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Untangling the direct and/or indirect effects of biotic interactions on plant populations is challenging
yet necessary to understand the species' fundamental niche. The assembly of orchid mycorrhizal fungal
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(OMF) communities within roots likely reflects the structure of OMF in soil. We sought to reveal the . . Soil = = 222Q § 22 S AYLERIQ
interaction between root and soil OMF communities to explain the spatio-temporal variation in Seedhng (a) , V€ getatlve . 0 S 5.; < § 35 g = @é % = 3 e % % =
population size and demography of a terrestrial orchid Platanthera cooperi. We asked if soil OMF : Sampllng 2838886885833 233233335385
communities drive the assembly of root OMF communities? And if spatio-temporal differences in root (b) And Rep roductive
OMF assemblages lead to distinct population demographic patterns? We collected P. cooperi roots and (C) phenolo glC al Stages PLE.S.NF.16
soil samples from six disjunct populations across three years. OMF communities were assessed by

amplifying fungal internal transcribed spacer2 (ITS2) region of the nuclear ribosomal DNA followed PLE.S.NF.1S

by its sequencing. Bioinformatic data were analyzed using QIIME and VSEARCH along with
biostatical analyses in R. We 1dentified 955 OMF operational taxonomic units (OTUs) inside roots
which differed in distribution and abundance across populations and years (P=0.001 for both). Further,
30 most abundant root-associated OTUs also had differential distribution and abundances in soil across
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dynamics together for both, root and soil OMF communities. In conclusion, our data suggest that soil
OMF communities influence the assembly of root OMF communities, and the fluctuations in root OMF
communities in response to soil OMF likely influence the spatio-temporal population dynamics of P.
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