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Figure S1 The top panel shows the AcdX amino acid sequence aligned to Spt8, showing 28.4% identity. acdX1 truncates after l indicated at amino
acid 609, and acdX? truncates after l indicated at amino acid 400. The bottom panel shows SptC aligned to Spt3, showing 47.0% identity. Sequences
were aligned using the MUSCLE alignment tool via Geneious Pro 4.7.5.
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