
Supplementary Figure 1: QMEAN Z-score and MetaMQAPII-predicted RMSD for 

experimental and theoretical models. A. X-axis: predicted RMSD; Y-axis: QMEAN Z-score. 

R^2=0.1418.. 



Supplementary Figure 2: Alignment of sequences of BLUF-like domains from eukaryotic 

Prp3 homologues. Vertical blue lines indicate hidden columns in the alignment. In the “motifs” 

annotation row, uppercase W marks a conserved tryptophane residue; lowercase d, residues of a 

disordered loop; lowercase w, the position corresponding to a tryptophane residue conserved in 

BLUF domain proteins. The “jnetpred hPrp3” annotation row displays predicted secondary 

structure elements of the human Prp3.  



Supplementary Figure 3: Results of clustering of sequences of DEAH family helicases. For 

eukaryotic proteins, only clusters containing the most important four human helicases are 

indicated. Also indicated are the positions of the sequences of the three Giardia lamblia DEAH 

helicases (red dots with GI numbers). 



Supplementary Figure 4. N-terminal region of 

hPrp8 (PRO8NT). A. Model of the conserved core 

of the PFAM PRO8NT domain. De novo model. 

RMSD 2.4 Å, QMEAN Z-score -1.93. B. Alignment 

of the Prp8 N-terminal domain. In the “de novo” 

annotation row, boundaries of the de novo model 

are shown. In the “bromodomain prediction”, 

boundaries of the bromodomain prediction are 

shown (about twenty amino acids are cut from the C 

terminus). In the “jnetpred hPrp8”, secondary 

structure prediction is shown. 


