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Figure S3. Specifics of satDNAs TCsat37, TCsat38, TCsat18, and TCsat15. A) Identity matrix and alignment of
the consensus sequences of the three TCsat37 subfamilies TCsat37-330, TCsat37-270, and TCsat37-211. B)
Structural organization of satDNA TCsat38 dimeric higher-order repeat (HOR) and alignment of the consensus
sequences of subunits A and B. C) Identity matrix and alignment of the consensus sequences of the three
TCsat18 monomer variants TCsat18-63, TCsat18-73, and TCsat18-82. A segment duplicated in the variant
TCsat18-82 is highlighted in red. D) Schematic presentation of the structural organization of the TCsat15-1277
monomer variant. Black arrows indicate segments that have similarity to satDNA Cast2, while the red arrow
marks the position of the segment that shares similarity with the satDNA TFREE from the sibling species
Tribolium freemani. The alignment between TCsat15-1277 and TFREE consensus sequences is shown at the
bottom of the panel. In all alignments, identities between the compared sequences are indicated by dots (.), and
dashes (-) indicate alignment gaps.



