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Figure Supplementary S1: P2X7 activation induces cell detachment, kinetic polarisation, 
migration and invasion of dystrophic myoblasts. (A) Pathway analysis (IPA) of quantitative 
phosphoproteomics in mdx vs WT myoblasts stimulated with ATP (0.5mM for 10min) in low-
serum media identified the most significant changes as ERM proteins involved in cellular 
migration and invasion. (B) Under low-serum conditions and low-level P2X7 stimulation 
(0.5mM BzATP), WT myoblasts displayed increasingly random migratory tracks (blue), 
whereas mdx showed significant increases in vector-polarised travel (red). (C) Invasion 
assays on different substrata under low level BzATP stimulation showed dystrophic 
myoblasts to become significantly more invasive, particularly on gelatin. This response was 
inhibited by A438079 P2X7 pore blocker or EDTA. 
 
 
 
 
 



 
 
Figure Supplementary S2: For zymograms, the equivalent loading controls are inherent 
as the total protein content can be compared in Coomassie-stained gels - example lanes with 
contrast enhancement used for analyses are shown here.  
 
 
 
 

 
 
Figure Supplementary S3: Dose response of MMP-2 release (IGZ) and P2X7 large pore 
activity (EtBr uptake) in response to increasing concentration of BzATP (0 to 1.5mM) over 
30min.  
 



 
 
Figure Supplementary S4: MMP-2 dependence of the P2X7 function inhibition. (A) IGZ 
analysis demonstrating inhibitors of trypsins and cathepsins (aprotinin and CA-074) having 
no effect on MMP-2 activity. (B) These broad range protease inhibitors had also no effect 
on P2X7 large pore functions measured in the EtBr uptake assay.   
 
 
 

 
 
Figure Supplementary S5: Western blot confirming P2X7 protein expression (~80kDa 
band) in transfected HEK293 cells; the lower MW band is non-specific. 



 

 
 
Figure Supplementary S6: MMP-2 cleavage site prediction analysis for P2X7. (A) Mouse 
(upper) and human (lower) P2X7 sequences analysed for potential MMP-2 cleavage site 
locations using CleavPredict (Sandford Burnham). (B) Sequence conservation of the 277 
and 298 cleavage sites across species. 
 



 
 
Figure Supplementary S7: P2X7 and MMP-2 expression levels are up regulated in 
cancers. Analysis of P2X7 and MMP-2 mRNA expression in data sets from The Cancer 
Genome Atlas, interrogated using the cBio Cancer Genomics Portal (Cerami et al. 2012). (A) 
P2X7 (upper) and MMP-2 (lower) are both significantly upregulated in all cancer subtypes in 
the data base (red dots represent mutations). Moreover, strong correlation between 
expression levels of P2X7 and MMP-2 was also observed. Example shown (B) is prostate 
cancers. 


