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Figure 1-figure supplement 2 (To be continued)
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Sequence alignment of human SETD3 with its orthologs or other SET domain
proteins (SETD6 and LSMT). (A) Sequence alignment of Human SETD3(Hs,
NP_115609.2), mouse SETD3(Ms, NP_082538.2), Xenopus SETD3(Xs,
NP_001016577), Zebrafish SETD3 (Zb, NP_956348.1) and Drosophila (Dr,
XP_017048262.1). The secondary structures of human SETD3 are colored in the same
way as shown in Figure 1A. The residues involved in binding to AdoHcy and His73 are
labeled in cyan and yellow, respectively. (B) Sequence aligment of human SETD3,
human SETD6 (NP_001153777.1) and Pisum sativum LSMT (AAA69903.1). The
secondary structures, AdoHcy binding residues, and His73 binding residues, are
labeled in the same way as shown in Figure 1-figure supplement 2A.

Figure 1-figure supplement 2



