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[image: ]Figure S1. Representative images of indentation experiment.



Figure S2. Vickers hardness of pure Ti and Ti-Ga alloys. 
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Figure S3. Quantitative analysis of upregulated and downregulated iron metabolism related proteins of S. aureus after gallium treatment.
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Figure S4. DEPs enriched in the KEGG pathway.
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Figure S5. GO enrichment analysis (Biological process) of differentially expressed proteins after gallium treatment.
[image: ]
Figure S6. GO enrichment analysis (Molecular function) of differentially expressed proteins after gallium treatment.
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Figure S7. Quantitative analysis of iron metabolism related proteins of E. coli.
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Figure S8. A) Adherence assay through confocal microscopy and CFU formation. B) Quantification of CFU formation (Ⅰ:Ti, Ⅱ:Ti-20Ga, Ⅲ: Ti-20Ga+FeCl3).
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Figure S9. Quantification of TRAP-positive multinucleated osteoclasts that were treated with different Ga containing Ti alloys for 4 days. (50 ng mL-1, RANKL). 
[image: ] Figure S10. qPCR analysis of expression of the osteoclast-specific genes Acp5, C-fos, CTR, Ctsk, and NFATC1 relative to Beta-actin in BMMs that were stimulated with RANKL for 5 days in the presence of extracts of Ti and Ti-Ga alloy. (n=3 per group).
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Figure S11. Hematoxylin and eosin (H&E) staining, Giemsa staining and immunohistochemistry (IHC) of the bacterial biofilm infected muscle tissues after different treatment on day 7. 
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Figure S12. H&E staining, Giemsa staining and IHC staining of corresponding infected soft tissues on day 14.
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Figure S13. Viability of L929 cells treated with extracts of Ti and Ti-Ga alloy extracts.
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Figure S14. Cytoskeletal staining for BMSC cells cultured with extracts of Ti and Ti-
Ga alloy extracts.
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