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Tuval, what’s the most exciting aspect of the Microbiome for 
you? 

The most exciting aspect of the microbiome for me is the view of 

the soil microbiome as an “organ” that we continuously track and 

monitor for health problems. It’s extra exciting because in con-

trast to traditional organs the microbiome might be easier to re-

place or manipulate in an informed manner.  

 

What does Loop Genomics do? 

Loop is the most accurate quantification and classification tech-

nology for microbiome genomics on the market. We empower ag-

riculture teams with accurate microbiome profiling data through 

our leading analysis tools.  

 

How is Loop Genomics involved in the Microbiome space? 

We are working with leading microbiome companies across the 

country to provide single molecule long read DNA sequencing. 

We’ve found that short read Illumina sequencing doesn’t provide 

an accurate picture for clients to gain insights into their samples. 

The microbiome space is fast moving. Within a few years tradi-

tional short read Illumina sequencing will be viewed as the stone 

age of microbiome research. Our mission is to raise the bar for 

our customers and enable the most complete profiling of their 

samples. 

 

Tell us more about the technology and the product. 

Companies should expect game changing advancements in three 
major aspects of their microbiome profiling pipeline: Classifica-
tion, quantification and high throughput multiplexing technology.  

Our technology is next generation sequencing that generates long
-read single-molecule microbiome profiling data. The exciting 
thing about our tech is that all you need to get started is our sam-
ple prep kits and our cloud bioinformatics platform. We are com-
patible with existing Illumina sequencers, making it easier than 
ever to get the in-depth data you need about your sample.  

To top that off, the sample prep is multiplexed into a single tube 
for 24-96 samples to help streamline sample prep and reduce 
hands-on time.  

 

That sounds extremely useful, how does the technology work? 

The core of our technology is the combination of single-molecule 

barcoding and long-read sample prep. We’re counting each mole-

cule in a sample before any amplification is done.  

This removes sample prep bias and gives accurate abundance es-

timates. Relative abundance bias is a huge problem, especially for 

species with low abundance or at the limit of detection. Those 

can really make a phenotypic difference. We’ve fixed that with 

our barcoding technology.  

With our long-read technology teams are able to analyze all 9 var-

iable regions of each 16S molecule, enabling species-level classifi-

cation for all their sample.  

 

What do companies need to get started with Loop Genomics? 

We are the only company providing single molecule long reads 

that doesn’t require any new hardware. There is no entry barrier 

to using our technology. All you need is our prep kit which costs 

the same as existing 16S sequencing kits and it comes with free 

access to our cloud analysis platform.  
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How do you and your team see uses in agriculture?  

The high-resolution classification information that comes from 

our analysis tools becomes powerful for deeper and more com-

prehensive understanding of complex populations and for the dis-

covery of rare species that contribute to the sample phenotype. 

Soils are vastly complex environments.  

As the AgBio field begins to investigate these complex samples 

more deeply, Loop Genomics has solutions to make research 

move faster and be more insightful thanks to barcoded, long-read 

technology.  

We’re enabling researchers to look at previously inaccessible mi-

crobiome genetic information and reducing time teams spend on 

wild goose chases from false positive Illumina results. We’ve done 

that through reducing sequencing error rate 38-fold compared to 

traditional Illumina sequencing. 

 

What’s next for Loop Genomics following the launch of the 
LoopSeq 16S kits?  

We are currently working on a shotgun metagenomics product to 

complement our 16S kits. We’re excited to meet research teams 

at the conference and tell than more about it.  

What are Loop Genomics most looking forward to at the Micro-
biome AgBioTech Series? 

We’re looking to learn from our users. Our goal is to learn about 

our users’ technological challenges so that we can build the tech-

nologies that address them. The AgBioTech Series is an excellent 

opportunity for us to learn from our users what the technology 

solutions of the future should be.  

 

Information and opinions on Hansonwade.com solely represent the 

thoughts and opinions of the author/interviewees and are not endorsed by, 

or reflect the beliefs of, Hansonwade.com, its parent company Hanson 

Wade, or any corporate affiliation that the interviewee may have. 

This interview was conducted on behalf of the Mi-

crobiome AgBioTech EU Summit 2017 (September 

20-21, London). 

 

The Microbiome AgBioTech EU Summit is the only 

industry-focused event set to consolidate and 

translate emerging ideas about the plant  

microbiome into sustainable solutions for farmers 

worldwide. 
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