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Supplementary Figure Legends 

Fig. S1. Amino acid sequence alignment of D. discodeum (Dd) and D. purpureum 
(Dp) BzpFs. Predicted amino acid sequence of Dp BzpF is made from a contig 
assembled from RNA-seq reads (Parikh 2011). Two poly-Glutamine sequences (Q-rich), 
bZIP domain, CREB Signature sequence and Nuclear Localization Signal (NLS) are 
indicated. Asterisk shows the Serine residue in a PKA phosphorylation consensus 
sequence. Arrowhead indicates the end of the truncated BzpF peptide (1-137 amino 
acids) expressed as a consequence of deletion in bzpF–. Note that the sequence of  C-
terminal half including bZIP domain and a short N-terminal sequence (1-56 amino acids) 
are conserved. 
 
Fig. S2. bzpF– spores are compromised.  We tested spores of AX4 and bzpF– from 2-
day old fruiting bodies by phase-contrast microscopy and by staining with fluorescent 
dyes. Strain names are indicated on the left of each panel and the visualization method is 
on the top. (A) Staining with FITC-lectin to test the integrity of spores in AX4 and bzpF– 

with/without urea treatment. Bar = 20 µm. (B) Calcofluor white staining to test the 
integrity of the middle spore coat layer. Bar = 5 µm. 
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