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Introduction 

Plant diseases that cross international borders can have serious economic ramifications for local plant production and have a 

negative impact on global food security. Pre- and postharvest infections are estimated to be responsible for one-quarter of 

worldwide production potential. These losses have a profound influence on food security, quality, and safety, as well as the 

entire food supply chain, whether directly or indirectly. Feeding the world's population, which is expected to reach 9 billion 

by 2050, is a major challenge, will require a concentrated effort to keep food losses at a minimum [1]. Due to the problems 

provided by climate change, which are influencing plant health by changing interactions between host plants, pathogens, and 

the environment, the need to reduce crop losses has become more prominent. Crop yields were clearly reduced in a study 

done in the United States to assess future food production scenarios for the years 2060–199 [2]. The gradual adoption of 

sustainable farming practises, as well as the corresponding reduction in agricultural chemical inputs, such as pesticides, may 

make disease management more difficult. As a result, it is clear that effective diagnostic procedures are required to identify 
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dangers to plant health in order to create and implement appropriate plant protection strategies. To certify exported 

commodities, examine imported products, undertake disease surveillance and monitoring, and implement pathogen 

containment programmes, rapid disease diagnosis technologies are required. Metagenomic sequencing offers the ability to 

discover and monitor numerous, if not all, possible plant pathogens in a single investigation in this regard. However, due to a 

number of technological issues and constraints that need to be solved before metabarcoding and/or shotgun metagenomics 

can be used to diagnose bacterial and fungal plant diseases on a wide scale, the application of metagenomic sequencing is 

currently uncommon. An outstanding study with practical technical instructions for implementing high-throughput 

sequencing (HTS) in plant pathogen detection was recently published [3].  

 

Conclusion 

The use of high-throughput microbiome sequencing for diagnostic purposes has a lot of promise. It has a lot of potential for 

monitoring soilborne, seedborne, and airborne diseases, as well as identifying new pathogens and detecting the source of 

epidemics. Metabarcoding is the approach with the most potential uses in monitoring the presence of pathogens, owing to its 

low cost [4]. It is especially useful for use in specialised surveillance programmes when the aim is a single genera of fungi or 

bacteria. 
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