Covering more than PA,N
7000 Pathogen

Pathogens Panel

Simplifies complexity and reconstructs a new method for
rapid detection of ultra-broad spectrum pathogens

0 I\'f



Pan Pathogen Panel

Genes2Me PAN Pathogen Panel uses hybridization based enrichment technology and

second-generation high-throughput sequencing technology for high-precision detection of

trace pathogenic microbial nucleic acids in samples, and can quickly identify viruses,
bacteria, fungi, parasites and other pathogenic microorganisms, and also can detect
multiple drug resistance genes, which can help the rapid identification and detection of
pathogenic microorganisms.

Covers 7000+ Pathogenic Micro-organisms

Workflow

Extraction of nucleic . . . .
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Bacteria Parasite Other Categories

Abiotrophia defectiva, Alternaria, Aspergillus, Acanthamoeba, Adenovirus, Anelloviridae, Borrelia,

Actinobacillus ureae, Blastomyces Angiostrongylus Herpesviridae,Parvovirus, Leptospira,

Actinomadura, Actinomyces dermatitidis, Candida, cantonensis, Polyomavirus,Poxviridae, TV, Treponema

israelii, Bacill Cladophialophora Anisakis, Ascaris Alphavirus, allidum, . .

Bsr:;bécgiiu;lri’Clostridioides Clavisl;Jora P lumbricoides, AsI;rovirus, Bunyavirales, ﬁnaplasma DeteCtlon Of DI’U(_] RESISta nt Gen es

difficile, Clostridium, lusitaniae, Coccidioides, Babesia, Coronavirus,Deltaretrovirus, phagocytophilum

gz;%’:ngfsgugzn o Zgr/fntgtci;f;susﬁz{:gch;ﬁf g;gg;ig;?slay/, ﬂg}g‘% - T (TS, The analysis of a range of drug resistance genes for Anti-microbial drug resistance is done using

Enterococcus, Erysip’e/othrix, Fusarium, H’istoplasma’ sinensis, 0,,,,0,90‘,',,”8' Paramyxoviridae, databases like CARD as reference database. It spans over 4,000 genes linked to drug resistance. For

Gardnerella vaginalis, capsulatum, Lichtheimia Cryptosporidium, Picornavirus, Pneumoviridae, categorisation, we use the SARG database as reference which categorizes resistance genes into four levels:

gemella, Gordonia, corymbifera, Cyclospora Rotavirus, Sapovirus Level I, includes mobile resistance genes and families associated with humans, carried by ESKAPE patho-

Granulicatella, Kocuria, Magnusiomyces cayetanensis, gens (Enterococcus faecium, Staphylococcus aureus, Klebsiella pneumoniae, Acinetobacter baumannii,

tf;‘;g%ﬁ;f’fgc’;isg‘z’;fgo’des' ?5#’;‘:%2},":?;3;,3::’3 g’;g)‘;";‘;ftz‘gon Pseudomonas aeruginosa, and Enterobacter spp); Level Il comprises mobile resistance genes and families

Micrococcus luteus, guilliermondii Entamoeba linked to humans but not carried by ESKAPE pathogens; Level Ill encompasses resistance genes and

Mycobacteria Microsporum histolytica families associated with humans but not carried by ESKAPE pathogens. Additionally, the MGEs database
lists non-mobile resistance genes and families. Level IV identifies resistance genes or families that are

Key Features

prevalent in the human environment and connected to human health.

Clinical Applications

Ultra-Broad Spectrum @ High detection rate of fungi
One test covers more and intracellular bacteria

than 95% of common clinical
pathogen infections
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Central nervous Cardiogenic Reproductive Skin infections
system infections infections system infections
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Respiratory Urinary tract Bloodstream Other infections
infections infection infection

Significantly improved the
detection rate of fungi and
intracellular bacteria

@ High Sensitivity @ Fast Detection
High-throughput targeted

Rapid test for
sequencing, no host DNA rapid identification of critical
interference, trace pathogens infection
can be accurately detected




Specifications

Parasite - ~8

Number of Target Size: Target Regions:- Sample Type:- Genes:- Data Required:
Organism:- 7000 + ~8000 probes 16S and internal Blood, Sputum, Housekeeping 1 Million reads
transcribed spacer Saliva, Stool, Swab, | genes,
(ITS) Fresh tissue, drug-resistant
Body fluid related genes
Bacteria - ~88 Fungus - ~ 31 Parasites - ~ 27 Viruses - ~ 22 Obligate Intracellular Spirochete - ~ 3

** Minimum data output from sequencing depends on the content of pathogenic microorganism in clinical specimen.
Whether a particular pathogen is detected in the report depends on the number of supporting reads detected for the
pathogen, and not solely on the total amount of data obtained from sequencing.

ORDERING

Scan for Pathogen List

INFORMATION

Commercial Name

LeoNext PP LibraryPrep Kit for PAN Pathogen
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All products listed in the catalogue are the products of Genes2Me Private Limited. Apart from that, all other product names, trademarks and logos wherever
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Genes2Me Pvt. Ltd.

1105, 11th Floor, Tower B, SAS Tower, Medicity,
Sector - 38, Gurgaon - 122 001, Haryana, India
Tel:+91 18001 214030/ + 91 88000 23600
E-mail : contact@genes2me.com
www.genes2me.com

used in the catalogue are the property of their respective owners. For more information, visit www.genes2me.com.




