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Mass spectrometric <i>de novo</i> sequencing of natural nona€tryptic peptides: comparing peculiarities

of collision&€induced dissociation (CID) and high energy collision dissociation (HCD). Rapid
Communications in Mass Spectrometry, 2014, 28, 2595-2604.
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Novel natural peptides from <i>Hyla arborea schelkownikowi</i> skin secretion. Rapid
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Novel Cysteine Tags for the Sequencing of Non-Tryptic Disulfide Peptides of Anurans: ESI-MS Study of
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cloning of a putative versatile peroxidase. Enzyme and Microbial Technology, 2015, 81, 8-15. 3.2 o

SuperQuant-assisted comparative proteome analysis of glioblastoma subpopulations allows for

identification of potential novel therapeutic targets and cell markers. Oncotarget, 2018, 9, 9400-9414.
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