Dataset S2: Amino acid sequence alignment of RVT-IM

Three of the four placozoan mtDNAs sequenced contained an open reading frame
encoding a reverse transcriptase and an intron group II maturase domains (RVT-IM).
Below is the amino acid sequence alignment for this gene. Box shade . indicates
identical amino acids and box shade | indicates chemically similar, but not all identical

amino acids.
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