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Abstract (Calibri 11, normal, řádkování 1,15)
In last decade, metabolomics plays an important role in clinical research. As a picture of whole metabolic status, it brings complex insight into biochemistry and pathobiochemistry of diseases. Two analytical approaches are applied: targeted metabolomics based on analysis of hundreds of selected metabolites, and untargeted metabolomics for complex profiling of thousands features – potential metabolites. Nowadays, it becomes a part of clinical diagnosing and treatment monitoring due to better understanding of mechanisms of diseases and capability to find new biomarkers. Two examples of clinical metabolomics will be presented.
[bookmark: _GoBack][image: C:\Users\david\AppData\Local\Microsoft\Windows\INetCache\Content.Word\Graphical abstract CML - David.jpg]In chronic myeloid leukemia study, targeted LC/MS metabolomics method covering 350 metabolites was applied in order to understand biochemical changes of the disease(1). The metabolic profiles distinguished newly diagnosed patients and patients treated with hydroxyurea or tyrosine kinase inhibitors from healthy controls. The changes were found in glycolysis, citric acid cycle, and amino acid metabolism. Differences between resistant and well responding patients to imatinib treatment in levels of amino acids and acylcarnitines may be potentially used as an additional tool for the assessment of response. 
In order to find new potential biomarkers of inborn errors of metabolism, untargeted LC/MS method allowing analysis of polar metabolites including phospholipids was used. Metabolic profile in dry blood spots from patients with medium chain acyl-CoA dehydrogenase deficiency was clearly distinguished from controls. Acylcarnitines (already well-known biomarkers) and oxidized phospholipids were found to be the most discriminating metabolites. Elevated levels of oxidized phospholipids in patients suggest an increased presence of oxidative stress as one of the pathophysiological mechanisms. 
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