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Supplemental Figure 1. Affinity of DLX1008 and bevacizumab to VEGF-A. 

A. Solution-based equilibrium binding analysis of DLX1008 binding to VEGF-A165. 

Two binding curves representing the amount of unbound DLX1008 were constructed, 

using a constant concentration of 243 or 24.3 pM DLX1008 and a dilution series of 

VEGF-A165. B. 95% confidence interval for the KD calculated for the interaction 

between DLX1008 and VEGF-A165. Data were fitted using KinExA® Pro software 

version 4.1.9. The dashed line represents the fitted KD value and dotted lines 

represent the bounds of the 95% confidence interval. C. 95% confidence interval for 

the concentration of active DLX1008. Data were fitted using KinExA® Pro software 

version 4.1.9. The dashed line represents the fitted active concentration and dotted 

lines represent the bounds of the 95% confidence interval. D. Solution based kinetic 

analysis of DLX1008 binding to VEGF-A165. An active concentration of 487 pM 

DLX1008 as well as one of eleven different VEGF-A165 concentrations was injected 

onto VEGF-A165-coated beads pre-equilibrium and the amount of unbound DLX1008 

measured. E. 95% confidence interval for the kon between DLX1008 and VEGF-A165. 

Data were fitted using KinExA® Pro software version 4.1.9. The dashed line 

represents the fitted kon value and dotted lines represent the bounds of the 95% 

confidence interval. F. Solution based equilibrium binding analysis of bevacizumab 

binding to VEGF-A165. Two binding curves representing the amount of unbound 

bevacizumab were constructed, using a constant concentration of 313 or 100 pM 

bevacizumab and a dilution series of VEGF-A165. G. 95% confidence interval for the 

KD calculated for the interaction between bevacizumab and VEGF-A165. Data were 

fitted using KinExA® Pro software version 4.1.9. The dashed line represents the 

fitted KD value and dotted lines represent the bounds of the 95% confidence interval. 

H. 95% confidence interval for the concentration of active bevacizumab. Data were 

fitted using KinExA® Pro software version 4.1.9. The dashed line represents the 



fitted active concentration and dotted lines represent the bounds of the 95% 

confidence interval. I. Solution based kinetic analysis of bevacizumab binding to 

VEGF-A165. An active concentration of 79 pM bevacizumab and 125 pM VEGF-A165 

were mixed and injected onto VEGF-A165 coated beads at different time points before 

equilibrium and the amount of unbound bevacizumab measured. J. 95% confidence 

interval for the kon between bevacizumab and VEGF-A165. Data were fitted using 

KinExA® Pro software version 4.1.9. The dashed line represents the fitted kon value 

and dotted lines represent the bounds of the 95% confidence interval. 
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Supplemental Figure 2. Expression of p-VEGFR1 in the orthotopic U87MG 

mouse glioma model. 

A, B, C. Representative immunohistochemistry stainings for p-VEGFR1Tyr1213 in blood 

vessels of normal brain (A), in tumor vessels (B, arrowheads) and tumor cells (C, 

arrows show stained tumor cell membranes) of the control mice. Scale bars correspond 

to 20 or 50 µm. 
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