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436  Supplementary Figure 2

437  Structured RNAs in the SARS-CoV-2 3’ UTR. A) An alignment of SARS-CoV-2 3’ UTR

438  sequences, including the original Wuhan-Hu-1 sourced from Wuhan, China and considered
439 the reference genome for the outbreak, and two examples of cultured SARS-CoV-2 isolates
440  exhibiting deletions in a shared 3’ UTR region predicted to form a pseudoknot structure. B)
441  Predicted pseudoknot structure of the SARS-CoV-2 3’'UTR affected by the above culture-
442  derived deletions.
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a. Subgenome-length mRNAs by map positions
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445  Supplementary Figure 3

446  Subgenome-length mRNA abundance and predicted sites of modification. A) Coverage of
447  relevant coding sequences achieved by alignment of subgenome-length mRNAs to the

448  SARS-CoV-2 genome (log scale). Red lines indicate the first base of each coding sequence
449  from ORF2-10. B) Schematic of relevant annotated coding sequences. C) Position of

450 predicted m5C positions in subgenome-length mRNAs. Dark blue lines indicate positions
451  predicted to have >90% base modification; light blue lines indicate positions predicted to

452 have between 50% and 90% base modification.
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