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Figure S1. Sequence alignment of nsp14 and nsp10 of SARS-CoV-1 and SARS-CoV-2. (A)

SARS-CoV-2 nsp14 shows 95% sequence identity to SARS-CoV-1 nsp14. Two domains of
nsp14 (ExoN nad N7-MTase) are shown with sequence. Essential catalytic residues in SARS-
CoV-2 nsp14 (1) are shown with red asterisks. (B) SARS-CoV-2 nsp10 shows 97% sequence
identity to SARS-CoV-1 nsp10.
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Figure S2. Expression of SARS-CoV-2 nsp14. His-tagged (A) and C-terminal strep-tagged (B)
SARS-CoV-2 nsp14 was expressed in E. coli BL21(DE3) or Rosetta cells.
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Figure S3. Purification of recombinant SARS-CoV-2 nsp14 and nsp10 proteins. (A) GST-
nsp14 was purified to near homogeneity using a three-step protocol (Glutathione-agarose, Q
anion exchange, and size exclusion chromatography). A gel image after size-exclusion
chromagrography is shown. (B) SARS-CoV-2 nsp10 was purified to near homogeneity using

three-step protocol (Ni-NTA, Q anion exchange, and size exclusion chromatography). A gel
image after size-exchlusion chromatography is shown.
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Figure S4. Size exclusion chromatography of recombinant SARS-CoV-2 nsp14 and nsp10
proteins. (A) A calibration curve using size exclusion calibration standards. The elution volumes
(Kav) and molecular weights (logMW) of SARS-CoV-2 nsp14 (GST-nsp14) and nsp10 (His-
nsp10) that are calculated from this standard curve are shown. (B) Size-exclusion
chromatograms for SARS-CoV-2 nsp10 (left) and nsp14 (right). GST-nsp14 appears to be in
equilibrium between different oligomeric states with the dimeric form as the predominant
species. (C) A table showing the molecular weights estimated from the size-exclusion standard.



Table S1. RNA and DNA oligonucleotides used in this study.

Oligo name

Sequence 5' 2> 3’

5'-FAM-20mer-RNA primer

5'-FAM-GUCAUUCUCCUAAGAAGCUA-3’

40mer-RNA template

5'-CUAUCCCCAUGUGAUUUUAAUAGCUUCUUAGGAGAAUGAC-3'

5'-FAM-21mer-RNA-A
(for A:A mismatch)

5'-FAM-GUCAUUCUCCUAAGAAGCUAA-3'

5'-FAM-20mer-DNA primer

5-FAM-GTCATTCTCCTAAGAAGCTA-3’

40mer-DNA template

5-CTATCCCCATGTGATTTTAATAGCTTCTTAGGAGAATGAC-3'
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