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p__Eremiobacterota.c__Eremiobacteria.o__Baltobacterales.f__Baltobacteraceae.g__Elarobacter

p__Proteobacteria.c__Alphaproteobacteria.o__Rhizobiales_A_504705.f__Beijerinckiaceae.g__Rhodoblastus

p__Acidobacteriota.c__Acidobacteriae.o__Bryobacterales.f__Bryobacteraceae.g__Palsa.187

p__Proteobacteria.c__Alphaproteobacteria.o__Micropepsales.f__Micropepsaceae.g__

p__Bacteroidota.c__Bacteroidia.o__Chitinophagales.f__Chitinophagaceae_966727.g__Dinghuibacter

p__Acidobacteriota.c__Acidobacteriae.o__Bryobacterales.f__Bryobacteraceae.g__

p__Verrucomicrobiota.c__Verrucomicrobiae.o__Pedosphaerales.f__UBA11358.g__UBA11358

p__Acidobacteriota.c__Acidobacteriae.o__Acidobacteriales.f__Acidobacteriaceae.g__

p__Acidobacteriota.c__Acidobacteriae.o__Acidobacteriales.f__SbA1.g__Sulfotelmatobacter

p__Proteobacteria.c__Alphaproteobacteria.o__Rhizobiales_A_504705.f__Xanthobacteraceae_503485.g__Pseudolabrys_502496

p__Acidobacteriota.c__Acidobacteriae.o__Acidoferrales.f__UBA7541.g__Acidoferrum

p__Actinobacteriota.c__Actinomycetia.o__Mycobacteriales.f__Mycobacteriaceae.g__Mycobacterium

p__Eremiobacterota.c__Eremiobacteria.o__Eremiobacterales.f__Eremiobacteraceae.g__CADDZI01

p__Actinobacteriota.c__Actinomycetia.o__Mycobacteriales.f__Mycobacteriaceae.g__Nocardia

p__Proteobacteria.c__Alphaproteobacteria.o__Rhizobiales_A_504705.f__Xanthobacteraceae_503485.g__

p__Proteobacteria.c__Alphaproteobacteria.o__Dongiales.f__Dongiaceae.g__Hypericibacter

p__Actinobacteriota.c__Acidimicrobiia_401430.o__Acidimicrobiales.f__Acidimicrobiaceae_401171.g__Acidiferrimicrobium

p__Actinobacteriota.c__Actinomycetia.o__Streptomycetales_400645.f__Streptomycetaceae_400641.g__Streptacidiphilus_A_400617

p__Proteobacteria.c__Alphaproteobacteria.o__Rhizobiales_A_501058.f__Rhizobiaceae_A_501058.g__Rhizobium_A_501058

p__Verrucomicrobiota.c__Verrucomicrobiae.o__Chthoniobacterales.f__.g__

p__Bdellovibrionota_E.c__Bdellovibrionia_A_470743.o__UBA1018.f__UBA1018.g__GWA1.52.35

p__Chloroflexota.c__Ktedonobacteria.o__Ktedonobacterales.f__Ktedonobacteraceae.g__Ktedonosporobacter

p__Proteobacteria.c__Gammaproteobacteria.o__Burkholderiales_592524.f__Burkholderiaceae_A_574934.g__Collimonas

p__Proteobacteria.c__Gammaproteobacteria.o__Steroidobacterales.f__Steroidobacteraceae.g__13.2.20CM.66.19

p__Verrucomicrobiota.c__Verrucomicrobiae.o__Chthoniobacterales.f__UBA10450.g__Udaeobacter

β coefficient

F
ea

tu
re

Null hypothesis
Abundance
Prevalence

Association
Abundance
Prevalence

Abundance PFDR

1e−2

0.2

1

Prevalence PFDR

1e−2

0.2

1


