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Figure S-1. User interface screenshots of a cross-linked peptides dataset. 
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Figure S-2. User interface screenshot of the 3D cross-links viewer 
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Figure S-2A. Zoomed user interface screenshot of the 3D cross-links viewer 
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Figure S-2B. Zoomed user interface screenshot of the 3D cross-links viewer 
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Figure S-2C. Zoomed user interface screenshot of the 3D cross-links viewer 
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Table S-1. CLMSVault features comparison against other processing pipelines 

Feature XLinkDB ProXL DB CLMSVault 

Dataset 
import 

Tab delimited text file ProXL XML, converter for Kojak, 
Crux, pLink, StavroX, xQuest 

Results files from pLink, Xi, xQuest, 
14N15N DXMSMS, Mascot (dead-end) 

Dataset 
export 

Tab delimited text file ProXL XML, Tab delimited text file Comma-separated text file, PSI-MI TAB 
and XML 2.5 

Dataset 
filtering 

- Yes Yes 

Spectrum 
viewer 

- Lorikeet xiSPEC 

Protein 
network 
viewer 

Cytoscape web, xiNET  xVis xiNET 
 

Protein 
interactions 
reference 
database 

IntAct, EciD - - 

Cross-links 
overlay on 
PDB structure 

• Jmol/JSmol viewer • Pv viewer • Jmol/JSmol viewer 

 

Structure 
Modeling 

• Modeller, PatchDock • - • - 

Quantitative 
analysis 

- - Cross-links color scheme based on 
abundance fold change for protein 
network and structure viewers. Filter. 

Protein 
database 

Uniprot (E. coli, H. sapiens, S. 
cerevisae, A. thaliana) 

No restriction No restriction 

Source code No Yes Yes 

 


