receptor 5
alpha ligand binding domain. Protein Expression and Purification, 2010, 70, 260-9 7

Structural determinants of limited proteolysis. Journal of Proteome Research, 2011, 10, 3642-51

Intrinsically Disordered Chaperones and Neurodegeneration. 2011, 1-63 1

Flexible nets of malleable guardians: intrinsically disordered chaperones in neurodegenerative

diseases. Chemical Reviews, 2011, 111, 1134-66

Observation of intermolecular interactions in large protein complexes by 2D-double difference
nuclear Overhauser enhancement spectroscopy: application to the 44 kDa interferon-receptor 16.4 12
complex. Journal of the American Chemical Society, 2011, 133, 14755-64

Extensive post-translational processing of potato tuber storage proteins and vacuolar targeting.

FEBS Journal, 2011, 278, 4070-87



(2015-2011)

Spatial structure peculiarities of influenza A virus matrix M1 protein in an acidic solution that

52 simulates the internal lysosomal medium. FEBS Journal, 2011, 278, 4905-16 57 22

Context-dependent resistance to proteolysis of intrinsically disordered proteins. Protein Science,
2011, 20, 1285-97

Adaptive changes of pancreatic protease secretion to a short-term vegan diet: influence of reduced
50 intake and modification of protein. British Journal of Nutrition, 2012, 107, 272-6

High-throughput characterization of intrinsic disorder in proteins from the Protein Structure
Initiative. Journal of Structural Biology, 2012, 180, 201-15

48 3.9 Intrinsically Disordered Proteins. 2012, 170-211 0

Identifying disordered regions in proteins by limited proteolysis. Methods in Molecular Biology,
2012, 896, 297-318

6 Hydrogen exchange and proteolytic degradation of ribonuclease A. The local splitting of the native o
4 structure and the conformation of loop segments. Biophysics (Russian Federation), 2012, 57, 35-54 7

Probing the 3-D structure, dynamics, and stability of bacterial collagenase collagen binding domain
(apo- versus holo-) by limited proteolysis MALDI-TOF MS. Journal of the American Society for Mass
Spectrometry, 2012, 23, 505-19

Carrier protein influences immunodominance of a known epitope: implication in peptide vaccine L
44 design. Vaccine, 2013, 31, 4682-8 4-

Mass spectrometry methods for intrinsically disordered proteins. Analyst, The, 2013, 138, 32-42

Structural and energetic determinants of tyrosylprotein sulfotransferase sulfation specificity.
4% Bioinformatics, 2014, 30, 2302-9 725

Structure of a partially unfolded form of Escherichia coli dihydrofolate reductase provides insight
into its folding pathway. Protein Science, 2014, 23, 1728-37

40  Sequence-derived structural features driving proteolytic processing. Proteomics, 2014, 14, 42-50 48 14

Digestion of Enolase and Carbonic Anhydrase as Model Proteins for Therapeutic Proteins in Blood
Plasma with Immobilized Thermolysin and Quantification of Some of the Peptides by
LC/LCMS/MS. Chromatographia, 2014, 77, 59-74

Influence of high hydrostatic pressure on epitope mapping of tobacco mosaic virus coat protein. L
Viral Immunology, 2014, 27, 60-74 7

Rhoptry protein 6 from Toxoplasma gondii is an intrinsically disordered protein. Protein Expression
and Purification, 2014, 101, 146-51

Hepatitis B Virus Core Protein Phosphorylation Sites Affect Capsid Stability and Transient Exposure 6
of the C-terminal Domain. Journal of Biological Chemistry, 2015, 290, 28584-28593 >4 4

Bioanalytical approaches to assess the proteolytic stability of therapeutic fusion proteins.

Bioanalysis, 2015, 7, 3035-51




CITATION REPORT

Functional assessment of intrinsic disorder central domains of BRCA1. Journal of Biomolecular 6
34 Structure and Dynamics, 2015, 33, 2469-78 3

Biophysical Methods to Investigate Intrinsically Disordered Proteins: Avoiding an "Elephant and
Blind Men" Situation. Advances in Experimental Medicine and Biology, 2015, 870, 215-60

Relevance of Intrinsic Disorder in Protein Structure and Function. SpringerBriefs in Biochemistry and
32 Molecular Biology, 2016, 29-72

How disordered is my protein and what is its disorder for? A guide through the "dark side" of the
protein universe. Intrinsically Disordered Proteins, 2016, 4, e1259708

Protein Structural Analysis via Mass Spectrometry-Based Proteomics. Advances in Experimental

39 Medicine and Biology, 2016, 919, 397-431 36 a1

Immunochemical evaluation of two Toxoplasma gondii GRA8 sequences to detect acute
toxoplasmosis infection. Microbial Pathogenesis, 2016, 100, 229-236

Hydrophobic Interactions Contribute to Conformational Stabilization of Endoglycoceramidase Il by

28 Mechanism-Based Probes. Biochemistry, 2016, 55, 4823-35

32 6

An Acrobatic Substrate Metamorphosis Reveals a Requirement for Substrate Conformational
Dynamics in Trypsin Proteolysis. Journal of Biological Chemistry, 2016, 291, 26304-26319

Conformational dynamics is key to understanding loss-of-function of NQO1 cancer-associated

26 polymorphisms and its correction by pharmacological ligands. Scientific Reports, 2016, 6, 20331 49 29

Salt bridge as a gatekeeper against partial unfolding. Protein Science, 2016, 25, 999-1009

5 Using a second-order differential model to fit data without baselines in protein isothermal chemical 6
4 denaturation. Protein Science, 2016, 25, 898-904 3

Highly efficient and easy protease-mediated protein purification. Applied Microbiology and
Biotechnology, 2016, 100, 1945-1953

CD4+ T-cell epitope prediction using antigen processing constraints. Journal of Immunological

*2 Methods, 2016, 432, 72-81 25 13

Nonnative SOD1 trimer is toxic to motor neurons in a model of amyotrophic lateral sclerosis.
Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, 614-9

Modulation of procaspase-7 self-activation by PEST amino acid residues of the N-terminal

20 prodomain and intersubunit linker. Biochemistry and Cell Biology, 2017, 95, 634-643

How to Predict Disorder in a Protein of Interest. Methods in Molecular Biology, 2017, 1484, 137-158

Computational Modeling of Stapled Peptides toward a Treatment Strategy for CML and Broader
18 Implications in the Design of Lengthy Peptide Therapeutics. Journal of Physical Chemistry B, 2018, 3.4 6
122, 3864-3875

Degradation of recombinant proteins by Chinese hamster ovary host cell proteases is prevented by

matriptase-1 knockout. Biotechnology and Bioengineering, 2018, 115, 2530-2540

10



CITATION REPORT

An arsenal of methods for the experimental characterization of intrinsically disordered proteins -

16 How to choose and combine them?. Archives of Biochemistry and Biophysics, 2019, 676, 108055

41 21

Computational analyses, molecular dynamics, and mutagenesis studies of unprocessed form of
[NiFe] hydrogenase reveal the role of disorder for efficient enzyme maturation. Biochimica Et
Biophysica Acta - Bioenergetics, 2019, 1860, 325-340

Mineral Surfaces as Agents of Environmental Proteolysis: Mechanisms and Controls. Environmental

14 Science &amp; Technology, 2019, 53, 3018-3026 1039

Active Site Histidines Link Conformational Dynamics with Catalysis on Anti-Infective Target
1-Deoxy-d-xylulose 5-Phosphate Synthase. Biochemistry, 2019, 58, 4970-4982

C-terminal tails mimicking bioactive intermediates cause different plasma degradation patterns

12 and kinetics in neuropeptides EMSH, BMSH, and neurotensin. Journal of Peptide Science, 2020, 26, e3279 21

The Serpin-like Loop Insertion of Ovalbumin Increases the Stability and Decreases the OVA 323-339
Epitope Processing Efficiency. Biochemistry, 2021, 60, 1578-1586

Prediction of intrinsic disorder and its use in functional proteomics. Methods in Molecular Biology,

10 2007, 408, 69-92 14 32

Limited Proteolysis in the Study of Protein Conformation. 1999, 253-280

From phosphorylase to phosphorylase kinase. Advances in Second Messenger and Phosphoprotein
Research, 1997, 31, 11-28 7

The Relationship of T-Cell Epitopes and Allergen Structure. 123-159

The crystal structure of the Leishmania infantum Silent Information Regulator 2 related protein 1: 1
Implications to protein function and drug design. PLoS ONE, 2018, 13, e0193602 37

Acute Pancreatitis: Mechanisms of Cell Injury [Genetics. 1999, 3-13

Functionality and the evolution of marginal stability in proteins: inferences from lattice simulations. ; ;
4 Evolutionary Bioinformatics, 2007, 2, 91-101 9 14

The spectrum of building block conformers sustains the biophysical properties of clinically-oriented
self-assembling protein nanoparticles. Science China Materials, 1 71

IGF-dependent dynamic modulation of a protease cleavage site in the intrinsically disordered linker
domain of human IGFBP2.. Proteins: Structure, Function and Bioinformatics, 2022, 4-2

Methods for measuring structural disorder in proteins. 2023, 149-198

11



