Table 1. Wilcoxon signed-rank test of abundance of gut microbial taxa in respect to prebiotic interventions in Parkinson’s Disease (PD) and healthy controls (HC).
	Lactulose syrup (PD & HC: Day 0 vs 28)
	Bedarf (2025)29

	Bifidobacterium adolescentis
	+

	Bifidobacterium longum
	+

	Bifidobacterium pseudocatenulatum
	+

	Bifidobacterium breve
	+

	Bifidobacterium ruminantium
	+

	UMGS1975 (Christensenellales)
	+

	Streptococcus thermophilus
	-

	Inulin (PD: Day 0 vs 30)
	García-Milla (2025)42

	Firmicutes
	-

	Verrucomicrobia
	-

	Agathobacter
	-

	Bifidobacterium
	-

	Oligofructose (PD: Day 0 vs 30)
	 

	Bacteroidetes
	-

	Euryarchaeota
	-

	Firmicutes
	+

	Proteobacteria
	-

	Verrucomicrobia
	-

	Enterorhabdus
	-

	Prebiotic bar (starch, rice brain, resistant maltodextrin, and inulin) (PD: Day 0 vs 10)
	Hall (2023)46

	Proteobacteria 
	-

	Escherichia coli
	-

	Fusicatenibacter saccharivorans
	+

	Parabacteroides merdae 
	+

	Faecalibacterium prausnitizii
	+

	Bifidobacterium adolescentis
	+

	Ruminococcus bicirculans
	+

	Ruminococcus bromii 
	-

	Ruminococcus torques
	-





Table 2. Significant diet-Microbiome associations identified using Spearman correlation analysis. Parkinson’s Disease (PD); healthy controls (HC).
	Fibre
	Li 201940

	unidentified Actinobacteria
	+

	Deltaproteobacteria
	-

	Desulfovibrionales
	-

	Desulfovibrionaceae
	-

	Roseburia inulinivorans
	-

	Prevotella copri
	-

	Fat
	 

	unidentified Actinobacteria
	+

	OPB35 soil group
	+

	Bifidobacteriales
	+

	Corynebacteriales
	+

	Bifidobacterium
	+

	Streptococcus mutans
	+

	Fluorine
	Yoon 202439

	Bifidobacterium 
	+

	Molybdenum
	 

	Lactobacillus
	-

	Faecalibacterium GG697149
	+

	Soluble fibre
	 

	Lactobacillus
	-

	Manganese
	 

	Faecalibacterium prausnitzii
	+

	Cobalt
	 

	Faecalibacterium GG697149
	+

	PD ONLY
	 

	Aromatic aroma acid
	 

	Bifidobacterium
	+

	Taurine
	 

	Lactobacillus
	-

	HC ONLY
	 

	Eicosadienoic, eicosatrienoic and eicosenoic acid
	 

	Faecalibacterium GG697149
	+





Table 3. Association of diet with abundance of gut microbial taxa at genus level. Parameters are from MaAsLin2 model adjusted for age, sex, race, and platform. Associations with a q-value <0.05 (highly conservative analyses) were selected for this table. HEI: Healthy Eating Index; IQR: interquartile range.
	HEI (per IQR increase)
	Kwon 202441

	Dietary timeframe:
	Habitual

	Butyricicoccus
	+

	Butyricimonas
	-

	Faecalitalea
	-

	Intestinimonas
	-

	Lachnospiraceae_FCS020_group
	+

	Lachnospiraceae_NK4A136_group
	-

	Negativibacillus
	+

	Roseburia
	+

	Subdoligranulum
	+

	Turicibacter
	+

	Tyzzerella
	-

	Tyzzerella_4
	+

	Lachnospiraceae UC5-1-2E3
	-

	Veillonella
	+

	Dietary fibre intake (per % energy)
	Kwon 202441

	Dietary timeframe:
	Habitual

	Adlercreutzia
	+

	Bacteroides
	-

	Butyricicoccus
	+

	Butyricimonas
	+

	Coprococcus_1
	+

	Hydrogenoanaerobacterium
	+

	Intestinimonas
	+

	Negativibacillus
	+

	Parabacteroides
	-

	Ruminococcaceae_NK4A214_group
	+

	Tyzzerella
	-

	Tyzzerella_4
	+

	UC5-1-2E3
	-

	Added sugar intake (per % energy)
	Kwon 2024

	Dietary timeframe:
	Habitual

	Butyricicoccus
	-

	Butyricimonas
	+

	Coprococcus_1
	-

	Intestinimonas
	+

	Klebsiella
	+

	Negativibacillus
	-

	Romboutsia
	-

	Ruminococcaceae_UCG-003
	+

	Sellimonas
	+

	Sutterella
	+

	Terrisporobacter
	-

	Tyzzerella
	+

	Tyzzerella_4
	-

	Veillonella
	-




