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Table S1. Percentage of amino acid sequence identities between typical representatives of cyanide 

dihydratase (CynD), cyanide hydratase (CynH) and nitrile-converting nitrilase (Nit). 

 

 

 

 

 

 

 

 

 

 

 

CynDpum: CynD from Bacillus pumilus (AAN77004.1)  

CynDstut: CynD from Stutzerimonas stutzeri (BAA11653.1) 

CynDind: CynD from Flavobacterium indicum (CCG52320.1) 

CynHsorg: CynH from Microdochium sorghi (AAA33353.1) 

Nit4: Nitrilase from Arabidopsis thaliana (pdb 6i00) 

Nit6803: Nitrilase from Synechocystis sp. PCC6803 (pdb 3wuy; Q55949) 

NitPf: Nitrilase from Pseudomonas fluorescens EBC191 (pdb 6zby; AAW79573)  

NitTv1: Nitrilase from Trametes versicolor (XP_008032838.1) 

 CynDpum CynDstut CynDind CynHsorg Nit4 Nit6803 NitPf NitTv1 

CynDpum 100 79.75 32.71 35.62 29.55 34.67 37.77 27.60 

CynDstut  100 33.86 35.18 31.49 34.70 41.10 29.65 

CynDind   100 32.29 31.80 33.55 36.79 29.48 

CynHsorg    100 26.43 30.10 37.82 26.75 

Nit4     100 34.89 32.94 52.20 

Nit6803      100 36.78 32.10 

NitPf       100 30.61 

NitTv1        100 



 



 



Figure S1. Complete phylogenetic tree of cyanide dihydratase homologs. (A) Full tree 

with some clades collapsed; (B) Paenibacillus clade and Bacillus clade 1 expanded; (C) 

Bacillus clade 2 expanded; (D) Flavobacterium homologs clade expanded; (E) Flavobacterium 

clades 1-3 expanded. Phylogenetic tree of cyanide dihydratase homologs. Pairwise 

distances were estimated using JTT model [70]. Initial tree for the heuristic search was 

obtained automatically using Neighbor-Join and BioNJ algorithms [71]. Then the tree with 

the highest log likelihood was selected using Maximum Likelihood method [72]. All 

positions with less than 90% site coverage were eliminated. Evolutionary analyses were 

conducted using MEGA X [73]. The tree was visualized with iTOL tool [74]. Branch 

lengths are indicated above the lines (data are rounded to two decimal places). The 

position of the template sequences is indicated by the blue boxes. The tree is rooted on 

midpoint. The complete tree is available at 

https://itol.embl.de/tree/147231254143208591671005621. 



 



 



 

Figure S2. Complete phylogenetic tree of cyanide hydratase homologs. (A) Full tree with 

some clades collapsed; (B) Lecanoromycetes clade 1 and 2  expanded; (C) Eurotiomycetes 

clade expanded; (D); (E) Fusarium clade expanded; (F) Leotiomycetes clade 1-3  expanded; 

(G) Dothideomycetes clade 1-2  expanded. See Fig. S1 legend for methods used for the 

construction of the phylogenetic tree. The previously reported phylogenetic tree of the 

CynHs [15]) was extended. The complete tree is available at 

https://itol.embl.de/tree/17825516828117701671187763. 

 


