
As Glaciers Melt Ancient Ice and Modern Pollution Combine to Spread Antibiotic 
Resistance 

Researchers synthesized data from more than 1,000 studies to explore the emerging threat posed 
by antibiotic resistance genes (ARGs) trapped within global glaciers. Review findings highlight 
that glaciers act as reservoirs for both ancient resistance traits and modern pollution, proposing 
a conceptual “glacier continuum” framework to track their potential spread from high-altitude 
peaks to populated valleys. 

These findings underscore potential risks to global freshwater ecosystems, highlighting the 
importance of developing integrated monitoring systems to detect and anticipate recent 
increases in reported ARG presence worldwide, rather than demonstrating widespread 
ecological or health impacts at present. 

 

Study 
The present review addresses these concerns by conducting a systematic synthesis of the 
existing literature on ARGs in glacial environments. The study employed a bibliometric and meta-
analytical approach using peer-reviewed publications screened from the Web of Science Core 
Collection covering records from 1980 to 2025. 

The review initially identified approximately 1,600 documents related to glaciers, bacterial 
pathogens, and antibiotic resistance. Following title, abstract, and full-text screening, 1,248 
distinct records were included in subsequent review and meta-analyses. 

Statistical analyses categorized extracted findings based on geographic location, bacterial 
detection methods, and genetic mechanisms. Regions examined included the Arctic, Antarctica, 
and the Tibetan Plateau. 

Traditional culture-dependent methods, such as the Kirby–Bauer disk diffusion test, were 
compared with advanced molecular approaches, including shotgun metagenomics. 

This next-generation genomic approach enables simultaneous sequencing of all DNA in a glacial 
sample, providing a comprehensive view of the resistome, defined as the full collection of 
resistance genes present, without culturing bacteria. The review notes, however, that limitations 
remain in linking environmental detection directly to human health risk. 
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Findings 
The review reveals an exponential increase in scientific attention to this topic. Research output 
between 1980 and 2010 was sparse, but publications over the last 15 years have surged, 
approximating a quadratic growth model and reaching over 370 expected papers by 2025. 

Geographical meta-analyses revealed stark regional contrasts. In the Arctic, where millennia of 
human habitation and industrial development have occurred, ARG levels were one to two orders 
of magnitude higher than those in Antarctica. 

In Canada’s High Arctic, for example, most coliform bacteria isolated from glacial ice were 
resistant to antibiotics such as cefazolin and cefamandole. The Tibetan Plateau similarly 
displayed high ARG abundance, attributed primarily to long-range atmospheric transport from 
neighboring regions with high antibiotic use. 

Antarctica, by contrast, remains relatively pristine but not uncontaminated. Ancient ice cores 
revealed naturally occurring resistance genes predating clinical antibiotic use, while modern 
human activity near research stations has introduced resistance to synthetic antibiotics, 
although available evidence remains geographically limited. 

Conclusion 
This systematic review establishes that glaciers function as environmental reservoirs and 
potential transport pathways for ARGs. It highlights the possible release and accumulation of 
resistance genes into downstream lakes and rivers as an emerging biosecurity concern, without 
yet quantifying population-level exposure or health risk. 

The review further shows that many studies examine glacier habitats in isolation, overlooking how 
antibiotic resistance may disseminate across connected ecosystems. The authors propose a 
standardized monitoring framework using metagenomics to track pathogenic bacteria and 
resistance genes across the entire glacier continuum. 

Integrating these environmental data into early-warning systems could enable earlier detection 
and risk assessment, supporting preventive mitigation strategies before ecological 
contamination translates into measurable human health impacts, an outcome not yet 
empirically demonstrated. 
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