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Fig. S1 Map of sampling sites in mangrove sediments across Southeastern China.
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Fig. S2 Maximume-likelihood phylogenetic tree of HgcA amino acid sequences. (1000 bootstraps; values >90%
are shown by grey dots at the nodes). The 1087 HgcA sequences in this study are highlighted in blue. HgcA
sequences retrieved from public databases are shown in black. HgcA paralogues from non-methylating
microorganisms were used as outgroups and are shown in gray.
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Fig. S6 Multiple Asgard HgcA and HgcB sequence alignment. The sequence alignment shows conserved regions of
77 HgcA and HgcB sequences in Asgard. Sequence logo above the alignment shows the occurrence of each amino
acid in each position.
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