R2 - DNA binding domain is highlighted in yellow.
R3 — DNA binding domain is highlighted in gréeny

bHLH binding motif —
C1 motif — Highlighted

|Indicated by red box|
in .

EAR - Suppression domain is highlighted in light blue (which comprises part of the C2 motif).

Alternative EAR domain in Pt_AtMYB4-like1, Pt_AtMYB4-like3, Pt_AtMYB4-like4 and Pa_AtMYB4-likel are marked with box and, bold and

underlined.

Zinc-finger motif — Highlighted in LEITQ L= (C3 motif).
C4 motif — Highlighted in grey. The GY/FDFLGL motif iindicated by black box]

Figure S1 Alignment of Arabidopsis thaliana MYB3 (AtMYB3), Gingko biloba MYB (GbMYBR1l) and all

MYB3-like copies from Picea abies (Pa)
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EAR - suppression domain
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