Specification of Subject of Performance

Name of the service:		Differential protein abundance study of bark beetle tissues
Number of months of using the service: until June 2023
Required activities – their description, scope (e.g., number of samples, study area), timeline, etc.:
· Total sample: up to 72
· Proteomic differential abundance analysis with CZU insect (i.e. bark beetle) tissue samples. 
· CZU shall have a maximum total amount of 72 samples. Samples will be sent for analysis in batches for required services (around 16/24/32 each time).
· The mass spectrometry proteomics results (including data analysis) shall be delivered to the Client within 66 calendar days after receiving the samples from the Contractor.
· Data delivery via the cloud or Hard drive.
· The Client requires a description of the methodology of preparing the samples and the data processing, and the delivery of the proteomics results.
· The sender will cover the shipment cost.
Methodological procedure requirements: 
· Sample processing (trypsin digestion of protein gel band, one gel band/sample). CZU shall run the protein extract in 1D gel (5-10 mins), allowing the protein to get in the gel before cutting the entire gel piece with a protein sample for trypsin digestion. The gel will be stained with Coomassie or other mass spec compaticle protein gel staining solution to locate the band with proteins. CZU shall send the gel band cut into small pieces with the preferred solution (i.e. destaining solution) in 1.5 ml low protein binding centrifuge tubes via currier services.
· The Contractor will do the in-gel trypsin digestion, extraction and cleaning up the peptides.
· Mass spec analysis: Separation by nano-LC and run in advanced Mass spec instrument (orbitrap or similar high throughput modern state-of-the-art mass spec instrument with a minimum capacity of identifying at least 17000 peptides at 1% FDR in a HeLa cell extract sample). 
· Strategy: Label-free quantification (DDA or DIA).
· Data processing and analysis: Data processing for relative protein quantification. Post-run quantitative data normalisation and differential protein abundance data analysis.

