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bacteria Bacteroides thetaiotaomicron and Roseburia intestinalis 

 154 

Lohia, Sonnal 

Fecal proteomics in investigation of the gut-kidney axis in patients 

with chronic kidney disease 
 155 

Lombardo, Isabella 

Implementing standard operative procedures for respiratory tract 
microbiome assessment as a tool for clinical research in internal 

medicine wards: a pilot study 

 156 

Page 23 



 EMBO | EMBL Symposium: The human microbiome 

Lopez Sandoval, Ruben 

Studying host-microbe interactions in engineered human gut tissues  157 

Maier, George 

The contribution of microbes in the origin of human serrated sessile 
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with less host DNA contamination 

 163 

Mattock, Jennifer Presenter: Watson, Mick 

Better bioinformatics workflows for the precision analysis of human 
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Evaluation of short and long-read sequencing approaches for 
taxonomic classification and profiling of in vitro gut microbiota 

communities 

 227 

Sinha, Trishla 

CS baby biome: timing of maternal antibiotic prophylaxis during a 

cesarean section and the early infant gut microbiome 

 228 

So, Yunjeong 

Utilisation of human milk oligosaccharides by the adult gut 
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