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*98.6% correct Gram-type identification for all species not represented in MAAP-IR
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MAAP-IR SPECIES REPRESENTATION DISTRIBUTION
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MAAP-IR IDENTIFICATION RESULTS: REPRESENTED SPECIES

Inconclusive: 0.75% (Gram), 8.3% (genus), 10.7% (species)

Misidentification: 1.2% (genus), 0.9% (species)

Correct identification

MAAP-IR
• Artificial intelligence coupled

with attenuated total reflectance
Fourier transform infrared 
spectroscopy

• Clinically validated to identify 36 
clinically relevant microorganisms

• UKCA marked for clinical support

Objective
Evaluate performance
and concordance of
MAAP-IR with standard
clinical identification
techniques

Study design: Prospective, blinded, single-
site validation over 6 months
Site: The Newcastle upon Tyne Hospitals
NHS Foundation Trust
Sample: 398 samples collected in
routine representing typical species
distribution
Clinical standard: MALDI-TOF MS

MAAP-IR offers key benefits:
• Reagent-free and cost-effective
• Rapid turnaround (<5 min)
• Minimal sample prep; easily fits

into existing workflows
• High diagnostic performance

relative to standard techniques

In collaboration with:

Strong potential for routine clinical 
integration in both centralized and 
decentralized labs.

Microorganisms included:
• Escherichia coli
• Klebsiella species
• Pseudomonas aeruginosa
• Shigella sonnei
• Staphylococcus aureus
• Enterococcus species
• Streptococcus pyogenes
• Candida albicans
• Candida auris
• …

**Results are based on those microorganism that were clinically validated for MAAP-IR
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