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For all updates and all new versions of MaxQuant visit 
http://maxquant.org/ 

For commonly asked questions and community help go to the google 
discussion site, which is linked from MaxQuant.org or can be found here. 

http://groups.google.com/group/maxquant-list?pli=1



MaxQuantôs default Settings 

and databases that are 

downloaded with it, are usually 

sufficient for most types of 

analysis, and cover most model 

species. If however you have 

some unusual modification or 

species which you need to 

analyse, go to the Andromeda 

configuration section first.

Raw Files
1. Open MaxQuant 
2. Click ǘƘŜ Ψ[ƻŀŘΩ button and 

locate your .raw files (these 
ŀǊŜ ǘƘŜ aŀǎǎ {ǇŜŎǘǊƻƳŜǘŜǊΩǎ 
raw data, and the .raw format 
is specific to Thermo 
Instruments) 

3. Select all your files. (you can 
tell MaxQuant what files to 
combine and separate so this 
is very useful for intra-sample, 
inter-experiment comparison, 
and this is one of the most 
clever aspects of MaxQuant). 

Tips: 
ω Have MaxQuant installed on a local drive- not a network drive.
ω Have your files (.raw files and .fasta files) located on the same drive- as maintaining the 
communication over a network during processing takes longer and may drop out.

1.

3.

2.



4. Make sure all the files you wanted to analyse are loaded.
5. Click the ά²ǊƛǘŜ ¢ŜƳǇƭŀǘŜέ ōǳǘǘƻƴΦ ¢Ƙƛǎ ǿƛƭƭ ƎŜƴŜǊŀǘŜ ŀ άŎƻƳōƛƴŜŘέ ŦƻƭŘŜǊ ƛƴ ǘƘŜ 
same location as your .raw files 

5.

4 .



6. Open your Experimental Design template file. This is best done in Excel as this will 
maintain the formatting required to be read properly by MaxQuant. 
7. Fill in the Slice /Fraction data (non-identical numbers) and the Experiment column 
(the samples you would like to have combined /separated information for) 
8. Save as a .txt file. You can save it as the same name or modify it for your reference. 

Tips: 
ω In the Experiment column if you 
name things identically they will be 
combined, this is case sensitive. 
ω The power of MaxQuant is to do 
comparative analysis, so use the 
experimental design file to your 
advantage here. This means that the 
data for all proteins identified in an 
experiment will be in the same file-
but the quantitative data separated 
according to your specifications. 
ω If you name samples identically in 
the experiment column their 
information will be combined, and 
you loose the ability to individually 
compare samples- but if they are all 
fractions of the same thing- this is 
ideal.



MODIFICATIONS AND LABELS
9. These settings describe the chemistry done to the proteins. Any chemistry done which may have an effect on 
Ƴŀǎǎ Ƴǳǎǘ ōŜ ƛƴŎƭǳŘŜŘ ƛƴ ǘƘŜǎŜ ǎŜǘǘƛƴƎǎΦ aƻŘƛŦƛŎŀǘƛƻƴǎ ǘƘŀǘ ΨƳƛƎƘǘΩ ōŜ ǇƻǎǎƛōƭŜ ŀǊŜ ŎƻƴǎƛŘŜǊŜŘ ά±ŀǊƛŀōƭŜ 
aƻŘƛŦƛŎŀǘƛƻƴǎέ όǘƘŜ ŘŀǘŀōŀǎŜ ƛǎ ǘƘŜƴ ǎŜŀǊŎƘŜŘ ǿƛǘƘ ŀƴŘ ǿƛǘƘƻǳǘ ǘƘŜǎŜ ƳƻŘƛŦƛŎŀǘƛƻƴǎύ Φ aƻŘƛŦƛŎŀǘƛƻƴǎ ǿƘƛŎƘ Ƴǳǎǘ 
ƻŎŎǳǊ ŀǊŜ άCƛȄŜŘ aƻŘƛŦƛŎŀǘƛƻƴǎέ όǘƘŜ ŘŀǘŀōŀǎŜ ƛǎ ǎŜŀǊŎƘŜŘ ƻƴƭȅ ǿƛǘƘ ǘƘƛǎ ƳƻŘƛŦƛŎŀǘƛƻƴ- see MS/MS Sequences 
Section). 
10. Choose the enzyme you used to digest your protein with- in most cases this is Trypsin. 
11Φ {ǇŜŎƛŦȅ ƭŀōŜƭǎ ƛŦ ȅƻǳ ǳǎŜŘ ŀ ƭŀōŜƭƭƛƴƎ ǎǘǊŀǘŜƎȅΦ LŦ ȅƻǳ ŘƛŘ ƴƻǘ ǘƘŜƴ ǎŜƭŜŎǘ ΨaǳƭǘƛǇƭƛŎƛǘȅΩ мΦ ¢Ƙƛǎ ǿƛƭƭ Řƻ ŀ ƭŀōŜƭ ŦǊŜŜ 
search. 
12. Missed cleavages account for the enzyme not being 100% effective- this is common and the default setting is 
the accepted tolerance for this. 

9.

10.

11.

12.

Tips: 
ω If you modify the 
Andromeda config files for 
modifications and labels, they 
will be seen in this field. You 
do need to make sure you 
have ŎƭƛŎƪŜŘ ΨǎŀǾŜ ŎƘŀƴƎŜǎΩ in 
Andromeda, and reloaded 
MaxQuant, to see the new 
modifications.



GLOBAL PARAMETERS - GENERAL
13. The machine specific settings are found in these fields. 
14. Load the .fasta files for the database you wish to search. This can be either one that is supplied with 
MaxQuant, or if you require a specific one you will need to parse this through Andromeda Config, so 
MaxQuant knows how to read the file. 
15. Specify the fixed modifications here- Carbamidomethyl is a fixed modification if you have reduced and 
alkylated your sample using Iodoacetamide. 
мсΦ ΨwŜ-vǳŀƴǘƛŦȅΩ ǎƘƻǳƭŘ ōŜ ǎŜƭŜŎǘŜŘ ƛŦ ȅƻǳ ƘŀǾŜ ƭŀōŜƭƭŜŘ ǎŀƳǇƭŜǎ ŀǎ ƛǘ ƴƻǊƳŀƭƛǎŜǎ ǘƘŜ ŘŀǘŀΦ
мтΦ ΨaŀǘŎƘ ōŜǘǿŜŜƴ ǊǳƴǎΩ ƛǎ ǳǎŜŦǳƭ ƛŦ ȅƻǳ ƘŀǾŜ ƳƻǊŜ ǘƘŀƴ ƻƴŜ ŦƛƭŜΦ Lǘ ŀƭƭƻǿǎ aŀȄvǳŀƴǘ ǘƻ ǎŜŀǊŎƘ ŦƻǊ 
peptides it saw in previous files (as long as they are being processed at the same time). 

15. 

16. 
17. 

14. 



GLOBAL PARAMETERS - IDENTIFICATION & PROTEIN QUANTIFICATION
19. The values in the top panel describe the stringency of the searches performed, such as False Discovery 
Rate (FDR), number of peptides required for an identification, and Posterior Error Probability (PEP) score cut 
off. The default settings are a good standard set up. You can increase the FDR to be less stringent for specific 
reasons but this is best left to experts. 
20. 5ŜǎŜƭŜŎǘ ǘƘŜ ΨCƛƭǘŜǊ [ŀōŜƭƭŜŘ ŀƳƛƴƻ ŀŎƛŘǎΩ ōƻȄ ƛŦ ŘƻƛƴƎ ƭŀōŜƭ ςfree. 
21. Second peptides looks for mixed spectra and is very useful for further peptide identification, it is 
therefore advisable to leave this setting. 
22. Select which variable modifications you would like to be quantified along with the unmodified versions 
of the peptides. 
23. ¦ƴǘƛŎƪ Ψ5ƛǎŎŀǊŘ ǳƴƳƻŘƛŦƛŜŘ ŎƻǳƴǘŜǊǇŀǊǘ ǇŜǇǘƛŘŜǎΩΦ 
24. The other settings in the Protein Quantification panel are appropriate for most analyses and can be left 
as the defaults. 

19. 

20. 
21. 

22. 

23. 


