S5 Table. The distribution and characteristic of GC clusters in different yeast linages
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Palindromic
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Note: The ‘Num’ col indicated the number of GC clusters in the MT genome of each yeast. The
‘Palindromic’ col indicated the proportion of palindromic-like GC clusters. The ‘FamilyNum’ indicated
the number of the main sub-families in each yeast (hnumber > = 8). The ‘Consensus’ and ‘RC Consensus’
cols indicated the consensus sequence and the reverse complementary sequence of each subfamily. In
the ‘Features’ col, "= The al and a2 family in de Zamaroczy and Bernardi, 1986; & = GC clusters A, B,

C of ori sequences.



