Mass Spectrometry Unit
Price Table 2025
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SDS-MW 73 € Protein identification (isolated) 73 €

(ProtgiEns/IDNA) DNA characterization 73 € TTOF Protein identification 109 €

Method development? 15 €/h ZenszOF Proteome identification 151 €

Direct infusion (HRMS) 24 € (Peptide/Protein) | swath-MS quantification request a quote

Orbitrap LC-MS (MRM or HRMS) 36 € Method development? 18 €/h
QT(I)RrI-\P Relative quantification request a quote SDS-PAGE (up to 4 samples) 43 €
(Small molecules) | Absolute quantification request a quote Protein reduction 7€
Method development? 15 €/h Protein Buffer exchange 7€

Peptide/Protein Intact Mass 73 € pr:::'glt?on Protein digestion? 24 €
QTOF Protein identification 109 € Protein/Peptide cleaning 7€
(Peptide/Protein) Protein characterization 151 € Protein/Peptide concentration 7€
Method development? 15 €/h Protein/Peptide quantification 7€

Notes:

Prices established for predefined gradients/methods, please request a quote for other gradients/methods/kits.
Prices may vary depending on sample complexity and do not include extra consumables and method development costs.

IVA (VAT) tax not included (prices updated in January 2025)

All requests for MS data re-analysis are charged separately, please request a quote for manual MS data analysis.
Independent use does not apply to all equipment and requires user training. Equipment occupancy time is charged per hour. Price includes maintenance and depreciation costs, does
not include consumables or human resources costs. The consumables used must be supplied by the user.
1-Special price for the development of new methods that could later be applied by UniMS for the benefit of our scientific community. Price does not include extra consumables costs
2. Price established for trypsin digestion, please inquire quotation for other proteases digestion.

UniMS- Mass Spectrometry Unit
Tel. 351 — 214469451/52; http://www.itgb.unl.pt/facilities/UniMS; http://www.ibet.pt/rd-services/mass-spectrometry



