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We provide four supplementary PDF files containing the results of Sanger sequencing. The chromatograms show high-quality peaks with minimal background noise, indicating reliable sequencing data. 
Supplementary Material 1: Sequencing negative control (non-spiked blood). No template was detected. 
Supplementary Material 2: Sequencing of a no-template PCR control. No template was detected. 
Supplementary Material 3: Sequencing blood spiked with Escherichia coli. A 313 bp read was obtained. Using the NCBI Megablast tool against the 16S rRNA database, the sequence showed 98.06% identity to Escherichia coli. 
Supplementary Material 4: Sequencing blood spiked with Staphylococcus aureus. A 304 bp read was obtained. Megablast analysis revealed 97.73% identity to Staphylococcus aureus. 
