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Figure S1. Amino-acid sequence alignment of HMG-box domains 1 and 2 from yeast (Abf2, Gcf1, 
Mhb1) and human (TFAM) mtHMG proteins. The HMG-box domains of the given species were 
predicted using InterProScan [1], aligned using MAFFT v. 7.450 [2] and the sequence logos were created 
using Geneious v. 11.1.5 (Biomatters). 
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