
 

Figure S1. Comparisons of expression level of GTPBP10 in different brain regions of 
HD patients (HD) and normal controls (CTRL). P-values were calculated with two 
tailed t-tests. (a) GTPBP10 is significantly down-regulated in the cingulate cortex 
regions of HD patients compared to normal controls. The data was from AI-Dalahmah 
et al. 2020[1]. (b) GTPBP10 is down-regulated in motor cortex (BA4) regions of HD 
patients compared to normal controls (data from GSE79666)[2]. (c) GTPBP10 is down-
regulated in HD-PC (BA9) compared to normal controls (data from GSE64810)[3]. (d) 
GTPBP10 is down-regulated in peripheral venous blood samples of HD patients 
compared to normal controls (data from GSE61405)[4].  

 

Figure S2. The comparisons for the targets of the original and mutated hsa-mir-499a-
3p (hsa-mir-499a_73g) and hsa-mir-3622a-5p (hsa-mir-3622a_21a), respectively. (a) 
The targets of hsa-mir-499a-3p and hsa-mir-499a_73g. (b). The targets of hsa-mir-
3622a-5p and hsa-mir-3622a_21a. 
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