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Fig. S1. Distribution of the community acquired (CA) and hospital acquired (HA)
infection of ESBL-positive E. coli in different disease patients. The x-axis values

expressed the number of isolates.
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Fig. S2. Antimicrobial resistance and susceptibility patterns among the studied ESBL-

positive E. coli isolates.
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Fig. S3. Percentage distribution of the ESBL genes in the ESBL-positive E. coli isolates.
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Fig. S4. UPGMA dendrogram of the ERIC-PCR bands pattern of the ESB-positive E. coli

isolates.
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Fig. S5. Plot representing normalized “QMEAN4” scores versus protein-size to assess the

bacterial enzyme model reliability with reference to a non-redundant set of PDB-structures.
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Fig. S6. ‘Slider Plot’ representing Z-score values for C[3 interaction, all-atom interaction,

solvation and torsion corresponding to the bacterial enzyme model.



