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I. Introduction and objectives
Introduction

The  combat  against  fungal  infections  has  higher  and  higher  importance  regarding  human
healthcare as well as in the agriculture. The higher incidence of fungal infections in humans during the
last  two  decades  has  multiple  reasons  such  as  the  widespread  application  of  immunosuppressive
therapies  and  diseases  with  immunodeficiency like  AIDS or  leukaemia.  The  development  of  new
antifungal  agents  is  very  challenging  because  the  extensive  usage  of  antimycotics  –  similarly  to
antibiotics – lead to resistance, and also because – unlike bacteria – fungi are eukaryotic organisms just
like mammalians, and therefore the high degree of physiological similarities restrict  the number of
potential molecular targets for a new drug. These factors together lead to an urgent need of newly
developed  antifungal  drugs  which  are  species-specific,  effective  and  non-toxic.  To  meet  these
requirements not only the traditional synthetic molecules are developed, but also biologics which have
higher molecular mass and more complex structure as compared to “traditional” drug molecules. 

A relatively recently discovered group of antifungal drug candidates are antimicrobial proteins
(or  also  called  antimicrobial  peptides,  abbreviated  as  AMPs).  AMPs  are  produced  by  almost  all
kingdom of organisms including bacteria, fungi and even mammalians. As a result of “biochemical
competition” between different microbial fungus species for the habitat,  a wide spectrum of potent
antimicrobial  peptides  have  been  evolved.  According  to  the  recent  scientific  literature4–13 AMPs
secreted by the Ascomycetes dividion of filamentous fungi at least ten different AMPs were proved to
be a protein with strong antifungal activity. While these molecules differ in their amino acid sequence,
specificity and mechanism of action, they share common features too. Antifungal proteins produced by
Ascomycetes can be characterized with 50 to 60 amino acid residue of length, high net charge and
relatively high  number  of  disulfide  bridges  which  results  in  a  very compact  and stable  molecular
structure,  while  their  structural  properties  such  as  beta-sheets  and  the  well-folded  globular  nature
reminds them proteins. Probably this beneficial combination of stability and specificity makes them
ideal antifungal drug candidates. One of the most extensively investigated member of this group is the
Penicillium antifungal  protein  (PAF)  which  was  the  subject  of  our  investigations  described in  my
dissertation.

The research of PAF begun more than two decades ago. The gene paf and the first isolation of
the protein was described by an Austrian research group in 1995.5 Since then, this group and the other
partners who joined to this research publish on the average one publication per year on this topic. The
studies cover a wide range of disciplines with the aim of characterization of the biochemical14,15,5,16,
physiological17–26,  or  structural14,27,28 properties  of  this  protein.  Our  structural  biology group  at  the
University of Debrecen joined to this  research in 2007. Within two years,  this  fruitful cooperation
resulted in a publication in which the atomic structure of PAF was published for the first time14. This
publication can be considered as direct precedents of my work. Having the 3D structure in our hands



initiated a bunch of new ideas and opened the window for new research areas such as structure-based
protein engineering and structural biology. Moreover, the advantageous attributes of PAF makes it an
outstanding protein model for basic spectroscopic research and the development of this two areas often
facilitate each other28,29.

As a BSc student I joined to this exciting research in 2008. After I have completed my BSc and
MSc diploma in the same topic, I could to start my post-gradual education holding the biotechnology
and structural biology toolkit and with clear aims, that I summarize above in three points.

1. In case of the solution structure of PAF published in 200914 the disulfide pattern was not determined
because the available structural data was insufficient for unambiguous cysteine-pair assignment. My
first aim was to reveal this uncertainty and determine the exact cysteine pairing using a molecular
biology approach,  by producing modified versions  of  PAF by cysteine-to-serine point-mutations.  I
intended to use the unambiguous disulfide bridges for more accurate modelling of the structure.

2. According to the published 15N-relaxation data14 PAF can be described as a rigid protein on the ps-ns

timescale.  Although  this  corroborate  with  the  extended  b-stranded  secondary  structure  and  the
stabilizing  three  disulfide  bridges,  the  “rigid  molecule  theory”  was  controversial  with  our  initial
findings  of  our  thermal  unfolding  experiments.  The  decrease  of  integral  values  at  high  and  low
temperatures without appearing new resonances on the spectra suggested that hidden exchange partner
exist in the system. I wanted to investigate this “mysterious” phenomenon in detail and I aimed to
explain the unusual spectral behaviour of this system.

3. In the frame of structure-function investigation studies in close cooperation with our partners, we
have produced several modified versions of PAF by point-mutations. One of these variants in which
aspartic acid was exchanged to serine in the position 19 showed surprisingly low antifungal activity
although its overall structure was unchanged according to our preliminary structure investigations. My
aim was the comparative investigation of this PAFD19S variant with the unmodified protein, regarding its
structure, dynamics and thermal unfolding. We intended to explain the significant functional difference
by finding potential differences in protein structure or dynamics.

II. Applied methods, equipments and investigated materials

The investigated materials

The protein PAF is originally produced by the filamentous fungus Penicillium chrysogenum. PAF was
firstly isolated from its strain ATCC 10002, which is the first expression system that was used for the
production of 15N-enriched form of PAF14. 

As our research proceeded, we needed an expression system which produces PAF (and its recombinant
variants) with a higher yield. Initially, the yeast Pichia pastoris was the system of our choice because it
was proved to be an organism that produce well-folded PAF14 with an acceptable yield (3-7 mg/L) and
the fermentation technology allows 15N and/or  13C supplementation of the growth media. The cys/ser



point-mutated  variants  of  PAF  were  produced  in  this  system,  namely  PAFC7S,  PAFC14S,  PAFC28S,
PAFC7S-C36S, and PAFC28S-C54S.

Later our partners developed a Penicillium-based expression system32 with even higher yield for PAF

(>10mg/L). This strain is the paf-knockout Penicillium chrysogenum (Dpaf Penicillium C3) which has
several advantages over the previously applied expression systems. PAFD19S and  15N-13C-labelled PAF
were produced in this  system according to  the protocol we have published32.  This technology was
successfully transferred to the our laboratory in Debrecen.

The chemically produced PAF and its intermediates was synthesized by our partner Györgyi Váradi
(University of Szeged, Faculty of Medicine, Department of Medical Chemistry) with native chemical
ligation in combination with oxidative folding27. The selectively  15N-labelled peptide (Arg-(15N)-Ala-
Gln-Ile) that were used as reference compounds for quantitative measurements were also synthesized
by her.

The applied methods

During  my  research  I  studied  the  structure  of  proteins  by  nuclear  magnetic  resonance  (NMR)
spectroscopy.  Nowadays,  NMR  became  an  indispensable  tool  of  the  modern  biological  research,
because it provides abundant and very precious structural information about macromolecules such as
nucleic acids and proteins. What makes NMR unique among other techniques is that structural data can
be obtained in atomic resolution and at the same time it provides information about molecular motions
on a  very wide  timescale.  A general  workflow of  structure  investigation  of  biologically  produced
proteins by NMR spectroscopy and computational methods is summarized above on figure 1.

 

Figure 1.: Main steps of structure investigation of biologically produced proteins by NMR spectroscopy.



De novo protein structure determination

In order to acquire multi-dimensional NMR spectra on PAF and its variants, we labelled PAF by two
type of isotope-labelling schemes: uniform  15N- or uniform  15N-13C-labelling. According to this two
approaches, two type resonance assignment strategies were applied as showed on figure 2.

Figure 2.: The applied strategies for protein backbone resonance assignment. (Left) typical 3D NMR experiments

of the 15N- labelled and (rigth) 15N-13C. Dashed lines indicate inter-residual-, solid lines show intra-residual correlations.

After backbone and sidechain resonance assignment, the crosspeaks of (15N- and/or  13C-resolved) 3D
NOESY spectra were assigned to the corresponding hydrogen pairs  automatically by means of the
ATNOS-CANDID protocol.  This  process  was simultaneously applied with the simulated annealing
molecular dynamics package Cyana 2.1. The robustness of the resulting structure models was tested by
systematic exclusion of H-H atom pairs during calculations. The final structure was refined based on
torsion angle restrains which were calculated from 13C backbone chemical shifts with the TALOS+35

algorithm.

Modelling of thermal unfolding

Thermal unfolding of PAF was investigated with a series of quantitative  1H-15N-HSQC experiments
recorded  at  different  temperatures  in  a  wide  temperature  range  (-20  -  +80°C).  The  temperature-
dependence of the crosspeak volumes were fitted based on the Gibbs-Helmholtz equations (and its
extended version).

Investigation of protein dynamics and exchange processes

Protein dynamics at the ps-ns timescale was investigated by the measurement of T1, T2 15N relaxation
times and heteronuclear NOEs. Relaxation data was evaluated according to the second model of Lipari-
Szabó formalism with the aid of the Bruker Dynamics Center.

The  directly  not-observable  low  populated  conformers  were  detected  by  CEST-NMR  (Chemical
Exchange Saturation Transfer)37 method and CEST data was evaluated with the Chemex method37.

The sidechain solvent accessability was determined by the CLEANEX38 method.

Equipment, experiment conditions and applied software

The majority of NMR spectra were recorded on a 500 MHz Bruker Avance II (Bruker BioSpin GmbH,
Rheinstetten, Germany) spectrometer equipped with a 5 mm three channel probehead with z-gradient,
at the University of Debrecen. For the temperature-dependent experiments the same spectrometer was



equipped  with  a  broadband  inverted  probehead  with  proton  detection.  NOESY experiments  were
repeated on a Bruker Avance II 700 MHz spectrometer with the kind help of Dr. Andrea Bodor at the
ELTE University in Budapest.

Every experiment  for  structure  determination  was measured  in  10  mM sodium-phosphate  solution
containing 40 mM NaCl at pH=6.0 and 298K in Shigemi tube. The temperature-dependent spectra were
recorded with the same solvent conditions in normal 5 mm glass tube except sub-zero experiments, for
which 1 mm glass capillaries were used.

NMR data was collected with the aid of Topspin 2.1 software. Sequence specific resonance assignment
was completed with the aid of CARA 2.8.1. In case of titration-type of experiments assignments were
transferred with the CCPN Analysis 2.2 program. For NOE peak-picking and assignment the ATNOS-
CANDID39 protocol was used in combination with Cyana 2.1. Dihedral angles were determined with
TALOS+35.  For  molecular  graphics, PyMOLTM Molecular  Graphics  System,  1.7.0.0.  was  used.
Modelling  of  thermal  unfolding  was  performed  with  in-house  written  scripts  in  the  Matlab  7.7
environment.



III. New scientific results
The most important achievements of this work is summarized above in six propositions.

1. By the analysis of 3D triple resonance NMR spectra complete 1H-15N-13C signal assignment was
achieved.

During the signal assignment of 15N-13C labelled PAF the previous resonance date was not considered.
The comparison of  the completeness  of  1H and  13C resonance assignments is  shown on  Figure 3.
Chemical shift data was validated and deposited to the „Biological Magnetic Resonance Data Bank”
(http://www.bmrb.wisc.edu/) (BMRB ID:19657). Due to the double labelling strategy, completeness of
both 1H, and 13C increased significantly, resulting more structural restrains for structure determination.

Figure 3. Completeness of 1H and 13C resonance assignment of PAF. The previously published dataset is shown with blue,

the completeness of the new assignment is shown with red.

2. It was proved that all the six cystein residues are indispensable for proper folding of PAF.

In order  to  investigate  the disulfide pattern of PAF,  cysteine deficient  versions  were designed and
expressed in recombinant Pichia pastoris expression system. The structure investigation of single- and
double- mutated protein forms showed that the lack of any cysteine residue in the amino acid sequence
leads to the loss of tertiary structure and therefore all the six cysteine residues are necessary for the
maturation process of PAF. 



Figure 4. Red: 1H NMR spectrum and ribbon representation of the folded native PAF. Blue:  1H NMR spectrum and

theoretical “structure” of the unfolded PAFC28S-C54S cysteine/serine doubly-exchange PAF.

3. It was confirmed by NMR spectroscopy that the structure of the synthetic PAF is identical with
the native one.

 

Figure 5. Left: Amide and aromatic region of the 1H NMR spectra of the synthetic (upper) and biologically produced

(lower) PAF. Right: 13C-1H correlation spectra (blue: Penicillium-produced, red: synthetic PAF).

Based on 1D 1H and natural isotopic abundance 2D 1H-13C HSQC spectra (as shown on figure 5.) the
tertiary structure of PAF synthesized by the combination of native chemical ligation and oxidative
folding27 is  identical  with  the  structure  of  the  isolated  one  (which  is  produced  by  Penicillium
chrysogenum).  The fact of this structural identity was the final proof for the previously ambiguous
disulfide  pattern.  The  order  of  cysteine  connections  was  determined  independently  by  mass
spectrometry in case of the synthetic PAF. 

As a confirmation of our partner’s observation we were able to reproduce the oxidative folding of the
reduced linear form of PAF as it was observed by a series of 1H NMR experiments (figure 6.). 



Figure 6. 1H NMR spectra of reduced linear PAF showing spontaneous folding upon oxidation. Upper spectrum: linear
PAF under Ar gase. Signals between 8.5-6-5 ppm clearly indicate typical unfolded protein resonances. Middle: spectrum of
the same sample after a week of the first measurement. Resonances of the folded PAF starting to appear at 0,5 ppm. Lower

spectrum: 9 weeks after the first measurement. The sample was stored at room temperature in an opened vial. In the
9-9,5 ppm region signals of HN Thr 37, Cys 7 and Cys 14 can be detected as well as methyl signal of valine 45 at 0,5 ppm. 

4. High resolution solution structure of PAF was determined, using new sets of experimentally
driven parameters, including NOEs, torsion angle and disulfide constraints.

In the knowledge of the unambiguous disulfide pattern and in possession of uniform 13C-15N enriched
protein sample, a more accurate 3D structure of PAF was determined as compared to the previously
published  model.  The  model  was  further  refined  by the  peptide  backbone  torsion  angle  restrains
derived from 13C backbone chemical shifts. The resulting structure does not differ significantly from
the previously determined one with respect  to  its  backbone conformation and secondary structure.
However,  during  the  newer  structure  determination,  disulfides  were  defined  explicitly  as  covalent
bonds. These restrains were in agreement with the majority of the NOE the distance restraints. This
computational approach also confirmed the ‘abcabc’ pattern (in which 7-36, 14-43, 28-54 cysteine
residues are connected). Furthermore, backbone RMSD values of the new model is 0.40±0.08 which
indicates well-determined spatial coordinates (as a comparison, the backbone RMSD of the previously
determined structure was 0.65±0.18).



Figure 7. Ribbon representation of the 3D structure of PAF. Arrows represent b-strandsm disulfide bridges are shown as

yellow sticks. Above the structure graphics, the sequence is shown where the  cystein pairs are connected with lines.

5. It was shown in the solution structure of PAF that several “hidden” conformers exist which are
not directly observable by NMR, and the proportion of the detectable and not directly detectable
forms can be shifted by temperature changes. 

It was shown by our thermal protein unfolding experiments that the solution structure of PAF
contains a significant amount of conformer which is not directly observable by conventional NMR
methods and the proportion of the „visible” and „invisible” fractions could be shifted by varying the
temperature. We have estimated the concentration of the unfolded fraction(s) by temperature-dependent
quantitative 2D NMR and by modeling of the temperature-induced reversible protein unfolding. The
modelling  revealed  that  the  local  thermodynamic  parameters  of  the  unfolding  depend  from  the
secondary  structure  elements:  while  reversible  thermal  unfolding  of  the  motile  terminal  and  loop
regions  could  be fitted  by two-state  model,  in  case  of  residues  which  are  positioned within  beta-
stranded elements (at least) a third conformational state had to be supposed beyond the folded and
unfolded states (and this is called the “three state model”). According to our results, the population of
the minor „invisible” conformers are not negligible. According to our estimation based on minimized
global  fit  errors,  the ratio  of the invisible  fraction was around 20-30% even at  room temperature.
Sensitive  15N-CEST–NMR  experiments  revealed  further  minor  conformations  with  even  lower
population (<1%). According to our results, these conformations are in slow exchange with the major
form and in case of some residues has significantly different chemical shift  which indicates major
structural change at these sites.



  

Figure 8. Left: Integral volumes of 1H-15N-HSQC crosspeaks in the function of temperature. Right: population of the

different fractions in function of temperature and fitting of visible and hidden conformational states based on the three-state
thermal unfolding model in case of the representative cysteine 14. Folded fraction: □, intermediate state:*, unfolded state:

◊, the two hidden state together: ○.

6. The detailed structure comparison of PAF and its inactive variant PAFD19S showed that reduced
biological  activity  of  PAFD19S can  be  explained  by  significant  changes  in  the  surface  charge
distribution and/or changes in thermal unfolding process.

The possible biological function of the “hidden” exchange partner was investigated with the aid of a
point-mutated inactive version of PAF (PAFD19S). According to antifungal activity assays, exchange of
one  critical  negatively  charged  aspartate  to  serine  by  point  mutation  at  the  position  19  almost
completely eliminated the antifungal activity of the protein. We have investigated the three dimensional
solution  structure,  ps-ns  dynamics,  amide  HN-H2O  exchange  (by  CLEANEX),  “CEST-detectable”
conformers and thermal unfolding of PAFD19S at identical conditions as our previous experiments with
PAF. While backbone chemical shifts, NOE-derived structural ensembles at the level of the overall
protein fold and 15N-relaxiation parameters showed highly similar properties between the two protein
forms, the local parameters of thermal unfolding and distribution of protein surface charge changed
significantly in PAFD19S as compared to PAF, due to reshuffling of charged side-chains. The dramatic
change of surface charges which relayed further from the site of mutation is able to prevent PAF from
binding to its primary target which gives an acceptable explanation to the loss of antifungal activity.
However, one can not exclude the possibility that the altered surface charge is not the only factor in the
inactivation of  PAF by this  single  residue  exchange.  According to  thermal  unfolding experiments,
PAFD19S proved to be a two-state folder while the thermal unfolding of PAF is closer to the three-state
unfolding model. Therefore it can not be excluded that intermediate “invisible” conformations which
are present in PAF but not (or in a less extent) in PAFD19S contribute to the antifungal mechanism.



Figure 9.  Upper part: 20 conformer ensemble of PAF (left) and PAFD19S (right) backbones. Aspartic acid 19. is highlighted

with red. Lower part surface charge of a representative conformer of PAF (left) and PAFD19S (right) calculated in vacuum.
Red: negative charge, white: neutral, blue: positive charge.

A tézisfüzetben hivatkozott szakirodalom jegyzéke / List of references 
cited in the Summary of Thesis

1. Kathiravan, M. K. et al. The biology and chemistry of antifungal agents: A review. Bioorganic Med. 
Chem. 20, 5678–5698 (2012).

2. De Lucca, A. J. & Walsh, T. J. Antifungal peptides: Novel therapeutic compounds against emerging 
pathogens. Antimicrob. Agents Chemother. 43, 1–11 (1999).

3. Marx, F., Binder, U., Leiter, É. & Pócsi, I. The Penicillium chrysogenum antifungal protein {PAF}, a
promising tool for the development of new antifungal therapies and fungal cell biology studies. 
Cell. Mol. Life Sci. 65, 445–454 (2007).

4. Lacadena, J. et al. Characterization of the Antifungal Protein Secreted by the Mould Aspergillus 
giganteus. Arch. Biochem. Biophys. 324, 273–281 (1995).

5. Marx, F. et al. Cloning, structural organization and regulation of expression of the Penicillium 
chrysogenum paf gene encoding an abundantly secreted protein with antifungal activity. Gene 
167, 167–71 (1995).

6. Skouri-Gargouri, H. & Gargouri, A. First isolation of a novel thermostable antifungal peptide 



secreted by Aspergillus clavatus. Peptides 29, 1871–7 (2008).

7. Kovacs, L. et al. Isolation and characterization of Neosartorya fischeri antifungal protein (NFAP). 
Peptides 32, 1724–1731 (2011).

8. Eigentler, A., Pócsi, I. & Marx, F. The anisin1 gene encodes a defensin-like protein and supports the 
fitness of Aspergillus nidulans. Arch. Microbiol. 194, 427–37 (2012).

9. Seibold, M., Wolschann, P., Bodevin, S. & Olsen, O. Properties of the bubble protein, a defensin and 
an abundant component of a fungal exudate. Peptides 32, 1989–1995 (2011).

10. Rodríguez-Martín, A. et al. Characterization of the novel antifungal protein PgAFP and the 
encoding gene of Penicillium chrysogenum. Peptides 31, 541–547 (2010).

11. Sung, W. S., Lee, J. & Lee, D. G. Fungicidal effect of piscidin on Candida albicans: pore formation 
in lipid vesicles and activity in fungal membranes. Biol. Pharm. Bull. 31, 1906–10 (2008).

12. Choi, H., Hwang, J.-S. & Lee, D. G. Identification of a novel antimicrobial peptide, scolopendin 1, 
derived from centipede Scolopendra subspinipes mutilans and its antifungal mechanism. Insect 
Mol. Biol. 23, 788–99 (2014).

13. Hwang, J.-S. et al. Isolation and Characterization of a Defensin-Like Peptide (Coprisin) from the 
Dung Beetle, Copris tripartitus. Int. J. Pept. 2009, (2009).

14. Batta, G. et al. Functional aspects of the solution structure and dynamics of PAF--a highly-stable 
antifungal protein from Penicillium chrysogenum. FEBS J. 276, 2875–90 (2009).

15. Kaiserer, L. et al. Characterization of the Penicillium chrysogenum antifungal protein PAF. Arch. 
Microbiol. 180, 204–210 (2003).

16. Marx, F. et al. Proper folding of the antifungal protein PAF is required for optimal activity. Res. 
Microbiol. 156, 35–46 (2005).

17. Leiter, É. et al. Antifungal Protein PAF Severely Affects the Integrity of the Plasma Membrane of 
Aspergillus nidulans and Induces an Apoptosis-Like Phenotype. Antimicrob. Agents Chemother. 
49, 2445–2453 (2005).

18. Binder, U., Oberparleiter, C., Meyer, V. & Marx, F. The antifungal protein PAF interferes with 
PKC/MPK and cAMP/PKA signalling of Aspergillus nidulans. Mol. Microbiol. 75, 294–307 
(2010).

19. Hegedűs, N. et al. Review The small molecular mass antifungal protein of Penicillium 
chrysogenum – a mechanism of action oriented review. J. Basic Microbiol. 51, 561–571 (2011).

20. Galgoczy, L. et al. Sensitivity of different zygomycetes to the Penicillium chrysogenum antifungal 
protein (PAF). J. Basic Microbiol. 45, 136–141 (2005).

21. Oberparleiter, C. et al. Active internalization of the Penicillium chrysogenum antifungal protein 



PAF in sensitive aspergilli. Antimicrob. Agents Chemother. 47, 3598–3601 (2003).

22. Hegedüs, N., Sigl, C., Zadra, I., Pócsi, I. & Marx, F. The paf gene product modulates asexual 
development in Penicillium chrysogenum. J. Basic Microbiol. 51, 253–262 (2011).

23. Binder, U. et al. Protein kinase A signaling and calcium ions are major players in PAF mediated 
toxicity against Aspergillus niger. FEBS Lett. 589, 1266–1271 (2015).

24. Binder, U., Chu, M., Read, N. D. & Marx, F. The Antifungal Activity of the Penicillium 
chrysogenum Protein {PAF} Disrupts Calcium Homeostasis in Neurospora crassa. Eukaryot. 
Cell 9, 1374–1382 (2010).

25. Hegedüs, N. & Marx, F. Antifungal proteins: More than antimicrobials? Fungal Biol. Rev. 26, 132–
145 (2013).

26. Marx, F. Small, basic antifungal proteins secreted from filamentous ascomycetes: a comparative 
study regarding expression, structure, function and potential application. Appl. Microbiol. 
Biotechnol. 65, 133–142 (2004).

27. Varadi, G., Batta, G., Kele, Z. & Toth, G. K. Synthesis of PAF, an antifungal protein from 
Penicillium chrysogerum by native chemical ligation. J. Pept. Sci. 18, S68–S68 (2012).

28. Fizil, Á., Gáspári, Z., Barna, T., Marx, F. & Batta, G. ‘Invisible’ Conformers of an Antifungal 
Disulfide Protein Revealed by Constrained Cold and Heat Unfolding, CEST-NMR Experiments, 
and Molecular Dynamics Calculations. Chemistry 1–10 (2015). doi:10.1002/chem.201404879

29. Kiraly, P. et al. Real-time pure shift 15N HSQC of proteins: a real improvement in resolution and 
sensitivity. J. Biomol. NMR 62, 43–52 (2015).

30. Rodriguez, E. & Krishna, N. R. An Economical Method for {15N/13C} Isotopic Labeling of 
Proteins Expressed in Pichia pastoris. J. Biochem. 130, 19–22 (2001).

31. Multi-copy Pichia Expression Kit. User Man. (1999).

32. Sonderegger, C. et al. A Penicillium chrysogenum-based expression system for the production of 
small, cysteine-rich antifungal proteins for structural and functional analyses. Microb. Cell Fact. 
15:192 (2016). doi:10.1186/s12934-016-0586-4

33. Liu, M. et al. Improved WATERGATE Pulse Sequences for Solvent Suppression in NMR 
Spectroscopy. J. Magn. Reson. 132, 125–129 (1998).

34. Piotto, M., Saudek, V. & Sklenar, V. Gradient-Tailored Excitation for Single-Quantum Nmr-
Spectroscopy of Aqueous-Solutions. J. Biomol. Nmr 2, 661–665 (1992).

35. Shen, Y., Delaglio, F., Cornilescu, G. & Bax, A. TALOS plus : a hybrid method for predicting 
protein backbone torsion angles from NMR chemical shifts. J. Biomol. Nmr 44, 213–223 (2009).

36. Wider, G. & Dreier, L. Measuring protein concentrations by NMR spectroscopy. J. Am. Chem. Soc. 



128, 2571–2576 (2006).

37. Vallurupalli, P., Bouvignies, G. & Kay, L. E. Studying {‘Invisible’} Excited Protein States in Slow 
Exchange with a Major State Conformation. J. Am. Chem. Soc. 134, 8148–8161 (2012).

38. Hwang, T., Zijl, P. van & Mori, S. Accurate quantitation of water-amide proton exchange rates 
using the phase-modulated CLEAN chemical EXchange (CLEANEX-PM) approach with a Fast-
HSQC. J. Biomol. NMR 221–226 (1998).

39. Herrmann T., Güntert P. & Wüthrich K. Protein NMR structure determination with automated 
NOE-identification in the NOESY spectra using the new software ATNOS. J. Biomol. NMR 24, 
19 (2002).

40. Sattler, M., Schleucher, J. & Griesinger, C. Heteronuclear multidimensional NMR experiments for 
the structure determination of proteins in solution employing pulsed field gradients. Prog. Nucl. 
Magn. Reson. Spectrosc. 34, 93–158 (1999). 








	I. Introduction and objectives
	II. Applied methods, equipments and investigated materials
	The investigated materials
	The applied methods
	De novo protein structure determination
	Modelling of thermal unfolding
	Investigation of protein dynamics and exchange processes
	Equipment, experiment conditions and applied software


	III. New scientific results
	
	A tézisfüzetben hivatkozott szakirodalom jegyzéke / List of references cited in the Summary of Thesis

