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Figure 2S.Structure prediction of MRR of CagY protein calculated by ColabFold/AlphaFold2.  a) The five structure prediction models ordered by IDDT predicted Rank. b) Plot of coverture of templates in the database of Alphafold to our sequence. c) Heatmaps of the five predicted structures. d) Plot of the IDDT values for the five MRR-predicted models shows values higger than 60.
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