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Function of GLUT9 isoforms 
 

FIGURE LEGEND SUPPLEMENTAL FIGURES 

FIGURE S1A: hGLUT9a chloride replacement by bromide. 

hGLUT9a-mediated current was reduced to 90% ± 6% when the chloride concentration was 

reduced to 6mM by replacing it with 90mM bromide. 

 

FIGURE S1B: hGLUT9b exposed to 20mM iodine 

hGLUT9b-mediated current was not affected by iodide even at 20mM concentration. 

 

FIGURE S1C: Functional comparison of hGLUT9a, NmodGLUT9a and H2O injected 

oocytes. 

hGLUT9a-mediated current amplitude and shape were equal when compared to 

NmodGLUT9a. H2O injected oocytes did not result in a current. 

 

FIGURE S1D. Alignment of hGLUT9a, mGLUT9a, hGLUT9b and mGLUT9b 

Alignment has been performed using T-COFFEE alignment tool applying a CLUSTALX 

color code [1, 2].  
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Supplemental Figure S1A 
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Supplemental Figure S1B 
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Supplemental Figure S1C 
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Supplemental Figure S1D 
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