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[bookmark: _Hlk53253392][bookmark: _Hlk42789415]Figure S9. Locations of the top five motifs identified from the 40 atpF and 37 ccsA intron sequences. Motif 1 to 5 were represented as block diagrams with different colors as shown in the figure.
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[bookmark: _Hlk53253402]Figure S10. Sequences logos of domain V from atpF, ccsA, and group II introns (rbcL and psbA), respectively. The two catalytically important elements (the catalytic triad and the bulge region) in domain V were highlighted.
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Motif Symbol Motif Consensus

Motif 1 JENSNSENEE  AAASAYUUGAGCUKUAUGYRUUGAAAARUGCWURUAMAGUUCUUUUUDUU
Motif 2 UHUWKACCCAUCUAACAAGGAUUG

Motif 3 UWUGUUAGAAAGUGUUGUAUA

Motif 4 NN AWWWWHAAAWWUWUUUUWUUWWWAWUUUUWUUWAUKCUAAAWAAUWAAA
Motif 5 EEEEET AAWAAWWAWWWWHAAWWCUGAAAGGWAWWDAUUWUUUUUWAAWDKUUUUU
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