
Supplement Figure S1: Multiple sequence alignment between TRPS from Melampsora 

larici, Puccinia striiformis, Puccinia sorghi, Puccinia graminis, Puccinia triticina and the 

Hemileia vastatrix protein contig_208623_14257. The alignment was built by Muscle.  

* (asterisk) indicates positions which have a single, fully conserved residue.

: (colon) indicates conservation between groups of strongly similar properties - scoring > 0.5 
in the Gonnet PAM 250 matrix.

. (period) indicates conservation between groups of weakly similar properties - scoring =< 
0.5 in the Gonnet PAM 250 matrix.



Supplement Figure S2: Multiple sequence alignment between TRPS from Melampsora larici, 

Puccinia striiformis, Puccinia sorghi, Puccinia graminis, Puccinia triticina and the newly annotated 

Hemileia vastatrix Tryptophan synthase. The alignment was built by Muscle.  

* indicates positions which have a single, fully conserved residue.

: indicates conservation between groups of strongly similar properties - scoring > 0.5 in the Gonnet

PAM 250 matrix.

. indicates conservation between groups of weakly similar properties - scoring =< 0.5 in the Gonnet

PAM 250 matrix.



Supplementary Figure S3: Structural  superposition of 3D models for TRPS. In blue the Alphafold 
result for H. Vastatrix  Tryptophan synthase. In green the Modeller 3D0 proposed structure for H. 

Vastatrix  Tryptophan synthase. RMSD between pruned atoms was 1.018 Angstroms.


