Figure S1. Association between IFI16 and DNMT expression. (A) Inverse correlation of IFI16 and DNMTs expression.

(B) Immune responsiveness of IFI16. IFI, IFN-induced protein; DNMT, DNA methyltransferase.
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Figure S2. Interactions of amino acids residues (DNMT1_A) with (A) SAM, (B) EGCG, (C) 5-aza-dc, (D) vitamin C and
(E) SAH. DNMT, DNA methyltransferase; SAH, S-adenosyl homocysteine; 5-aza-dc, 5-Azacytadine; EGCG, Epigallocatechin

gallate; SAM, S-adenosyl methionine.
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Figure S3. Interactions of amino acids residues (DNMT1-B) with (A) 5-aza-dc, (B) SAM, (C) EGCG, (D) SAH and (E) vitamin C.
DNMT, DNA methyltransferase; SAH, S-adenosyl homocysteine; 5-aza-dc, 5-Azacytadine; EGCG, Epigallocatechin gallate;

SAM, S-adenosyl methionine.
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Figure S4. Interactions of amino acids residues (DNMT1_A) with (A) SAM, (B) SAH, (C) EGCG, (D) vitamin C and (E) 5-aza-dc.
DNMT, DNA methyltransferase; SAH, S-adenosyl homocysteine; 5-aza-dc, 5-Azacytadine; EGCG, Epigallocatechin gallate;

SAM, S-adenosyl methionine.
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Figure S5. Interactions of amino acids residues (DNMT1_A) with (A) 5-aza-dc, (B) SAM, (C) SAH, (D) EGCG and (E) vitamin C.
DNMT, DNA methyltransferase; SAH, S-adenosyl homocysteine; 5-aza-dc, 5-Azacytadine; EGCG, Epigallocatechin gallate;
SAM, S-adenosyl methionine.
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