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Introduction

• ECL-PF is a powerful XL-MS tool designed specifically for cleavable
data analysis.

• It is written in Python. Basic Python v3.6 or above environment is
needed including numpy module, pyteomics module and lxml
module. ECL-PF is running in command line for now. GUI version will
be updated soon.

• Any question regarding to technical part should email to
czhouau@connect.ust.hk (ZHOU, Chen)

https://pypi.org/project/numpy/
https://pypi.org/project/pyteomics/
https://pypi.org/project/lxml/


Run with test data

• We provide a Dimethyl labeled BSA dataset to run a demo. CBDPS-
light is used to cross-link the peptides. All the parameter setting is
done in the configuration.py file.

• BSA.fasta and CID-MS2-ETD-MS2 data in .mzXML format are provided
in test example.



Step 1
• Convert your data into .mzXML format and find a suitable FASTA file. User can choose MSConvert to

transfer your file. Below is the concrete setting. After that, put your FASTA file under directory root/ and your
data (multiple files supported) under directory root/data/. Note that if you are using the text example
provided by us, you don’t need to convert the data format here.

Uncheck zlib compress



Step 2
• Modify configuration.py file and run command python configuration.py to generate ECLPF_conf file.



Step 3
• Generate database by running python database.py. Then, database directory and protein_name file will

generate, and you don’t need to run it again next time when you have the same type of data.



Step 4
• Run command python spectra_separation.py to process and deisotope data. Two more directories

(hardklor_result and pickle_pair_wise) will generate under directory root/data/.



Step 5

• Run command python precursor_refinement.py and python local_alignment.py. In this step, you won’t
observe any change, but the data content has been modified. This step is optional but is strongly
recommended.



Step 6
• Run command python ECL_PF to match the peptides.



Step 7
• Run command python splitctrl.py result_file.csv fdr to filter the result, e.g., python splitctrl.py

MS180768_L1_cid30_etd_20180702121846.csv 0.01. The FDR cut-off is set in the last step so that you can

change it to observe different FDR cut-off result.



Thanks for using ECL-PF!


