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Supplementary Figure 1.  Four-component MCR analysis of insulin/myoglobin two-protein 

side-by-side spots imaged at 250 µm resolution. DESI MS imaging data was mass-binned to 

0.5 m/z unit and analysed with MCR with no data pre-treatment. The image of the scores and 

loadings plot for each component are show. Components C1, C2 and C3 correspond to peaks 

observed for insulin and component C4 corresponds to peaks observed for myoglobin. 
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Supplementary Figure 2.  Four-component MCR analysis of insulin/BSA two-protein side-

by-side spots imaged at 250 µm resolution. DESI-MS imaging data was mass-binned to 0.5 

m/z unit and analysed with MCR with no data pre-treatment. The image of the scores and 

loadings plot for each component are shown. Components C1, C2 and C3 correspond to 

peaks observed for insulin and component C4 corresponds to peaks observed for BSA. 
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Supplementary Figure 3.  Four-component MCR analysis of myglobin/BSA two-protein 

side-by-side spots imaged at 250 µm resolution. DESI-MS imaging data was mass-binned to 

0.5 m/z unit and analysed with MCR with no data pre-treatment. The image of the scores and 

loadings plot for each component are shown. Component C2 corresponds to peaks observed 

for myoglobin, components C1 and C4 correspond to peaks observed for BSA and 

component C3 corresponds to peaks in the background. 
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Supplementary Figure 4. Six-component MCR analysis of insulin/myoglobin/BSA protein 

mixture spots imaged at 250 µm resolution. DESI-MS imaging data was mass-binned to 0.5 

m/z unit and analysed with MCR with no data pre-treatment. The image of the scores and 

loadings plot for each component are shown. Components C1, C2, C4 and C5 correspond to 

peaks observed for insulin, component C6 corresponds to peaks observed for myglobin and 

component C3 corresponds to peaks observed for BSA.  
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Supplementary Figure 5.  Four-component MCR analysis of myoglobin/BSA protein 

mixture spots imaged at 250 µm resolution. a) setup for DESI imaging of myoglobin (Myo) 

and BSA spots. b) mass spectrum of protein peaks summed across the mixture spot. Numbers 
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on each spectrum indicate the charge state of the protein for its corresponding spike on the 

multiply charged peaks, with red for myoglobin and blue for BSA. c) DESI-MS imaging data 

was mass-binned to 0.5 m/z unit and analysed with MCR with no data pre-treatment. The 

image of the scores and loadings plot for each component are show. Component C2 

corresponds to peaks observed for myoglobin, components C1 and C3 correspond to peaks 

observed for BSA and component C4 corresponds to peaks in the background. 

  

Electronic Supplementary Material (ESI) for Analyst
This journal is © The Royal Society of Chemistry 2012



 

Supplementary Figure 6.  Eight-component MCR analysis of rat brain coronal section 

imaged at 100 µm resolution. DESI-MS imaging data was mass binned to 1 m/z unit and 
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analysed with MCR with no data pre-treatment. The image of the scores and loadings plot for 

each component are show. Images for components C2, C3, C5, C7 and C8 correspond to 

areas that show distinct structures within the brain. Components C1, C4 and C6 show images 

of peaks that correspond to background, such as areas that are outside of the brain section. 
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Supplementary Figure 7.  Six-component MCR analysis of the substantia nigra region of 

the rat brain coronal section imaged at 100 µm resolution. DESI-MS imaging data was mass-

binned to 0.5 m/z unit and analysed with MCR with no data pre-treatment. The image of the 

scores and loadings plot for each component are show. The image of component C5 shows a 
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concentration of signals that map to the substantia nigra region. Images for components C1, 

C2, C3, C4 and C6 correspond to other features within the brain as well as general 

background. 
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Supplementary Table 1  

Intensity values of protein peaks across a protein spot from three replicates of images for the 

insulin/myoglobin/BSA protein mix. The representative peak is the most representative m/z 

value for one of the multiply charged peaks for each protein. The intensity values for each of 

the proteins for both the reference (Ref) and mixture (Mix) spots are similar across all of the 

three images produced. 

 

 

  

Electronic Supplementary Material (ESI) for Analyst
This journal is © The Royal Society of Chemistry 2012



Supplementary Table 2 

Intensity ratios for protein peaks comparing reference spot to mixture spot summed from the 

original mass spectrum of the image for the insulin/myoglobin/BSA protein mix. The 

representative peak refers to the most representative m/z value for one of the spikes of the 

multiply charged peaks of each protein. The reference:mixture spot ratio for insulin is an 

order of magnitude greater in the reference, while the same ratios for myoglobin and BSA are 

much more similar between the reference and mixture spots. 
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Supplementary Table 3 

The top mass peaks with the highest loadings score from component 5 of the substantia nigra 

MCR analysis in supplementary figure 7. a) The original image of scores for component 5. b) 

loadings plot for component 5. c) The top 40 mass peaks ranked by loadings score for 

component 5. Note the data was mass-binned at 0.5 m/z and some peaks that differ in 0.5 m/z 

units may refer to the same metabolite. 
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