Unveiling the Diagnostic Potential: A Multi-Center Evaluation of the RPIP Target Capture
Sequencing Kit for Pathogen Detection, AMR Profiling and Strain Typing from Common
Respiratory Specimens

Tsun-Ming LOK?, Chi-Ka CHENG 2, Alison Yee-Ting LAM? ,Hiu-Yin LAO?, Timothy Ting-Leung NG?,
Miranda Chong-Yee YAU3, Eddie Chi-Man LEUNG#, River Chun-Wai WONG?#, Alex Yat-Man HO>, Kam-Tong YIP®, Gilman Kit-Hang SIU% b

THE HONG KONG

1Department of Health Technology and Informatics, The Hong Kong Polytechnic University, HKSAR, China , PQLY TECHNIC UN[VERSITY
2Department of Pathology, United Christian Hospital, HKSAR, China ﬁ%fﬂij{@

3Department of Clinical Pathology, Pamela Youde Nethersole Eastern Hospital, HKSAR, China :

4Department of Microbiology, Prince of Wales Hospital, Shatin, HKSAR, China 4 \

>Department of Pathology, Princess Margaret Hospital, HKSAR, China o

éDepartment of Clinical Pathology, Tuen Mun Hospital, HKSAR, China

Introduction Result

The Illlumina Explify RPIP is a target capture sequencing 1. Evaluation of Diagnostic Performance using Three Distinct

(TCS) assay capable of detecting over 280 respiratory Bioinformatics Tools

pathogens and their associated AMR determinants [1]. a b C

The Knowledge Gap: Sensitivity Specificity Accuracy

Previous studies were limited to single-center cohorts 100 120 120
. . . 80 100 100

and single specimen types (e.g., BAL fluid) and focused 0 80 80

primarily on pathogen identification [2]. A 40 ig jg

comprehensive, multi-center validation across common 20 I 20 20

respiratory specimens for simultaneous pathogen ID, 0 0 0 _ _

AMR prediction. and viral lineage orofiling is missin Overall Bacterial Viral  Fungal Overall Bacterial Viral  Fungal Overall Bacterial Viral  Fungal
P ’ gep 8 g mDME+ (%) m®CZID (%) mKrakenUniq (%) mDME+ (%) mCZID (%) mKrakenUniq (%) m DME+ (%) mCZID (%) mKrakenUniq (%)

Study Aim:
1. Benchmark RPIP Pathogen ID across diverse
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2. Evaluate performance in MDRO phenotype and drug classifications.
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