CLUSTAL X (1.83) multiple alignment of SET-domain sequences from the SET 3/4 family. Species abbreviations: Saccharomyces cerevisiae
(Sc), S. bayanus (Sb), Schwanniomyces castelli (Sca), Candida glabrata (Cg), Ashbya gossypii (Ag), Candida albicans (Ca), Kluyveromyces lactis
(K1), Kluyveromyces waltii (Kw), Yarowia lioplytica (Y1) and Debaryomyces hansenii (Dh).
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VIVRPLDEKPRGDND-CRVKFVLRAIRDIRKGEEISVEWQWDLRNP
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VTIVKLGQDQODKHWGD-STVKFMIRAKRTIQAGEELHINWQWDLRHP
VTIKLOQDTDNRNDKSSSRIKFVLRALRDISEDEELYIKWQWDSKHP
VTIRLOQDLDHENVNSVSKIKFVLRALRDISEDEELYIKWQWDLKQP

VIVCLPSAGEEK----- DIKFILRATRDIDEGEELLIDWKWDLRHP
VTIKLTNSNNQD----- EIKFVLRALRFIDKGEELHIKWDWDLRHP
VTIKMPADDRQASDVNKSVKFVLKALRDLERGEELHIKWDWDLRHP
VSMRMNDE-----—--~ SNVKFVLRALRDIDDDEELQIGWQWDLSHP
STVKIKETN-------- EIKFVLKALRDINPGEELHLSWHWDKKHP
ATVVVNNTD--------- IIFVVFATEPIKPGTELTLAWEWDTHHP

ETVYVPEQNKFR---FLVFTSKPITLKSENQDEELRLPWEWDVDHP
KPIYIPETNTFR---LLVVTSKPIILSSNTNEEELRLDWEWDRLHP



