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Supplementary Figure S2.

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S3. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S4. 
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(a) ID1 is the number of template residues identical to query divided by number of aligned residues. 

(b) ID2 is the number of template residues identical to query divided by query sequence length. 

(c) Cov is equal the number of aligned template residues divided by query sequence length. 

(d) Norm. Zscore is the normalized Z-score of the threading alignments. A Normalized Z-score >1 means a good alignment and is highlighted in bold. 

(e) Download alignment lists the threading program used to identify the template, and provide the 3D structure of aligned regions of threading templates (threading[1-
10].pdb.gz). 

(f) Template residues identical to query sequence are highlighted in color. 
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