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XGBoost, ElasticNet, AWS: Prevotella jejuni, Selenomonas SGB5880, Neisseria subflava, and Veillonella rogosae


Minna Y Schmidt
Exercise saliva: Actinomyces oris, Neisseria sicca, Neisseria subflava, Granulicatella SGB8255, Rothia aeria, Prevotella melaninogenica, Rothia mucilaginosa, Streptococcus salivarius, Gemella sanguinis, Prevotella oris, Porphyromonas bobii, Prevotella pallens, Streptococcus oralis, TM7 phylum sp oral taxon 352, Streptococcus parasanguinis, Megasphaera micronuciformis, Prevotella histicola, Campylobacter concisus, Prevotella nigrescens, Prevotella vespertina, Rothia SGB49305, Actinomyces graevenitzii, Prevotella salivae, Streptococcus sanguinis, TM7 phylum sp oral taxon 351
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Exercise stool: Clostridiales bacterium, Lachnospira eligens, Clostridium sp AM22 11AC, Costridia bacterium, Oscillibacter sp ER4, Bacteroides eggerthii, Parasutterella excrementihominis, Ruminococcus bicirculans, Alistipes shahii, Alistipes finegoldii, GGB9781 SGB66170, Fusicatenibacter saccharivorans, Blautai glucerasea, Lawsonibacter asaccharolyticus, Bacteroides ovatus, GGB58158 SGB79798, Bacteroides intestinalis, GGB176 SGB14114, GGB9715 SGB15260, Roseburia hominis, Enterocloster hominis, Faecalibacterium prausnitzii, Lachnospira pectinoschiza, Flavonifractor plautii, Ruminoccus gnavus
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Stool overlapping XGBoost and ElasticNet: Oscillibacter valericigenes, Parabacteroides distasonis


