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Fig. S1 The sequence alignment was created using the Clustal X software. This histogram under the sequences 

indicates the similarity of each position. The organisms for other MATs sequences and their respective GenBank 

accession numbers were as follows: Acanthamoeba castellanii, Q95032; Amoeba proteus, O09486; Arabidopsis 

thaliana, NP_192094; Ascobolus immersus, P50304; Aquifex aeolicus, NP_213786; Bacillus subtilis, NP_390933; 

Borrelia burgdorferi, NP_212510; Brassica juncea, P49611; Caenorhabditis elegans, NP_872086; Drosophila 

melanogaster, CAA54567; Escherichia coli, NP_289514; Haemophilus influenzae, NP_439330; Homo sapiens, 

NP_005902; Hordeum vulgare, P50299; Leishmania infantum, O43938; Lycopersicum esculentum, 

XP_004252944; Mycobacterium tuberculosis, NP_215908; Mycoplasma genitalium, NP_072707; Mycoplasma 

pneumoniae, NP_109748; Neurospora crassa, XP_965430; Rattus norvegicus, NP_599178; Staphylococcus 

aureus, P50307; Sulfolobus solfataricus YP_005643019; Synechocystis sp., YP_007450090; Thermus 

thermophilus YP_144908; Treponema pallidum, NP_219231: Methanocaldococcus jannaschii Q58605 

 

 

 
Fig. S2 To determine the kinetic parameters, accumulation of produced SAM vs. different substrates ATP or 

methionine concentration were measured by HPLC. The velocities of the production of SAM were used to draw 

Lineweaver-Burk plot (Fig. 3) and to estimate KM and Vmax 

 


