Table S1. Limitations of Rapid Multiplex Molecular Syndromic Panels (RMMSP) for diagnosing and phenotyping bacteremia or candidemia.
	Specific to gram-positive cocci
	Specific for gram-negative bacilli

	· No species of the Staphylococcus genus besides S. aureus, S. epidermidis and S.lugdunensis are detected.
· Sometimes, only the mecA gene is identified when assessing S. aureus for methicillin resistance.
· Many Streptococcus spp. species, particularly those of the viridans group, may not be accurately identified.
· There is no data available on beta-lactam antibiotic sensitivity in S. pneumoniae.
· Within the Enterococcus spp. genus, only E. faecalis and E. faecium are typically identified. Vancomycin resistance is usually only indicated by the presence of the vanA and vanB genes.
	· In Enterobacterales, typically only the presence of blaCTX-M is identified, while other genes like blaSHV are not detected. Resistance through blaAmpC is also missed.
· Generally, a limited number of carbapenemases are identified, despite their high frequency (blaKPC, blaNDM, blaVIM, bla MP, blaOXA-48).
· Resistance to beta-lactam drugs in P. aeruginosa cannot be identified unless mediated by the carbapenemases included in the panel. The absence of carbapenemase detection in this species does not necessarily indicate sensitivity to carbapenems, as there are other common resistance mechanisms usually associated with the expression of chromosomal genes.
· Syndromic platforms usually do not include the detection of the most common carbapenemases in A. baumannii (OXA type). Therefore, the absence of detection for these carbapenemases does not imply sensitivity to carbapenems in this species, as there are other enzymes different from those commonly detected.



